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Abstract 
 

Hypertension and estrogen deficiency are known risk factors that contribute to 

the incidence of cardiovascular and cerebrovascular disease. It is thought that 

hypertensive risk due to excessive stretching of vascular walls and the loss of a 

protective effect from estrogen causes injury and weakness of the vascular 

structure that may lead to atherosclerosis, coronary heart disease, aneurysm 

and/or stroke.  

Previously, estrogen has been demonstrated to exert a protective effect on the 

vascular system as it has anti-inflammatory and anti-atherogenic properties, 

reducing reactive oxygen species production and increasing mitochondria 

efficiency. Excessive mechanical tensile stretch, as occurs during hypertension, 

is associated with cellular injury and endothelial dysfunction. However, the 

results of the combination of these positive and negative effects from both 

stimuli are still unclear and warrant further investigation.  

Thus, this thesis aims to investigate the proteomic profile of human cerebral 

microvascular endothelial cells (HCMEC) subjected to either cyclic 

mechanical tensile stretch regimes and /or 17-estradiol using proteomics. Two 

types of relative quantitative mass spectrometry-based proteomic methods have 

been applied, namely label-free shotgun proteomics and Isobaric Tag for 

Relative and Absolute Quantification (iTRAQ). Pathological cyclic stretch at 

20% intensity resulted in significantly greater proteome changes compared to 

physiological cyclic stretch at 5% intensity independent of the time period. 

Pathological cyclic stretch for two hrs resulted in changes to proteins 

associated with (i) contractile dysfunction and (ii) inflammation. In contrast, 

pathological cyclic stretch for 18 hrs altered proteins potentially associated 

with aneurysm pathophysiology (e.g., titin and apolipoprotein B100). These 

two proteins have been previously observed to be dysregulated in aneurysm 

samples.  

To further investigate the effects of 17-estradiol present during cyclic stretch 

on HCMECs, estrogen receptors were initially identified using 

immunocytochemistry. Estrogen receptor beta and G protein-coupled estrogen 
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receptor were both identified as expressed on HCMEC. The interaction of 

these receptors with 17-estradiol was confirmed using a proximity ligation 

assay. Finally, proteomic analysis was conducted on HCMECs exposed to 17-

estradiol and pathological cyclic stretch using iTRAQ. An unique protein 

profile was observed with HCMEC exposed to 17-estradiol only and 

HCMECs exposed to both 17-estradiol and pathological cyclic stretch. This 

included proteins that might be involved in antioxidant properties, cell-to-cell 

adhesion and structural activity that may indicate 17-estradiol’s ability to 

preserve cellular integrity during exposure to high stretch intensity physical 

challenges.  

In conclusion, this study provides compelling proteomic evidence for 

underlying protein changes induced by cyclic stretch and 17-estradiol. 17-

estradiol may have a stronger effect on HCMEC protein’s modulation in 

comparison to mechanical cyclic stretch and it may exert a protective effect on 

the cells from consequences of pathological cyclic stretch. This model may 

reflect protein regulation that may occur during hypertension and has potential 

in developing estrogen-like compounds in a future therapeutic approach. 
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1.1  Introduction 

 

The vascular system is a dynamic environment as it is constantly exposed to 

various stimuli such as hemodynamic forces and vasoactive substances. 

Hemodynamic forces in a physiological setting are important in maintaining 

vascular homeostasis as it involved in vessel remodeling, angiogenesis and 

regulating vascular tone (Anwar et al., 2012). In the early stages of the stretch 

stimuli, the vascular remodeling process involves cell migration, proliferation, 

apoptosis and extracellular matrix (ECM) synthesis that can potentially 

counteract any effects of mechanical stress.  However, excessive mechanical 

cyclic stretch, such as in the case of hypertension (blood pressure reading 

above of 140/90 mmHg), may initiate endothelial dysfunction, neointima 

formation, an inflammatory cascade and ECM remodeling (Ali et al., 2006). 

Several vascular diseases, such as atherosclerosis, coronary heart disease and 

aneurysm (IA) formation may result from these processes. Thus, understanding 

the mechanism of action due to the excessive mechanical cyclic stretch may 

benefit to prevent vascular disease. 

In addition to hemodynamic forces, the vascular system is exposed to 

vasoactive substance such as blood proteins, peptides and hormones. For 

instance, one of the hormones thought to be crucial in the vascular system is 

estrogen that is a sexual hormone important for female sexual characteristics. 

This hormone circulates at physiological levels (118-914 pmol/L) in 

premenopausal women (Stricker et al., 2006). Previous studies have shown that 

estrogen has many beneficial and protective effects on the human vascular 

system and that many of these are operational during cardiovascular diseases. 

For example, estrogen has anti-inflammatory and anti-atherogenic property 
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(Cid et al., 2002), reduces reactive oxygen species (ROS) production (Stirone 

et al., 2005), increases mitochondria efficiency (Duckles & Krause, 2007) and 

releases nitric oxide (NO) for vascular dilatation (Cid et al., 2002; Duckles & 

Krause, 2007; Guo et al., 2010; Tostes et al., 2003). However, as women 

undergo menopause, the physiological level of estrogen starts to decline and 

the incidence of cardiovascular and cerebrovascular disease starts to rise 

(Regitz-Zagrosek, 2006). For example, premenopausal women have a lower 

risk (odd ratio 0.24) for aneurysmal subarachnoid hemorrhage compared to 

postmenopausal women (Longstreth et al., 1994; Okamoto et al., 2001). In 

addition, it has been found that coronary heart disease develops 10 years later 

in women who are in the postmenopausal stage compared to men at the same 

age (Xing et al., 2009). These examples might be attributed to the loss of any 

protective effects of estrogen occurring after menopause and highlight estrogen 

as a potentially important hormone in women.  

Figure 1.1 outlines the processes involved as a foundation in this study. As any 

blood vessel is exposed to mechanical forces such as tensile stretch or shear 

stress, vascular remodeling is activated to maintain the structure and to 

counteract any mechanical stress experienced. The remodeling processes 

involve cell migration, proliferation, apoptosis and ECM degradation/synthesis 

in order to sustain vascular homeostasis. However, prolonged cyclic stretch 

(such as occurs in chronic hypertension), leads to several vascular pathologies 

that can eventually lead to atherosclerosis and/or aneurysm. Several processes 

involved such as endothelial dysfunction, neointima formation, inflammation 

and ECM imbalances that eventually contribute to these anomalies. However, 

estrogen has been reported to be protective against these deleterious processes. 

Given that the endothelial cells (EC) layer is the innermost cell layer in blood 
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vessels that are in active contact with blood flow, this represents a promising 

starting point to focus on disease development. Furthermore, as the endothelial 

layer has direct contact with circulating estrogen, it can lead to the initiation of 

the cellular responses affecting the downstream signaling pathway in cells. 

Given these reasons, ECs are the main interest in this study.  

 

Figure 1.1 The relationship between blood vessels, mechanical stretch and 

estrogen exposure.  Mechanical forces such as shear stress and tensile stress 
against vessel wall will induce vascular remodeling involving cells migration, 
proliferation, apoptosis and ECM degradation/synthesis. However, prolonged 
hypertension can cause endothelial dysfunction, neointima formation, 
inflammation, hypertrophy and ECM imbalances. These could promote 
atherosclerosis development and weakness of the arterial wall could initiate 
aneurysm formation. As these processes involve molecular signaling activation, 
many downstream proteins may be activated or inactivated due to the stimuli. 
The specific proteome changes due to mechanical tensile stretch, estrogen and 
the combination of both stimuli are the foci of this proteomics investigation. 

 

Previous studies have focused on the effect of shear stress and its associated 

pathological implications on ECs. However, the effect of cyclic stretch 

specifically on ECs and its molecular changes have not been investigated in 

depth and require further investigation (Chiu et al., 2009; Lacolley, 2004; Ngai 
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& Yao, 2010; Shyu, 2009). In addition, although many studies have focused on 

human umbilical vein endothelial cells (HUVEC), HUVEC are derived from 

immune fetal tissue that exhibit functional differences from adult vascular 

endothelia (Tan et al., 2004). Thus, the experimental use and application of 

adult EC is one of the main foci in this study as they represent adult cells a 

more accurate model worthy of investigation (Felty, 2011; Shoajei et al., 2014). 

Human cerebral microvascular endothelial cells (HCMEC) were used in this 

study. 

The simple approach in this study is to use mass spectrometry-based “shotgun” 

proteomics to elucidate protein changes caused by these stimuli. Proteomics 

represents the whole complement of proteins expressed in a particular state of 

an organism or a cell population (Wilkins et al., 1996). Proteomics is a 

powerful tool used to map the cellular and molecular responses to specific 

stimulus in systems biology view (Cox & Mann, 2011).  Proteomics enables 

quantification and ranking of altered proteins in any biological system under 

defined spatial, temporal and environmental conditions. This information can 

enhance our understanding of the pathophysiology of disease, enable 

development of disease biomarkers as diagnosis tools and contribute to the 

identification of proteins that warrant therapeutic targeting.  

As excessive mechanical cyclic stretch is associated with pathological 

development in vascular endothelium and estrogen has been reported to exhibit 

its protective effects against cardiovascular disease, the effect of the 

combination of these stimuli is unknown and the new information could inform 

therapeutic approaches, especially in cardiovascular diseases. Taking 

advantage of recent proteomic technologies, this thesis will focus on the 
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molecular effects of mechanical cyclic stretch and estrogen exposure in 

HCMECs using proteomics. 

 

1.2 Endothelial Cell Biology 

 

The vascular system is a dynamic structure that functions to transport blood 

throughout the whole body. It consists of three layers: the tunica intima that 

consists of ECs; tunica media that is mostly comprised of smooth muscle, 

elastin and collagen; and tunica adventitia, that mainly consists of connective 

tissue. Each of these layers has important functions in maintaining blood vessel 

structure. The outermost layer (tunica adventitia) acts to support the blood 

vessel while the tunica media has mechanical properties as it controls to 

constriction and dilation of blood vessel. The innermost layer (tunica intima) of 

blood vessels consists of a monolayer of ECs that serves as a barrier that 

separates the blood from the tissue. As it is continuously in direct contact with 

blood flow, ECs are consistently exposed to a complex mixture of blood 

components and mechanical forces including those emanating from blood 

pressure (Aird, 2007). Thus, these physical and chemical factors collectively 

promote various metabolic and synthetic functions of ECs that are important in 

maintaining vascular homeostasis. 

Endothelial cells in culture are characterised by polygonal and cobblestone 

shapes (Figure 1.2). The EC size is approximately 15-30 M, depending on the 

location of vascular beds. It has been estimated that there are 60 trillion ECs in 

the human body (Aird, 2005). Interestingly, there are variations of ECs in 

different parts of the vascular bed depending upon where it lies in an organ, 
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and this is commonly referred to as EC heterogeneity.  ECs located in different 

organs display distinct characteristics to meet local needs of the underlying 

tissue. For example, endothelium in the kidney forms numerous fenestrae that 

can facilitate the kidney’s filtration functions (Haraldsson et al., 2008), 

whereas endothelium in the heart and lungs are non-fenestrated, and thus 

exhibit more selected permeability (Aird, 2007). In addition, EC capillaries in 

the brain form a special structure known as ‘blood-brain barrier’ (BBB), which 

differs from other peripheral sub-EC barriers. The BBB is characterized by 

tight junctions that are sealed between ECs, pericytes and astrocytes processes 

that surround the capillary (Abbott et al., 2010). These characteristics strictly 

inhibit the influx of molecules from the blood into the brain, except for small 

and/or lipophilic molecules (Rubin & Staddon, 1999). Using specific types of 

EC in experimental settings is important to consider as different EC types may 

have different molecular responses in different physical and chemical 

environments. 

 

1.2.1 Functions of Endothelial Cells 

 

Endothelial cells demonstrate several functions to maintain vascular 

homeostasis. Disruption by any chemical, biological or mechanical insults will 

impair these functions and could lead to endothelial dysfunction and vascular 

disease that will be discussed in section 1.4 of this chapter. 

The first functions of ECs are in controlling vascular tones. Regulation of 

vascular tone homeostasis is facilitated by vasodilator and vasoconstrictor 

molecules secreted from the EC to maintain blood pressure. Vasodilation is a  
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Figure 1.2 The morphology of human cerebral microvascular endothelial 

cells. Human cerebral microvascular endothelial cells grown in cell culture 
appeared with cobblestone, polygonal and slightly elongated morphology 
(Author’s proprietary image). 

 

process of widening the blood vessel and enabling more blood to be delivered, 

thus decreasing the blood pressure. NO is a major vasodilator substance, which 

is formed as a reaction between L-arginine and endothelial nitric oxide 

synthase (eNOS). Diffusion of NO to vascular smooth muscle cells (SMCs) 

activates soluble guanylate cyclase (sGC) that later convert guanosine 

triphosphate  (GTP) to cyclic guanosine monophosphate (cGMP) for vascular 

relaxation (Davignon & Ganz, 2004). sGC is a receptor for gas ligands and a 

signal-transduction enzyme presence intracellularly that is activated by NO. 

Impairment of its bioavailability or response to endogenously produce NO 

have been implicated in cardiovascular disease, hepatic, pulmonary and renal 

diseases (Evgenov et al., 2006). Thus, organic nitrites, nitrovasodilator or 
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compounds that activates sGC in NO-independent manner have been used as 

therapeutic approaches to activate sGC (Evgenov et al., 2006). 

In addition to NO, other vasodilators released from ECs include prostacyclin, 

bradykinin and an endothelium-derived hyperpolarising factor; all of which are 

important in regulating blood vessel dilation (Gonzalez-Cabrero et al., 2007). 

To balance the vasoregulation, ECs also secrete vasoconstrictors such as 

endothelin, platelet activating factor, angiotensin I and thromboxane A2 

(Endemann & Schiffrin, 2004). Vasoconstriction narrows the blood vessel by 

increasing muscle contraction, thus reducing the blood flow and resulting in an 

increase of blood pressure. One of the vasoconstrictor, endothelin, is well-

established as a potent vasoconstrictor and acts via increasing calcium 

concentration through binding to G protein-coupled ETA receptors on SMCs 

(Meyer & Barton, 2009).  

Next, ECs serve as a physical barrier preventing blood penetration into tissues 

and also as a selective barrier for molecule permeability. Each of the cells are 

in close contact with one another, linked by adhesive structures such as tight 

junctions, adherens and gap junctions (Michiels, 2003). Tight junctions seals 

intercellular space to make it selectively impermeable to the influx of ions and 

molecules (Weber, 2012). On the other hand, adherens junctions (composed of 

cadherin/catenin) anchor the actin cytoskeleton of adjacent cells together 

(Hong et al., 2010). Tight junctions and adherens junctions together function as 

the cells’ connection to form a cell-to-cell barrier with gap junctions mostly 

involved in communication as they permit movement of small molecules 

between cells (Bazzoni & Dejana, 2004). These structures retain the 
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semipermeable integrity of the endothelial barrier and control molecular 

movement. 

Angiogenesis is the process of the sprouting of new blood vessels from 

existing blood vessels. This process is important for the development, repair 

and maintenance of blood vessel. Several processes are involved such as 

degradation, migration, organisation and sprouting that mostly affects ECs for 

new vessel formation (Rundhaug, 2005). In addition, many signaling cascades 

activate ECs in angiogenesis such as phosphatidylinositol-3-kinase (PI3K) for 

endothelial survival, guanosine-5'-triphosphatease (GTPases) for migration and 

mitogen-activated protein kinases pathway (MAPK) for cell proliferation 

(Munoz-Chapuli et al., 2004). Besides that, ECs express receptors for 

angiogenesis, such as the vascular endothelial growth factor (VEGFR) that 

binds to VEGF type A – E (Shay-Salit et al., 2002). These receptors stimulate 

ECs mitogenesis, increase vascular permeability and cell migration (Bao et al., 

2009). 

eNOS and NO play roles in angiogenesis such as inducing ECs migration and 

adhesion during angiogenesis. Several angiogenic growth factors such as 

VEGF, platelet-derived growth factor, angiopoietin 1 (Ang 1) and sphingosine 

1 phosphate (SIP) can activate eNOS to generate NO through Akt activation 

via P13K-mediated pathway (Duda et al., 2004). In addition, suppression 

activity of NO in ECs caused decreased colocalization of p125FAK, a tyrosine 

kinase that is strongly implicated in adhesion-dependent signaling cascades, to 

focal adhesion- a complex that connects the extracellular filamentous 

meshwork to the intracellular cytoskeleton (Goligorsky et al., 1999; Zebda et 

al., 2013). This later causes ECs inability to migrate. 
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1.3 Estrogen 

 

Estrogen is a female sex hormone that is important in maintaining reproductive 

function and sexual development. It has also been recognized as a hormone 

that is important for functional development and maturation in the female 

reproductive system. There are three major forms of estrogen; estrone, 

estradiol and estriol (Figure 1.3). Naturally occurring estrogen has 18-carbon 

steroids that have an aromatic ring with a phenolic hydroxyl. 17-estradiol (a 

type of estradiol) is the primary estrogen in circulation and abundant during the 

reproductive stage of women, estrone is the predominant in postmenopausal 

and estriol increases during pregnancy (Gruber et al., 2002). As 17-estradiol 

is the most potent form of estrogen and has a longer circulation in women 

during premenopausal age, it has been intensely investigated for its functions 

and characteristics. 

Figure 1.3.  Molecular structure of estrogen. The hormone consists of estrone, 
estradiol and estriol. The estrone has ketone (=O) group at D ring (at the 
rightmost), estradiol has one hydroxyl (-OH) group at D ring and estriol has 
two hydroxyls at D ring (Raju et al., 2008). 

 

1.3.1 Biosynthesis of Estrogen 

 

Estrogen is derived from cholesterol that undergoes several complicated steps 

and conversions (Figure 1.4). Androstenedione and testosterone are the main 

precursors of estrogen. Androstenedione is a steroid compound derived from 
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cholesterol and it initiates the biosynthesis of estrogen. This compound is 

converted into estrone or estradiol by i) aromatase enzyme or ii) testosterone, 

another form of steroid compound. Furthermore, androstenedione reduction by 

hydroxysteroid (17) denydrogenase (17-HSD) can produce the testosterone. 

The aromatase enzyme catalyzes oxidation of testosterone to estradiol. 

Meanwhile, estriol is produced from the conversion from estradiol or estrone 

by the hydroxylase enzyme (Haggstrom & Richfield, 2014).  

 

Figure 1.4. Estrogen biosynthesis in human. Estrogen synthesis involves 
several conversions starting from cholesterol as the main substrate. Androgen 
undergoes several enzymes conversions such as 3-beta-hydroxystreroid 
dehydrogenase, 17- hydroxystreroid dehydrogenase and aromatase for 
estrogen production. The processes highlighted in red box indicate the estrogen 
synthesis process (Haggstrom & Richfield, 2014). 
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Ovaries are the important organs during the female reproductive age since they 

are the principle sites of estradiol production and produce egg for fertilization.  

The ovaries have the ability to convert cholesterol to the C19 steroid as 

precursors for estrogen. However, other organs such as stromal cells form 

adipose tissue and osteoblasts of bones can also synthesise this hormone 

locally (Simpson, 2003). These have been related to the existence of aromatase 

enzymes specifically in these organs that could lead to the local estrogen 

synthesis. Thus, the effect of this estrogen is confined to the tissues as it does 

not enter the circulation (Simpson, 2003; Tostes et al., 2003). 

Estrogen has been identified to target multiples organs as illustrated in Figure 

1.5. For example, estrogen increases the proliferation of the mammary gland in 

the breast for milk production in preparation for delivery of a neonate 

(Prossnitz et al., 2008). In the skeletal system, this hormone increases bone 

proliferation and maintains bone mineral density, whereas in the uterus, it 

increases endometrial proliferation lining the uterus ready for egg implantation 

(Olde & Leeb-Lundberg, 2009). In addition, it is also involved in controlling 

production of high-density lipoprotein (HDL) and low-density lipoprotein 

(LDL) in the liver (Arnal et al., 2010). This effect could potentially be linked 

to avoidance of plaque formation in the arteries since HDL production is 

higher compared to LDL. These highlight the various functions of estrogen, as 

it can affect the skeletal, cardiovascular and nervous systems simultaneously; 

particularly in growth, differentiation and homeostasis. The specific effects of 

estrogen on the vascular system and endothelium will be discussed in another 

section of this literature review. 
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Figure 1.5. Target tissues of estrogen in the human body. Estrogen has been 
identified to target various organs such as bone, uterus, liver, breast, heart, 
vagina and brain (FemHealth, 2010). 

 

1.3.2 Estrogen Signaling 

 

1.3.2.1 Classical Estrogen Receptors (ERs) 
 

Estrogen receptor  (ER) and estrogen receptor  (ER) are known classical 

ERs in the nuclear receptor family. ERs, which are ligand-bound receptors, 

bind to cis-regulatory DNA elements at the promoter regions that subsequently 

initiate transcription. ERs form homodimers (ER/ER or ER/ER) or 

heterodimers (ER/ER). These are required for efficient DNA binding to 

occur at the estrogen response element (ERE). ER consists of 595 amino 

acids while ER is comprised of 530 amino acids (Heldring et al., 2007; 
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Petterson & Gustafsson, 2001). Both ER and ER have unique roles in 

estrogen signaling and are composed of 5 domains; N-terminal A/B domain, C 

domain, D domain, and C-terminal F domain (Figure 1.6).  

The domains contain activation function 1 or 2 (AF-1 or AF-2) that contributes 

to estrogen transcriptional activity by directly activating target genes (Zhao et 

al., 2007). AF-1 and AF-2 mediated stronger synergism for full transcriptional 

activation. ER relies upon AF-1 at the N-terminal as opposed to ER that 

exhibits lower transcription activity at AF-1. Thus, generally higher 17-

estradiol concentrations are needed to achieve maximal transcriptional activity 

in ER (1 nM) compared to ER (0.1 nM) (Petterson & Gustafsson, 2001).  

Estrogen receptor alpha (ER) is located on chromosome 6. ER is found to 

be the predominant receptor in most target organs (Kelly & Levin, 2001). 

Several forms of ER have been identified in rat blood vessels comprising 45, 

50, 82, 93 and 110 kDa in length in contrast to the commonly found 66 kDa 

long (ER66) modified receptor. These forms could be attributed as splice 

variants of ER (Kim & Bender, 2005). However, ER expression was found 

to be dependent on estrogen exposure since its expression was decreased in 

oophorectomy and increased after chronic estrogen expression. This suggested 

that estrogen binding could stabilise ER from degradation (Stirone et al., 

2003). ER expression is also important in maintaining vascular homeostasis. 

Reduced ER expression has been associated with the development of 

cardiovascular disease, predominantly in females. This could be due to 

methylation of the promoter region of ER that, in turn, reduces ER 

expression (Post et al., 1999). Moreover, estrogen levels may play a role as 
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oophorectomised rats exhibited reduced-expression of ER while chronic 

exposure to estrogen caused increased ER-expression (Stirone et al., 2003). 

The more recently introduced ER, ER (61 kDa) is located on the human 

chromosome 14 q23.2. ER requires higher estradiol concentration, compared 

to ER, for its activation and has a weaker transcriptional activity. The N-

terminal that contains AF-1 is not as effective on ER transcriptional activity 

as it is more responsive for transcription of ER (Petterson & Gustafsson, 

2001). ER has 5 isoforms designated as ER 1-5. ER 2-5 is mostly similar 

to ER1 except that they have a unique sequence at exon 8. Dimerisation 

between different isoforms appears to be possible as demonstrated in vitro by 

heterodimerisation of ER1 with ER4 and ER5 (Zhao et al., 2007). 

ERs can be modulated by other transcription factors such as activating protein 

(AP-1) and stimulating protein 1 (Sp1). However, ER and ER play distinct 

roles in regulating these proteins. For example, ER stimulates AP-1 reporter 

activity in the presence of estrogen, although ER does not (Zhao et al., 2007). 

Moreover, 17-estradiol-ER signaling can be converged with other growth-

factor-receptors. For example, 17-estradiol could phosphorylate the insulin 

like growth factor (IGF-1) and activate ERK (Kelly & Levin, 2001). Thus, 

these indicate the complexity in ER signaling. 

ER activation is involved in several processes including dimerisation, ligand 

binding, phosphorylation, interaction with cofactors and DNA binding. 

Interestingly, ER can be activated without a ligand by phosphorylation of 

serine residue in AF-1 via the Ras/MAPK pathway. This can be triggered by 

growth factor signaling that leads to kinase activation for ER phosphorylation 
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(Lu et al., 2002). In addition, cAMP up-regulation can stimulate ligand-

independent transcriptional activity via AF-2. Once the ligand (estrogen, 

SERM) binds to the receptor, it translocates from the cytosol into the nucleus 

to initiate transcription (Kelly & Levin, 2001). Ligand-binding to ER results in 

conformational changes that enable the ligand bound ER to be either in its 

active or inactive state, depending on the type of ligand. Co-regulators and co-

repressors are recruited into the complex, where activation of co-regulators by 

agonists favor transcription, while activation of co-repressors via agonists 

inhibit transcription (Deroo & Korach, 2006). 

 

Figure 1.6. ER and ER domains. Both ER and ER domains consist of 5 
domains, A to F. The percentage represents the sequence homology shared 
between domains (Saxena & Sharma, 2011). 

 

1.3.2.2 G Protein-coupled Estrogen Receptor 
 

The G protein-coupled estrogen receptor 1 protein (GPER1) is a heptahelical 

transmembrane receptor. GPER1 is expressed in the plasma membrane, which 

senses signals for the initiation of signal transduction. In estrogen signaling, 

GPERs are involved in non-genomic signal transduction due to their rapid 

onset (seconds to minutes) and has a lack the effect on gene transcription. 

Early studies showed that GPR30 located at the endoplasmic reticulum 
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specifically binds to estrogen (Revankar et al., 2005). In addition, it was also 

found in the plasma membrane. Suggestively, endocytosis of GPER from the 

plasma membrane to the trans-Golgi network prior to its degradation could be 

an important checkpoint process (Cheng et al., 2011). In terms of organ 

specific distribution, it has been found in the heart, liver, intestines, ovaries and 

the brain. 

Initially, GPR30 was known as one of the orphan receptors that was not related 

to nuclear ER function (Otto et al., 2008). However, many studies have now 

been performed to elucidate the actions of GPR30. GPR30 was identified to 

activate ERK1/2 with estrogen stimulation in cell lines that expressed GPR30 

(Filardo et al., 2000). In addition, it has binding and signaling characteristics of 

a membrane ER. GPR30 has a high affinity, specific binding and saturable 

binding to estradiol with Kd (dissociation constant) of 3.0 M that is similar to 

membrane ERs. Additionally, the PI3K pathway is activated by estrogen 

stimuli via EGFR transactivation with only GPR30, but not with other ERs 

(Prossnitz et al., 2007). Due to these recent findings that ERE elucidated the 

contribution of GPR30 in estrogen binding and signaling, GPR30 was renamed 

GPER1 (Feldman & Gros, 2011). 

Binding of estrogen activates G-proteins that stimulate downstream signaling 

involving adenylyl cyclase for cAMP production and Src for matrix 

metalloproteinase (MMP) activation (Prossnitz et al., 2008). According to 

Prossnitz et al. (2008),  activation will promote EGFR that leads to other 

downstream signaling pathways such as PLC activation that increases Ca2+ 

levels through IP3. Furthermore, MAPK and PI3K would be activated. These 

processes are involved in the regulation of transcription factors. These findings 
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demonstrated integration of non-genomic and transcriptional activity of GPER 

independent of ERE binding. 

G1 is a compound acts as a GPER agonist while G15 is an antagonist (Seok et 

al., 2012). Interestingly, antagonists for ER, such as tamoxifen, raloxifene, ICI 

182, 780 are agonists of GPER (Meyer et al., 2010). These antagonists could 

possibly contribute to pathological conditions since GPER expression has been 

related with cancer outcome and prognosis in clinical settings. GPER was 

found to be overexpressed in breast cancers of greater than two cm in size, with 

HER-2/Neu overexpression and distant metastases (Filardo et al., 2006). 

Additionally, GPER is a suggested candidate for an endometrial carcinoma 

survival indicator. This is because patients with overexpressed GPER in 

tumours that exhibit low estrogen carcinoma were found to have lower survival 

rates in endometrial carcinoma (Smith et al., 2007). Thus, GPER could 

potentially become an alternative option in diagnosis and therapeutic 

approaches in cancer.   

 

1.3.2.3 Non-genomic and genomic action of ER signaling 
 

Estrogen stimulates the activation of two different pathways known as genomic 

and non-genomic ER signaling mechanisms. Genomic mechanism involves the 

binding of a classical ER to the gene that will activate transcription and protein 

synthesis. In contrast, the non-genomic pathway does not involve nuclear co-

localisation and gene transcription as estrogen is bound to ER. The non-

genomic pathway is primarily mediated by intracellular transmembrane 

GPER1 and membrane associated ER such as ER46 (Toth et al., 2009). This 

mechanism regulates many vascular functions and responds rapidly to activate 
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signaling cascades. For example, estrogen stimulates MAPK signaling within 5 

minutes of exposure in addition to cGMP production and NO release via the 

non-genomic pathway (Russell et al., 2000).  

 

 

Figure 1.7.  Illustration of the classical and G protein-coupled estrogen 

receptor activity. Downstream proteins are activated through the binding of 
estradiol (E2) via classical or G protein-coupled estrogen receptor. The binding 
will activate the gene for mRNA transcription and protein synthesis eventually 
(Bjornstrom & Sjoberg, 2005). 

 

The non-genomic pathway has recently been accepted to modulate protein-

protein interactions and transcription factors for regulating gene expression 

without direct binding of ER to the gene (O'Lone et al., 2004). The term ‘non-

genomic to genomic signaling’ clarifies the indirect influence of estrogen on 

gene expression. Few mechanisms have been outlined to better illustrate these 
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signaling pathways than was depicted in Figure 1.7 (Bjornstrom & Sjoberg, 

2005). Binding of 17-estradiol to ER activates Fos and Jun to form the 

heterodimer of the AP-1 complex. This complex could bind specifically at the 

AP-1 binding site of the promoter region and induce gene transcription of 

MMP-1 and cyclin D1 (Sabbah et al., 1999). In addition, the transcription 

factor Sp1 is activated in a similar fashion to target the promoter that is rich in 

GC sequences (Li et al., 2001). ER-binding induced phosphorylation of 

STAT3 and STAT5 to bind at the STAT gene site for transcription (Bjornstrom 

& Sjoberg, 2002). Taken together, ER signaling is involved in various cellular 

responses including interplays between both transcriptional and non-

transcriptional activity.  

Another mode of non-genomic to genomic signaling involves the 

phosphorylation of a series of protein-kinases. MAPK-1 signaling has a key 

role in activating transcription via estrogen stimulation. MAPK signaling 

enhances AP-1 activity and CREB phosphorylation for binding at the CRE 

response element. Moreover, Akt kinase could phosphorylate NFB 

transcription factors by 17-estradiol activation (Kawagoe et al., 2003). In 

addition, Elk-1 and SRF phosphorylation by MAPK/PI3K signaling pathways 

involves the binding of the serum response element gene that is located in the 

c-Fos promoter.  These indicate the complex downstream signaling by estrogen 

that activates numerous molecules.   

 

 



 

 22 

1.3.3 Protective Effects of Estrogen on the Endothelial Cells of the 

Vascular System  

 

Since ECs are in direct contact with blood flow, they are exposed to the 

physical and biochemical stimuli of blood. Estrogen that circulates in the blood 

will bind to the ER that located across the ECs. This stimulates intracellular 

signaling, consequently having multiple effects on the vascular wall. Estrogen 

has been known to have positive effects on the vascular system and their 

beneficial effect is broadly investigated. In this section, the focus will be on 

estrogen effects on ECs that are located on the blood vessel. 

Estrogen has positive effects on the mitochondrial function. ECs in cerebral 

vessels have a high number of mitochondria compared to other peripheral 

vessels as the cerebral vasculature has high metabolic demand (Razmara et al., 

2008). As mitochondria is the main source for energy production, estrogen 

helps in improving energy production efficiently and reduces the production of 

ROS. In particular, several mitochondria protein level such as the cytochrome c 

subunit IV of complex IV and subunit I of complex IV were increased by 

estrogen exposure (Stirone et al., 2005). Meanwhile, hydrogen peroxide (a type 

of ROS) production from mitochondrial was reduced by estrogen treatment, 

thus protects ECs from ROS (Stirone et al., 2005). These effects are mediated 

by the estrogen receptor alpha that has previously been documented to be 

localised in mitochondria (Yager & Chen, 2007). These actions are important 

as high level of ROS could compromise the BBB due to the oxidative stress 

and disturb its metabolic demand.  

Estrogen also can maintain cell structure and cellular integrity. Estrogen 

mediates protective responses in the cell cytoskeleton, particularly during 
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stress through the activation of a series of protein kinases (Razandi et al., 2000). 

Actin filaments that are located at stress fibers and focal adhesions assist in 

preserving the integrity of ECs and preventing endothelial dysfunction as 

implicated in vascular pathology (Hayakawa et al., 2001; Tojkander et al., 

2012). 17-estradiol activates p38 that subsequently induces the 

phosphorylation of mitogen activated protein kinase 2 (MAPKAP-2) and heat 

shock protein 27 (HSP 27)(Kelly & Levin, 2001). The HSP 27 has several 

positive effects on the maintenance of cytoskeletal integrity by stabilising F-

actin, cell migration, anti-apoptosis and angiogenesis (Razandi et al., 2000).  

Another non-genomic pathway has been identified through the binding of 

estrogen to ER in the membrane that will activate G protein G13 and 

GTPase RhoA (Simoncini et al., 2006). Rho associated kinases could 

phosphorylate myosin at Thr558 and stimulate cytoskeletal remodeling through 

ruffles, pseudopodia and lamellipodia formation for movement (Simoncini et 

al., 2006). In addition, 17-estradiol stimulates PI3K activation to upregulate 

Cox-2 that could regulate cell migration (Pedram et al., 2002). 

Focal adhesion kinase (FAK) is an important protein that maintains cell 

adhesion and motility, as it is able to induce signal transduction cascades. 17-

estradiol binds to ER and stimulates G1/G proteins to form focal adhesion 

complexes, including c-Src and PI3K downstream of FAK phosphorylation at 

Tyr397 (Ali et al., 2006). These induce actin-cytoskeleton remodeling for EC 

migration during angiogenesis or atherosclerosis in particular (Sanchez et al., 

2011). In addition, 17-estradiol also could upregulate integrin expression in 

ECs (Cid et al., 2002). This is important since integrins connect cells to the 

ECM along with the cytoskeleton and are involved in both inside-out and 
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outside-in signal transduction, cell attachment, migration and maintaining cell 

monolayer integrity (Cid et al., 2002). These observations support the 

importance of estrogen in maintaining cell structure and integrity of ECs. 

Calcium (Ca2+) is important in maintaining cellular homeostasis because a 

number of signal transduction cascades depend on Ca2+ signaling. 17-estradiol 

was found to enhance cellular Ca2+ influx through the release of stored Ca2+ 

from the endoplasmic reticulum and influx of extracellular Ca2+(Smiley & 

Khalil, 2010). This contributes to the regulation of NO synthesis for 

vasodilation (Thor et al., 2011). These regulatory responses are mediated 

promptly after 17-estradiol exposure and lead to the activation of PLC to 

stimulate the PKC pathway (Kelly & Levin, 2001). Thus, these show that 

estrogen acts as stimulants for enhancing downstream signaling transduction in 

ECs. 

Estrogen also contributes to cell proliferation (Arnal et al., 2010). The 17-

estradiol was found to enhance EC proliferation by activating P42/44 and p38 

MAPK through ER expressed in ECs (Geraldes et al., 2003). Furthermore, 

proliferation was also found to be regulated by cyclin D1, that drives the G1/S 

phase transition during the cell cycle (Oviedo et al., 2011). In addition, 

activation of the ERK1/ERK2 pathway by 17-estradiol is one of the non-label 

free actions that upregulate cyclin 1 to induce cell proliferation at a subsequent 

stage (Fu et al., 2007). One study reported increased levels of G1 phase cell 

cycle proteins (cyclin D and cyclin dependent kinase 4 (CDK4)), S phase cell 

cycle proteins (cyclin A2 and CDK2) and M phase cell cycle proteins (cyclin 

B1 and CDK1) post-exposure to 17-estradiol indicating processes involved 

for ECs proliferation (Oviedo et al., 2011).  
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Estrogen has protective anti-inflammatory effects. Inflammation is a key 

indicator of vascular pathology. Prolonged and chronic inflammation could 

lead to the development of cardiovascular disease such as atherosclerosis, 

thrombosis and aneurysm. Several molecules such as cytokines induce 

inflammation, to which ECs respond by increasing expression of cell adhesion 

molecules that facilitate attachment and migration of inflammatory cells like 

monocyte and neutrophils to the inflammatory site. For example, IFN- will 

bind to its receptor (IFNGR1/2) to activate Jak1/Jak2 and induce Stat1 

phosphorylation to express CD40. CD40 is an inflammatory marker for 

cardiovascular disease (Nguyen & Benveniste, 2000). However, binding of 

17-estradiol to ER blocks the IFN- action to mediate an anti-inflammatory 

response by diminishing Stat1 phosphorylation, thereby blocking cell adhesion 

that initiates inflammation (Geraldes et al., 2006). In addition, estrogen can 

suppress vascular inflammation by decreasing pro-inflammation mediators. 

This anti-inflammatory effect is due to the reduction of NFB activity, which 

is a transcription factor for inflammation (Duckles & Krause, 2012). In vivo 

experiments show that oophorectomised rats had more leukocyte adhesion 

compared to oophorectomised rats treated with estrogen (Santizo & Pelligrino, 

1999). This is through the inhibition of pro-inflammatory mediator TNF and 

increase IK levels to keep NFB inactive. In addition, estrogen also 

prevents IK from degradation and at the nuclear level blocks JNK induced 

TN production (Xing et al., 2009). These indicate estrogen as an important 

molecule to prevent activation of inflammation cascade. 

Estrogen also affects cellular apoptosis. Binding of estrogen to ERs regulates 

apoptosis in cells depending on the type of ER involved (Feldman & Gros, 
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2011). Binding of 17β-estradiol to ERα activates PKA to inhibit ERK, thus 

preventing apoptosis (Feldman & Gros, 2011). In contrast, activation of the 

GPER-1 pathway by estrogen resulted in opposed effects on ERK activation 

and apoptosis. These actions were mediated by PI3K pathway for ERK 

activation that leads to apoptosis (Feldman & Gros, 2011). 

Estrogen stimulates NO production. NO is important in maintaining 

endothelium integrity and vascular dilation. Diminished on its bioavailability 

could lead to ED. NO is produced in ECs by eNOS, an enzyme that catalyses 

conversion of L-arginine to L-citrulline. NO diffuses into SMCs to produce 

cGMP, a second messenger involved in muscle relaxation. Estrogen induces 

PI3K activation and Akt phosphorylation at Ser473 (Haynes et al., 2002). 

Subsequently, eNOS is phosphorylated at Ser1177 leading to increased NO 

production at resting Ca2+ levels (Haynes et al., 2000). Furthermore, it has 

been demonstrated that 17-estradiol’s action is through binding ER and 

initiating interaction with PI3K, since ER does not carry out this function 

(Simoncini et al., 2002). This signaling cascade was found to be ER-dependent 

since application of the ER antagonist ICI 182, 780 inhibited this signaling 

(Lau, 2002). Another pathway activated by 17-estradiol for eNOS production 

is through c-Src kinase. Upon the formation of a complex comprising ER, p85 

and c-Src, the PI3K/Akt pathway was found to be activated leading to NO 

production (Haynes et al., 2003). C-Src was associated with a rapid estrogenic 

action in breast cancer since MAPK activation through Shc/Grb/Ras signaling 

could activate PI3K (Hisamoto & Bender, 2005). Thus, this shows 17β-

estradiol as an important regulator for NO synthesis in controlling vascular 

tone.  
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1.4 Hypertension and Its Association with Cyclic Stretch and Estrogen 

 

Hypertension (or chronic high blood pressure) is the primary cause of  

cardiovascular disease that affects nearly 78 million or 1 out of every three 

adults in the United States (Go et al., 2013). Hypertension is characterised by 

systolic blood pressure above 140 mmHg or diastolic blood pressures of 90 

mmHg or higher. Blood pressure is a major determinant of vessel stretch as a 

certain degree of cyclic stretch magnitude can differentially affect protein 

synthesis (Jufri et al., 2015). For example, mechanical cyclic stretch is found to 

alter protein synthesis associated to cellular apoptosis (Bad, Akt) (Liu et al., 

2003), cytokine secretion (IL-8) and ECM degradation (MMP-2, MMP-14) 

that may contribute to atherosclerosis lesion in arteries (Anwar et al., 2012). In 

the longer term, other severe pathologies could arise such as coronary heart 

disease, thromboembolism, arterial stiffening, heart failure and stroke as a 

consequence of being left untreated at an early stage.  

Endothelial dysfunction has been related as an early event of various diseases 

such as hypertension, atherosclerosis, diabetes and renal failure (Matz & 

Andriantsitohaina, 2003). Endothelial dysfunction is characterised by 

vasodilation impairment that might be due to reduced NO bioavailability. 

Reduced eNOS is due to inhibitors and lack of substrate such as L-arginine that 

has caused low availability of NO (Sukhovershin et al., 2015). L-arginine low 

bioavailability may be due to reduced synthesis by the kidneys due to disease, 

reduced transport into the plasma by the cationic amino acid transporters, or 

alternative metabolism of L-arginine by other enzymes including arginases 

(Sukhovershin et al., 2015). 
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ROS such as superoxide, quenches NO with the formation of peroxynitrite 

(Spescha et al., 2014) , a cytotoxic oxidant, that can reduce NO bioavailability 

(Endemann & Schiffrin, 2004; Lu & Kassab, 2011). Peroxynitrite leads to 

degradation of the eNOS cofactor tetrahydrobiopterin (BH4) (Milstien & 

Katusic, 1999), leading to uncoupling of eNOS. Oxidant excess will result in a 

reduction of BH4 with the increase in BH2. When this occurs, formation of the 

active dimer of eNOS with oxygenase activity and production of NO is 

disturbed, hence the uncoupling of eNOS occur. The reductase function of 

eNOS is activated and more ROS are formed. Thus, NO synthase deviates 

from its oxygenase function producing NO to its reductase function producing 

ROS, with the consequent exaggeration of oxidant excess and deleterious 

effect on endothelial and vascular function (Landmesser et al., 2003). 

In addition, ROS can quench NO formation and upregulate the cell adhesion 

molecules such as intercellular adhesion molecule-1 (ICAM-1) and vascular 

cell adhesion molecule-1. This can activate the proinflammatory state in the 

vascular including chemokine secretion, reduce cells permeability and platelet 

activation that could promote atherosclerosis (Endemann & Schiffrin, 2004; 

Hadi et al., 2005).  Thus prevention of endothelial dysfunction is important as 

it could prevent pathological progress in vascular diseases. 

Reduced estrogen level contributes to hypertension as the renin-angiotensin 

system is activated. Renin is a powerful blood pressure regulator that can 

initiate a series of chemical events that result in hypertension. Plasma renin in 

postmenopausal women is higher, however the renin level is lower in 

postmenopausal women who received hormone replacement therapy (HRT) 
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(Reckelhoff & Fortepiani, 2004; Schunkert et al., 1997). These indicate that 

estrogen could exert a beneficial effect in controlling hypertension in women.  

Previous clinical trials suggest that premenopausal women have a lower 

incidence of subarachnoid hemorrhage (due to cerebral aneurysm rupture) 

compared to postmenopausal women (Ding et al., 2012). Hypertension is 

another risk factor for IA formation, which is a dilation of the vessel that has a 

weak wall structure and is prone to rupture (Frösen et al., 2012). Most of 

aneurysms are asymptomatic however it carry a risk of rupture (Keedy, 2006). 

Usage of HRT to reduce postmenopausal symptoms is found to reduce the 

frequency of IA in postmenopausal women (Steward et al., 2011). Thus, 

hormonal factors have been targeted as one of the factors involved in IA 

development in women. A decline of circulating estrogen at postmenopausal 

age may decrease estrogen receptor expression that could increase risk of IA 

pathogenesis (Harrod et al., 2006). As blood pressure and hormonal activity 

are highlighted as being associated in vascular diseases, investigation on the 

cardiovascular disease origin is based on these factors by using a molecular 

approach that might be useful in understanding the pathogenesis involved.  

1.5 Proteomics 

Current ‘omics’ technology has been rapidly developed in this few years 

involving several platforms such as genomic, transcriptomics, proteomics and 

metabolomics (Barderas et al., 2013). This enables molecule identification 

from different level of biology such as DNA, RNA protein, peptide, lipid and 

metabolite (Barderas et al., 2013). Omics technology generates data from 

multiple levels from gene sequence, protein expression and metabolite pattern 
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underlying in physiological or disease state (Barderas et al., 2013). Out all of 

the platforms, proteomics is the large-scale study of proteins to identify the 

changes of entire protein expressions by a genome in sample (Nordon et al., 

2009). Such a global study is beneficial especially in identifying and 

comparing the expression of proteins from similar samples that are exposed to 

different conditions (eg: healthy vs disease, normal vs treatment). Identification 

of dysregulated proteins is useful in elucidating biological pathways involved 

in pathological conditions, development of diagnostic methodologies and 

ultimately therapeutic approaches (Bessarabova et al., 2012; Nordon et al., 

2009). For instance, a protein that is expressed in a disease sample can be used 

as disease biomarker or drug treatment target. The development of robust and 

reliable mass spectrometry (MS) and bioinformatics software to analyze the 

complex protein mixtures has been the greatest boom to this field. 

Proteins are an important molecules as they involve in every cellular function 

in homeostasis since its dysregulation can result in an altered cellular 

phenotype or effect disease progression (Schmidt et al., 2014). In comparison 

to the genome that is more static, a proteomic study is more complex as it 

involves various proteins that undergo post-translational modifications 

(phosphorylated, acylated, methylated) and also expressed under very tight 

post transcriptional and translational regulation. mRNA is a molecule encoding 

for the protein, however genetic study involving microarray is limited as it not 

provide information of these post-translational modification (Nordon et al., 

2009). Given this limitation, proteomic studies are important as identification 

of protein expression levels in disease states but differentially expressed (i.e., 

up or down) in normal samples may give direct insight into disease process 

(Nordon et al., 2009). 
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1.5.1 Proteomic Approaches  

 

The application of MS-based proteomics is a staple in this field with significant 

variations in approach. A common method is the shotgun approach which is a 

combination of liquid chromatography (LC) separation of peptides generated 

by trypsin digestion and their subsequent analysis by tandem mass 

spectrometry (MS/MS) (Gstaiger & Aebersold, 2009). Proteins are digested by 

trypsin into peptides and the peptides undergo reduction and alkylation prior to 

fractionation by reverse phase LC. Next, the fractionated peptide is electrically 

charged and transferred into the gas phase known as electrospray ionization 

(Walther & Mann, 2010). This produces the ionization of the peptides and the 

mass to charge (m/z) ratios are measured from peptide ions that pass the 

collision cell. Then, fragmentation of peptide ions by energy acquired  during 

collision-induced dissociation (CID) with neutral gas molecules such as helium 

(Walther & Mann, 2010). The resulting fragment ions are measured in the 

second mass analyser in MS/MS. The tandem mass spectrometry will measure 

the resulting fragment ions and that contains sequence information that can be 

compared with sequences from in silico digested protein sequence databases 

(SEQUEST, Mascot, X!Tandem, MaxQuant) for peptide for subsequent 

protein identification (Figure 1.8) (Gstaiger & Aebersold, 2009; McLafferty, 

1981; Riper et al., 2013). 
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Figure 1. 8. Schematic diagram of shotgun proteomics. Shotgun proteome 
analysis based on multidimensional liquid chromatography-tandem mass 
spectrometry (LC-MS/MS) to provide a powerful tool for global 
characterization of proteomes. Initially the protein is digested into peptides and 
the solution is fractionated by the liquid chromatography. Mass to charge ratio 
(m/z) were measured and selected ions were fragmented in collision induce 
dissociation before measure by MS/MS. MS/MS spectra from the peptides are 
matched with theoretical peptides to identify the proteins from database 
(Gstaiger & Aebersold, 2009). 
 

Quantitative proteomics is used widely nowadays to quantify many individual 

proteins in order to study the differential protein expression in complex 

biological samples (Zhu et al., 2010). Determination of the amount of up and 

downregulated proteins associated with disease often helps to shed light on 

disease mechanisms and identify useful biomarkers for therapeutic targets 

developments (Fuller & Morris, 2012). The quantification depends on 

comparison of the same molecules in different experiments as in label-free 

quantification, or it can happen within a single experiment as the molecules 

differ only in their isotopic composition as in stable isotope labeling method 

(Nikolov et al., 2012). 

 

1.5.1.1 Label-free Method 

The label-free technique is one of the proteomic measurement approaches that 

enable comparison between protein samples without labeling any of the 
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peptides. The samples retain their native isotope composition and are compared 

between separate measurements (Nikolov et al., 2012). 

Protein quantification by label-free methods can be divided into two techniques. 

First is the measurement of ion intensity changes such as peptide peak areas. In 

LC-MS, an ion with a particular m/z is detected and recorded with a particular 

intensity, at a particular time (Zhu et al., 2010). This quantification method 

estimates the area under the curve (AUC) of the chromatographic peak that 

correlates linearly with the amount of eluting compound (Riper et al., 2013). 

The AUC values calculated for detected peptides in each distinct sample are 

compared to determine relative abundance (Riper et al., 2013). This 

quantification works well for relatively simple mixtures but tends to be less 

accurate as peptide mixtures become increasingly complex (Neilson et al., 

2013). In addition, peptide peaks from low-abundance proteins may suffer 

from low signal-to-noise ratios, challenging their accurate quantification (Riper 

et al., 2013).  

The second is the measurement based on the spectral counting of identified 

proteins after MS/MS analysis (Zhu et al., 2010). Peptide peak intensity or 

spectral count is measured for individual LC-MS/MS runs and changes in 

protein abundance are calculated via a direct comparison between different 

analyses (Zhu et al., 2010). In the data-dependent acquisition operation mode, 

a survey MS scan is acquired, followed by selection of typically <10 of the 

most abundant ions in the survey MS scan for subsequent MS/MS analysis 

(Xie et al., 2011). Spectral counts for different peptides from a given protein 

can be summed up for relative quantification of the protein; however, the 

linearity and the number of quantified proteins will depend on the data-
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dependent acquisition. In addition, this approach makes use of normalization 

and statistical analysis than does the ion intensity method (Zhang et al., 2013). 

The normalization, known as protein abundance index (PAI), defined as the 

number of identified peptides divided by the number of theoretically 

observable peptides for each protein, is used in label-free quantification to 

calculate the abundance of a protein (Zhang et al., 2013). This normalization 

step is to avoid bias since longer protein will generate more peptides compared 

to smaller protein (Riper et al., 2013). This index was later refined to use the 

number of unique peptides and to be exponentially modified PAI (emPAI) 

because it was shown empirically it provided the best correlation with the 

protein abundance within a mixture (Ishihama et al., 2005). Alternatively, 

normalized spectral abundance factor (NSAF) value can be calculated for a 

given protein by dividing the spectral counts (SpC) for a protein by its length 

(L). This value is then normalized by dividing by the sum of all SpC/L for all 

proteins identified in a complex mixture  (Neilson et al., 2013; Zybailov et al., 

2007). 

1.5.1.2 Label- Based Method 

Label-based method can be divided into three categories: metabolic, enzymatic 

and chemical labeling (Nikolov et al., 2012). The identical physicochemical 

properties of labeled and native peptides (example in stable isotope labeling 

with amino acids in cell culture (SILAC)) or of peptides labeled with 

physicochemically identical reagents (e.g., in iTRAQ), are exploited for 

relative comparison of intensities of mass-shifted peaks within the same mass 

spectrum (Nikolov et al., 2012). 
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Several labeling methods are available depending on the experimental design 

and sample type. Metabolic labeling introduces the label, such as heavy isotope, 

during replication or growth of the cells. For example, stable isotope labeling 

with amino acid (SILAC) enables metabolic labeling of amino acid with heavy 

isotopes such as 13C/15N into the media of cell cultures (Nikolov et al., 2012). 

The amino acid is integrated by cells after several cell doublings and enables 

protein expression of normal samples and treated sample to be differentiated 

(Walther & Mann, 2010). However, this method is only applicable for cell 

culture. Another method is by enzymatic labeling by incorporating 18O atoms 

into the C terminus of digested trypsin during enzymatic proteolysis of proteins 

(Nikolov et al., 2012). Trypsin that been added with H2
18O (water) solution 

effectively labels the peptides. This method is suitable to many sample types 

such as cells, tissues and clinical samples (Xie et al., 2011). Meanwhile, 

chemical labeling method such as  isotope-coded affinity tag (ICAT), was the 

first documented isotopic tag by chemical reaction into peptide or protein 

(Gygi et al., 1999; Xie et al., 2011). ICAT reacts with the sulfhydryl group of 

cysteine residue (Xie et al., 2011). 

Another common approach is using an isobaric tag. For instance, isobaric tag 

for relative and absolute quantification (iTRAQ) has 4-plex and 8-plex tags 

while tandem mass tag (TMT) has the form of 2-plex, 6-plex and 10-plex 

(Karp et al., 2010; Rauniyar & Yates, 2014). These labels consist of reporter 

ions, a balance group and react with the primary amine group on N terminus of 

lysine residue of peptide (Figure 1.9)(Zieske, 2006). The different intensities of 

reporter ion identified by MS/MS allows comparison of the relative abundance 

between samples (Xie et al., 2011). It results in one peak at the survey MS scan 

and further fragmentation on MS/MS mapped on the different reporter ions 
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(Woods, 2014). Survey scan provide the most intense m/z peaks of ionised 

peptides and those peptides are subject to n MS/MS scans in which they will be 

fragmented (Woods, 2014). 

The advantage of using isobaric tag approach is that it reduces instrument time 

especially if an experiment involves a larger number of samples. In addition, it 

can reduce technical variations between samples since all the samples are 

pooled and run together (Rodriguez-Suarez & Whetton, 2013). However, the 

reagent kits are costly and there are limitations, such as inefficient peptide 

labeling and the missing of low abundance proteins for identification (Zhang et 

al., 2013). 

 

Figure 1.9. Schematic representation of the iTRAQ  4-plex reagents for 

isobaric tag labeling. iTRAQ labels the primary amines of peptides or 
proteins. The reporter groups have masses from 114 to 117 while the balance 
groups mass ranging from 28 to 31 function ensure that the combined mass of 
the reporter and balance groups remains isobaric (same mass) (Rauniyar & 
Yates, 2014). 

 

1.6 Thesis Aim, Objectives and Scope 

 

The aim of the thesis was to investigate protein profile changes observed in 

HCMECs exposed either to laboratory-based protocols mimicking 
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physiological mechanical tensile cyclic stretch or not and in cells exposed to 

pathological cyclic stretch in the presence or absence of 17β-estradiol. Two 

distinct proteomic/mass spectrometric semi-quantitative “shotgun” approaches 

were taken namely label-free and isobaric tag labeling in this study. 

The first objective was to comprehensively investigate the proteome profile of 

HCMEC exposed to physiological (5%) or pathological (20%) mechanical 

cyclic stretch at 2 hrs or 18 hrs respectively (see Research Paper 1). This aim 

was designed to identify protein changes that occurred situation that mimicked 

acute or chronic physiological or high blood pressure as occurs in normal or 

hypertensive individuals. Label-free shotgun proteomic quantification methods 

were employed here to globally map HCMEC proteome profile changes. 

The second objective was to identify estrogen receptors (ER) and their 

interactions with 17β-estradiol on HCMEC using molecular techniques such as 

immunocytochemistry and a recently developed technique called proximity 

ligation. Expressions of ERs on HCMEC were firstly identified. Following the 

identification, the cells were exposed with 17β-estradiol to investigate their 

ligand-receptor binding interaction using a proximity ligation assay (see 

Research Paper 2). 

The third objective was to investigate the effects of + 17β-estradiol on 

HCMEC exposed to 20% pathological cyclic stretch (see Research Paper 3). 

This study was designed to provide information of overall protein changes 

across the conditions mentioned using iTRAQ. The information will contribute 

to further understanding of 17β-estradiol implications to protein profile during 

pathological cyclic stretch. 
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Chapter 2 

Review Paper I 

Mechanical stretch: physiological and pathological 
implications for human vascular endothelial cells 

Nurul F. Jufri, Abidali Mohamedali, Alberto Avolio and Mark S. Baker. 

This paper has been accepted in Vascular Cell. This review is a part of 

literature review that aims to assist in understanding the effect of mechanical 

stretch to endothelial cell from molecular aspect from physiological or 

pathological perspective. 

Published as: Jufri, N.F., Mohamedali, A., Avolio, A. et al. Mechanical stretch: 
physiological and pathological implications for human vascular endothelial 
cells. Vascular Cell, vol. 7, 8. https://doi.org/10.1186/s13221-015-0033-z

This article is distributed under the terms of the Creative Commons 
Attribution 4.0 International License (http://creativecommons.org/licenses/
by/4.0/).
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Chapter 3 

Review Paper II 

Intracranial aneurysm: current perspective in 
pathophysiology, diagnosis and treatment 

Tu, J, Jufri, N.J, Qian, Y. 

This paper has been accepted in Neurosurgical Review. This review is to 

comprehensively discuss formation of intracranial aneurysms as consequence 

of hypertension. 
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Chapter 4 

Research Paper I 

Effects of acute and chronic biomechanical strain on 
human cerebral endothelial cell in altering their 
proteome profiling 

Nurul F Jufri, Abidali Mohamedali, Seong B Ahn, Alberto Avolio, Mark S 
Baker. 

This paper is in preparation to be submitted to Cellular and Molecular 
Bioengineering. 
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Effects of Acute and Chronic Biomechanical Strain on Human Cerebral 

Endothelial Cell in Altering their Proteome Profile 

Nurul F Jufri1,3, Abidali Mohamedali2, Seong Beom Ahn1, Alberto Avolio1, 

Mark S Baker1

1Department of Biomedical Sciences, Faculty of Medicine and Health Sciences, 
2Department of Chemistry & Biomolecular Sciences, Faculty of Science, 
Macquarie University, NSW, 2109, AUSTRALIA. 
3Programme of Biomedical Science, Faculty of Health Science, Jalan Raja 
Muda Abdul Aziz, Universiti Kebangsaan Malaysia, 50300, Kuala Lumpur, 
MALAYSIA. 

ABSTRACT 

Hypertension exerts a chronic tensile stretch on the endothelial lining of the 

inner layer of blood vessels and is thought to cause cellular injury leading to 

numerous pathologies. Studies have indicated that tensile stretch could alter the 

phenotype and cellular functions of the cell, depending on the stretch 

magnitude applied. However, the molecular mechanisms of the cellular injury 

under these conditions remain unclear. In order to investigate the protein 

changes potentially involved in hypertension, human cerebral microvascular 

endothelial cells were subjected to physiological (5%) and pathological (20%) 

cyclic stretch for a period of 2 or 18 hours on fibronectin-coated silicone 

stretch chambers followed by a quantitative label-free proteomics experiment 

on cell lysates. The analysis demonstrated that proteins involved in structural 

activity  [e.g. microtubule actin cross-linking factor 1; MACF1 (24.6) and 

tubulin alpha chain 3; TUBAL3 (8.0)] were significantly up-regulated in the 

pathological stretch condition at 2 hrs. Meanwhile, titin; TTN (60.4) and 

apolipoprotein B-100; APOB (21.3) that have been previously observed to be 

altered in clinical aneurysm, which were also found to be significantly altered 
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in this study at pathological stretch for 18 hrs. Protein interaction network 

analysis suggested that nuclear factor-kappa B (NFB) protein may be the 

main protein hub in a protein network affected by shorter stretch conditions. 

This data suggests compensatory inflammatory processes may have 

commenced in the early stage of exposure of endothelial cells to stretch. This 

study provides a fundamental basis for understanding early and long-term 

molecular changes that may lead to vascular dysfunction (e.g aneurysm 

formation) as a consequence of pathological stretch. Targeting these proteins in 

future therapeutic approaches may be beneficial in preventing cellular injury 

arising from hypertension. 

Keywords: blood pressure, cyclic stretch, endothelial cell, hypertension, 

proteomics, vascular system 

INTRODUCTION 

Hypertension (or chronic high blood pressure) is the primary cause of 

cardiovascular disease that affects nearly 78 millions or 1 out of every 3 adults, 

in United States (Go et al., 2013). It has been established that hypertension has 

a significant causal relationship with both atherosclerosis and arterial stiffening  

(Payne et al., 2010). Furthermore, a high percentage of patients with 

intracranial aneurysms (IA) also present often with chronic hypertension (Inci 

& Spetzler, 2000). Chronic hypertension may cause intimal thickening, 

necrosis of the tunica media, changes in the compositional matrix, and 

degeneration of the internal elastic lamina in the arterial wall (Inci & Spetzler, 

2000). These structural changes could cause a focal weakening in the arterial 

wall with resultant bulging or rupture of the blood vessel (Cebral & Raschi, 
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2012). Blood pressure, which drives fluid flow, causes circumferential 

stretching to the vessel wall that consists of the endothelial cells and the 

vascular smooth muscle cells that surround the endothelium in arteries (Hahn 

& Schwartz, 2009). Hypertension is known as risk factor for IA (Ruigrok & 

Rinkel, 2010), however the relationship between endothelial cell stretching and 

the possibility of IA formation is poorly understood. The study of protein is 

important as most biochemical reactions in a cell are regulated by highly 

specialized proteins, which are the prime mediators of the cellular phenotype 

(Schmidt et al., 2014).  

Hypertension is generally caused by elevated blood pressure within the arterial 

vasculature which exerts a mechanical force against the artery wall. The force, 

known as tensile stretch, causes the arteries to expand in order to accommodate 

this pressure. However, chronic or acute hypertension may cause 

overstretching which increases the possibility of cell damage in the arterial 

lining. Endothelial cells (EC) are the most vulnerable to this injury as they are 

found only as a monolayer of cells on the interior lining of the vasculature 

(Sato & Ohashi, 2005). Injury to EC leads to endothelial dysfunction that 

serves as a precursor to a significant number of vasculature disorders if left 

untreated (Hirase & Node, 2012). 

Tensile stretch is thought to activate a series of mechano-transducers on the 

cell surface that transmit the signals into the cell leading to the activation and 

suppression of pathways to counteract the external changes (Chien, 2007). 

Previous studies have demonstrated a number of phenotypic changes occurring 

in stretched endothelial resulting in the re-modeling of the vasculature to 

accommodate cellular adaptation, characterized by the stimulation of matrix 

metalloproteinase expression, increased cell proliferation, cell migration and 
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enhanced angiogenesis (Li & Sumpio, 2005; Von Offenberg Sweeney et al., 

2005; Wang et al., 2003; Zheng et al., 2001). In addition, a number of studies 

have pointed out the undesirable effects that could lead to vascular 

pathogenesis such as activation of inflammatory responses which stimulate 

intimal thickening or promote significant weakness in the walls that may lead 

to vessel rupture and lead to development of aneurysms (Fox et al., 2014; 

Korff et al., 2007; Lee et al., 2010; Okada et al., 1998). 

Frye et.al, performed a gene microarray study of stretched-induced ECs and 

identified only four genes (heat shock 10kDa; HSP10, thrombomodulin; 

THBD, forkhead box O1A; FOXO1 and endothelial cell-specific molecule-1 

ESM1) to have been significantly altered in response to stretch concluding that 

cyclic strain is a weak inducer of gene regulation. In this study, we have used a 

proteomic approach to investigate the cellular and molecular responses of 

cerebral endothelial cells to chronic and acute stretch to extend the previous 

study. Study of protein is important as most biochemical reactions in a cell are 

regulated by highly specialized proteins, which are the prime mediators of the 

cellular phenotype (Schmidt et al., 2014). The misregulation of protein 

expression can results in pathological states such as cancer, neurodegenerative 

diseases and metabolic imbalances. To achieve the aim, human cerebral 

endothelial cell (HCMEC) were either kept static or exposed to stretch at 

physiological (5%) or pathological (20%) stretch for 2 or 18 hr.  Whole cell 

lysates were processed using label-free shotgun proteomics to map the global 

proteome changes. The quantitative aspects of this approach are particularly 

suited to the investigation of biological processes (Zhang et al., 2013) where 

cells have to respond rapidly to the environment. In addition, compared to a 

genomic study, evidence of protein level might be useful as some gene 
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expression may not be translated into protein and concurrently the behavior of 

a protein may not be reflected in its expression pattern at a gene level. Indeed, 

our proteomic approach has showed that a significant number of proteins were 

dysregulated shedding light on the molecular mechanisms of stretch.   

 

MATERIALS and METHODS 

Cell Culture and Stretch Experiments 

Human cerebral microvascular endothelial cells (HCMEC) (Applied Biological 

Materials, Richmond, Canada) were cultured in M199 (Sigma Aldrich, St 

Louis, United States) media supplemented with 10% fetal bovine serum at 

37°C (5% CO2). For stretch experiments, the cells were cultured on sterilized 

fibronectin (20 g/ml) coated silicone stretch chambers (Menicon Life Science, 

Japan). Upon reaching 90% confluence, the media was replaced with new 

media and the stretch chambers were assembled on Shellpa Mechanical Cell 

Stretch System (Menicon Life Science, Japan). The cells were subjected to 

either a static condition as control (i.e., no stretching), 5% or 20% stretch for 2 

or 18 hrs at 60 cycles/min in three replicates. Cellular morphological changes 

before and after stretch were captured using light microscope (Leica 

Microsystems, North Ryde, Australia). 

 

Sample preparation 

Following the stretch experiments, 1.8 x 106 cells/ml were washed with ice 

cold phosphate buffered saline (PBS) and harvested in a Cell Lytic M Buffer 

(Sigma Aldrich, St Louis, United States) supplemented with 0.1% protease 
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inhibitor cocktail (Sigma Aldrich, St Louis, United States). The samples were 

vortexed four times every 15 min and centrifuged at 15,000xg at 4°C for 12 

min. The supernatant was collected for proteomic analysis. 

Label free in gel digestion 

The protein concentrations were determined using BCA protein assay kit 

(Thermo Scientific, Rockford, USA). Approximately 30 g of protein for each 

replicated condition was electrophoresed on a one-dimensional sodium dedocyl 

sulfate (SDS) polyacrylamide gel. The gels (1 gel for each replicate) was then 

fixed for 2 hrs in fixing solution (40% methanol, 10% acetic acid) and stained 

with Coomassie (0.05% G-Coomassie blue, 40% methanol, 10% acetic acid) 

overnight. Next, each gel lane was divided into 8 fractions and each fraction 

was cut into small pieces, approximately 1 mm in size. The gel pieces were 

destained with 100 mM ammonium bicarbonate (NH4CO3) followed by 50% 

acetonitrile (ACN)/ 50 mM NH4CO3. The proteins in the gel pieces were 

reduced with 10 mM dithiothreitol (DTT) in 100 mM NH4CO3 for 60 min at 

37°C followed by alkylation with 55 mM iodoacetamide (IAA) in 100 mM 

NH4CO3 for 45 min at room temperature in the dark. The gel pieces were 

washed with 100 mM NH4CO3 and 50% ACN/50 mM NH4CO3 before being 

dehydrated with 100% ACN. For protein digestion, trypsin (Promega, Madison, 

MI, United States) at 1:30 enzyme/substrate, (w/w) was added to the gel pieces 

and incubated overnight at 37C. Digested peptides were extracted by adding 

50% ACN/2% formic acid and were dried in CentriVap Complete Vacuum 

Concentrators (Labconco, Kansas, United States). The peptides were re-
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suspended in 0.1% formic acid and then sample cleanup performed using zip 

tip -18C (Milipore, Darmstadt, Germany). 

 

Liquid Chromatography Tandem Mass Spectrometry (LC MS/MS)  

The tryptic peptides were analyzed by nanoLC MS/MS Q-Exactive (Themo 

Fisher, United States). Samples (10 l) were injected into pre-column at a 

pressure of 250 bar. Peptides were eluted at flow rate of 300 nL/min using 

mobile phase A (0.1% formic acid) from the pre-column to analytical column 

and separated with gradient of 1-50% (50 min), 50-85% (2 min) and 85-85% (8 

min) in mobile phase B (99.9% acetonitrile + 0.1% formic acid). A precursor 

ion scan in the range from m/z 350-2000 Da with resolution of 35,000 was 

followed by MS/MS scan of 10 most abundant ions upon fragmentation with 

30% normalization collision energy. 

 

Data Processing and Analysis 

Protein identification for label-free samples was carried out using Proteome 

Discoverer 1.3 (Thermo Fisher Scientific, United States) and Mascot 2.4 

(Matrix Science, United Kingdom) by searching against the Swiss Prot 

2014_04 Human Database. The search criteria was set to 10 ppm mass 

tolerance for mass spectra, 0.05 Da for mass tolerance for MS/MS spectra, a 

maximum of two allowed missed cleavage sites, static carbamidomethyl 

modification, dynamic oxidation and strict false discovery rate of 0.01%.  

For data analysis, the averages of the spectral count between control and 

stretch replicates were analysed using normalized spectral abundance factors 
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(NSAF)(Zybailov et al., 2007). The NSAF value was generated by the number 

of spectral counts of count/length of all proteins in the sample (Zhu et al., 

2010). We used the criteria that each protein must be present in all replicates 

and each of the protein must have at least a proteotypic peptide count of 5 to be 

considered for analysis. To compensate for the null values and to allow for log 

transformation of NSAF data, prior to statistical analysis, a spectral fraction of 

0.5 was added to all spectra counts (Neilson et al., 2013). T-tests were 

performed against the static control to identify the up- and down-regulated 

proteins. The results of t-tests with p-values less than 0.05 and fold change of 2 

were considered as differentially abundant.  

For protein functional analysis, gene ontology analysis using PloGO was 

conducted on all proteins identified in each condition (Pascovici et al., 2012). 

PloGO enables comparison between the proteins identified in control against 

up-regulated and down-regulated protein found in stretch according to its 

biological process and molecular function. In addition, the proteins were 

subjected to statistical analysis using Fisher’s exact test to identify the 

‘significant’ classification.  

For protein signal transduction network analysis, an Ingenuity Pathway 

Analysis (IPA) (Qiagen, Redwood City, California) software was employed. 

This software uses computational algorithms on curated databases, to identify 

and establish cellular networks that statistically fit the input protein list and 

fold change values from experiment. Data sets containing up- and down-

regulated protein identified and its fold changes were overlaid onto a global 

molecular network developed from information contained in the Ingenuity 

Pathways Knowledge Base. Networks were then algorithmically generated 

based on their connectivity (Felty, 2011).  
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RESULTS 

Morphological changes 

To determine the effects of tensile stretch on vascular ECs, HCMECs were 

subjected to two different magnitudes of a stretch at 5% and 20% stretch for 2 

or 18 hrs. The observed changes demonstrated that the cells that were not 

exposed to stretching were round in shape and randomly oriented (Figure 1). 

However, application of stretch changed the morphology as the cell to become 

elongated and nearly perpendicular to the stretch direction which appeared 

more pronounced at 20% stretch, as was anticipated. 

 

Proteomic profiles 

The proteins expressed from the different stretch magnitudes were compared 

against static control at respective time points (Table 1). For the 2 hr stretch 

duration, a total of 1461 proteins were identified at the 5% stretch condition 

while 1731 proteins at the 20% stretch (see supplementary data 1). A larger 

proportion of significantly (p<0.05) up-regulated proteins (152 proteins) were 

observed in the 20% stretch condition, compared to the 5% stretch (51 proteins) 

against control. Furthermore, fewer proteins were shown to be down-regulated 

(3 proteins in 20% stretch and 6 proteins in 5% stretch).  

Meanwhile, 18 hr stretch was documented to have a total of 1724 proteins 

observed at 5% stretch and 1837 proteins in 20% stretch (see supplementary 

data). A larger number of proteins were significantly (p<0.05) up-regulated in 

20% stretch (144 proteins) compared to 5% stretch (1 protein) against control. 

A similar pattern was observed for down-regulated proteins where 10 proteins 
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were significantly down-regulated in 20% stretch and only 5 in 5% stretch. The 

homeostatic mechanisms activated to counteract chronic stretch are poorly 

understood; it has therefore been suggested that these changes are a reflection 

of the mechanisms to counteract or maintain cellular integrity. As discussed 

below, these observations imply the presence of intricate regulatory processes. 

Despite comparison to static cells as control, comparison between 20% against 

5% also was conducted at both time durations as to depict the protein 

regulation in pathological (hypertension) and normal condition. In 2 hr stretch, 

4 proteins were upregulated while 7 proteins were downregulated. In 18 hr 

stretch, 4 proteins were upregulated and 38 proteins were downregulated (see 

supplementary data 2).  

Gene ontology analysis 

To gain further insight into the possible indication for cellular processes that at 

risk of modifications that occur by stretch, gene ontology annotation was 

conducted using PloGO (Pascovici et al., 2012). Different biological processes 

and molecular functions were observed when HCMEC were exposed to 2 hr 

and 18 hr stretch durations. Significant changes in pathways were observed at 

20% stretch, while 18 hr 20% stretch duration demonstrated the most number 

of processes changed. 

The up-regulated proteins in the 2 hr stretch duration at 5% stretch displayed 

metabolic processes as the most significantly dysregulated (p<0.01) process, 

whilst more processes were observed in up-regulated proteins of 2 hr 20% 

stretch especially around cell adhesion, metabolic processes and structural 

activity (Figure 2A and 2B).  
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Meanwhile, 5% stretch at 18 hr did not exhibit any significant process, 

compared to 20% stretch in the same duration which demonstrated the most 

significant changes in cell motility, cell proliferation, metabolic process, 

receptor activity, RNA activity and signal transduction (Figure 2C and 2D). 

These findings postulate the fact that a larger number of processes are 

activated/perturbed at longer or intense stretch durations.  

 

Protein interaction network analysis 

To investigate further the protein-protein interactions taking place under these 

conditions, network analysis using IPA was conducted. The most prominent 

network for 5% stretch at 2 hr was cell signaling, molecular transport, vitamin 

and mineral metabolism while the 20% stretch condition demonstrated a 

greater preponderance of pathways of cell death and survival, cellular 

movement, cell growth and proliferation as most prominent networks (Figure 

3). Meanwhile, 5% stretch at 18 hr demonstrated network for cellular 

development, cellular growth and proliferation, hematological system 

development and function, whilst 20% stretch reported for cellular movement, 

connective tissue development & function and cell morphology (Figure 3).  

 

DISCUSSION  

A range of different downstream signaling mechanisms may be activated as 

mechanical pressure, depicted by hypertension-induced stretch in this study, is 

exerted against the blood vessels. Indeed, the mechanisms remain unclear, in 

that whether the proteomic profile of HCMEC exposed to long-term stretch is 
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similar with early exposure. To investigate the mechanisms of action involved, 

this study used a proteomic approach on HCMECs under different magnitudes 

of tensile stretch to simulate different pressures exerted between hypertensive 

and normal blood pressure. Previously, efforts to understand the gene 

expression by tensile stretch had been conducted and revealed 4 genes 

associated with cyclic stretch (Frye et al., 2005). In this study, that 

investigation was complemented by reporting the protein level and indications 

of cellular processes that are at risk of modifications. The 5% stretch was 

intended to simulate individuals with normal blood pressure while 20% stretch 

to simulate individuals with exaggerated blood pressure response to becoming 

hypertensive (Anwar et al., 2012).  

 

In comparison to the previous gene microarray study, this study demonstrated a 

more comprehensive picture of the biology compared to the 4 genes (heat 

shock 10kDa (HSP10), thrombomodulin (THBD), forkhead box O1A (FOXO1) 

and endothelial cell-specific molecule-1(ESM1)) found to be dysregulated in 

the genomic study at 6 hr stretch (Frye et al., 2005).  Interestingly, there was 

no similarity between previous gene microarray results and the current 

proteomic results observed, perhaps due to differences in the stretch duration, 

differences between RNA and protein levels, cell type and/or experiment 

settings.  

 

2 hr stretch 

Application of 2 hr stretch is useful in identifying the changes of protein 

expression levels that might happen in a biological system at the early stage of 
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HCMEC as it exposed to physiological or pathological stretch. Both of the 

stretch magnitudes (i.e., 5% and 20%) for 2 hr stretch exposure resulted in the 

up-regulation of the metabolic protein SPAG9 (> 20 fold) (Table 2) which is 

one of the scaffold proteins that selectively mediates c-Jun N-terminal kinase 

(JNK) signaling by aggregating specific components of the MAPK cascade to 

form a functional JNK signaling pathway (Yasuda et al., 1999). This pathway 

acts as a transducer of cellular stresses caused by hypoxia, hyperosmotic and 

reactive oxygen species which further activate Elk1, c-Jun and ATF2 for 

transcription regulation, dysregulation of all of which have been shown 

previously to result in cardiac failure, cardiomyopathy and cardiac hypertrophy 

(Liang, 2003; Sugden & Clerk, 1998). This protein was found to be increased 

in bovine aortic endothelial cells (6 hours at 10% stretch) until the orientation 

of stress fibers became perpendicular to stretch direction (Kaunas et al., 2006). 

It seems that this protein is highly beneficial in assisting to orient the cells 

initially and indeed has been shown to increase angiogenesis, cell motility, 

invasion and proliferation that therefore may be a critical factor in maintaining 

the physiology of the endothelial cell layer (Chen et al., 2014). The fact that it 

was up-regulated in 5% and 20% suggests also that it may be an early 

responder to stretch perhaps to preempt cellular injury. However, we noted that 

up-regulation of proteins in this duration might be transitionary as different 

proteins were observed at the application of 18 hr stretch. 

Mechanical stretch is likely to induce morphological changes and cellular 

reorientation (Figure 1). Stress fiber formation helps to reorient the cell to 

reduce tension and minimize cellular damage due to intracellular strain (Wang 

et al., 2001). Our proteomic study has revealed that the structural proteins such 

as MACF1 were highly up-regulated up to 30 fold in both 5% and 20% 
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stretches in the 2 hr duration (Table 2). This protein belongs to plakin family 

that links the cytoskeletal network to membrane-associated junctions to 

maintain tissue integrity, guides the microtubules along stress fibers towards 

integrins to promote focal adhesion disassembly and directs and provides 

stable microtubule projections (Chen et al., 2006; Kodama et al., 2003; Wu et 

al., 2009). A study by Fassett et al. demonstrated that MACF1 is important for 

microtubule organization during ventricular adaptation caused by 

hemodynamic load as MACF1 knockdown exacerbates hypertrophy and left 

ventricular dysfunction (Fassett et al., 2013). Thus, as HCMEC were stretched 

to 5% intensity, the cells have responded by increasing MACF1 abundance for 

microtubule stabilization to ensure intact structural function against mechanical 

strain. Interestingly, as microtubule stabilization increases microtubule density, 

it is associated with contractile dysfunction in cardiac hypertrophy(Sato et al., 

1997). Thus, as the stretch intensity was increased to 20%, the excessive 

upregulation of MACF1 may contribute in vascular stiffness as dense MACF1 

may cause the vasculature become less elastic. Concurrently it was 

unsurprising to find that tubulin alpha chain 3 (TUBAL3), one of the 

constituent of microtubule, was also up-regulated in 20% stretch (+8 fold). 

Earlier studies have shown that high load due to stretch was found to increase 

tubulin content that caused contractile dysfunction in rat cardiomyocyte 

(Watson et al., 1996). Thus, the upregulation of structural proteins in 20% 

stretch may adversely effect vascular contractility leading to arterial stiffness 

as observed in hypertension and other cardiovascular anomalies including 

arteriosclerosis (McEniery et al., 2009). The fact that this is occurring in brain 

derived endothelial cells suggests a similar mechanism may be occurring.  



 77 

18 hr stretch 

The hallmarks of longer term duration of pathological stretch (20%) 

demonstrated an up-regulation of a number of inflammation-related proteins 

coupled with an upregulation of a number of structural proteins. The most 

significantly dysregulated of this group of proteins was apolipoprotein B-100 

(APOB) (+21.3 fold) in pathological stretch (Table 3). Apolipoprotein B is 

present on lipoprotein surfaces and distributes cholesterol to tissues, it is also 

known to induce monocyte chemotactic activity in ECs that promotes 

proinflammatory cytokine activity (Olofsson & Boren, 2005). Compounding 

this effect, junctional adhesion molecule A (JAM1) was seen to be upregulated 

(+6.1 fold). This protein is a proinflammatory factor that facilitates recruitment 

of monocytes to developing plaques at atherosclerotic sites(Schmitt et al., 

2014). These findings suggest that inflammation related proteins were at risk of 

modification at 18 hr pathological stretch.  

Two proteins from this study, titin (TTN) and apolipoprotein B-100 (APOB), 

have been observed in previous biomarker studies of aneurysm samples from 

patients (Tulamo et al., 2010). Titin is an elastic protein with spring-like 

characteristics that maintains tissue elasticity. In agreement with our work 

where titin was highly down-regulated (-60.4 fold) in pathological stretch, this 

protein has also found to be down-regulated (-2.2 fold) in a proteomic study of 

ruptured aneurysm (Wang et al., 2014). In addition, APOB was up-regulated 

(+21.3 fold) in our study which was also found to be up-regulated in aortic 

aneurysm sample (+1.3 fold)(Matsumoto et al., 2012). Not only do these 

results make such an in-vitro study a useful model to study mechanical stretch, 

but it also suggests that monitoring these proteins in hypertensive patients 

might be useful in early management or as biomarker of aneurysm. 
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Application of proteomic analysis for clinical application 

The comparison of the proteomic profiles of cells subjected to pathological 

(20%) vs. physiological (5%) stretch rather than control is meaningful, as it 

simulates changes of protein expression level from a healthy to a hypertensive 

state. The comparison at 2 hr stretch was conducted to see the change in the 

early response. Heme oxygenase 1 (HMOX1), an enzyme of the heme 

catabolism that cleaves heme to form biliverdin and carbon monoxide 

(CO)(Marcantoni et al., 2012), was upregulated (+6.0 fold). Takao et al. (2011) 

observed the anti-inflammatory effect of HMOX1 by downregulating the 

expressions of COX-2 and interleukin-1 in synovial cells stretched at 10% 

(Takao et al., 2011). HMOX1 may play a role as regulator in inflammation 

induced by mechanical stretch(Takao et al., 2011). 

The comparison at 18 hr been conducted to simulate hypertension in chronic 

conditions that may present with other cardiovascular complications such as 

atherosclerosis or aneurysms. ELKS/Rab6-interacting/CAST family member 1 

(ERC1), a regulatory subunit of the IKK complex which activates NFκB 

(nuclear factor kappa-light-chain-enhancer of activated B cells), was shown to 

be the most up-regulated (+21.6 fold) protein in pathological stretch (Table 

3)(Ducut Sigala et al., 2004). Furthermore, the dysregulation of desmin (DES, 

+21.0 fold), an intermediate filament protein which is thought to play a

significant role in cellular integrity. Desmin intermediate filament protein 

network mechanically stabilizes myofibrils, thus loss of desmin may 

mechanically destabilize myofibrils, resulting in injury (Sato et al., 1997). 

Therefore, we suggest that an up-regulation of desmin might be a 

compensatory mechanism against injury derived from stretch induced in 

vascular endothelial cells. 
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Gene ontology and protein networks 

Proteins interact with each other in networks to effect changes within a range 

of processes. Since 20% stretch is accepted as pathological stretch (Anwar et 

al., 2012) that is occurring during hypertension, it was the primary focus of this 

analysis. The most prominent networks at 20% stretch in 2 hr stretch were 

centered around cell death and survival, cellular growth and proliferation 

(Figure 3A). NFB complex was one of the protein hubs that interacts with 

many proteins such as ROCK1, GTP binding protein 4 (GTPBP4), 

transcription factor p65 (RELA), dead (Asp-Glu-Ala-Asp) box polypeptide 58 

(DDX58) and calcium/calmodulin-dependent protein kinase (CAMK20). 

Interestingly, NFB is a transcription factor involved in inflammation, with 

previous studies demonstrating its activation upon stretch (Inoh et al., 2002). 

This result indicates that high stretch magnitudes at the early stage could 

initiate an inflammatory response, which is one of the factors that could 

promote atherosclerosis events (Ross, 1999). However, as the stretch duration 

increased to 18 hr, some significant differences emerged (Figure 3B). The main 

network observed in 20% was cellular movement, connective tissue 

development & function and cell morphology that indicates cellular adaptation 

might occur shifting from inflammation, a primary response (in 2 hr stretch), to 

less intact cells to allow movement and cell proliferation to allow for 

compensation of tissue injury and repair (in 18 hr stretch).  
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CONCLUSION 

This study provides the first global proteomic analysis on HCMEC exposed to 

5% and 20% stretch for 2 and 18 hrs. Application of pathological stretch at 20% 

stretch displayed the most protein changes. This study sets a base upon which 

more detailed studies on individual markers and pathways may be carried out, 

indeed not only does it support previous findings but extends those findings on 

a model that can be used to test therapeutic approaches effectively and readily. 

Indeed, replicating this study with more time points (perhaps extended), a 

range of stretch magnitudes, a selection of different endothelial cell types to 

study other cardiovascular disorders and finally orthogonal validation 

techniques may shed more light on the cellular mechanisms of stretch which in 

turn would lead to more effective diagnostics, management and treatment of a 

range cardiovascular pathologies. 
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Figure 1. The morphological changes of HCMEC in static (without stretch), 5% and 20% stretch intensity at 2 hr and 18 hr at 200x 
magnification. The cells became elongated and slanted after being stretched especially at 20% stretch in comparison to original shape that 
was rounded in shape
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Figure 2. Gene ontology (GO) for biological process and molecular function in A) 2 hr 5%, B)  2 hr 20% stretch, C) 18 hr 5% and D) 18 hr 
20% stretch. The up- and down-regulated protein was compared with protein identified in control (cells at static condition). The asterisks 
represent the significant GO function against control. Protein percentage is the percentage of protein that involved in the respective 
biological process or molecular function over the total protein identified in the sample. These proteins were observed in the current study. 
Protein profiles to regulate these activities were changed as different stretch intensities applied. More significant GO functions were 
observed in 20% in comparison to 5% stretch.  
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Figure 3. The up and down-regulated proteins were subjected into network pathway analysis using Ingenuity Pathway Analysis. A) The 
top network in 2 hr 20% is ‘Cell death and survival, cellular growth and proliferation’. NFB is one of the main protein hub that interacts 
with other proteins in this network. B) The top network in 18 hr 20% is ‘Cell movement, connective tissue development & function and cell 
morphology’. The red color represent the protein upregulation, green color down-regulated protein and white were not observed in the 
experiments. 
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Table 1. Summary of significant protein changes (p<0.05) of human cerebral 

endothelial cell exposed to 5% and 20% stretch density for 2 or 18 hrs duration 

against control 

Stretch 

duration 
Stretch 

magnitude 
Total protein 

identifications 
Up-

regulated 

Down-

regulated 

2 hr Control 1920 - - 

5% 1461 51 6 

20% 1731 152 3 

18 hr Control 1754 - - 

5% 1724 1 5 

20% 1837 144 10 
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Table 2. The list of selected differentially expressed proteins of human cerebral 

microvascular endothelial cells associated at different stretch conditions ((+) 

indicates protein up-regulation and (–) indicates protein down-regulation) for 2 hr 

duration stretch 

Gene 

name 

Protein Comparison 

condition 

Fold change 

SPAG9 C-Jun-amino-terminal 
kinase-interacting protein 4  

20% vs control +24.7 

MACF1 

 

Microtubule-actin cross-
linking factor 1, isoforms 
1/2/3/5  

20% vs control +24.6 

HECTD1 E3 ubiquitin-protein ligase  20% vs control +14.5 
DSP Desmoplakin  20% vs control +14.5 

ROCK2 Rho-associated protein 
kinase 2  

20% vs control +10.8 

ROCK1 Rho-associated protein 
kinase 1  

20% vs control +7.3 

TUBAL3 Tubulin alpha chain-like 3  20% vs control +8.0 

ST13P4 Putative protein FAM10A4 20% vs control -18.0 
WDR5 WD repeat-containing 

protein 5 
20% vs control -11.0 

PBK Lymphokine-activated 
killer T-cell-originated 
protein kinase 

20% vs control -2.2 

MACF1 

 

Microtubule-actin cross-
linking factor 1, isoforms 
1/2/3/5  

5% vs control +36.4 

SPAG9 C-Jun-amino-terminal 
kinase-interacting protein 4 

5% vs control +22.7 

HECTD1 E3 ubiquitin-protein ligase  5% vs control +13.5 
EEFIA2 Elongation factor 1-alpha 2 5% vs control -22.4 
TMF1 TATA element modulatory 

factor 
5% vs control -11.8 

SEC23B Protein transport protein 
Sec23B 

5% vs control -10.6 

HMOX1 Heme oxygenase 1 20% vs 5% +6.1 
ANPEP Aminopeptidase  20% vs 5% +2.6 
DSTN Destrin 20% vs 5% +2.2 
CTGF Connective tissue growth 

factor 
20% vs 5% -3.1 

NSUN2 tRNA (cytosine(34)-C(5))-
methyltransferase 

20% vs 5% -2.6 

FAM213A Redox-regulatory protein 
FAM213A 

20% vs 5% -2.4 
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Table 3. The list of selected differentially expressed proteins of human cerebral 

microvascular endothelial cells associated at different stretch conditions ((+) 

indicates protein up-regulation and (–) indicates protein down-regulation) for 18 hr 

duration stretch 

 

 

 

 

Gene 

Name 

Protein Comparison 

condition 

Fold 

Change 

SRRM2 Serine/arginine repetitive matrix protein 
2 

5% vs control +2.8 

TMEM43 Transmembrane protein 43 5% vs control -3.1 
PLAA Phospholipase A2 activating protein 5% vs control -2.5 
POP1 Ribonuclease P/MRP protein subunit 

POP1 
5% vs control -2.1 

DNM2 Dynamin-2 5% vs control -2.0 
KIAA1279 KIF1-binding protein 5% vs control -2.0 

UTRN Utrophin  20% vs control +29.2 
APOB Apolipoprotein B100 20% vs control +21.3 

ROCK1 Rho associated protein kinase 1 20% vs control +14.5 
ITGB3 Integrin beta-3 20% vs control +13.3 

ILK Integrin-linked protein kinase 20% vs control +11.3 
LAMA5 Laminin subunit alpha 5 20% vs control +6.3 
JAM1 Junctional adhesion molecule A 20% vs control +6.1 
TTN Titin 20% vs control -60.4 

CROCC Rootletin  20% vs control -21.4 
FUBP3 Far upstream element-binding protein 3  20% vs control -17.6 
ERC1 ELKS/Rab6-interacting/CAST family 

member 1 
20% vs 5% +21.6 

DES Desmin  20% vs 5% +21.0 
LMO7 LIM domain only protein 7  20% vs 5% +14.9 

PRKACB cAMP-dependent protein kinase 
catalytic subunit beta  

20% vs 5% -16.4 

SNX1 Sorting nexin-1  20% vs 5% -14.7 
EIF4G3 Eukaryotic translation initiation factor 4 

gamma 3  
20% vs 5% -10.4 



90 

REFERENCES 

Anwar, M. A., Shalhoub, J., Lim, C. S., Gohel, M. S., & Davies, A. H. (2012). The 
effect of pressure-induced mechanical stretch on vascular wall differential 
gene expression. J Vasc Res, 49, 463-478. 

Cebral, J. R., & Raschi, M. (2012). Suggested connections between risk factors of 
intracranial aneurysms: A  review. Ann Biomed Eng. 

Chen, F., Lu, Z., Deng, J., Han, X., Bai, J., Liu, Q., Xi, Y., & Zheng, J. (2014). 
SPAG9 expression is increased in human prostate cancer and promotes cell 
motility, invasion and angiogenesis in vitro. Oncol Rep, 32(6), 2533-2540. 

Chen, H. J., Lin, C. M., Lin, C. S., Perez-olle, R., Leung, C. L., & Liem, R. K. H. 
(2006). The role of microtubule actin in the Wnt (MACF1) signaling 
pathway. Genes Dev, 20, 1933-1945. 

Chien, S. (2007). Mechanotransduction and endothelial cell homeostasis : the 
wisdom of the cell. Am J Physiol Heart Circl Physiol, 292, 209-224. 

Ducut Sigala, J. L., Bottero, V., Young, D. B., Shevchenko, A., Mercurio, F., & 
Verma, I. M. (2004). Activation of transcription factor NF-kappaB requires 
ELKS, an IkappaB kinase regulatory subunit. Science, 304(5679), 1963-
1967. 

Fassett, J. T., Xu, X., Kwak, D., Wang, H., Liu, X., Hu, X., Bache, R. J., & Chen, 
Y. (2013). Microtubule Actin Cross-linking Factor 1 regulates
cardiomyocyte microtubule distribution and adaptation to hemodynamic
overload. PloS One, 8, e73887.

Felty, Q. (2011). Proteomic 2D DIGE profiling of human vascular endothelial 
cells exposed to environmentally relevant concentration of endocrine 
disruptor PCB153 and physiological concentration of 17β-estradiol. Cell 
Biol Toxicol, 27, 49-68. 

Fox, B., Humphries, W. E., Doss, V. T., Hoit, D., Elijovich, L., & Arthur, A. S. 
(2014). Rupture of giant vertebrobasilar aneurysm following flow 
diversion: mechanical stretch as a potential mechanism for early aneurysm 
rupture. J Neurointerv Surg, 00, 1-4. 

Frye, S. R., Yee, A., Eskin, S. G., Guerra, R., Cong, X., & McIntire, L. V. (2005). 
cDNA microarray analysis of endothelial cells subjected to cyclic 
mechanical strain: importance of motion control. Physiol Genomics, 21, 
124-130.

Go, A. S., Mozaffarian, D., Roger, V. L., Benjamin, E. J., Berry, J. D., Borden, W. 
B., Bravata, D. M., Dai, S., Ford, E. S., Fox, C. S., Franco, S., Fullerton, H. 
J., Gillespie, C., Hailpern, S. M., Heit, J. A., Howard, V. J., Huffman, M. 
D., Kissela, B. M., Kittner, S. J., Lackland, D. T., Lichtman, J. H., Lisabeth, 
L. D., Magid, D., Marcus, G. M., Marelli, A., Matchar, D. B., McGuire, D.
K., Mohler, E. R., Moy, C. S., Mussolino, M. E., Nichol, G., Paynter, N. P.,
Schreiner, P. J., Sorlie, P. D., Stein, J., Turan, T. N., Virani, S. S., Wong, N.
D., Woo, D., Turner, M. B., American Heart Association Statistics, C., &
Stroke Statistics, S. (2013). Heart disease and stroke statistics--2013
update: a report from the American Heart Association. Circulation, 127(1),
e6-e245.

Hahn, C., & Schwartz, M. A. (2009). Mechanotransduction in vascular physiology 
and atherogenesis. Nat Rev Mol Cell Biol, 10, 53-62. 



 91 

Hirase, T., & Node, K. (2012). Endothelial dysfunction as a cellular mechanism 
for vascular failure. Am J Physiol Circ Physiol, 302, 499-505. 

Inci, S., & Spetzler, R. F. (2000). Intracranial aneurysms and arterial hypertension: 
a review and hypothesis. Surg Neurol, 53, 530-540. 

Inoh, H., Ishiguro, N., Sawazaki, S.-I., Amma, H., Miyazu, M., Iwata, H., Sokabe, 
M., & Naruse, K. (2002). Uni-axial cyclic stretch induces the activation of 
transcription factor nuclear factor kappaB in human fibroblast cells. 
FASEB J, 16, 405-407. 

Kaunas, R., Usami, S., & Chien, S. (2006). Regulation of stretch-induced JNK 
activation by stress fiber orientation. Cell Signal, 18, 1924-1931. 

Kodama, A., Karakesisoglou, I., Wong, E., Vaezi, A., & Fuchs, E. (2003). ACF7 : 
an essential integrator of microtubule dynamics. Cell, 115, 343-354. 

Korff, T., Aufgebauer, K., & Hecker, M. (2007). Cyclic stretch controls the 
expression of CD40 in endothelial cells by changing their transforming 
growth factor-beta1 response. Circulation, 116, 2288-2297. 

Lee, Y. U., Hayman, D., Sprague, E. A., & Han, H. C. (2010). Effects of axial 
stretch on cell proliferation and intimal thickness in arteries in organ 
culture. Cell Mol Bioeng, 3(3), 286-295. 

Li, W., & Sumpio, B. E. (2005). Strain-induced vascular endothelial cell 
proliferation requires PI3K-dependent mTOR-4E-BP1 signal pathway. Am 
J Physiol Heart Circl Physiol, 288, 1591-1597. 

Liang, Q. (2003). Redefining the roles of p38 and JNK signaling in cardiac 
hypertrophy: dichotomy between cultured myocytes and animal models. J 
Mol Cell Cardiol, 35, 1385-1394. 

Marcantoni, E., Francesco, L. D., Dovizio, M., Bruno, A., & Patrignani, P. (2012). 
Novel insights into the vasoprotective role of heme oxygenase-1. Int  J 
Hypertens, 2012, 127910. 

Matsumoto, K., Maniwa, T., Tanaka, T., Satoh, K., Okunishi, H., & Oda, T. 
(2012). Proteomic analysis of calcified abdominal and thoracic aortic 
aneurysms. Int J Mol Med, 30(2), 417-429. 

McEniery, C. M., McDonnell, B. J., So, A., Aitken, S., Bolton, C. E., Munnery, 
M., Hickson, S. S., Yasmin, Maki-Petaja, K. M., Cockcroft, J. R., Dixon, A. 
K., & Wilkinson, I. B. (2009). Aortic calcification is associated with aortic 
stiffness and isolated systolic hypertension in healthy individuals. 
Hypertension, 53, 524-531. 

Neilson, K. A., Keighley, T., Pascovici, D., Cooke, B., & Haynes, P. A. (2013). 
Label-Free Quantitative Shotgun Proteomics Using Normalized Spectral 
Abundance Factors. In M. Zhou & T. Veenstra (Eds.), Proteomic for 
Biomarker Discovery (Vol. 1002, pp. 205-222). Totowa, NJ: Humana Press. 

Okada, M., Matsumori, A., Ono, K., Furukawa, Y., Shioi, T., Iwasaki, A., 
Matsushima, K., & Sasayama, S. (1998). Cyclic stretch upregulates 
production of interleukin-8 and monocyte chemotactic and activating 
factor/monocyte chemoattractant protein-1 in human endothelial cells. 
Arterioscler Thromb Vasc Biol, 18, 894-901. 

Olofsson, S. O., & Boren, J. (2005). Apolipoprotein B: a clinically important 
apolipoprotein which assembles atherogenic lipoproteins and promotes the 
development of atherosclerosis. J Intern Med, 258(5), 395-410. 



92 

Pascovici, D., Keighley, T., Mirzaei, M., Haynes, P. a., & Cooke, B. (2012). 
PloGO: plotting gene ontology annotation and abundance in multi-
condition proteomics experiments. Proteomics, 12, 406-410. 

Payne, R. A., Wilkinson, I. B., & Webb, D. J. (2010). Arterial stiffness and 
hypertension: emerging concepts. Hypertension, 55(1), 9-14. 

Ross, R. (1999). Atherosclerosis-an inflammatory disease. N Engl J Med, 340, 
115-126.

Ruigrok, Y. M., & Rinkel, G. J. E. (2010). From GWAS to the clinic: risk factors 
for intracranial aneurysms. Genome Med, 2, 61. 

Sato, H., Nagai, T., Kuppuswamy, D., Narishige, T., Koide, M., Menick, D. R., & 
Iv, G. C. (1997). Microtubule stabilization in pressure overload cardiac 
hypertrophy. J Cell Biol, 139, 963-973. 

Sato, M., & Ohashi, T. (2005). Biorheological views of endothelial cell responses 
to mechanical stimuli. Biorheology, 42, 421-441. 

Schmidt, A., Forne, I., & Imhof, A. (2014). Bioinformatic analysis of proteomics 
data. BMC Sys Biol, 8, 1-7. 

Schmitt, M. M., Megens, R. T., Zernecke, A., Bidzhekov, K., van den Akker, N. 
M., Rademakers, T., van Zandvoort, M. A., Hackeng, T. M., Koenen, R. R., 
& Weber, C. (2014). Endothelial junctional adhesion molecule-a guides 
monocytes into flow-dependent predilection sites of atherosclerosis. 
Circulation, 129(1), 66-76. 

Sugden, P. H., & Clerk, A. (1998). "Stress-Responsive" mitogen-activated protein 
kinases (c-Jun N-Terminal Kinases and p38 Mitogen-Activated Protein 
Kinases) in the myocardium. Circ Res, 83, 345-352. 

Takao, M., Okinaga, T., Ariyoshi, W., Iwanaga, K., Nakamichi, I., Yoshioka, I., 
Tominaga, K., & Nishihara, T. (2011). Role of heme oxygenase-1 in 
inflammatory response induced by mechanical stretch in synovial cells. 
Inflamm Res, 60(9), 861-867. 

Tulamo, R., Frosen, J., Hernesniemi, J., & Niemela, M. (2010). Inflammatory 
changes in the aneurysm wall: a review. J Neurointerv Surg, 2, 120-130. 

Von Offenberg Sweeney, N., Cummins, P. M., Cotter, E. J., Fitzpatrick, P. A., 
Birney, Y. A., Redmond, E. M., & Cahill, P. A. (2005). Cyclic strain-
mediated regulation of vascular endothelial cell migration and tube 
formation. Biochem Biophys Res Commun, 329, 573-582. 

Wang, Qu, B., Wang, Z., Ju, J., Wang, Y., Wang, Z., Cao, P., & Wang, D. (2014). 
Proteomic identification of differentially expressed proteins in vascular 
wall of patients with ruptured intracranial aneurysms. Atherosclerosis, 
238(2), 201-206. 

Wang, B. W., Chang, H., Lin, S., Kuan, P., & Shyu, K. G. (2003). Induction of 
matrix metalloproteinases-14 and -2 by cyclical mechanical stretch is 
mediated by tumor necrosis factor-alpha in cultured human umbilical vein 
endothelial cells. Cardiovasc Res, 59, 460-469. 

Wang, J. H., Goldschmidt-Clermont, P., Wille, J., & Yin, F. C. (2001). Specificity 
of endothelial cell reorientation in response to cyclic mechanical stretching. 
J Biomech, 34, 1563-1572. 

Watson, P. A., Hannan, R., Carl, L. L., & Giger, K. E. (1996). Contractile activity 
and passive stretch regulate tubulin mRNA and protein content in cardiac 
myocytes. Am J Physiol, 271(2 Pt 1), C684-689. 



93 

Wu, X., Kodama, A., & Fuchs, E. (2009). ACF7 regulates cytoskeletal-focal 
adhesion dynamics and migration and has ATPase activity. Cell, 135, 137-
148. 

Yasuda, J., Whitmarsh, A. J., Cavanagh, J., Sharma, M., & Davis, R. J. (1999). 
The JIP group of mitogen-activated protein kinase scaffold proteins. Mol 
Cell Biol, 19(10), 7245-7254. 

Zhang, Y., Fonslow, B. R., Shan, B., Baek, M. C., & Yates, J. R. (2013). Protein 
analysis by shotgun/bottom-up proteomics. Chem Rev, 113, 2343-2394. 

Zheng, W., Seftor, E. A., Meininger, C. J., Hendrix, M. J., & Tomanek, R. J. 
(2001). Mechanisms of coronary angiogenesis in response to stretch: role 
of VEGF and TGF-beta. Am J Physiol, 280, H909-917. 

Zhu, W., Smith, J. W., & Huang, C.-M. (2010). Mass spectrometry-based label-
free quantitative proteomics. J Biomed Biotechnol, 2010, 1-6. 

Zybailov, B. L., Florens, L., & Washburn, M. P. (2007). Quantitative shotgun 
proteomics using a protease with broad specificity and normalized spectral 
abundance factors. Mol Biosyst, 3(5), 354-360. 



94 

Chapter 5 

Research Paper II 
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SUPPLEMENT DATA CHAPTER 5 

Western blot and immunocytochemistry identification on estrogen receptors. 

 

    

 

 

 

 

The expressions of ERα, ERβ and GPER1 Human Cerebral Microvascular Endothelial Cells were identified using immunocytochemistry 
and western blot. The ERα at 67kDa was identified at cytoplasm/membrane fractions of the cells, ERβ at 59 kDa was identified at 
cytoplasm/membrane and nuclear fractions and GPER1 at 42 kDa was identified at the cytoplasm/membrane fractions. The expressions for 
the receptors also were identified in the whole cell lysates respectively. C/M: cytoplasm/membrane, N: nuclear, CL: cell lysate. 

ERα ERβ GPER 

42 kDa 59 kDa 
67 kDa 

   C/M           N         CL       C/M          N           CL       C/M           N             CL 
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Abstract 

 

Hypertension and estrogen deficiency in women have been identified as significant 

risk factors for the development of intracranial aneurysms. Hypertension causes 

excessive vascular stretch and contributes to the initiation of cellular injury in 

blood vessels. Estrogen, on the other hand, has been demonstrated to exert 

beneficial effects on the vascular system and its deficiency causes vasculature to 

lose its protective effects. Indeed, postmenopausal women with decreased 

circulating estrogen levels are at an increased risk of subarachnoid hemorrhage. 

Although the specific biological roles exerted by either excessive stretch or 

estrogen exposure are generally known, the combined biochemical effects of both 

stimuli in concert were unclear. To investigate this, we conducted a quantitative 

proteomics study on human cerebral microvascular endothelial cells (HCMECs) 

subjected to 20% “pathological” cyclic stretch in the presence or absence of 

physiological concentrations of 17-estradiol for a period of 18 hrs. Several 

responses were elicited whereby some proteins only responded to 17-estradiol 

(e.g., thioredoxin reductase-1), some only to stretch (e.g., 14-3-3 protein epsilon or 
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acidic leucine-rich nuclear phosphoprotein 32 family member B) and perhaps 

more interestingly, some proteins returned to control levels when exposed to both 

(e.g., d-dopachrome decarboxylase or thrombospondin-1). In addition, HCMECs 

exposed only to estrogen had a very similar proteomic profile (i.e., up-regulation 

of structural, cellular adhesion and proliferation proteins) to those exposed to 

estrogen with 20% stretching for 18 hr, suggesting that estrogen ablated the 

majority of negative effects exerted by pathological stretch alone. This 

investigation sheds light on the molecular mechanisms of the cerebrovascular 

protective actions of estrogen on HCMEC exposed to pathological levels of cyclic 

stretch.  

 

Keywords: cyclic stretch; estrogen; intracranial aneurysm; proteome expression; 

vascular endothelial cell 

 

Introduction 

Intracranial aneurysm (IA) is the dilatation of a segment of cerebral artery due to 

weakness in the artery wall that usually arises at the bifurcation of Circle of Willis. 

It is often small and asymptomatic, however, it can be fatal when it ruptures and 

causes bleeding, known as subarachnoid haemorrhage (SAH)(Keedy, 2006). 

About 2-3.2% of the general population of the world developed IA (Juvela, 2011; 

Rinkel et al., 1998). In addition, 5-15% of strokes are related to ruptured IA which 

are often classified as hemorrhagic stroke (Bederson et al., 2000). Several risk 

factors have been associated for IA such as hypertension, gender, family history, 

alcohol consumption and smoking (Cebral & Raschi, 2012; Rinkel, 2005). 
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The causal link between hypertension and aneurysms is well established with 

studies showing it to be as high as 43.5% compared to normotensive individuals 

(24.4%) (Inci & Spetzler, 2000; Wei et al., 2015). Interestingly, both hypertension 

and aneurysm share similar risk factors, that may indicate their close relationship 

in pathogenesis (Chen et al., 2015; Wei et al., 2015). Hypertension exerts 

excessive hemodynamic pressure on the vascular wall and is believed to cause 

cellular changes due to this deformation (Anwar et al., 2012). Increase in pulsatile 

pressure can lead to overstretching of vessels that in turn may cause cellular injury. 

This injury may lead to vascular weakness, endothelial dysfunction, scarring and 

an increased tendency for aneurysm formation in arteries (Anwar et al., 2012; 

Pascarella et al., 2008; Thubrikar & Robicsek, 1995). An interesting observation is 

that postmenopausal women have been reported to have high prevalence of IA and 

SAH compared to premenopausal women as postmenopausal women demonstrate 

low levels of estrogen (Longstreth et al., 1994). The relationship between estrogen 

and IA is now well established for instance, estrogen deficiency increased rats’ 

susceptibility to IA formation while 17-estradiol treatment protected the rats 

against IA formation and progression (M. Jamous et al., 2005; M. A. Jamous et al., 

2005). In addition, study by Tutino et al. (2015)(Tutino et al., 2015) found that 

hypertension and estrogen deficiency caused a significantly increased IA damage 

by increasing the vessel length and its tortuosity. Prior to menopause, blood 

pressure is lower compared to age-matched men and this is thought to be mainly 

due to vasodilator activity of endogenous estrogens (Barton & Meyer, 2009; 

Barton et al., 2007). Thus, it has been proposed that risk of cerebrovascular 

disease begins to rise as endogenous estrogen levels decline due to age and 

menopause.  
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To investigate the protein modulation in cells of hypertension-induced stretch, an 

in-vitro approach has been developed where pathological cyclic stretch at 20% 

was applied (Anwar et al., 2012). Previous study has shown that pathological 

stretch can induce cell proliferation, apoptosis, production of reactive oxygen 

species and inflammation which can contribute to cardiovascular disease (Anwar 

et al., 2012). It is clear that in-vitro pathological cyclic stretch model is useful for 

understanding the range of pathophysiological biochemical and molecular changes 

occurring as a result of stretch in specific cell types allowing the study of factors 

such as estrogen exposure or indeed drug exposure to be carried out.  

 

Mechanical stretch on endothelial cells is associated with many negative effects 

(Anwar et al., 2012; Tostes et al., 2003) and understanding of how these negative 

effects can be mitigated using estrogen can be of potential therapeutic value. This 

study was therefore aimed at investigating the concurrent effects of both stimuli 

(stretch and estrogen) on human cerebral microvascular endothelial cells 

(HCMEC). Although a number of stretch studies have been conducted on smooth 

muscle cells, this is the first study of its kind on cerebellar endothelial cells whose 

biology is implicated in IA and SAH. This study was designed to elucidate 

whether or not estrogen could ablate any negative effect of pathological HCMEC 

stretching, which might contribute to downstream negative consequences on the 

vasculature. We employed a iTRAQ (Ghosh et al., 2011) labelled quantitative 

proteomics approach on HCMECs that were subjected to physiological 

concentrations of 17-estradiol at 20% cyclic stretch intensity separately and 
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simultaneously for 18 hr to simulate chronic hypertension to allow a detailed view 

of the global changes occurring in/on these cells.  

 

Methods 

Cell lines  

HCMECs (ABM, Richmond, Canada) were cultured on fibronectin-coated (20 

g/ml) silicone cubes in M199 media supplemented with 10% fetal bovine serum 

(FBS) at 37C (5% CO2). Fibronectin was selected as the coating material as the 

cells could attach well on the silicone cube. Upon reaching 70% confluence, the 

media was replaced with M199 phenol red free media supplemented with 10% 

charcoal-stripped FBS to prevent any inadvertent steroid hormone activity. The 

cells were incubated overnight until it reach 100% confluence. Each experiment 

was conducted in duplicate for each of the 4 groups at 37C (5% CO2); no stretch 

nor 17-estradiol as a control (C); cells exposed to 1 nM 17-estradiol (E), cells 

exposed to 20% stretch (S) and cells exposed to both stimuli (E+S).  The media in 

each group was changed and the 17-estradiol was added for group (E) and (E+S) 

prior to the experiment. 

 

Mechanical Stretch on HCMEC 

Cells grown on silicone cubes were subjected to cyclic mechanical stretch using 

the Shellpa Mechanical Cell Stretch System (Menicon Life Science, Japan). In 

detail, uniaxial strain was applied to the cells by a vacuum pump programmed at 

60 cycle/min at a 20% stretch magnitude for 18 hr. The control cells were grown 
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in the same condition and placed in the same incubator without being subjected to 

stretch.  

 

Protein Isolation 

Proteins from whole cell lysates were isolated by scraping cells (1.8 x 106 cells/ml) 

immersed in CellLytic M Lysis Buffer (C22978, Sigma Aldrich, Castle Hill, 

Australia) supplemented with 0.1% protease inhibitor cocktail (P8340, Sigma 

Aldrich, Castle Hill, Australia). Cell debris was removed by centrifugation (13 200 

rpm, 4C for 12 min) and the supernatant was precipitated using a standard 

acetone precipitation (1 part of sample to 9 parts cold acetone) technique and 

resuspended in 0.5M tetraethylammonium bromide buffer (Sigma Aldrich, Castle 

Hill, Australia). 

 

iTRAQ Labeling 

Isobaric Tag for Relative and Absolute Quantification 4-plex (iTRAQ) kit 

(ABSciex, Framingham, USA) was used for protein labeling based on the 

manufacturer’s instructions. The protein concentration was determined using BCA 

protein assay kit (Thermo Scientific, Rockford, USA). Briefly, 100 g of protein 

from each condition was reduced with 50 mM methanethiosulfonate for 1 hr, 

followed by alkylation using 200 mM iodoacetamide for 30 min. Proteins were 

then digested with trypsin at a ratio of 1:25 and incubated at 37C overnight. The 

samples were dried in CentriVap Complete Vacuum concentrator (Labconco, 

Kansas, United States). Each iTRAQ tag was then added to the sample and 
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incubated for 1 hour at room temperature. After labeling, 1 l from each iTRAQ 

label was pooled in a new tube. The pooled sample was Zip Tip (Millipore) 

purified and spotted onto a matrix-assisted laser desorption/ionization (MALDI) 

plate with matrix. The sample was first run under MALDI tandem time of flight 

(TOF/TOF) to ensure that iTRAQ reactions were successful. All samples were 

then pooled in new tubes and dried.  

 

Strong Cation Exchange High Performance Liquid Chromatography 

Dried iTRAQ labeled samples were resuspended in loading buffer A (5 mM 

phosphate 25% acetonitrile, pH 2.7). After sample loading and washing the 

column (PolyLC polysulfoethyl A column 200 x 2.1mm) with buffer A, buffer B 

(5 mM phosphate, 350 mM potassium chloride, 25% acetonitrile, pH 2.7) 

concentration was increased from 10% to 45% across a 70 min gradient and then 

increased quickly to 100%.  The buffer was held at 100% for 10 min with a flow 

rate of 300 µl/min. The eluent of strong cation exchange high performance liquid 

chromatography (SCX HPLC) was collected every 2 min from the beginning of 

the gradient and at 4 min intervals. Collected fractions were dried in vacuum 

centrifugation.  

 

NanoLC ESI MS/MS Data Acquisition 

A total of 11 fractions were isolated from SCX HPLC. Each fraction was 

resuspended in 60 µL of loading/desalting solution (0.1% formic acid and 2% 

acetonitrile in water). The samples were analyzed by Triple TOF 5600 (ABSciex, 
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Massachusetts, United States). Samples (40 µL) were injected into a peptide trap 

(Michrome Peptide Captrap) column for pre-concentration and desalting with 0.1% 

formic acid, 2% acetonitrile at 10 µL/min for 5 min. The peptide trap was then 

switched on line with an analytical column. Peptides were eluted from the column 

using a linear solvent gradient, from mobile phase A (0.1% formic acid): mobile 

phase B (90% acetonitrile/0.1% formic acid) (98:2) to mobile phase A: mobile 

phase B (65:40) at 550 nL/min over 100 min period. After peptide elution, the 

column was cleaned with 95% buffer B for 15 min and then equilibrated with 

buffer A for 25 min before next sample injection. 

 

The reverse phase nanoLC eluent was subjected to positive ion nanoflow 

electrospray ionization (ESI) analysis in an information-dependent acquisition 

mode (IDA). A TOF electrospray mass spectrometry (MS) survey scan was 

acquired (m/z 400-1500, 0.25 second), with the ten most intense multiply charged 

ions (counts>150) in the survey scan sequentially subjected to MS/MS analysis. 

MS/MS spectra were accumulated for 200 ms in the mass range m/z 100-1500 

with the total cycle time 2.3 seconds. 

 

Data Processing 

The experimental nanoLC ESI MS/MS data were submitted to ProteinPilot V4.2b 

(AB Sciex) for data processing searching against the SwissProt 2014_04 Human 

database. The results were analysed using combined p-value analysis (Pascovici et 

al., 2015). This method uses the respective protein ratios and protein p-values as 
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calculated by ProteinPilot. The method then combines the peptide-level p-values 

into one value using the Stouffer’s combined z-score analysis also known as 

Stouffer p-value (Pascovici et al., 2015). A protein is considered to be 

differentially expressed if the Stouffer p-value is less than 0.05 and all protein 

ratios in duplicate are in similar trend (both are up-regulated or down-

regulated).  This method is strict as the proteins identified are likely to be more 

abundant and are identified by more peptides. To functionally annotate the 

proteins based on their biological processes, the up and down-regulated proteins 

were subjected to gene ontology annotation using PloGO (Pascovici et al., 2012). 

 

Results 

A total of 2,772 proteins (supplementary data) were identified in all samples with a 

protein false discovery rate (FDR) of <1%. Out of this, 137 proteins were 

identified as being significantly and differentially expressed (p <0.05) when cutoff 

ratios were arbitrarily applied between < 0.82 and > 1.2 with respect to controls 

listed in Table 1. As iTRAQ ratios are often compressed, this lower cutoff range 

has been widely employed in previous studies (Winterberg et al., 2014). The 

thresholds were set with reference to the literature suggesting that iTRAQ in fact 

underestimates fold changes such that, for example, an iTRAQ ratio of 1.2 may 

reflect an actual twofold difference (Karp et al., 2010). To compare the clustering 

pattern of each group, a heat map (SCRAppy, Australian Proteome Analysis 

Facility) was generated to understand the different trends produced based upon 

protein ratios (Figure 1). Interestingly, the dendrogram (figure 1) produced 

indicated that treatments of estrogen (E), stretch and estrogen plus stretch (E+S) 
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generated a unique protein profile for up and down regulated proteins in each 

group.  

 

The significantly and differentially regulated proteins were classified into 7 

distinct trends as shown in Figure 2. These trends are; (I): protein up-regulated in 

E and E+S; (II): proteins down-regulated in E and E+S; (III): proteins up-regulated 

in S and E+S; (IV): proteins down-regulated in S and E+S; (V): protein down-

regulated in E and up-regulated in S; (VI): proteins up-regulated in E and down-

regulated in S; (VII): proteins down-regulated in E, up-regulated in S and down-

regulated in E+S; and other proteins that were not included in these trends. The 

detailed of fold ratios are listed in Table 1. 

 

To gain a clearer understanding of protein function and possible implications, gene 

ontology (GO) analysis using PloGO was conducted on all proteins that changed 

significantly and identified in E, S and E+S groups. Exposure to 17-estradiol (i.e., 

the E group) of HCMEC up-regulated proteins involved in cell processes such as 

cell proliferation, cell adhesion, and structural molecule activity (Table 2). 

However, the S group demonstrated different protein profiles as several proteins 

were not significantly changed in comparison to E group. These included proteins 

that were involved in cell proliferation [catenin -1 (CTNNB1) and thioredoxin 

reductase 1 (TXNRD1)], cell adhesion [alpha-actinin-1 (ACTN1), integrin alpha-3 

(ITGA3), alpha-parvin (PARVA)] and structural molecule activity [actin-related 

protein 2 (ACTR2)]. However, as HCMECs were exposed to 17-estradiol and 
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stretch, the proteins expressions matched closely to the protein profile as observed 

in HCMEC’s exposed to estrogen only. 

 

Discussion 

17-estradiol is the most potent form of estrogen and it has been documented to 

exert direct protective effects on vascular endothelial cells (Heldring et al., 2007). 

Binding of estrogen to estrogen receptors such as ER and ER activate signaling 

cascade involving PI3K and Akt, ERK 1/2 and p38 that mediate cellular protection 

(Knowlton & Lee, 2012). Protective effects of estrogen such as vasodilation, 

enhancing nitric oxide production, reduced ROS, anti-inflammatory and 

antioxidant effects, coupled with increased mitochondrial efficiency for energy 

production are particularly prominent in premenopausal women who are exposed 

to a physiological level of this hormone (Duckles & Krause, 2007; Krause et al., 

2006; Razmara et al., 2008; Strehlow et al., 2003; Tostes et al., 2003). However, 

as women enter menopause age, cessation of menstruation occurs resulting from 

the loss of ovarian follicular activity. As the ovaries age and release fewer 

hormones, follicle-stimulating hormone and luteinizing hormone can no longer 

perform their usual functions to regulate the estrogen production (Gruber et al., 

2002). The protective effects gradually decline coupled with increased risk of 

cerebrovascular and cardiovascular disease (Kannel et al., 1976).  Since 

hypertension is the main risk factor for cerebrovascular disease in post-

menopausal women, blood vessels of these women are exposed to high 

hemodynamic pressure involving tensile stretch. Excessive tensile stretch (referred 

to here as pathological stretch) is known to be associated with vascular injury (Liu 



 117 

et al., 2000). The 20% stretch was chosen as it has been documented to be 

pathological at peripheral artery and as this is the only established reference for the 

pathological stretch intensity on artery, thus it was used in this experiment (Anwar 

et al., 2012). Thus far, the molecular mechanisms of the combined effects of both 

of stimuli (estrogen and stretch) has not been addressed and hence forms the focus 

of this investigation. 

 

Endothelial Cell Response to 17-estradiol only  

Comparisons across three different groups against controls showed different 

protein trends as the proteins abundance emerges under specific conditions. For 

instance, some proteins did not show changes in S but were found to be up-

regulated (trend I, Table 1 & Figure 2) or down-regulated (trend II, Table 1 & 

Figure 2) in E and E+S. These findings suggest that these proteins were only 

activated by 17-estradiol regardless of stretch stimulation. For instance, 

TXNRD1 was upregulated approximately 1.5 fold in trend I. TXNRD1 is an 

enzyme that is involved in catalyzing thioredoxin reduction, which is a key protein 

for the antioxidant system in reacting against oxidative stress (Lu & Holmgren, 

2014). ROS production is thought to induce the production of monocyte 

chemoattractant protein-1 that plays an important role in attracting inflammatory 

cells to sub-endothelial space of the arterial wall during atherogenesis (Wung et al., 

1997; Yla-Herttuala et al., 1991). Cyclic strain had been proven to generate 

superoxide in human umbilical vein endothelial cells (HUVEC) and exposure of 

17-estradiol successfully inhibit the expression of adhesion molecule, chemokine 
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and down regulate ROS production (Wagner et al., 2001). Thus, this may indicate 

that 17-estradiol exposure contributes to the protective effects on HCMEC by 

increasing antioxidant expression to counteract the ROS produced during stretch 

(Birukov, 2009; Chapman et al., 2005). 

 

Endothelial Cell Response to Pathological Mechanical Stretch Only 

A few sets of proteins were identified as being up-regulated (trend III, Table 1 & 

Figure 2) or down-regulated (trend IV, Table 1 & Figure 2) due to stretch only. 

These proteins were not influenced by 17-estradiol exposure. In trend III, the 

proteins expression was resulted from stretch stimulation. For example, 

transcription factor II B (GTF2B) is a general transcription factor that is involved 

in the formation of the RNA polymerase II preinitiation complex and aids in 

stimulating transcription initiation (Lewis, 2004). Meanwhile for trend IV (Table 1 

& Figure 2), stretch suppressed anti-apoptotic related proteins such as 14-3-3 

protein epsilon (YWHAE) by 0.8 fold and acidic leucine-rich nuclear 

phosphoprotein 32 family member B (ANP32B) by 0.6 fold. YWHAE has been 

found to inhibit pro-apoptotic BAD from activating apoptosis while ANP32B is 

responsible for inhibiting caspase 3 from initiating apoptosis (Li et al., 2015). 

These findings support the concept that pathological stretch is potentially 

responsible for apoptosis as the down-regulation of these proteins renders the cell 

increasingly prone to apoptosis during stretch. Apoptosis in cerebellar endothelial 

cells is indeed one of mechanisms of aneurysm development (Liu et al., 2003). 

https://en.wikipedia.org/wiki/General_transcription_factor
https://en.wikipedia.org/wiki/RNA_polymerase_II
https://en.wikipedia.org/wiki/Transcription_preinitiation_complex
https://en.wikipedia.org/wiki/Transcription_(genetics)
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However, these proteins did not respond to 17-estradiol as their levels were 

maintained at the baseline level upon exposure to estrogen. 

 

Neutralizing Effects of 17-estradiol on Pathological Mechanical Stretch 

17-estradiol combined with stretch showed different protein regulation as shown 

in trend V and VI (Table 1 & Figure 2). For these trends, the proteins regulation 

trends were either up or downregulated by estrogen or stretch exposure 

respectively and do not show any changes in expression during exposure to 

estrogen and stretch. Thus, the neutralization term been used to represent these 

trends. For instance, D-dopachrome decarboxylase (DDT), an enzyme involved in 

melanin synthesis, points to a neutralization effect of 17-estradiol when 

combined with stretch as the proteins were differentially regulated in E and S. 

Currently, there is no literature to support DDT expression in relation to estrogen 

or stretch, thus its function is currently not clearly understood. Meanwhile, the 

neutralization effect was also observed for thrombospondin-1 (THBS1) an anti-

angiogenic protein. Mechanical stretch known to stimulate angiogenesis (Jufri et 

al., 2015) and down-regulation of THBS1 will not inhibit this process. However, 

exposure of 17-estradiol and stretch brings back the expression level to the 

baseline. 
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Effect of estrogen on FAM49B 

One interesting observation concerned 17-estradiol exposure as it was seen to 

exert an interesting trend pattern. In particular, the protein FAM49B was found to 

be down-regulated in E (0.73 fold) whilst up-regulated in S (1.22 fold) (Table 1 & 

Figure 2). However, the combination of both stimuli was found to down-regulate 

(0.78) FAM49B, following similar observation seen with 17-estradiol exposure 

(trend VII, Table 1 & Figure 2). The precise function of this protein has yet to be 

elucidated, however, previous studies have shown that it is likely to be associated 

with immune dysregulation in multiple sclerosis (Gilli et al., 2011). Further 

investigation of this new protein in association with 17-estradiol or stretch might 

contribute to a clearer understanding of estrogen action. 

 

Parallels Between HCMECs Exposed to 17-estradiol Alone or 17-estradiol 

plus Stretch  

HCMECs express estrogen receptors (ER) that consist of ERα, ERβ and G protein 

estrogen receptors across the cell membrane, cytoplasm and nucleus (Tu & Jufri, 

2013). The binding of 17β-estradiol to these receptors activates genomic (involves 

gene activation for transcription and protein synthesis) or non-genomic signaling 

(does not involve gene activation) that determines cellular responses and 

phenotypic change in response to 17β-estradiol stimulation (Meyer et al., 2009). 

Gene ontology analysis suggest that 17-estradiol exposure stimulates cell 

proliferation, structural protein activity and cell adhesion. The hormone stimulates 

cell proliferation through transcription of genes that contain the activator protein 1 
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(AP-1) complex (Marino et al., 2006; Razandi et al., 2000). Exposure of 17-

estradiol has been found to preserve membrane integrity and focal adhesion 

localization of actin (Razandi et al., 2000). In this study, we report that 17-

estradiol was found to upregulate ACTR2 expression that builds cross-linked actin 

networks which contributes to stress fibers formation (Hotulainen & Lappalainen, 

2006). The alignment of fibers at a particular angle can prevent the cell tension 

that the cell is subjected to during deformation (Takemasa et al., 1998). In addition, 

this study suggest that 17-estradiol also seems to promote cell-to-cell adhesion by 

up-regulation of proteins appearing to be compromised during pathological stretch. 

17-estradiol up-regulated alpha actinin-1 (ACTN1) and catenin beta-1 (CTNNB1) 

that are tightly regulated with cadherin that serves to link these proteins to the 

cytoskeleton (Knudsen et al., 1995). However, the cells did not significantly 

change expression of these proteins when they were subjected to stretch. This may 

indicate that chronic pathological stretch has the capacity to compromise cell-cell 

adhesion integrity. Thus, the protein profiles from this study suggested that 

HCMEC exposed to 17-estradiol only and 17-estradiol with stretch have closely 

related protein profiles.  

 

The largest of protein fold change observed was in apolipoprotein E 

(APOE)(Table 1) that was found to be most upregulated in E and E+S groups. 

APOE is a type of lipid transport protein that removes excess cholesterol from the 

blood and has been documented to provide protection similarly to estrogen as it 

has antioxidant and anti-inflammatory effects (Horsburgh et al., 2002). The 17-
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estradiol has been proven to upregulate APOE at transcriptional and 

posttranscriptional level (Srivastava et al., 1997; Stone et al., 1997) and this study 

shows the incremental of APOE expression at the proteome level. In addition, 

heme oxygenase-1 (HMOX1) has been shown to change along with APOE in all 

groups. HMOX1 is a cytoprotective stress response enzyme that plays a critical 

role in the prevention of vascular inflammation and has protective effects against 

atherogenesis (Marcantoni, Francesco, Dovizio, et al., 2012). It is normally 

expressed at low levels in most tissue, but different stimuli (e.g. oxidative stress) 

can highly induce it (Araujo et al., 2012). The 17-estradiol exposure found to 

increase HMOX1 level in HUVEC (Marcantoni, Francesco, Totani, et al., 2012). 

In this study, the upregulated HMOX1 might due to concurrent stimuli of tensile 

stretch and the 17 -estradiol exposures. 

 

Overall, this study provides initial evidence of cellular adaptation from proteomics 

perspective of beneficial effects of estrogen on the endothelial cells. However, it is 

limited for in-situ interpretation and further functional studies may helpful in 

understanding the effects.  

 

Conclusion 

This study suggests that 17-estradiol can alter HCMEC proteome during 

pathological stretching, as it can change the proteins expression when compared to 

pathological stretching only. In addition, the study identifies a protein, FAM49B 

with an unknown function, down-regulated in cells treated with 17-estradiol and 
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exposed to cyclic stretch. Further investigation of this protein may reveal 

additional functions of 17-estradiol in relation to vascular endothelial cells.  
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Tables 

 

Table 1. List of significantly different proteins (p<0.05) against normal with a 
cutoff ratio >1.2 and <0.82 against the control. The proteins were grouped based 
on trends observed in the experiment; trend I: protein upregulated in E and E+S; 
trend II: proteins downregulated in E and E+S; trend III: proteins upregulated in S 
and E+S; trend IV: proteins downregulated in S and E+S; trend V: protein 
downregulated in E and upregulated in S, trend VI: proteins upregulated in E and 
downregulated in S; trend VII: proteins downregulated in E, upregulated in S and 
downregulated in E+S; and other proteins that were not included the trend. The red 
colour indicates the up-regulated proteins, the green colour indicates down-
regulated protein and other indicates proteins that did not change.   

 

Protein Gene Estrogen 

only (E) 

Stretch 

only 

(S) 

Stretch 

and 

estrogen 

(E+S) 

Trend I 

ATP synthase subunit alpha ATP5A1 1.23 0.98 1.23 
Catenin beta-1 CTNNB1 1.24 1.06 1.24 
Importin-5 IPO5 1.24 0.98 1.20 
Dolichyl-
diphosphooligosaccharide—
protein glycosyltransferase 
subunit 2 

RPN2 1.26 1.08 1.24 

Probable ATP-dependent RNA 
helicase 

DDX5 1.29 1.12 1.38 

Actin-related protein 2 ACTR2 1.29 0.93 1.24 
Switch-associated protein 70 SWAP70 1.36 1.10 1.39 
Alpha-actinin-1 ACTN1 1.36 1.16 1.33 
Isochorismatase domain-
containing protein 1 

ISOC1 1.45 1.19 1.25 

Keratin, type I cytoskeletal 10 KRT10 1.46 0.83 1.45 
Glucose-6-phosphate isomerase GPI 1.47 0.91 1.23 
Phospholipase D3 PLD3 1.48 0.89 1.46 
Integrin alpha-3 ITGA3 1.50 1.18 1.43 
Thioredoxin reductase 1, 
cytoplasmic 

TXNRD1 1.55 1.18 1.44 

Transketolase TKT 1.59 1.16 1.33 
Transgelin TAGLN 1.74 1.17 1.23 

Trend II 

Dynamin-2 DNM2 0.60 0.86 0.70 
Cyclin-dependent kinase 1 CDK1 0.71 1.15 0.80 
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Heterogeneous nuclear 
ribonucleoprotein A3 

HNRNPA3 0.73 0.84 0.72 

Vigilin HDLBP 0.75 0.83 0.76 
Alpha-parvin PARVA 0.76 0.91 0.72 
Transforming acidic coiled-coil-
containing protein 1 

TACC1 0.79 1.01 0.79 

Rho GTPase-activating protein 
17 

ARHGAP17 0.79 1.09 0.71 

Cytoplasmic dynein 1 
intermediate chain 2 

DYNC1I2 0.80 0.87 0.83 

Heterogeneous nuclear 
ribonucleoprotein M 

HNRNPM 0.81 0.91 0.78 

Trend III 

Transcription initiation factor 
IIB 

GTF2B 0.99 1.72 1.27 

Protein bicaudal D homolog 2 BICD2 1.04 1.36 1.45 
Transmembrane 9 superfamily 
member 4 

TM9SF4 1.06 1.48 1.40 

Pyruvate dehydrogenase E1 
component subunit alpha, 
somatic form, mitochondrial 

PDHA1 1.06 1.37 1.36 

Retinal dehydrogenase 2 ALDH1A2 1.11 1.42 1.35 
Nuclear pore complex protein 
Nup93 

NUP93 1.14 1.32 1.28 

Serine/arginine repetitive matrix 
protein 2 

SRRM2 1.16 1.31 1.20 

Trend IV 

Signal transducer and activator 
of transcription 1-alpha/beta 

STAT1 0.84 0.75 0.68 

Serine 
hydroxymethyltransferase, 
mitochondrial 

SHMT2 0.85 0.55 0.69 

X-ray repair cross-
complementing protein 6 

XRCC6 0.86 0.73 0.80 

Cytoplasmic dynein 1 heavy 
chain 1 

DYNC1H1 0.87 0.79 0.81 

14-3-3 protein epsilon YWHAE 0.87 0.79 0.75 
Acidic leucine-rich nuclear 
phosphoprotein 32 family 
member B 

ANP32B 0.93 0.59 0.66 

Citrate synthase, mitochondrial CS 0.95 0.78 0.77 
GTP-binding nuclear protein 
Ran 

RAN 1.11 0.70 0.67 

Trend V 

D-dopachrome decarboxylase DDT 0.66 1.93 1.06 
Trend VI 

Thrombospondin-1 THBS1 1.30 0.75 0.95 
ATP synthase subunit beta, 
mitochondrial 

ATP5B 1.37 0.68 0.97 
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Trend VII 

Protein FAM49B FAM49B 0.73 1.22 0.78 
Other Proteins 

Interferon-induced GTP-binding 
protein Mx1 

MX1 0.20 0.43 0.28 

Septin-11 SEPT11 0.22 0.17 0.20 
Septin-9 SEPT9 0.33 0.52 0.39 
Septin-2 SEPT2 0.47 0.56 0.52 
Septin-7 SEPT7 0.47 0.64 0.53 
Retinal dehydrogenase 1 ALDH1A1 0.50 0.51 0.51 
Unconventional myosin-Ic MYO1C 0.57 0.59 0.65 
Lamina-associated polypeptide 
2, isoform alpha 

TMPO 0.59 0.80 0.67 

Prelamin-A/C LMNA 0.59 0.57 0.53 
DNA-dependent protein kinase 
catalytic subunit 

PRKDC 0.62 0.65 0.61 

Caveolin-1 CAV1 0.64 0.66 0.62 
Elongation factor 1-gamma EEF1G 0.65 0.67 0.64 
Very long-chain specific acyl-
CoA dehydrogenase, 
mitochondrial 

ACADVL 0.71 0.75 0.71 

Mesencephalic astrocyte-derived 
neurotrophic factor 

MANF 0.74 0.77 0.75 

Heterogeneous nuclear 
ribonucleoprotein A1 

HNRNPA1 0.75 0.77 0.69 

Protein FAM98B FAM98B 0.77 0.65 0.79 
Protein-glutamine gamma-
glutamyltransferase 2 

TGM2 0.81 0.67 0.66 

Acyl-coenzyme A thioesterase 9, 
mitochondrial 

ACOT9 0.83 1.03 1.04 

Trifunctional enzyme subunit 
alpha, mitochondrial 

HADHA 0.85 0.93 0.92 

Spectrin alpha chain, non-
erythrocytic 1 

SPTAN1 0.88 0.94 0.88 

Staphylococcal nuclease 
domain-containing protein 1 

SND1 0.88 1.13 0.99 

Translational activator GCN1 GCN1L1 0.90 1.06 0.86 
26S proteasome non-ATPase 
regulatory subunit 1 

PSMD1 0.90 0.99 0.96 

Cytoplasmic aconitate hydratase ACO1 0.94 0.98 0.99 
Ubiquitin-like modifier-
activating enzyme 1 

UBA1 0.95 0.94 1.02 

Filamin-A FLNA 1.01 0.88 0.89 
Rho GTPase-activating protein 
18 

ARHGAP18 1.02 0.99 1.05 

DNA replication licensing factor MCM5 1.03 0.92 1.05 
U5 small nuclear 
ribonucleoprotein 200 kDa 
helicase 

SNRNP200 1.06 1.06 1.01 
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Neuroblast differentiation-
associated protein 

AHNAK 1.07 1.10 0.91 

COP9 signalosome complex 
subunit 4 

COPS4 1.14 0.91 1.08 

Endoglin ENG 1.19 0.89 0.95 
Band 4.1-like protein 3 EPB41L3 1.20 0.97 1.19 
Palmdelphin PALMD 1.20 1.62 1.35 
Protein-lysine 6-oxidase LOX 1.22 1.70 1.51 
Calpain-2 catalytic subunit CAPN2 1.27 1.27 1.52 
Extended synaptotagmin-1 ESYT1 1.27 1.23 1.23 
LIM domain only protein 7 LMO7 1.29 1.60 1.35 
Membrane-associated 
progesterone receptor 
component 2 

PGRMC2 1.35 1.21 1.74 

Aldehyde dehydrogenase family 
1 member A3 

ALDH1A3 1.35 1.59 1.41 

Serine palmitoyltransferase 2 SPTLC2 1.36 1.36 1.55 
Cell surface glycoprotein 
MUC18 

MCAM 1.37 1.33 1.40 

Guanine nucleotide-binding 
protein G(s) subunit alpha 
isoforms XLas 

GNAS 1.38 1.23 1.38 

Cadherin-2 CDH2 1.38 1.25 1.59 
UDP-N-acetylhexosamine 
pyrophosphorylase 

UAP1 1.39 1.34 1.39 

Glutathione S-transferase Mu 3 GSTM3 1.41 1.21 1.60 
E3 ubiquitin-protein ligase HECTD1 1.41 1.55 1.58 
Acylamino-acid-releasing 
enzyme 

APEH 1.42 1.25 1.42 

BTB/POZ domain-containing 
protein 

KCTD12 1.43 1.37 1.39 

Fibronectin FN1 1.43 2.11 1.43 
Prostaglandin reductase 1 PTGR1 1.43 1.59 1.53 
4F2 cell-surface antigen heavy 
chain 

SLC3A2 1.47 1.44 1.57 

Heat shock 70 kDa protein 
1A/1B 

HSPA1A 1.59 1.45 1.66 

Ferritin light chain FTL 1.59 1.68 1.70 
Lysosome-associated membrane 
glycoprotein 1 

LAMP1 1.82 1.27 1.67 

Annexin A2 ANXA2 1.86 1.85 1.49 
Annexin A6 ANXA6 2.11 1.54 1.74 
Heme oxygenase 1 HMOX1 2.63 2.27 2.50 
Apolipoprotein E APOE 6.72 1.66 3.78 
Peptidyl-prolyl cis-trans 
isomerase 

FKBP3 0.63 0.76 0.86 

Serpin B9 SERPINB9 0.79 0.80 0.85 
Structural maintenance of 
chromosomes protein 4 

SMC4 0.72 0.85 1.05 
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AP-2 complex subunit mu AP2M1 0.76 1.01 1.02 
Phenylalanine--tRNA ligase 
alpha subunit 

FARSA 0.76 0.96 0.93 

Structural maintenance of 
chromosomes protein 2 

SMC2 0.78 0.97 0.90 

Phenylalanine--tRNA ligase beta 
subunit 

FARSB 0.83 1.00 0.89 

PRKC apoptosis WT1 regulator 
protein 

PAWR 0.83 1.08 0.89 

Protein DJ-1 PARK7 0.83 0.83 0.84 
Prefoldin subunit 3 VBP1 0.95 0.66 0.83 
Kinesin-1 heavy chain KIF5B 0.97 0.80 0.83 
Purine nucleoside phosphorylase PNP 1.10 0.79 1.07 
Peroxiredoxin-6 PRDX6 1.11 0.81 0.93 
Tryptophan--tRNA ligase, 
cytoplasmic 

WARS 0.84 0.86 0.71 

Keratin, type II cytoskeletal 8 KRT8 0.87 0.86 0.66 
Heterogeneous nuclear 
ribonucleoprotein K 

HNRNPK 0.92 0.89 0.78 

Myosin-9 MYH9 0.94 0.97 0.78 
Na(+)/H(+) exchange regulatory 
cofactor NHE-RF1 

SLC9A3R1 1.00 1.25 0.85 

Ribosome-binding protein 1 RRBP1 1.09 1.29 1.06 
Aconitate hydratase, 
mitochondrial 

ACO2 1.04 0.93 1.33 

Acetyl-CoA carboxylase 1 ACACA 1.07 0.98 1.30 
Elongation factor Tu, 
mitochondrial 

TUFM 1.14 1.03 1.42 

Arginine--tRNA ligase, 
cytoplasmic 

RARS 1.16 0.88 1.34 

Keratin, type I cytoskeletal 18 KRT18 1.20 1.22 0.81 
116 kDa U5 small nuclear 
ribonucleoprotein component 

EFTUD2 1.21 1.04 1.09 

Poly(U)-binding-splicing factor PUF60 1.22 1.03 1.14 
Fatty acid synthase FASN 1.22 1.10 1.20 
N-acetyl-D-glucosamine kinase NAGK 1.26 1.08 1.19 
Filamin-C FLNC 1.33 1.13 1.08 
Nucleosome assembly protein 1-
like 4 

NAP1L4 1.34 0.95 1.14 

Calreticulin CALR 1.56 0.87 1.10 
Caldesmon CALD1 1.24 1.32 0.99 
Plectin PLEC 1.27 1.22 1.19 
Keratin, type II cytoskeletal 1 KRT1 1.40 0.77 1.34 
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Table  2. List of proteins expressed in HCMEC subjected to 17-estradiol, 20% 
stretch and both stimuli based on gene ontology PloGO analysis. Only proteins 
that has similar regulations between estrogen only group (E) and estrogen + stretch 
(E+S) were selected. The red colour indicates the up-regulated proteins, the green 
colour indicates down-regulated protein and other indicates proteins that did not 
change.   

 

 

 

 

 

 

 

 

 

Gene  Proteins Estrogen only 

(E) 

Stretch only 

(S) 

Estrogen and 

stretch (E+S) 

Cell Proliferation 

TACC1 Transforming acidic coiled-coil-containing 
protein 1  

0.79 1.01 0.79 

CDK1 Cyclin-dependent kinase 1  0.71 1.15 0.80 
ATP5A1 ATP synthase subunit alpha, mitochondrial  1.23 0.98 1.23 
CTNNB1 Catenin beta-1  1.24 1.06 1.24 
TXNRD1 Thioredoxin reductase 1, cytoplasmic  1.55 1.18 1.44 

Cell Adhesion 

ACTN1 Alpha-actinin-1  1.36 1.16 1.33 
ITGA3 Integrin alpha-3  1.50 1.18 1.43 

CTNNB1 Catenin beta-1  1.24 1.06 1.24 
PARVA Alpha-parvin  0.76 0.91 0.72 

TXNRD1 Thioredoxin reductase 1, cytoplasmic  1.55 1.18 1.44 
Structural Molecule Activity 

ACTR2 Actin-related protein 2  1.29 0.93 1.24 
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Figure Legends 

 

Figure 1. A heatmap of all proteins identified as significantly different (p<0.05) 
with cut-off ratio <0.82 and >1.2 against control. The proteins were assigned based 
on ratios shown to be changing from control with up-regulated proteins 
represented by red colour while down-regulated proteins represented by green 
colour. The red and green are the common choice in heat map programs. Black 
shading indicates the highest ratio in up-regulated proteins or the lowest ratio for 
down-regulated proteins. 

 

Figure 2. The proteins were classified into several trends against control. Trend I: 
protein upregulated in E and E+S; trend II: proteins downregulated in E and E+S; 
trend III: proteins upregulated in S and E+S; trend IV: proteins downregulated in S 
and E+S; trend V: protein downregulated in E and upregulated in S, trend VI: 
proteins upregulated in E and downregulated in S; trend VII: proteins 
downregulated in E, upregulated in S and downregulated in E+S. Full names of 
each protein and actual fold changes are represented in Table 1.  
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7.1 General Discussion 

 

This investigation employs a global proteomics approach on HCMEC that have 

been exposed to cyclic stretch in the presence or absence of 17β-estradiol. 

HCMECs have been used as an in vitro model in this study to investigate vascular 

EC pathophysiology when subjected to cyclic stretch. Previously, many molecular 

studies to investigate ECs biology were conducted using HUVEC to represent the 

EC model since they were widely available (Bruneel et al., 2005; Cevallos et al., 

2006; Hurley et al., 2010; Katanosaka et al., 2008; Man et al., 2008; Yoshigi et al., 

2003). However, HUVEC are derived from immune-privileged fetal tissue and 

may not be accurately represent of adult endothelium (Tan et al., 2004).  

This study is the first proteomic study of cyclic mechanical tensile stretch that has 

been conducted on HCMEC. Previous documented proteomics studies were 

conducted on various ECs that were subjected to hemodynamic forces (Table 7.1). 

Clearly, the endothelial shear stress proteome has been extensively investigated on 

various types of ECs using difference gel electrophoresis (DIGE), iTRAQ and 

ICAT (Ai et al., 2008; Firasat et al., 2014; Freed et al., 2008; Huang et al., 2009). 

Interestingly, proteome studies on ECs subjected to cyclic stretch are still limited 

as stretch is primarily imposed on SMCs (Shyu, 2009). Proteomics analysis on the 

cells induced by stretch has been conducted on secretion proteins of ECs (Letsiou 

et al., 2015; Ochoa et al., 2008). Another study by Rogers et al., (2002) focused on 

the whole cell proteome of optic nerve head astrocytes cells subjected to cyclic 

stretch (Rogers et al., 2012). Thus, this study is the first of its kind in documenting 

the potential changes that occur when ECs are put under mechanical stress as the 
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proteome of ECs subjected to stretch was still unknown and so required 

investigation. 

Table 7.1 Current proteomics studies on endothelial cells subjected to shear 

stress or cyclic stretch. 

Reference Samples Methods Proteins 

Firasat et al. 2014 BAEC 

HUVEC 

Shear stress 

2DE, iTRAQ, ICAT, 
iMAC, LC MS/MS 

Review of proteome 
studies on ECs subjected 

to shear stress 

Freed et al. 2008 RVEC Shear stress 

LC MS/MS 

Phosphatidylserine 

Ai et al. 2008 BAEC 

HAEC 

Shear stress 

LC MS/MS 

Mn-SOD 

 Huang et al. 2009 HUVEC Shear stress 

DIGE, LC MS/MS 

S-nitrosylation protein 

Rogers et al. 2012 Optic nerve 
head astrocytes 

cells 

3% and 12% stretch at 2 
hrs and 24 hrs 

iTRAQ, LC MS/MS 

Transforming growth 
factor, tumour necrosis 
factor, caspase-3, p53 

Ochoa et al. 2008 Pulmonary 
endothelial 

cells 

15%, 6 hrs stretch 

LC MS/MS 

Thrombospondin-1 

Letsiou et al. 2015 Pulmonary 
artery 

5% and 18% stretch at 4 
and 24 hrs 

LC MS/MS 

Microparticle (endothelial 
cell derived microparticle 
proteins) shedding during 

stretch 

 

A blood vessel is exposed to tensile stretch due to heart contractions that deliver 

blood throughout the body. Such physiological stretch is particularly beneficial for 

the cells in a healthy physiological environment as it promotes angiogenesis, 

vascular remodeling and maintenance of vascular tone (Anwar et al., 2012). 

However, pathological stretch, as observed during hypertension, is of main 

concern and which may lead to vascular impairment (Birukov, 2009). To 
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investigate molecular changes involved, hypertension-induced stretch was 

modeled in vitro, with the aid of a commercially available stretch device 

("Menicon Life Science," 2014). This model enables the investigation of 

molecular changes brought about by different stretch intensities or duration 

applied to cells cultured on elastic silicone cubes. Physiological stretch has been 

modeled in vitro as a 5 to 10% stretch, while pathological stretch is 20% to 

simulate the change of aortic diameter measured under normal or hypertension 

conditions (Anwar et al., 2012; Haga et al., 2007; Hurley et al., 2010; Lehoux et 

al., 2006). In addition, the cells cultured under this cyclic stretch realistically 

demonstrate the real environment of the vasculature as the vessel are not 

motionless (Ochoa et al., 2008). These provide a new dimension into the 

mechanotransduction effects as the model closely brings biological and 

physiological dynamic environment of the vascular system in situ. 

The initial application of mechanical cyclic stretch on the cells is detected by 

mechanoreceptors such as calcium channels, integrin and platelet endothelial cell 

adhesion molecule-1 that enable signal transmission into the cells (Naruse, Sai, et 

al., 1998; Osawa et al., 2002; Suzuki et al., 1997). These allow mechanical stimuli 

to be converted into a series of chemical stimuli through the activation of proteins 

that later trigger gene response in the nucleus (Hurley et al., 2010). The cellular 

phenotype is changed as new proteins become synthesized or altered in their 

abundance. Thus, to investigate these changes, this study utilized the in vitro 

model of hypertension-induced stretch on HCMEC at physiological and 

pathological exposure intensity of 2 hrs or 18 hrs.  



 141 

HCMEC were initially subjected to a 2 hr or 18 hr cyclic stretch duration at 

physiological (5%) and pathological (20%) tensile stretch using label-free 

proteomic quantification, as depicted in Research Paper I (page 63). Application of 

acute stretch (2 hrs) at pathological stretch could simulate the early stage of 

hypertension while 18 hrs simulates long term effects of proteins change. The 

main finding of this study was the expression of inflammation related proteins 

observed on HCMEC subjected to cyclic stretch.  First, NFB was suggested as 

being the main protein hub in 20% stretch during 2 hr duration. This may suggests 

that the activation of genes associated with inflammatory cell recruitment was 

initiated in an early phase for a pre-hypertensive individual (Aoki, Kataoka, 

Shimamura, et al., 2007). To functionally test NFB activation, luciferase assays 

could be conducted. In these assay, ECs are transfected with pNFκB-Luc plasmid 

and stretched cyclically for various periods or under different conditions. The 

activity of NF-κB were assessed by the luciferase activity after adding the 

luciferase substrate-assay buffer.  The increase of the luminescence detected by a 

luminometer indicates its activation (Inoh et al., 2002).  

APOB (↑21.3) was observed during 20% stretch at 18 hr duration. Interestingly, s 

has proinflammatory cytokine activity to promote inflammation as it mediates the 

interaction between low-density lipoprotein and the arterial wall (Olofsson & 

Boren, 2005). To investigate its role during cyclic stretch or estrogen exposure, an 

in-vivo approach could be taken. Pathological cyclic stretch at 20% is used to 

simulate hypertension-induced stretch in vitro. Thus, ApoB transgenic or knock-

out mice (Farese et al., 1995; McCormick et al., 1996) induced with angiotensin II 

as hypertension model could be investigated to observe its inflammatory reactions. 
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The histology of the blood vessels could be conducted for staining of mononuclear 

inflammation. In addition, treatment with estrogen could be introduced to 

investigate the estrogen effect. 

Third, ERC1 (21.6), a regulatory subunit of IKK complex which activates NFB 

was also upregulated at 20% cyclic stretch. These data complement the current 

molecular findings as other inflammation related proteins such as MCP-1 and 

interleukins were increased on ECs subjected to cyclic stretch (Demicheva et al., 

2008; Kobayashi et al., 2003; Okada et al., 1998).  

Inflammation is involved in cardiovascular and cerebrovascular disease. For 

example, atherosclerosis initiates from accumulation of white blood cells at the 

atherosclerotic lesion. Then, the endothelial layer will express adhesion molecule 

such as ICAM-1 that bind cognate ligand to leukocytes (Michiels, 2003). In the 

long term, atheroma or plaque formation cause reduces lumen size and wall 

stiffening due to arterial calcification (McEniery et al., 2009). Furthermore, 

inflammation also has been recognized as the pathobiology of aneurysm wall 

degeneration toward a rupture-prone phenotype (Tulamo, 2010). Specifically, 

NFB has been identified as the key regulator in the early stage of cerebral 

aneurysm formation as it induces inflammatory genes associated with 

macrophages activation and recruitment (Aoki, Kataoka, Morimoto, et al., 2007). 

Interestingly, APOB has been found in a previous biomarker study of aneurysm 

samples from a patient (Matsumoto et al., 2012). However, the APOB fold change 

was lower in the clinical study (1.3) in comparison to ours (21.3) as it might be 

due to different type of sample used. The clinical study used vascular wall tissue 
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sample, thus it has more complex protein components present that might mask the 

less abundant proteins (Polaskova et al., 2010) in contrast to HCMECs used in our 

study that are less complex protein samples. Thus, from the data, this suggests that 

cyclic stretch may induce inflammation that is associated with vascular pathology. 

However, more functional investigations need to be done based on these 

preliminary data. 

It should be noted that there is no clear relationship between cyclic stretch and 

intracranial aneurysm formation to date as only one publication has been 

documented (Fox et al., 2014). However, Fox et al., 2014 showed that flow 

diversion treatment caused aneurysm rupture through mechanical stretching. Thus, 

our study might convey evidence that cyclic stretch might be associated with 

intracranial aneurysm pathology such as inflammatory proteins expressed and 

proteins biomarkers that have also been identified in clinical aneurysm samples. It 

would be interesting to investigate in future whether cyclic stretch could directly 

cause aneurysms or its rupture as this can lead to stroke. One approach that could 

be taken is to use vessel samples from a vascular segment of the intracranial blood 

vessel in an ex-vivo approach. The tissue specimen could be placed on a uniaxial 

tensile testing system and continuously wetted with phosphate-buffered saline 

during the experiments. The tissues samples then could be tested for several 

parameters that been previously indicated for aneurysm formation such as MMP-2 

and -9, inflammatory mediators (NFB, MCP1, IL1) and histology of the 

vascular to detect degeneration of the internal elastic lamina (Chalouhi et al., 

2012).  
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The data also demonstrate association of stretch with vascular structure. High 

expression of structural proteins such as MACF1 (24.6 fold change in 5%; 36.4 

fold change in 20%, 2 hrs cyclic stretch) and TUBAL1 (8.0 fold change in 20%, 

2 hrs cyclic stretch) are thought to contribute to contractile dysfunction at high 

density in the long term (Sato et al., 1997; Watson et al., 1996). However, as 

MACF1 protein was expressed at both stretch magnitudes, this might be due to the 

proteins involved in cell regulation regardless of the stretch condition. This is 

similarly applied to SPAG9 (22.7 fold change in 5%; 24.7 fold change in 20%, 

2 hrs cyclic stretch). SPAG9 is a metabolic protein involved in c-Jun N-terminal 

kinase (JNK) signaling pathway for transduction of cellular stress and its 

activation is stimulated by external stimuli of stretch (Yasuda et al., 1999). 

MACF1 and TUBAL3 are associated with microtubule components and may 

contribute to vascular stiffness. The functional implication could be tested by 

knocking out the expression of theses proteins in ECs and subject the cells to  

tensile stretch. The stiffness between control and knocked-out ECs could be tested 

by a micropipette aspiration technique (Hatami et al., 2013). 

SPAG9 is a scaffold proteins that selectively mediates c-Jun N-terminal kinase 

(JNK) signaling by aggregating specific components of the MAPK cascade to 

form a functional JNK signaling pathway (Yasuda et al., 1999). This pathway acts 

as a transducer of cellular stresses caused by hypoxia, hyperosmotic and reactive 

oxygen species which further activate Elk1, c-Jun and ATF2 for transcription 

regulation. Dysregulation of these processes have been shown previously to result 
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in cardiac failure, cardiomyopathy and cardiac hypertrophy (Liang, 2003). The 

expression of theses protein could also be examined using western blot. 

The cells were investigated for the effect of cyclic stretch over a period of 18 hrs. 

This was to simulate the longer-term effect of mechanical stretch, as most 

hypertension consequences result from chronic exposure. However, it should be 

noted that as this is a cellular study, the chronic effects of hypertension cannot be 

accurately represented in vitro primarily due to the fact that the cells have a limited 

time span. The period of 18 hr was decided by optimization tests prior to 

experiments, to choose for the longest time point that the cells can remain intact 

and phenotypically healthy with stretching. The test involved investigating the 

cells morphology up to 24 hr of continuous stretching and the results showed a 

significant proportion of detached cell at 24 hr of stretch. However, 18 hr stretched 

cells showed a good number of cells that survived and showed similar 

morphological changes as shown in figure 7.1 that had been previously reported 

(Naruse, Yamada, et al., 1998; Yamada et al., 2000). We believe that any further 

stretching than this duration may artificially conflate the proteomic result. 

             0 hr                          18 hr        24 hr  

Figure 7.1. Cell morphology before stretch (0 hr) and after stretch at 18 and 24 

hr. A period of 18 hrs was chosen from optimization experiments, as the cells 
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detached from the silicone cube’s surface during longer exposures. 

 

High number of proteins were upregulated or downregulated in response to stretch 

in 20% stretch in comparison to 5% stretch (Research Paper I, table 1, page 87). 

The response of protein regulations appeared stronger with increasing stretch 

magnitude, in accordance with previous studies (Chapman et al., 2005; Kaunas et 

al., 2005; Wang et al., 2001; Wilkins et al., 2014). Furthermore, physiological 

stretch at 5%, showed lower protein changes especially at 18 hrs duration. It 

should be noted that cellular adaptation also occurs, especially, a different protein 

profile was observed from 2 hrs to 18 hrs cyclic stretch duration that clearly can be 

seen in network pathway analysis (Watanabe-Nakayama et al., 2011). Some 

proteins may return to baseline level after 18 hr stretch, thus it may explain a 

different fold change or expressions observed between these two time durations.  

However, expressions of associated inflammation protein present may serves as an 

initial factor for cellular injury and vascular disease involved during cyclic stretch 

especially at pathological stretch magnitude. Three biological replicates were used 

in this study.  However, since the 3rd replicate has lower protein yield, the results 

from two replicates were analysed. Following this study, further investigations 

were conducted to elucidate whether 17β-estradiol (the most potent form of 

estrogen) exerts any effect on pathological intensity of stretch-induced HCMEC, 

since estrogen has been documented as being protective to the vascular system. 

Before the cells were exposed to 17β-estradiol, we investigated the presence of 

ERs on the cell surface since ER expression on HCMEC lines is not clearly 

documented. Research Paper II (page 95) demonstrated the presence of estrogen 
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receptors, ERβ and GPER, across the HCMEC membrane, cytoplasm and nucleus. 

This finding was important, as the receptors’ presence enables ligand-receptor 

interaction (17β-estradiol and the ERs) that transmits a downstream signaling 

response in HCMEC. Previously, ERα had been reported to be expressed in brain 

EC (Razmara et al., 2008). In addition, ERβ and GPER were found later than ERα 

that makes these receptors less characterized compared to ERα (Han et al., 2013; 

Prossnitz & Barton, 2011). The western blot result (supplementary data in Chapter 

5) has provided the cellular fractionation location (cytoplasm/membrane/nuclear) 

of the estrogen receptor in addition to the immunocytochemistry investigation. 

Following the identification of ERβ and GPER by immunocytochemistry and 

western blot, the interaction between 17β-estradiol and ERs were conducted using 

proximity ligation assay (PLA) to ensure that the receptors were active. PLA is a 

robust validation of protein-interaction data to show an interaction in the precise 

cellular context at its physiologically relevant expression levels (Fredriksson et al., 

2002; Gullberg & Andersson, 2010). Furthermore, PLA has advantages over 

traditional immunofluorescence methods with respect to signal quantification as 

the signals generated represent the quantification of single interaction between 

ligand-receptor, rather than measuring intensity (Stricker et al., 2006; Zieba et al., 

2010). The 50% confluent endothelial cells were employed to provide clear and 

contrasting images between the cells and background. The interactions were 

present ranging from the normal level of healthy women. It indicated that a higher 

amount of 17β-estradiol was most effective when it came to binding to the 

receptor. This finding suggested estrogen increases biological action with regard to 

activating the downstream signaling molecule via genomic or non-genomic 
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pathways (Bjornstrom & Sjoberg, 2005). It was therefore investigated further in 

Research Paper III (page 106). 

Estrogen induces intracellular signaling pathways. These could be tested by  

investigating the MAPK kinase activity by immunoprecipitation, cGMP by 

radioimmunoassay and NO release assay. The results are compared against ER 

antagonist, ICI 182 780 to block the effect (Russell et al., 2000). As estrogen 

regulates many genes involved in cell migration and proliferation, the migration 

and proliferation assay could be conducted to investigate its functional activity. In 

these study, ECs with wild type ERα/ER  could be tested with EC with mutant 

ERα/ER that defective in rapid signaling (Lu et al., 2016)(Schnitzler et al. 2016). 

Following the observation, Research Paper III was designed to investigate the 17β-

estradiol effect on HCMEC subjected to pathological mechanical stretch, with the 

use of iTRAQ. The cells were exposed to 17β-estradiol as this hormone has been 

associated with high cardiovascular disease risk in postmenopausal women that 

have reduced endogenous 17β-estradiol (Lisabeth & Bushnell, 2012). The 20% 

stretch intensity and 18 hr duration were chosen as these are the conditions where 

most protein changes observed in Research Paper I. 

Having a t-test p-value < 0.05 and a fold change > 1.2 or < 0.82 were regarded as 

being differentially expressed across the groups. Mahoney et al. (2011 

)emphasized that, because lower abundance peptides usually exhibit more 

variability, fold changes alone cannot be employed, hence the necessity for 

additional statistical significance measures such as p- values or confidence 

intervals (Mahoney et al., 2011). The choice of the cut-off ratios is due to the 
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iTRAQ ratio compression and frequently employed in the literature (Liang et al. 

2014). Consequently typical estimates for meaningful effect size such as 1.5- or 2-

fold change become too strict and often replaced by less standard cut-offs such as 

1.2 fold or 1.25 fold (Pascovici et al. 2012) The thresholds were set with reference 

to the literature suggesting that iTRAQ in fact underestimates fold changes such 

that, for example, an iTRAQ ratio of 1.2 may reflect an actual twofold difference 

(Karp et al. 2010).  

Each presented stimulus (exposure of 17β-estradiol or pathological stretch) 

revealed a different proteomic profile, as only certain proteins responded to 

respective stimuli. Interestingly, application of 17β-estradiol during pathological 

stretch was found to exhibit close association with HCMEC that had been solely 

exposed to 17β-estradiol as indicated by the dendogram in figure I of the paper III 

(page 135). This may indicate that 17β-estradiol may have a strong protein 

regulator action compared to pathological stretch on HCMEC. Importantly, 

exposure of 17β-estradiol on HCMEC during pathological stretch may suggest a 

beneficial effect. For example, TXNRD1 is an antioxidant protein that upregulated 

to approximately 1.5 fold with 17β-estradiol exposure (Lu & Holmgren, 2014). 

Previously, cyclic stretch has been documented to stimulate production of ROS 

(Ali et al., 2004; Chapman et al., 2005). The antioxidant capacity of TXNRD1 

during tensile stretch could be investigated by measuring the level of ROS, such as 

superoxide, during stretch experiment.  The comparison of superoxide level 

between the ECs of normal TXNRD1 expression and ECs with down-regulated 

TXNRD1 expression by siRNA or specific inhibitor such as aurothioglucose might 

be helpful in understanding its antioxidant mechanism during the tensile stretch 
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(Lu & Holmgren, 2014). In addition, this study also identified a protein of 

unknown protein function of protein FAM49B that was strongly regulated by 17β-

estradiol during pathological stretch. Future investigation of this protein 

functionality may contribute towards understanding 17β-estradiol effects during 

pathological stretch. 

Interestingly, HMOX1was observed to be upregulated in experiments conducted in 

reseach paper I and reseach paper III. In chapter 4, the upregulation (+6.1) was 

observed at 2 hr (20% vs 5%) stretch, while in chapter 6, HMOX1 reported to had 

the second highest ratio (more than 2 fold) after APOE, in all three groups. 

HMOX1 is an enzyme degrading heme to carbon monoxide (CO), iron ions and 

biliverdin (Taha et al., 2010). With the presence of biliverdin reductase, biliverdin 

can be converted to bilirubin. Biliverdin and bilirubin have scavenger activity 

against ROS. In addition, CO has anti-inflammatory effects (Posa et al., 

2015)(Posa et al. 2015). Both of these activities can be investigated during cyclic 

stretch or estrogen exposure on HCMECs by comparing the level of ROS (by 

using superoxide anion assay kit) or ICAM-1 (an inflammatory marker) on the 

different HMOX1 expression on HCMECs. HCMECs that being transduced with 

recombinant adenovirus-mediated heme oxygenase 1 to overexpress this enzyme 

and non-transduced cells could be used (Soares et al., 2004). HMOX1 inhibitors 

(metalloporphyrin or imidazole-dioxolane derivatives) could be used as negative 

controls. The level of ROS and ICAM-1 expression could be compared after the 

cyclic stretch/estrogen exposure in the presence of heme as substrate.   

APOE exhibits anti-inflammatory effects and has been implicated in counteracting 

the development of atherosclerotic lesions (Baitsch et al., 2011). To investigate its 
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role during cyclic stretch or estrogen exposure, an in-vivo approach could be taken. 

Pathological cyclic stretch at 20% is used to simulate hypertension-induced stretch 

in vitro. Thus, ApoE knock-out mice induced with angiotensin II as hypertension 

model could be investigated to observe its inflammatory mediators and 

atherosclerotic lesion. Histology of the blood vessels could be utilised to observe 

the atherosclerotic lesions and for staining for mononuclear cell driven  

inflammation observation (Weiss et al., 2001). In addition, treatment with estrogen 

could be introduced to investigate any protective (reversal) estrogen effect. 

The use of estrogen as hormone therapy in postmenopausal women is 

controversial, as clinical trials have observed an increase in the incidence of 

coronary heart disease (Rossouw et al., 2002; Stevenson & Whitehead, 2002; Wise 

et al., 2013). The exogenous estrogen may react differently in different parts of 

organs. Thus, critical attention must be given to any decision to replace the 

naturally endogenous hormone with hormone therapy. However, the proteomics 

findings of this study may reflect the positive benefit of 17β-estradiol, specifically 

on endothelial cells that exposed to pathological cyclic stretch.  

Application of proteomics in this study proved a powerful tool to comprehensively 

map cellular and molecular responses. This tool has begun to attract attention in 

the new and emerging field of mechanomics (derived from mechanical stimuli and 

omic’s field) in order to elucidate global responses under mechanical stimuli 

(Wang et al., 2014). The use of the global proteomic approach, involving label-

free and iTRAQ, provides meaningful information regarding relative protein 

measurement in HCMEC. These approaches provide platforms for following 
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detailed analysis and assessment of biological questions that are related to vascular 

endothelial pathophysiology.  

Approximately 1700 proteins identified in Research Paper I while about 2700 

proteins identified in Research Paper III. While the human genome comprises 

20,300 genes, no single cell type will express all potential genes and this gives 

different cells different functionality (Albert et al., 2002). Thus, it might explain 

why a microarray study of stretch on HUVECs for 6 hrs demonstrated four genes 

(HSP10, THBD, FOXO1 and ESM1), but none of these genes were identified in 

our proteomics study regardless the difference in experiment settings (Frye et al., 

2005). In addition, a few proteins of interest that have been discussed in Research 

Paper I were not found in Research Paper III. It should be noted that both 

proteomics experiments were conducted by different methods and mass 

spectrometry (Research Paper I used label-free and nanoLC MS/MS Q-exactive 

from Thermo Fisher; Research Paper II used iTRAQ and Triple TOF 5600 from 

ABSciex) due to instruments problem and time constraints arising during the study. 

However, both proteomics approaches (label free or label based) may contribute to 

proteome insight in the HCMEC in respect of its methodology. As shown in table 

7.2, both label-free and label based have their own pro or contrast but widely used 

in proteomics field (Megger et al., 2014). The proteomics data from this thesis will 

be deposited to a public database (ProteomeXchange) in addition to supplementary 

data in journals. 

To summarize, the main observations of selective proteins, different proteins 

involved in physiological and pathological cyclic stretch magnitude were 

illustrated in figure 7.2. Pathological stretch demonstrated the most proteins 
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change in comparison to physiological stretch. In addition, pathological stretch is 

suggested to be proinflammatory (APOB, NFKB, ERC1) in comparison to 

physiological stretch. However, exposure to 17-estradiol was found to stimulate 

antioxidant proteins, TXNRD1 and adhesion related proteins such as ACTN1 and 

CTNNB1. 

Table 7.2. Comparisons of label-free and label based approaches. 

 Label free Label based (iTRAQ, 

TMT) 

Strategy of 

quantification 

Ion intensity, 
Spectral counting 

Reporter ions 

Samples Limited sample in single run Multiple samples in single 
run 

Cost Cost efficient Expensive 
Time Time consuming Reduce time 
Variations Separate sample handling 

introduce variations 
Reduce variation in sample 

preparation and MS 
acquisition 

Extra step No extra step for labeling Extra step for labeling 
 

7.2 Limitations 

 

Although this study has been designed to simulate the real system where an in 

vitro model has been approached that utilizes cell culture, the study has some 

limitations. The real vascular system is more dynamic, as endothelial cells interact 

with SMC while they are exposed to hemodynamic pressure at the presence of 

other cellular components. Therefore the above factors contribute to multiple 

interactions. However, an analysis of specific stimuli on EC is useful when it 

comes to understanding the precise mechanism of action imposed on EC. In 

addition, one constraint placed on this study was to obtain clinical samples from a 
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hypertensive individual. The use of such a sample would be more meaningful, as it 

could be analyzed to identify any specific protein expressed during the study and 

its findings extended to develop future diagnostic and therapeutic approaches. 

Furthermore, it should be noted that future functional experiments are necessary as 

this study provides preliminary results to generate hypotheses. 

 

7.3 Future Directions  

 

Several approaches should be considered in order to design future projects to 

complement the current study. These include: 

 The upregulated proteins that have been observed from the results will be 

investigated for its functional roles. From the results, several proteins such 

as HMOX1 and TXNRD1 were found to be upregulated. These proteins 

are associated with antioxidant and anti-inflammatory effects. To 

investigate the antioxidant roles, the reactive oxygen species such as 

superoxide could be measured during the cyclic stretch on three groups of 

cells: wild type HCMECs, overexpressed selected proteins on HCMECs 

and using an inhibitor of the selected proteins as a negative control. In 

addition, to investigate the inflammation roles, inflammation-related 

proteins such as ICAM-1 or NFκB could be measured using western blot 

on the similar setting like above. The exposure of 17β-estradiol could be 

added as a treatment group to investigate whether this hormone can 

regulate the effects as well. 
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 Investigations utilizing biological samples from patients to identify the 

protein involved. To be specific, certain proteins (e.g., apolipoprotein B100 

and titin) can be investigated as early biomarkers for hypertensive 

individuals who are prone to developing aneurysms.  

 Interactions between vascular endothelial cells and SMCs could be 

investigated in the future, with the use of a co-culture system. These types 

of cells closely interact with each other in blood vessels and therefore 

certain signaling might be found to be transmitted during the process of 

mechanical cyclic stretch. 

 As arterial vessels are also subject to tensile stretch and shear stress, an 

ideal in vitro model should incorporate these aspects. This modification 

will facilitate the study of concerted hemodynamic forces on vascular 

endothelium and reveal any other mechanism involved as it more represent 

in situ. 

 It is also important to identify specific estrogen receptors that are activated 

during mechanical tensile stretch. Different estrogen receptors are known 

to activate different downstream signaling and effects. However, it is not 

known if different receptors will respond differentially to mechanical 

stretch. Specific estrogen inhibitors could be used to explore this matter.  

 Application of certain drugs should also be investigated to inhibit 

expression of proteins associated with disease. Although 17-estradiol is 

used in this study, other drugs could be investigated in future, to determine 

whether they are either beneficial or detrimental when used to counter 

hypertension. For example, drugs that can inhibit inflammatory proteins 
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can be used to see if it can overcome the inflammation process during 

cyclic stretch. 



 157 

 

Figure 7.2.  New proteins that contribute to physiological and pathological cyclic stretch identified in this study. The figure 
shows the proteins that may involve in the endothelial cells that are exposed to physiological (5%) and pathological (20%) 
stretch. A few proteins were highlighted in this study, adding the new information of the proteins from current literature review 
(black color). The red color indicates up-regulated proteins, green color indicates down-regulated protein while blue color is the 
protein that upregulated by 17β-estradiol exposure during pathological stretch. 
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Summary 
 

This study was designed to identify the proteome change in HCMEC when 

subjected to physiological and pathological cyclic stretch at 2 hr or 18 hr. 

Physiological (5 %) and pathological (20%) cyclic stretch at 2 hrs or 18 hrs 

changed HCMEC proteome respectively. Pathological cyclic stretch may be 

associated with inflammation, however exposure to 17-estradiol might have 

positive benefit such as antioxidant and increase cell adhesion. These were 

possible due to 17-estradiol changing the HCMEC proteome through estrogen 

receptors such as ER and GPER. Application of 17-estradiol on HCMEC during 

cyclic stretch may have potential to protect the cells from being compromised by 

pathological stretch and future studies should be undertaken to investigate its 

protective effects function. 
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Appendix 1 
List of proteins from research paper 1-Effects of acute and chronic biomechanical strain on human cerebral endothelial cell in altering 
their proteome profile 
 

Upregulated proteins in 2 hr 5% stretch 

Identifier Description p.value ratio 

Q9UPN3 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=4 - [MACF1_HUMAN] 0.001 36.44 

O60271 C-Jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4 - [JIP4_HUMAN] 0.000 22.75 

Q14789 Golgin subfamily B member 1 OS=Homo sapiens GN=GOLGB1 PE=1 SV=2 - [GOGB1_HUMAN] 0.009 13.66 

P19012 Keratin, type I cytoskeletal 15 OS=Homo sapiens GN=KRT15 PE=1 SV=3 - [K1C15_HUMAN] 0.009 13.66 

Q9ULT8 E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=3 - [HECD1_HUMAN] 0.000 13.49 

Q9NSE4 Isoleucine--tRNA ligase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2 - [SYIM_HUMAN] 0.001 12.60 

Q99575 Ribonucleases P/MRP protein subunit POP1 OS=Homo sapiens GN=POP1 PE=1 SV=2 - [POP1_HUMAN] 0.000 11.80 

P01892 HLA class I histocompatibility antigen, A-2 alpha chain OS=Homo sapiens GN=HLA-A PE=1 SV=1 - [1A02_HUMAN] 0.000 11.80 

Q8IUD2 ELKS/Rab6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1 - [RB6I2_HUMAN] 0.000 10.99 

O60437 Periplakin OS=Homo sapiens GN=PPL PE=1 SV=4 - [PEPL_HUMAN] 0.003 10.19 

Q9UI26 Importin-11 OS=Homo sapiens GN=IPO11 PE=1 SV=1 - [IPO11_HUMAN] 0.008 10.02 

P52888 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=2 - [THOP1_HUMAN] 0.008 10.02 

Q9H2G2 STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1 - [SLK_HUMAN] 0.001 9.30 

Q5VTR2 E3 ubiquitin-protein ligase BRE1A OS=Homo sapiens GN=RNF20 PE=1 SV=2 - [BRE1A_HUMAN] 0.001 9.30 

P11717 Cation-independent mannose-6-phosphate receptor OS=Homo sapiens GN=IGF2R PE=1 SV=3 - [MPRI_HUMAN] 0.004 9.22 

P31483 Nucleolysin TIA-1 isoform p40 OS=Homo sapiens GN=TIA1 PE=1 SV=3 - [TIA1_HUMAN] 0.005 8.50 

Q96CN5 Leucine-rich repeat-containing protein 45 OS=Homo sapiens GN=LRRC45 PE=2 SV=1 - [LRC45_HUMAN] 0.005 8.50 

Q6P2E9 Enhancer of mRNA-decapping protein 4 OS=Homo sapiens GN=EDC4 PE=1 SV=1 - [EDC4_HUMAN] 0.001 8.41 

Q86UU1 Pleckstrin homology-like domain family B member 1 OS=Homo sapiens GN=PHLDB1 PE=1 SV=1 - [PHLB1_HUMAN] 0.001 8.41 

P53367 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 - [ARFP1_HUMAN] 0.018 7.69 

Q99459 Cell division cycle 5-like protein OS=Homo sapiens GN=CDC5L PE=1 SV=2 - [CDC5L_HUMAN] 0.001 7.61 

O14602 Eukaryotic translation initiation factor 1A, Y-chromosomal OS=Homo sapiens GN=EIF1AY PE=1 SV=4 - [IF1AY_HUMAN] 0.001 7.61 

Q7Z739 YTH domain family protein 3 OS=Homo sapiens GN=YTHDF3 PE=1 SV=1 - [YTHD3_HUMAN] 0.008 7.53 



 
 
 
 

ii 
 

O95155 Ubiquitin conjugation factor E4 B OS=Homo sapiens GN=UBE4B PE=1 SV=1 - [UBE4B_HUMAN] 0.002 6.72 

Q6PI48 Aspartate--tRNA ligase, mitochondrial OS=Homo sapiens GN=DARS2 PE=1 SV=1 - [SYDM_HUMAN] 0.002 6.72 

P09497 Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=1 - [CLCB_HUMAN] 0.002 6.72 

Q07960 Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=1 - [RHG01_HUMAN] 0.002 6.72 

Q6ZS17 Protein FAM65A OS=Homo sapiens GN=FAM65A PE=1 SV=1 - [FA65A_HUMAN] 0.002 6.72 

Q7Z3U7 Protein MON2 homolog OS=Homo sapiens GN=MON2 PE=1 SV=2 - [MON2_HUMAN] 0.002 6.72 

Q9BWU0 Kanadaptin OS=Homo sapiens GN=SLC4A1AP PE=1 SV=1 - [NADAP_HUMAN] 0.002 6.72 

P35250 Replication factor C subunit 2 OS=Homo sapiens GN=RFC2 PE=1 SV=3 - [RFC2_HUMAN] 0.037 6.00 

Q8N8S7 Protein enabled homolog OS=Homo sapiens GN=ENAH PE=1 SV=2 - [ENAH_HUMAN] 0.001 5.92 

Q6NYC8 Phostensin OS=Homo sapiens GN=PPP1R18 PE=1 SV=1 - [PPR18_HUMAN] 0.001 5.92 

Q9C0E2 Exportin-4 OS=Homo sapiens GN=XPO4 PE=1 SV=2 - [XPO4_HUMAN] 0.001 5.92 

Q9NZ32 Actin-related protein 10 OS=Homo sapiens GN=ACTR10 PE=1 SV=1 - [ARP10_HUMAN] 0.001 5.92 

Q14669 E3 ubiquitin-protein ligase TRIP12 OS=Homo sapiens GN=TRIP12 PE=1 SV=1 - [TRIPC_HUMAN] 0.019 5.83 

P78347 General transcription factor II-I OS=Homo sapiens GN=GTF2I PE=1 SV=2 - [GTF2I_HUMAN] 0.019 5.83 

Q9NUQ8 ATP-binding cassette sub-family F member 3 OS=Homo sapiens GN=ABCF3 PE=1 SV=2 - [ABCF3_HUMAN] 0.019 5.83 

Q15031 Probable leucine--tRNA ligase, mitochondrial OS=Homo sapiens GN=LARS2 PE=1 SV=2 - [SYLM_HUMAN] 0.019 5.83 

Q8NHU6 Tudor domain-containing protein 7 OS=Homo sapiens GN=TDRD7 PE=1 SV=2 - [TDRD7_HUMAN] 0.019 5.83 

Q5SRE5 Nucleoporin NUP188 homolog OS=Homo sapiens GN=NUP188 PE=1 SV=1 - [NU188_HUMAN] 0.019 5.83 

Q04206 Transcription factor p65 OS=Homo sapiens GN=RELA PE=1 SV=2 - [TF65_HUMAN] 0.019 5.83 

Q8NB90 Spermatogenesis-associated protein 5 OS=Homo sapiens GN=SPATA5 PE=1 SV=3 - [SPAT5_HUMAN] 0.019 5.83 

Q92538 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1 OS=Homo sapiens GN=GBF1 PE=1 SV=2 - [GBF1_HUMAN] 0.017 3.10 

Q9P0V3 SH3 domain-binding protein 4 OS=Homo sapiens GN=SH3BP4 PE=1 SV=1 - [SH3B4_HUMAN] 0.014 3.07 

Q9H2M9 Rab3 GTPase-activating protein non-catalytic subunit OS=Homo sapiens GN=RAB3GAP2 PE=1 SV=1 - [RBGPR_HUMAN] 0.036 2.55 

P52701 DNA mismatch repair protein Msh6 OS=Homo sapiens GN=MSH6 PE=1 SV=2 - [MSH6_HUMAN] 0.003 2.54 

O60343 TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2 - [TBCD4_HUMAN] 0.031 2.40 

Q9Y3B3 Transmembrane emp24 domain-containing protein 7 OS=Homo sapiens GN=TMED7 PE=1 SV=2 - [TMED7_HUMAN] 0.009 2.24 

P27708 CAD protein OS=Homo sapiens GN=CAD PE=1 SV=3 - [PYR1_HUMAN] 0.021 2.23 

O75368 SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=1 - [SH3L1_HUMAN] 0.035 2.04 



 
 
 
 

iii 
 

P62841 40S ribosomal protein S15 OS=Homo sapiens GN=RPS15 PE=1 SV=2 - [RS15_HUMAN] 0.006 1.97 

Q16540 39S ribosomal protein L23, mitochondrial OS=Homo sapiens GN=MRPL23 PE=1 SV=1 - [RM23_HUMAN] 0.006 1.97 

Q9NZN4 EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=2 - [EHD2_HUMAN] 0.045 1.91 

O43290 U4/U6.U5 tri-snRNP-associated protein 1 OS=Homo sapiens GN=SART1 PE=1 SV=1 - [SNUT1_HUMAN] 0.047 1.84 

P07814 Bifunctional glutamate/proline--tRNA ligase OS=Homo sapiens GN=EPRS PE=1 SV=5 - [SYEP_HUMAN] 0.047 1.79 

Q0ZGT2 Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 - [NEXN_HUMAN] 0.010 1.68 

Q9BYT8 Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=1 - [NEUL_HUMAN] 0.010 1.68 

Q14566 DNA replication licensing factor MCM6 OS=Homo sapiens GN=MCM6 PE=1 SV=1 - [MCM6_HUMAN] 0.022 1.68 

P21399 Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=3 - [ACOC_HUMAN] 0.023 1.59 

Q04446 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=3 - [GLGB_HUMAN] 0.048 1.54 

P42566 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=2 - [EPS15_HUMAN] 0.015 1.52 

P09429 High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=3 - [HMGB1_HUMAN] 0.037 1.52 

Q9Y2J2 Band 4.1-like protein 3 OS=Homo sapiens GN=EPB41L3 PE=1 SV=2 - [E41L3_HUMAN] 0.012 1.46 

P27816 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=3 - [MAP4_HUMAN] 0.019 1.45 

Q9NR12 PDZ and LIM domain protein 7 OS=Homo sapiens GN=PDLIM7 PE=1 SV=1 - [PDLI7_HUMAN] 0.010 1.44 

P29144 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4 - [TPP2_HUMAN] 0.036 1.41 

Q9Y5B9 FACT complex subunit SPT16 OS=Homo sapiens GN=SUPT16H PE=1 SV=1 - [SP16H_HUMAN] 0.004 1.39 

Q15459 Splicing factor 3A subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1 - [SF3A1_HUMAN] 0.027 1.37 

Q9NT62 Ubiquitin-like-conjugating enzyme ATG3 OS=Homo sapiens GN=ATG3 PE=1 SV=1 - [ATG3_HUMAN] 0.033 1.33 

P46939 Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=2 - [UTRO_HUMAN] 0.010 1.23 

P05023 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1 - [AT1A1_HUMAN] 0.008 1.21 

Q9Y490 Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 - [TLN1_HUMAN] 0.033 1.15 

O43776 Asparagine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=1 - [SYNC_HUMAN] 0.019 1.12 

Downregulated proteins in 2 hr 5% stretch 

Identifier Description p.value ratio 

P18206 Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 - [VINC_HUMAN] 0.047 1.09 

P50454 Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2 - [SERPH_HUMAN] 0.042 1.11 

P24941 Cyclin-dependent kinase 2 OS=Homo sapiens GN=CDK2 PE=1 SV=2 - [CDK2_HUMAN] 0.036 1.11 
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P61026 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=1 - [RAB10_HUMAN] 0.023 1.12 

P61081 NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=1 - [UBC12_HUMAN] 0.023 1.12 

P06744 Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=4 - [G6PI_HUMAN] 0.023 1.14 

Q06830 Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1 - [PRDX1_HUMAN] 0.025 1.14 

Q01995 Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 - [TAGL_HUMAN] 0.031 1.15 

P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1 - [ACTB_HUMAN] 0.005 1.15 

P09651 Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=5 - [ROA1_HUMAN] 0.037 1.18 

P50990 T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4 - [TCPQ_HUMAN] 0.042 1.21 

P30101 Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=4 - [PDIA3_HUMAN] 0.049 1.25 

P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2 - [LDHA_HUMAN] 0.049 1.25 

P30048 Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=3 - [PRDX3_HUMAN] 0.021 1.29 

P62805 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 - [H4_HUMAN] 0.021 1.29 

Q15691 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=3 - [MARE1_HUMAN] 0.021 1.29 

P12081 Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=2 - [SYHC_HUMAN] 0.032 1.30 

Q99714 3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=3 - [HCD2_HUMAN] 0.037 1.31 

P40926 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=3 - [MDHM_HUMAN] 0.005 1.32 

P08865 40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=4 - [RSSA_HUMAN] 0.020 1.33 

P62136 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=1 - [PP1A_HUMAN] 0.027 1.36 

Q15185 Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=1 - [TEBP_HUMAN] 0.027 1.36 

P52565 Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=3 - [GDIR1_HUMAN] 0.023 1.40 

Q15084 Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=1 - [PDIA6_HUMAN] 0.021 1.43 

P63208 S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=2 - [SKP1_HUMAN] 0.019 1.45 

P25398 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=3 - [RS12_HUMAN] 0.015 1.52 

P62070 Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=1 - [RRAS2_HUMAN] 0.015 1.52 

Q14192 Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=3 - [FHL2_HUMAN] 0.015 1.52 

P01111 GTPase NRas OS=Homo sapiens GN=NRAS PE=1 SV=1 - [RASN_HUMAN] 0.032 1.57 

P46776 60S ribosomal protein L27a OS=Homo sapiens GN=RPL27A PE=1 SV=2 - [RL27A_HUMAN] 0.034 1.89 

P52815 39S ribosomal protein L12, mitochondrial OS=Homo sapiens GN=MRPL12 PE=1 SV=2 - [RM12_HUMAN] 0.003 2.76 
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P30837 Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=1 SV=3 - [AL1B1_HUMAN] 0.003 9.44 

P30613 Pyruvate kinase isozymes R/L OS=Homo sapiens GN=PKLR PE=1 SV=2 - [KPYR_HUMAN] 0.003 9.44 

Q15437 Protein transport protein Sec23B OS=Homo sapiens GN=SEC23B PE=1 SV=2 - [SC23B_HUMAN] 0.000 10.64 

P82094 TATA element modulatory factor OS=Homo sapiens GN=TMF1 PE=1 SV=2 - [TMF1_HUMAN] 0.018 11.88 

Q05639 Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=1 - [EF1A2_HUMAN] 0.000 22.47 

Unchanged proteins in 2 hr 5% stretch 

Identifier Description p.value ratio 

P36873 Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=1 - [PP1G_HUMAN] 0.052 0.70 

P02768 Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 - [ALBU_HUMAN] 0.057 0.69 

P06733 Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 - [ENOA_HUMAN] 0.062 0.83 

P35613 Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 - [BASI_HUMAN] 0.063 0.75 

Q01130 Serine/arginine-rich splicing factor 2 OS=Homo sapiens GN=SRSF2 PE=1 SV=4 - [SRSF2_HUMAN] 0.063 0.75 

Q9BRA2 Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=1 - [TXD17_HUMAN] 0.063 0.75 

P30044 Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=4 - [PRDX5_HUMAN] 0.063 0.75 

Q12907 Vesicular integral-membrane protein VIP36 OS=Homo sapiens GN=LMAN2 PE=1 SV=1 - [LMAN2_HUMAN] 0.063 0.75 

Q96D15 Reticulocalbin-3 OS=Homo sapiens GN=RCN3 PE=1 SV=1 - [RCN3_HUMAN] 0.063 0.75 

P06576 ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=3 - [ATPB_HUMAN] 0.064 0.81 

P21266 Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=3 - [GSTM3_HUMAN] 0.067 0.68 

P11021 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=2 - [GRP78_HUMAN] 0.068 0.81 

P36957 
Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST 
PE=1 SV=4 - [ODO2_HUMAN] 0.071 0.91 

O15173 Membrane-associated progesterone receptor component 2 OS=Homo sapiens GN=PGRMC2 PE=1 SV=1 - [PGRC2_HUMAN] 0.071 0.91 

P20339 Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=2 - [RAB5A_HUMAN] 0.071 0.91 

P10768 S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=2 - [ESTD_HUMAN] 0.074 0.54 

Q9Y5M8 Signal recognition particle receptor subunit beta OS=Homo sapiens GN=SRPRB PE=1 SV=3 - [SRPRB_HUMAN] 0.075 0.72 

Q99623 Prohibitin-2 OS=Homo sapiens GN=PHB2 PE=1 SV=2 - [PHB2_HUMAN] 0.077 0.47 

P52209 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=3 - [6PGD_HUMAN] 0.079 0.71 

Q9UQ80 Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=3 - [PA2G4_HUMAN] 0.080 0.60 

P15121 Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3 - [ALDR_HUMAN] 0.084 0.79 
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P78371 T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4 - [TCPB_HUMAN] 0.084 0.79 

Q13409 Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=3 - [DC1I2_HUMAN] 0.084 0.85 

P22392 Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=1 - [NDKB_HUMAN] 0.084 0.85 

P60660 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2 - [MYL6_HUMAN] 0.084 0.85 

P06748 Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2 - [NPM_HUMAN] 0.084 0.85 

P21926 CD9 antigen OS=Homo sapiens GN=CD9 PE=1 SV=4 - [CD9_HUMAN] 0.084 0.85 

P39687 Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=1 - [AN32A_HUMAN] 0.084 0.85 

P60842 Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=1 - [IF4A1_HUMAN] 0.084 0.85 

P60953 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=2 - [CDC42_HUMAN] 0.084 0.85 

P62851 40S ribosomal protein S25 OS=Homo sapiens GN=RPS25 PE=1 SV=1 - [RS25_HUMAN] 0.084 0.85 

P63241 Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2 - [IF5A1_HUMAN] 0.084 0.85 

Q99729 Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=2 - [ROAA_HUMAN] 0.084 0.85 

Q9ULV4 Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=1 - [COR1C_HUMAN] 0.084 0.85 

Q9Y2Q3 Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=3 - [GSTK1_HUMAN] 0.084 0.85 

O00170 AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=2 - [AIP_HUMAN] 0.084 0.85 

O75663 TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=2 - [TIPRL_HUMAN] 0.084 0.85 

P13987 CD59 glycoprotein OS=Homo sapiens GN=CD59 PE=1 SV=1 - [CD59_HUMAN] 0.084 0.85 

P18077 60S ribosomal protein L35a OS=Homo sapiens GN=RPL35A PE=1 SV=2 - [RL35A_HUMAN] 0.084 0.85 

P24844 Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=4 - [MYL9_HUMAN] 0.084 0.85 

P49720 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=2 - [PSB3_HUMAN] 0.084 0.85 

P62263 40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=3 - [RS14_HUMAN] 0.084 0.85 

P69905 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=2 - [HBA_HUMAN] 0.084 0.85 

O43681 ATPase ASNA1 OS=Homo sapiens GN=ASNA1 PE=1 SV=2 - [ASNA_HUMAN] 0.084 0.85 

O75718 Cartilage-associated protein OS=Homo sapiens GN=CRTAP PE=1 SV=1 - [CRTAP_HUMAN] 0.084 0.85 

P56537 Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=1 - [IF6_HUMAN] 0.084 0.85 

P60866 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=1 - [RS20_HUMAN] 0.084 0.85 

Q13177 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=3 - [PAK2_HUMAN] 0.084 0.85 

Q14165 Malectin OS=Homo sapiens GN=MLEC PE=1 SV=1 - [MLEC_HUMAN] 0.084 0.85 
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P62244 40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=2 - [RS15A_HUMAN] 0.093 0.73 

P31689 DnaJ homolog subfamily A member 1 OS=Homo sapiens GN=DNAJA1 PE=1 SV=2 - [DNJA1_HUMAN] 0.094 0.78 

Q6NZI2 Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=1 - [PTRF_HUMAN] 0.094 0.78 

P32119 Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5 - [PRDX2_HUMAN] 0.096 0.84 

Q9Y230 RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=3 - [RUVB2_HUMAN] 0.099 0.68 

P08621 U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens GN=SNRNP70 PE=1 SV=2 - [RU17_HUMAN] 0.103 0.57 

P48047 ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=1 - [ATPO_HUMAN] 0.104 0.84 

O14979 Heterogeneous nuclear ribonucleoprotein D-like OS=Homo sapiens GN=HNRPDL PE=1 SV=3 - [HNRDL_HUMAN] 0.105 0.67 

Q96IU4 Alpha/beta hydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=1 - [ABHEB_HUMAN] 0.105 0.67 

Q9UFN0 Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=2 - [NPS3A_HUMAN] 0.106 0.72 

P61421 V-type proton ATPase subunit d 1 OS=Homo sapiens GN=ATP6V0D1 PE=1 SV=1 - [VA0D1_HUMAN] 0.106 0.72 

Q86Y82 Syntaxin-12 OS=Homo sapiens GN=STX12 PE=1 SV=1 - [STX12_HUMAN] 0.106 0.72 

Q13155 Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 OS=Homo sapiens GN=AIMP2 PE=1 SV=2 - [AIMP2_HUMAN] 0.106 0.72 

P11233 Ras-related protein Ral-A OS=Homo sapiens GN=RALA PE=1 SV=1 - [RALA_HUMAN] 0.106 0.72 

P02765 Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 - [FETUA_HUMAN] 0.110 0.76 

P28074 Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=3 - [PSB5_HUMAN] 0.113 0.84 

P05783 Keratin, type I cytoskeletal 18 OS=Homo sapiens GN=KRT18 PE=1 SV=2 - [K1C18_HUMAN] 0.115 0.81 

P04406 Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3 - [G3P_HUMAN] 0.119 0.80 

P62280 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=3 - [RS11_HUMAN] 0.119 0.80 

P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2 - [LDHB_HUMAN] 0.119 0.87 

P13861 cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=2 - [KAP2_HUMAN] 0.121 0.61 

P46777 60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=3 - [RL5_HUMAN] 0.124 0.80 

Q13045 Protein flightless-1 homolog OS=Homo sapiens GN=FLII PE=1 SV=2 - [FLII_HUMAN] 0.126 0.71 

Q96C19 EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=1 - [EFHD2_HUMAN] 0.126 0.71 

P31946 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3 - [1433B_HUMAN] 0.126 0.84 

P29692 Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=5 - [EF1D_HUMAN] 0.126 0.84 

P30041 Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=3 - [PRDX6_HUMAN] 0.130 0.80 

P50991 T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4 - [TCPD_HUMAN] 0.132 0.80 
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P04075 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2 - [ALDOA_HUMAN] 0.133 0.89 

O75477 Erlin-1 OS=Homo sapiens GN=ERLIN1 PE=1 SV=1 - [ERLN1_HUMAN] 0.134 0.74 

P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1 - [EF1A1_HUMAN] 0.135 0.87 

P08670 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 - [VIME_HUMAN] 0.137 0.84 

Q99832 T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=2 - [TCPH_HUMAN] 0.139 0.75 

P30086 Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=3 - [PEBP1_HUMAN] 0.140 0.78 

Q99497 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 - [PARK7_HUMAN] 0.145 0.84 

P07355 Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 - [ANXA2_HUMAN] 0.146 0.85 

Q9UJZ1 Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=1 - [STML2_HUMAN] 0.151 0.92 

P10301 Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=1 - [RRAS_HUMAN] 0.151 0.92 

Q9Y3A5 Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=4 - [SBDS_HUMAN] 0.154 0.84 

Q9BUF5 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=1 - [TBB6_HUMAN] 0.155 0.84 

Q7L1Q6 Basic leucine zipper and W2 domain-containing protein 1 OS=Homo sapiens GN=BZW1 PE=1 SV=1 - [BZW1_HUMAN] 0.157 0.87 

O75396 Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=4 - [SC22B_HUMAN] 0.160 0.79 

P07437 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2 - [TBB5_HUMAN] 0.162 0.84 

P68371 Tubulin beta-4B chain OS=Homo sapiens GN=TUBB4B PE=1 SV=1 - [TBB4B_HUMAN] 0.162 0.84 

P62424 60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2 - [RL7A_HUMAN] 0.165 0.88 

Q7L5N1 COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=1 - [CSN6_HUMAN] 0.168 0.76 

O60814 Histone H2B type 1-K OS=Homo sapiens GN=HIST1H2BK PE=1 SV=3 - [H2B1K_HUMAN] 0.168 0.76 

P33316 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=4 - [DUT_HUMAN] 0.168 0.76 

P35268 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=2 - [RL22_HUMAN] 0.168 0.76 

P19338 Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 - [NUCL_HUMAN] 0.168 0.86 

P51148 Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=2 - [RAB5C_HUMAN] 0.169 0.84 

Q9UL46 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=4 - [PSME2_HUMAN] 0.173 0.79 

P54920 Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=3 - [SNAA_HUMAN] 0.175 0.84 

P20839 Inosine-5'-monophosphate dehydrogenase 1 OS=Homo sapiens GN=IMPDH1 PE=1 SV=2 - [IMDH1_HUMAN] 0.175 0.27 

Q02543 60S ribosomal protein L18a OS=Homo sapiens GN=RPL18A PE=1 SV=2 - [RL18A_HUMAN] 0.176 0.67 

P12429 Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 - [ANXA3_HUMAN] 0.177 0.85 
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O60493 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=3 - [SNX3_HUMAN] 0.178 0.80 

Q15717 ELAV-like protein 1 OS=Homo sapiens GN=ELAVL1 PE=1 SV=2 - [ELAV1_HUMAN] 0.179 0.68 

Q9P0L0 Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=3 - [VAPA_HUMAN] 0.179 0.68 

Q9HB07 UPF0160 protein MYG1, mitochondrial OS=Homo sapiens GN=C12orf10 PE=1 SV=2 - [MYG1_HUMAN] 0.181 0.69 

P62140 Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=3 - [PP1B_HUMAN] 0.181 0.69 

Q13885 Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1 - [TBB2A_HUMAN] 0.181 0.78 

P39023 60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=2 - [RL3_HUMAN] 0.183 0.59 

P43686 26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=2 - [PRS6B_HUMAN] 0.185 0.70 

Q9Y281 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 - [COF2_HUMAN] 0.190 0.71 

P11940 Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=2 - [PABP1_HUMAN] 0.190 0.76 

Q5JTV8 Torsin-1A-interacting protein 1 OS=Homo sapiens GN=TOR1AIP1 PE=1 SV=2 - [TOIP1_HUMAN] 0.194 0.47 

P61160 Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=1 - [ARP2_HUMAN] 0.198 0.79 

P67812 Signal peptidase complex catalytic subunit SEC11A OS=Homo sapiens GN=SEC11A PE=1 SV=1 - [SC11A_HUMAN] 0.198 0.64 

P12268 Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=2 - [IMDH2_HUMAN] 0.204 0.74 

P09382 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 - [LEG1_HUMAN] 0.204 0.84 

P37802 Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 - [TAGL2_HUMAN] 0.204 0.85 

P62701 40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=2 - [RS4X_HUMAN] 0.209 0.78 

P60228 Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=1 - [EIF3E_HUMAN] 0.209 0.72 

P26641 Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3 - [EF1G_HUMAN] 0.214 0.85 

P62854 40S ribosomal protein S26 OS=Homo sapiens GN=RPS26 PE=1 SV=3 - [RS26_HUMAN] 0.214 0.52 

Q92890 Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=3 - [UFD1_HUMAN] 0.215 0.77 

P18085 ADP-ribosylation factor 4 OS=Homo sapiens GN=ARF4 PE=1 SV=3 - [ARF4_HUMAN] 0.216 0.89 

Q86VS8 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=2 - [HOOK3_HUMAN] 0.217 0.64 

P28066 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3 - [PSA5_HUMAN] 0.219 0.71 

Q15181 Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=2 - [IPYR_HUMAN] 0.219 0.71 

P25705 ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=1 - [ATPA_HUMAN] 0.221 0.87 

P07910 Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=4 - [HNRPC_HUMAN] 0.221 0.85 

Q15907 Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=4 - [RB11B_HUMAN] 0.225 0.88 
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P51149 Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=1 - [RAB7A_HUMAN] 0.226 0.88 

P30626 Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 - [SORCN_HUMAN] 0.227 0.84 

Q16629 Serine/arginine-rich splicing factor 7 OS=Homo sapiens GN=SRSF7 PE=1 SV=1 - [SRSF7_HUMAN] 0.227 0.84 

Q9NP72 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=1 - [RAB18_HUMAN] 0.227 0.84 

P55209 Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=1 - [NP1L1_HUMAN] 0.227 0.84 

Q8WW12 PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=2 - [PCNP_HUMAN] 0.227 0.84 

P43243 Matrin-3 OS=Homo sapiens GN=MATR3 PE=1 SV=2 - [MATR3_HUMAN] 0.229 0.64 

Q9Y2R9 28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=2 - [RT07_HUMAN] 0.232 0.24 

O15145 Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=3 - [ARPC3_HUMAN] 0.232 0.84 

P42285 Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=3 - [SK2L2_HUMAN] 0.232 0.84 

P23526 Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=4 - [SAHH_HUMAN] 0.232 0.78 

P51153 Ras-related protein Rab-13 OS=Homo sapiens GN=RAB13 PE=1 SV=1 - [RAB13_HUMAN] 0.234 0.78 

P61619 Protein transport protein Sec61 subunit alpha isoform 1 OS=Homo sapiens GN=SEC61A1 PE=1 SV=2 - [S61A1_HUMAN] 0.236 0.76 

Q16186 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2 - [ADRM1_HUMAN] 0.236 0.76 

P31942 Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens GN=HNRNPH3 PE=1 SV=2 - [HNRH3_HUMAN] 0.236 0.76 

P61964 WD repeat-containing protein 5 OS=Homo sapiens GN=WDR5 PE=1 SV=1 - [WDR5_HUMAN] 0.237 0.33 

P30050 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=1 - [RL12_HUMAN] 0.239 0.79 

P26599 Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=1 - [PTBP1_HUMAN] 0.239 0.61 

Q96CX2 BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=1 - [KCD12_HUMAN] 0.240 0.84 

P08729 Keratin, type II cytoskeletal 7 OS=Homo sapiens GN=KRT7 PE=1 SV=5 - [K2C7_HUMAN] 0.241 0.85 

Q13442 28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=1 - [HAP28_HUMAN] 0.242 0.61 

Q13509 Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=2 - [TBB3_HUMAN] 0.246 0.90 

P09874 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4 - [PARP1_HUMAN] 0.249 0.60 

O14579 Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=1 SV=3 - [COPE_HUMAN] 0.251 0.68 

P07954 Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=3 - [FUMH_HUMAN] 0.251 0.84 

P07237 Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=3 - [PDIA1_HUMAN] 0.255 0.90 

O14818 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=1 - [PSA7_HUMAN] 0.258 0.90 

O00299 Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=4 - [CLIC1_HUMAN] 0.258 0.90 
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P09622 Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=2 - [DLDH_HUMAN] 0.258 0.71 

P14868 Aspartate--tRNA ligase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=2 - [SYDC_HUMAN] 0.262 0.60 

Q08211 ATP-dependent RNA helicase A OS=Homo sapiens GN=DHX9 PE=1 SV=4 - [DHX9_HUMAN] 0.263 0.84 

P84098 60S ribosomal protein L19 OS=Homo sapiens GN=RPL19 PE=1 SV=1 - [RL19_HUMAN] 0.263 0.73 

O95864 Fatty acid desaturase 2 OS=Homo sapiens GN=FADS2 PE=1 SV=1 - [FADS2_HUMAN] 0.264 0.48 

P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1 - [HSP7C_HUMAN] 0.264 0.93 

Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1 - [TBA1A_HUMAN] 0.266 0.87 

P50213 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=1 - [IDH3A_HUMAN] 0.270 0.75 

P04792 Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=2 - [HSPB1_HUMAN] 0.272 0.89 

P04083 Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2 - [ANXA1_HUMAN] 0.274 0.89 

P60174 Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=3 - [TPIS_HUMAN] 0.277 0.85 

Q7L2E3 Putative ATP-dependent RNA helicase DHX30 OS=Homo sapiens GN=DHX30 PE=1 SV=1 - [DHX30_HUMAN] 0.283 0.49 

P20340 Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1 SV=3 - [RAB6A_HUMAN] 0.283 0.81 

P08243 Asparagine synthetase [glutamine-hydrolyzing] OS=Homo sapiens GN=ASNS PE=1 SV=4 - [ASNS_HUMAN] 0.283 0.54 

Q15393 Splicing factor 3B subunit 3 OS=Homo sapiens GN=SF3B3 PE=1 SV=4 - [SF3B3_HUMAN] 0.284 0.82 

P61158 Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=3 - [ARP3_HUMAN] 0.286 0.80 

Q13151 Heterogeneous nuclear ribonucleoprotein A0 OS=Homo sapiens GN=HNRNPA0 PE=1 SV=1 - [ROA0_HUMAN] 0.286 0.77 

P11802 Cyclin-dependent kinase 4 OS=Homo sapiens GN=CDK4 PE=1 SV=2 - [CDK4_HUMAN] 0.286 0.77 

P54687 Branched-chain-amino-acid aminotransferase, cytosolic OS=Homo sapiens GN=BCAT1 PE=1 SV=3 - [BCAT1_HUMAN] 0.286 0.77 

P37837 Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 - [TALDO_HUMAN] 0.288 0.82 

Q12792 Twinfilin-1 OS=Homo sapiens GN=TWF1 PE=1 SV=3 - [TWF1_HUMAN] 0.289 0.70 

Q13162 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=1 - [PRDX4_HUMAN] 0.289 0.85 

Q9NZL9 Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=1 - [MAT2B_HUMAN] 0.292 0.69 

P07737 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 - [PROF1_HUMAN] 0.294 0.85 

O00505 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=2 - [IMA3_HUMAN] 0.298 0.75 

P15531 Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=1 - [NDKA_HUMAN] 0.299 0.85 

Q9UJU6 Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=1 - [DBNL_HUMAN] 0.303 0.84 

P02511 Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=2 - [CRYAB_HUMAN] 0.304 0.89 
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P06493 Cyclin-dependent kinase 1 OS=Homo sapiens GN=CDK1 PE=1 SV=3 - [CDK1_HUMAN] 0.304 0.89 

P04179 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=2 - [SODM_HUMAN] 0.305 0.59 

P61020 Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=1 - [RAB5B_HUMAN] 0.306 0.77 

P34932 Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4 - [HSP74_HUMAN] 0.307 0.93 

Q9UMS0 NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Homo sapiens GN=NFU1 PE=1 SV=2 - [NFU1_HUMAN] 0.308 0.41 

Q16658 Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 - [FSCN1_HUMAN] 0.308 0.76 

P30566 Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=2 - [PUR8_HUMAN] 0.311 0.67 

P18669 Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=2 - [PGAM1_HUMAN] 0.316 0.84 

P48735 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=2 - [IDHP_HUMAN] 0.316 0.72 

P49736 DNA replication licensing factor MCM2 OS=Homo sapiens GN=MCM2 PE=1 SV=4 - [MCM2_HUMAN] 0.320 0.93 

Q04760 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=4 - [LGUL_HUMAN] 0.320 0.91 

Q8IZP2 Putative protein FAM10A4 OS=Homo sapiens GN=ST13P4 PE=5 SV=1 - [ST134_HUMAN] 0.320 0.37 

P62820 Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=3 - [RAB1A_HUMAN] 0.321 0.92 

P63151 
Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=1 - 
[2ABA_HUMAN] 0.324 0.41 

P13797 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=4 - [PLST_HUMAN] 0.325 0.89 

P62829 60S ribosomal protein L23 OS=Homo sapiens GN=RPL23 PE=1 SV=1 - [RL23_HUMAN] 0.327 0.93 

P51452 Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=1 - [DUS3_HUMAN] 0.327 0.93 

Q01105 Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 - [SET_HUMAN] 0.327 0.93 

Q13257 Mitotic spindle assembly checkpoint protein MAD2A OS=Homo sapiens GN=MAD2L1 PE=1 SV=1 - [MD2L1_HUMAN] 0.327 0.93 

Q92499 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=2 - [DDX1_HUMAN] 0.327 0.93 

Q9NUU7 ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=1 - [DD19A_HUMAN] 0.327 0.93 

Q9UMS4 Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=1 - [PRP19_HUMAN] 0.327 0.93 

Q15233 Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4 - [NONO_HUMAN] 0.329 0.58 

Q9BR76 Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 - [COR1B_HUMAN] 0.331 0.65 

O00231 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=3 - [PSD11_HUMAN] 0.332 0.68 

O60684 Importin subunit alpha-7 OS=Homo sapiens GN=KPNA6 PE=1 SV=1 - [IMA7_HUMAN] 0.332 0.84 

P30085 UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=3 - [KCY_HUMAN] 0.332 0.84 

Q9BYD1 39S ribosomal protein L13, mitochondrial OS=Homo sapiens GN=MRPL13 PE=1 SV=1 - [RM13_HUMAN] 0.332 0.84 
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Q9NRV9 Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=1 - [HEBP1_HUMAN] 0.332 0.84 

Q9Y5Z4 Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=1 - [HEBP2_HUMAN] 0.332 0.84 

P28072 Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4 - [PSB6_HUMAN] 0.332 0.84 

P62249 40S ribosomal protein S16 OS=Homo sapiens GN=RPS16 PE=1 SV=2 - [RS16_HUMAN] 0.332 0.89 

Q16850 Lanosterol 14-alpha demethylase OS=Homo sapiens GN=CYP51A1 PE=1 SV=3 - [CP51A_HUMAN] 0.335 0.41 

Q15019 Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 - [SEPT2_HUMAN] 0.335 0.73 

Q99615 DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=2 - [DNJC7_HUMAN] 0.335 0.73 

Q3ZCQ8 Mitochondrial import inner membrane translocase subunit TIM50 OS=Homo sapiens GN=TIMM50 PE=1 SV=2 - [TIM50_HUMAN] 0.335 0.73 

P05388 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=1 - [RLA0_HUMAN] 0.336 0.84 

P62241 40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2 - [RS8_HUMAN] 0.337 0.85 

P20337 Ras-related protein Rab-3B OS=Homo sapiens GN=RAB3B PE=1 SV=2 - [RAB3B_HUMAN] 0.337 0.85 

P49411 Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=2 - [EFTU_HUMAN] 0.338 0.81 

P09493 Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=2 - [TPM1_HUMAN] 0.341 0.90 

P07951 Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=1 - [TPM2_HUMAN] 0.341 0.90 

P45877 Peptidyl-prolyl cis-trans isomerase C OS=Homo sapiens GN=PPIC PE=1 SV=1 - [PPIC_HUMAN] 0.342 0.47 

Q9NUP9 Protein lin-7 homolog C OS=Homo sapiens GN=LIN7C PE=1 SV=1 - [LIN7C_HUMAN] 0.342 0.47 

Q9ULC3 Ras-related protein Rab-23 OS=Homo sapiens GN=RAB23 PE=1 SV=1 - [RAB23_HUMAN] 0.342 0.47 

P61225 Ras-related protein Rap-2b OS=Homo sapiens GN=RAP2B PE=1 SV=1 - [RAP2B_HUMAN] 0.342 0.47 

Q01813 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=2 - [K6PP_HUMAN] 0.342 0.89 

O00148 ATP-dependent RNA helicase DDX39A OS=Homo sapiens GN=DDX39A PE=1 SV=2 - [DX39A_HUMAN] 0.344 0.78 

P24539 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=2 - [AT5F1_HUMAN] 0.351 0.75 

Q9Y285 Phenylalanine--tRNA ligase alpha subunit OS=Homo sapiens GN=FARSA PE=1 SV=3 - [SYFA_HUMAN] 0.351 0.40 

O00151 PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=4 - [PDLI1_HUMAN] 0.353 0.80 

Q9BVC6 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=1 - [TM109_HUMAN] 0.355 0.73 

P07996 Thrombospondin-1 OS=Homo sapiens GN=THBS1 PE=1 SV=2 - [TSP1_HUMAN] 0.358 0.93 

P07339 Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 - [CATD_HUMAN] 0.364 0.84 

O43809 Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens GN=NUDT21 PE=1 SV=1 - [CPSF5_HUMAN] 0.369 0.63 

O43684 Mitotic checkpoint protein BUB3 OS=Homo sapiens GN=BUB3 PE=1 SV=1 - [BUB3_HUMAN] 0.373 0.90 
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Q14240 Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=2 - [IF4A2_HUMAN] 0.374 0.42 

P28838 Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=3 - [AMPL_HUMAN] 0.375 0.85 

Q12905 Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1 SV=2 - [ILF2_HUMAN] 0.377 0.85 

O60664 Perilipin-3 OS=Homo sapiens GN=PLIN3 PE=1 SV=3 - [PLIN3_HUMAN] 0.377 0.85 

Q15819 Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=4 - [UB2V2_HUMAN] 0.377 0.85 

P55263 Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=2 - [ADK_HUMAN] 0.378 0.77 

P13489 Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=2 - [RINI_HUMAN] 0.380 0.78 

Q13136 Liprin-alpha-1 OS=Homo sapiens GN=PPFIA1 PE=1 SV=1 - [LIPA1_HUMAN] 0.383 0.78 

P0CG48 Polyubiquitin-C OS=Homo sapiens GN=UBC PE=1 SV=3 - [UBC_HUMAN] 0.386 0.49 

P61088 Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1 - [UBE2N_HUMAN] 0.387 0.49 

Q00688 Peptidyl-prolyl cis-trans isomerase FKBP3 OS=Homo sapiens GN=FKBP3 PE=1 SV=1 - [FKBP3_HUMAN] 0.391 0.67 

Q86VP6 Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2 - [CAND1_HUMAN] 0.392 0.89 

P04259 Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6B PE=1 SV=5 - [K2C6B_HUMAN] 0.393 0.47 

P62714 Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=1 - [PP2AB_HUMAN] 0.393 0.46 

P09211 Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=2 - [GSTP1_HUMAN] 0.395 0.84 

P20618 Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=2 - [PSB1_HUMAN] 0.395 0.84 

P62888 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=2 - [RL30_HUMAN] 0.398 0.85 

P30153 
Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4 - 
[2AAA_HUMAN] 0.400 0.88 

P29966 Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=4 - [MARCS_HUMAN] 0.402 0.90 

P27348 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=1 - [1433T_HUMAN] 0.403 0.94 

P51114 Fragile X mental retardation syndrome-related protein 1 OS=Homo sapiens GN=FXR1 PE=1 SV=3 - [FXR1_HUMAN] 0.403 0.32 

P42126 Enoyl-CoA delta isomerase 1, mitochondrial OS=Homo sapiens GN=ECI1 PE=1 SV=1 - [ECI1_HUMAN] 0.404 0.74 

P67870 Casein kinase II subunit beta OS=Homo sapiens GN=CSNK2B PE=1 SV=1 - [CSK2B_HUMAN] 0.404 0.74 

Q9UIJ7 GTP:AMP phosphotransferase, mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=4 - [KAD3_HUMAN] 0.404 0.74 

P30043 Flavin reductase (NADPH) OS=Homo sapiens GN=BLVRB PE=1 SV=3 - [BLVRB_HUMAN] 0.405 0.84 

O75608 Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=1 - [LYPA1_HUMAN] 0.405 0.84 

Q9BXS5 AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=3 - [AP1M1_HUMAN] 0.405 0.84 

Q96P70 Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 - [IPO9_HUMAN] 0.407 0.89 
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P61204 ADP-ribosylation factor 3 OS=Homo sapiens GN=ARF3 PE=1 SV=2 - [ARF3_HUMAN] 0.407 0.89 

Q14012 Calcium/calmodulin-dependent protein kinase type 1 OS=Homo sapiens GN=CAMK1 PE=1 SV=1 - [KCC1A_HUMAN] 0.409 0.50 

P46782 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=4 - [RS5_HUMAN] 0.410 0.84 

P52292 Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1 - [IMA2_HUMAN] 0.410 0.84 

P10809 60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=2 - [CH60_HUMAN] 0.410 0.90 

Q6PIU2 Neutral cholesterol ester hydrolase 1 OS=Homo sapiens GN=NCEH1 PE=1 SV=3 - [NCEH1_HUMAN] 0.413 0.65 

Q9Y376 Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=1 - [CAB39_HUMAN] 0.414 0.92 

P04818 Thymidylate synthase OS=Homo sapiens GN=TYMS PE=1 SV=3 - [TYSY_HUMAN] 0.414 0.92 

P19105 Myosin regulatory light chain 12A OS=Homo sapiens GN=MYL12A PE=1 SV=2 - [ML12A_HUMAN] 0.414 0.92 

P05161 Ubiquitin-like protein ISG15 OS=Homo sapiens GN=ISG15 PE=1 SV=5 - [ISG15_HUMAN] 0.417 0.85 

P19623 Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=1 - [SPEE_HUMAN] 0.417 0.85 

P54709 Sodium/potassium-transporting ATPase subunit beta-3 OS=Homo sapiens GN=ATP1B3 PE=1 SV=1 - [AT1B3_HUMAN] 0.419 0.77 

P49770 Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=3 - [EI2BB_HUMAN] 0.422 0.62 

Q16401 26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=3 - [PSMD5_HUMAN] 0.422 0.84 

Q6IBS0 Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 - [TWF2_HUMAN] 0.427 0.55 

Q13404 Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=2 - [UB2V1_HUMAN] 0.429 0.74 

P59998 Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=3 - [ARPC4_HUMAN] 0.430 0.85 

P05787 Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=7 - [K2C8_HUMAN] 0.434 0.82 

P26640 Valine--tRNA ligase OS=Homo sapiens GN=VARS PE=1 SV=4 - [SYVC_HUMAN] 0.434 0.84 

P40429 60S ribosomal protein L13a OS=Homo sapiens GN=RPL13A PE=1 SV=2 - [RL13A_HUMAN] 0.435 0.84 

P22314 Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3 - [UBA1_HUMAN] 0.435 0.94 

P61163 Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=1 - [ACTZ_HUMAN] 0.437 0.90 

P48637 Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=1 - [GSHB_HUMAN] 0.440 0.57 

Q15833 Syntaxin-binding protein 2 OS=Homo sapiens GN=STXBP2 PE=1 SV=2 - [STXB2_HUMAN] 0.440 0.57 

P62937 Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=2 - [PPIA_HUMAN] 0.444 0.84 

P08758 Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=2 - [ANXA5_HUMAN] 0.444 0.89 

Q96KP4 Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=2 - [CNDP2_HUMAN] 0.446 0.55 

O00154 Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens GN=ACOT7 PE=1 SV=3 - [BACH_HUMAN] 0.448 0.90 
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P82933 28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=2 - [RT09_HUMAN] 0.449 0.75 

P40227 T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=3 - [TCPZ_HUMAN] 0.452 0.88 

Q9NTX5 Ethylmalonyl-CoA decarboxylase OS=Homo sapiens GN=ECHDC1 PE=1 SV=2 - [ECHD1_HUMAN] 0.460 0.75 

P61758 Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=3 - [PFD3_HUMAN] 0.461 0.50 

P17980 26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=3 - [PRS6A_HUMAN] 0.462 0.78 

O75935 Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=1 - [DCTN3_HUMAN] 0.463 0.75 

P50914 60S ribosomal protein L14 OS=Homo sapiens GN=RPL14 PE=1 SV=4 - [RL14_HUMAN] 0.463 0.75 

P09972 Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=2 - [ALDOC_HUMAN] 0.463 0.61 

P20338 Ras-related protein Rab-4A OS=Homo sapiens GN=RAB4A PE=1 SV=3 - [RAB4A_HUMAN] 0.464 0.58 

Q53GG5 PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=1 SV=1 - [PDLI3_HUMAN] 0.464 0.58 

P61978 Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=1 - [HNRPK_HUMAN] 0.465 0.88 

Q16539 Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=3 - [MK14_HUMAN] 0.468 0.55 

O95865 N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=1 - [DDAH2_HUMAN] 0.468 0.85 

Q15370 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=1 - [ELOB_HUMAN] 0.468 0.85 

Q8TDX7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=1 - [NEK7_HUMAN] 0.468 0.85 

Q09161 Nuclear cap-binding protein subunit 1 OS=Homo sapiens GN=NCBP1 PE=1 SV=1 - [NCBP1_HUMAN] 0.469 0.72 

O43396 Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=3 - [TXNL1_HUMAN] 0.469 0.72 

Q96CN7 Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=3 - [ISOC1_HUMAN] 0.469 0.72 

P61019 Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1 - [RAB2A_HUMAN] 0.475 0.90 

O95336 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=2 - [6PGL_HUMAN] 0.476 0.85 

P62993 Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=1 - [GRB2_HUMAN] 0.477 0.89 

P36639 7,8-dihydro-8-oxoguanine triphosphatase OS=Homo sapiens GN=NUDT1 PE=1 SV=3 - [8ODP_HUMAN] 0.479 0.83 

P52597 Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=3 - [HNRPF_HUMAN] 0.479 0.83 

Q9NPD8 Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens GN=UBE2T PE=1 SV=1 - [UBE2T_HUMAN] 0.479 0.83 

Q9UBQ5 Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=1 - [EIF3K_HUMAN] 0.479 0.83 

Q9BRX8 Redox-regulatory protein FAM213A OS=Homo sapiens GN=FAM213A PE=1 SV=3 - [F213A_HUMAN] 0.483 0.74 

P07900 Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=5 - [HS90A_HUMAN] 0.484 0.95 

P39019 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=2 - [RS19_HUMAN] 0.484 0.93 
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Q9NTK5 Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=2 - [OLA1_HUMAN] 0.487 0.85 

P09936 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2 - [UCHL1_HUMAN] 0.492 0.96 

Q9UKK9 ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=1 - [NUDT5_HUMAN] 0.492 0.96 

P61289 Proteasome activator complex subunit 3 OS=Homo sapiens GN=PSME3 PE=1 SV=1 - [PSME3_HUMAN] 0.494 0.78 

Q96AG4 Leucine-rich repeat-containing protein 59 OS=Homo sapiens GN=LRRC59 PE=1 SV=1 - [LRC59_HUMAN] 0.498 0.90 

P18124 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=1 - [RL7_HUMAN] 0.498 0.90 

P55769 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=3 - [NH2L1_HUMAN] 0.500 0.85 

P62266 40S ribosomal protein S23 OS=Homo sapiens GN=RPS23 PE=1 SV=3 - [RS23_HUMAN] 0.500 0.85 

Q96KB5 Lymphokine-activated killer T-cell-originated protein kinase OS=Homo sapiens GN=PBK PE=1 SV=3 - [TOPK_HUMAN] 0.500 0.85 

P32969 60S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=1 - [RL9_HUMAN] 0.500 0.85 

P50552 Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=3 - [VASP_HUMAN] 0.502 0.83 

P14618 Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM PE=1 SV=4 - [KPYM_HUMAN] 0.503 0.86 

O95433 Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=1 - [AHSA1_HUMAN] 0.505 0.78 

P07741 Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=2 - [APT_HUMAN] 0.510 0.91 

Q15942 Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 - [ZYX_HUMAN] 0.513 0.89 

P68366 Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1 - [TBA4A_HUMAN] 0.516 0.93 

Q8N766 ER membrane protein complex subunit 1 OS=Homo sapiens GN=EMC1 PE=1 SV=1 - [EMC1_HUMAN] 0.516 0.73 

P63000 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=1 - [RAC1_HUMAN] 0.520 0.85 

P62873 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=3 - [GBB1_HUMAN] 0.523 0.73 

P39748 Flap endonuclease 1 OS=Homo sapiens GN=FEN1 PE=1 SV=1 - [FEN1_HUMAN] 0.525 0.91 

P54652 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=1 - [HSP72_HUMAN] 0.531 0.87 

P04264 Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=6 - [K2C1_HUMAN] 0.533 0.89 

P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3 - [PRS7_HUMAN] 0.533 0.88 

P14625 Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 - [ENPL_HUMAN] 0.534 0.92 

Q14139 Ubiquitin conjugation factor E4 A OS=Homo sapiens GN=UBE4A PE=1 SV=2 - [UBE4A_HUMAN] 0.535 0.71 

P53004 Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=2 - [BIEA_HUMAN] 0.536 0.83 

P25325 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=3 - [THTM_HUMAN] 0.538 0.84 

Q96RW7 Hemicentin-1 OS=Homo sapiens GN=HMCN1 PE=1 SV=2 - [HMCN1_HUMAN] 0.554 0.81 
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P10599 Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 - [THIO_HUMAN] 0.555 0.93 

P28070 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4 - [PSB4_HUMAN] 0.555 0.93 

P62330 ADP-ribosylation factor 6 OS=Homo sapiens GN=ARF6 PE=1 SV=2 - [ARF6_HUMAN] 0.555 0.93 

O00232 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=3 - [PSD12_HUMAN] 0.556 0.90 

P61086 Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=3 - [UBE2K_HUMAN] 0.556 0.84 

O43390 Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=1 - [HNRPR_HUMAN] 0.556 0.84 

P60891 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=2 - [PRPS1_HUMAN] 0.558 0.81 

Q99873 Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=2 - [ANM1_HUMAN] 0.559 0.88 

P63092 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1 - [GNAS2_HUMAN] 0.562 0.76 

P62333 26S protease regulatory subunit 10B OS=Homo sapiens GN=PSMC6 PE=1 SV=1 - [PRS10_HUMAN] 0.569 0.91 

P35527 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 - [K1C9_HUMAN] 0.569 0.91 

P41091 Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=3 - [IF2G_HUMAN] 0.572 0.78 

P35232 Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 - [PHB_HUMAN] 0.574 0.76 

O15305 Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=1 - [PMM2_HUMAN] 0.574 0.85 

P61106 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=4 - [RAB14_HUMAN] 0.581 0.88 

P30040 Endoplasmic reticulum resident protein 29 OS=Homo sapiens GN=ERP29 PE=1 SV=4 - [ERP29_HUMAN] 0.582 0.90 

Q15645 Pachytene checkpoint protein 2 homolog OS=Homo sapiens GN=TRIP13 PE=1 SV=2 - [PCH2_HUMAN] 0.583 0.83 

P12236 ADP/ATP translocase 3 OS=Homo sapiens GN=SLC25A6 PE=1 SV=4 - [ADT3_HUMAN] 0.586 0.90 

P16949 Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 - [STMN1_HUMAN] 0.588 0.95 

Q96QK1 Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=2 - [VPS35_HUMAN] 0.588 0.95 

Q99426 Tubulin-folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=2 - [TBCB_HUMAN] 0.590 0.93 

Q15126 Phosphomevalonate kinase OS=Homo sapiens GN=PMVK PE=1 SV=3 - [PMVK_HUMAN] 0.591 0.77 

P15880 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=2 - [RS2_HUMAN] 0.592 0.93 

Q8NBS9 Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=2 - [TXND5_HUMAN] 0.595 0.96 

A6NL28 Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=2 - [TPM3L_HUMAN] 0.599 0.79 

Q9NVE4 Coiled-coil domain-containing protein 87 OS=Homo sapiens GN=CCDC87 PE=2 SV=2 - [CCD87_HUMAN] 0.601 0.86 

Q15008 26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=1 - [PSMD6_HUMAN] 0.602 0.79 

P52907 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=3 - [CAZA1_HUMAN] 0.602 0.96 
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P13693 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=1 - [TCTP_HUMAN] 0.602 0.96 

P36542 ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=1 - [ATPG_HUMAN] 0.602 0.67 

Q13347 Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=1 - [EIF3I_HUMAN] 0.605 0.91 

P50395 Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=2 - [GDIB_HUMAN] 0.606 0.92 

P31939 Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3 - [PUR9_HUMAN] 0.607 0.83 

Q92688 Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=1 - [AN32B_HUMAN] 0.611 0.91 

P30876 DNA-directed RNA polymerase II subunit RPB2 OS=Homo sapiens GN=POLR2B PE=1 SV=1 - [RPB2_HUMAN] 0.618 0.82 

O00410 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 - [IPO5_HUMAN] 0.619 0.95 

Q969X5 Endoplasmic reticulum-Golgi intermediate compartment protein 1 OS=Homo sapiens GN=ERGIC1 PE=1 SV=1 - [ERGI1_HUMAN] 0.621 0.84 

P10515 
Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 
SV=3 - [ODP2_HUMAN] 0.621 0.84 

P53602 Diphosphomevalonate decarboxylase OS=Homo sapiens GN=MVD PE=1 SV=1 - [MVD1_HUMAN] 0.625 0.86 

P00505 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=3 - [AATM_HUMAN] 0.628 0.83 

P61353 60S ribosomal protein L27 OS=Homo sapiens GN=RPL27 PE=1 SV=2 - [RL27_HUMAN] 0.633 0.86 

Q9GZT3 SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=1 - [SLIRP_HUMAN] 0.634 0.96 

P29218 Inositol monophosphatase 1 OS=Homo sapiens GN=IMPA1 PE=1 SV=1 - [IMPA1_HUMAN] 0.634 0.96 

Q9Y305 Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=2 - [ACOT9_HUMAN] 0.634 0.96 

P24666 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=3 - [PPAC_HUMAN] 0.634 0.96 

O15067 Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=4 - [PUR4_HUMAN] 0.634 0.91 

P25787 Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=2 - [PSA2_HUMAN] 0.635 0.91 

P23919 Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=4 - [KTHY_HUMAN] 0.636 0.89 

Q9UJ70 N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=4 - [NAGK_HUMAN] 0.637 0.89 

P15153 Ras-related C3 botulinum toxin substrate 2 OS=Homo sapiens GN=RAC2 PE=1 SV=1 - [RAC2_HUMAN] 0.643 0.93 

P42766 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=2 - [RL35_HUMAN] 0.643 0.93 

O43765 Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1 - [SGTA_HUMAN] 0.644 0.92 

O75694 Nuclear pore complex protein Nup155 OS=Homo sapiens GN=NUP155 PE=1 SV=1 - [NU155_HUMAN] 0.644 0.92 

P23528 Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 - [COF1_HUMAN] 0.645 0.84 

Q9BTV4 Transmembrane protein 43 OS=Homo sapiens GN=TMEM43 PE=1 SV=1 - [TMM43_HUMAN] 0.651 0.76 

P31350 Ribonucleoside-diphosphate reductase subunit M2 OS=Homo sapiens GN=RRM2 PE=1 SV=1 - [RIR2_HUMAN] 0.659 0.86 
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P46781 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=3 - [RS9_HUMAN] 0.660 0.91 

Q07812 Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=1 - [BAX_HUMAN] 0.660 0.84 

Q9NZB2 Constitutive coactivator of PPAR-gamma-like protein 1 OS=Homo sapiens GN=FAM120A PE=1 SV=2 - [F120A_HUMAN] 0.660 1.04 

P08238 Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=4 - [HS90B_HUMAN] 0.662 0.94 

O43242 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=2 - [PSMD3_HUMAN] 0.663 0.78 

O75390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2 - [CISY_HUMAN] 0.669 0.83 

Q9Y3F4 Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=1 - [STRAP_HUMAN] 0.670 0.90 

P13804 Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=1 - [ETFA_HUMAN] 0.671 0.91 

Q15417 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 - [CNN3_HUMAN] 0.672 0.98 

Q53GQ0 Estradiol 17-beta-dehydrogenase 12 OS=Homo sapiens GN=HSD17B12 PE=1 SV=2 - [DHB12_HUMAN] 0.673 0.83 

Q9UDY4 DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=1 - [DNJB4_HUMAN] 0.673 0.90 

P36551 Coproporphyrinogen-III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=3 - [HEM6_HUMAN] 0.674 0.86 

Q96T76 MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2 - [MMS19_HUMAN] 0.678 0.89 

P15374 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1 - [UCHL3_HUMAN] 0.679 0.82 

P17174 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=3 - [AATC_HUMAN] 0.682 0.86 

Q9BVK6 Transmembrane emp24 domain-containing protein 9 OS=Homo sapiens GN=TMED9 PE=1 SV=2 - [TMED9_HUMAN] 0.684 0.90 

P43487 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=1 - [RANG_HUMAN] 0.684 0.90 

Q7Z2Z2 Elongation factor Tu GTP-binding domain-containing protein 1 OS=Homo sapiens GN=EFTUD1 PE=1 SV=2 - [ETUD1_HUMAN] 0.685 1.04 

Q9H0U4 Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=1 - [RAB1B_HUMAN] 0.690 0.99 

P62910 60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=2 - [RL32_HUMAN] 0.694 0.94 

Q92734 Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=2 - [TFG_HUMAN] 0.694 0.94 

O43324 Eukaryotic translation elongation factor 1 epsilon-1 OS=Homo sapiens GN=EEF1E1 PE=1 SV=1 - [MCA3_HUMAN] 0.694 0.94 

Q7L9L4 MOB kinase activator 1B OS=Homo sapiens GN=MOB1B PE=1 SV=3 - [MOB1B_HUMAN] 0.698 0.85 

Q9BZX2 Uridine-cytidine kinase 2 OS=Homo sapiens GN=UCK2 PE=1 SV=1 - [UCK2_HUMAN] 0.698 0.85 

Q13547 Histone deacetylase 1 OS=Homo sapiens GN=HDAC1 PE=1 SV=1 - [HDAC1_HUMAN] 0.698 0.85 

P08107 Heat shock 70 kDa protein 1A/1B OS=Homo sapiens GN=HSPA1A PE=1 SV=5 - [HSP71_HUMAN] 0.699 0.95 

O00303 Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=1 - [EIF3F_HUMAN] 0.701 0.94 

P31943 Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=4 - [HNRH1_HUMAN] 0.701 0.90 
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O15460 Prolyl 4-hydroxylase subunit alpha-2 OS=Homo sapiens GN=P4HA2 PE=1 SV=1 - [P4HA2_HUMAN] 0.702 0.92 

Q9Y265 RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=1 - [RUVB1_HUMAN] 0.703 0.95 

P67936 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=3 - [TPM4_HUMAN] 0.708 0.92 

Q10567 AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=1 SV=2 - [AP1B1_HUMAN] 0.709 0.92 

Q00653 Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=4 - [NFKB2_HUMAN] 0.711 0.83 

P27105 Erythrocyte band 7 integral membrane protein OS=Homo sapiens GN=STOM PE=1 SV=3 - [STOM_HUMAN] 0.711 0.83 

P55010 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=2 - [IF5_HUMAN] 0.711 0.83 

P29279 Connective tissue growth factor OS=Homo sapiens GN=CTGF PE=1 SV=2 - [CTGF_HUMAN] 0.719 0.94 

Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2 - [SERC_HUMAN] 0.719 0.89 

P04843 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 OS=Homo sapiens GN=RPN1 PE=1 SV=1 - [RPN1_HUMAN] 0.725 0.93 

P12004 Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1 - [PCNA_HUMAN] 0.726 0.97 

Q9H0D6 5'-3' exoribonuclease 2 OS=Homo sapiens GN=XRN2 PE=1 SV=1 - [XRN2_HUMAN] 0.726 1.13 

Q13185 Chromobox protein homolog 3 OS=Homo sapiens GN=CBX3 PE=1 SV=4 - [CBX3_HUMAN] 0.727 0.92 

P13645 Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=6 - [K1C10_HUMAN] 0.729 0.94 

O75533 Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=3 - [SF3B1_HUMAN] 0.735 0.93 

P08195 4F2 cell-surface antigen heavy chain OS=Homo sapiens GN=SLC3A2 PE=1 SV=3 - [4F2_HUMAN] 0.736 0.83 

O75821 Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=2 - [EIF3G_HUMAN] 0.737 0.85 

P62195 26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=1 - [PRS8_HUMAN] 0.741 0.82 

P50453 Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=1 - [SPB9_HUMAN] 0.742 0.93 

Q92747 Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=2 - [ARC1A_HUMAN] 0.745 0.93 

P09661 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=2 - [RU2A_HUMAN] 0.748 0.91 

P29317 Ephrin type-A receptor 2 OS=Homo sapiens GN=EPHA2 PE=1 SV=2 - [EPHA2_HUMAN] 0.750 0.85 

P06132 Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=2 - [DCUP_HUMAN] 0.751 0.86 

P78330 Phosphoserine phosphatase OS=Homo sapiens GN=PSPH PE=1 SV=2 - [SERB_HUMAN] 0.753 0.95 

Q9HC38 Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=1 - [GLOD4_HUMAN] 0.753 0.95 

Q70UQ0 Inhibitor of nuclear factor kappa-B kinase-interacting protein OS=Homo sapiens GN=IKBIP PE=1 SV=1 - [IKIP_HUMAN] 0.754 0.94 

P00558 Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=3 - [PGK1_HUMAN] 0.758 0.87 

P49207 60S ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=3 - [RL34_HUMAN] 0.758 0.85 
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O95373 Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 - [IPO7_HUMAN] 0.758 0.95 

P17858 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=6 - [K6PL_HUMAN] 0.758 0.94 

Q92945 Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=4 - [FUBP2_HUMAN] 0.763 0.94 

Q9NQC3 Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 - [RTN4_HUMAN] 0.768 0.92 

P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3 - [HNRPM_HUMAN] 0.768 0.57 

O15498 Synaptobrevin homolog YKT6 OS=Homo sapiens GN=YKT6 PE=1 SV=1 - [YKT6_HUMAN] 0.768 0.96 

P00492 Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=2 - [HPRT_HUMAN] 0.768 0.96 

Q9HAV7 GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=2 - [GRPE1_HUMAN] 0.773 0.94 

P40261 Nicotinamide N-methyltransferase OS=Homo sapiens GN=NNMT PE=1 SV=1 - [NNMT_HUMAN] 0.773 0.94 

P61313 60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=2 - [RL15_HUMAN] 0.773 0.94 

O75665 Oral-facial-digital syndrome 1 protein OS=Homo sapiens GN=OFD1 PE=1 SV=1 - [OFD1_HUMAN] 0.773 0.94 

P23246 Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2 - [SFPQ_HUMAN] 0.774 0.91 

Q86XP3 ATP-dependent RNA helicase DDX42 OS=Homo sapiens GN=DDX42 PE=1 SV=1 - [DDX42_HUMAN] 0.775 0.94 

Q9NTZ6 RNA-binding protein 12 OS=Homo sapiens GN=RBM12 PE=1 SV=1 - [RBM12_HUMAN] 0.776 1.29 

O94808 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2 OS=Homo sapiens GN=GFPT2 PE=1 SV=3 - [GFPT2_HUMAN] 0.778 0.95 

Q9Y6G9 Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=3 - [DC1L1_HUMAN] 0.778 0.95 

P60510 Serine/threonine-protein phosphatase 4 catalytic subunit OS=Homo sapiens GN=PPP4C PE=1 SV=1 - [PP4C_HUMAN] 0.778 0.95 

P15559 NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=1 - [NQO1_HUMAN] 0.779 0.93 

Q13200 26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3 - [PSMD2_HUMAN] 0.779 0.93 

P20073 Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=3 - [ANXA7_HUMAN] 0.779 0.93 

P27797 Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 - [CALR_HUMAN] 0.783 0.91 

Q96RP9 Elongation factor G, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=2 - [EFGM_HUMAN] 0.784 1.13 

Q8IVM0 Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=1 - [CCD50_HUMAN] 0.787 0.95 

P43034 Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=2 - [LIS1_HUMAN] 0.788 0.96 

O15427 Monocarboxylate transporter 4 OS=Homo sapiens GN=SLC16A3 PE=1 SV=1 - [MOT4_HUMAN] 0.791 0.94 

O43399 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=2 - [TPD54_HUMAN] 0.797 0.95 

Q9BT78 COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=1 - [CSN4_HUMAN] 0.798 0.96 

Q9NVJ2 ADP-ribosylation factor-like protein 8B OS=Homo sapiens GN=ARL8B PE=1 SV=1 - [ARL8B_HUMAN] 0.801 0.95 
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Q15637 Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=4 - [SF01_HUMAN] 0.801 0.95 

Q9BRF8 Calcineurin-like phosphoesterase domain-containing protein 1 OS=Homo sapiens GN=CPPED1 PE=1 SV=3 - [CPPED_HUMAN] 0.801 0.95 

Q9NVD7 Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=1 - [PARVA_HUMAN] 0.806 0.94 

P49721 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=1 - [PSB2_HUMAN] 0.807 0.97 

Q15365 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=2 - [PCBP1_HUMAN] 0.811 0.96 

P62277 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2 - [RS13_HUMAN] 0.813 0.90 

P84103 Serine/arginine-rich splicing factor 3 OS=Homo sapiens GN=SRSF3 PE=1 SV=1 - [SRSF3_HUMAN] 0.818 0.91 

P23284 Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=2 - [PPIB_HUMAN] 0.820 0.96 

Q99829 Copine-1 OS=Homo sapiens GN=CPNE1 PE=1 SV=1 - [CPNE1_HUMAN] 0.820 0.82 

Q13907 Isopentenyl-diphosphate Delta-isomerase 1 OS=Homo sapiens GN=IDI1 PE=1 SV=2 - [IDI1_HUMAN] 0.822 0.93 

Q9H3N1 Thioredoxin-related transmembrane protein 1 OS=Homo sapiens GN=TMX1 PE=1 SV=1 - [TMX1_HUMAN] 0.822 0.93 

Q9Y570 Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=3 - [PPME1_HUMAN] 0.827 0.97 

O75832 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=1 - [PSD10_HUMAN] 0.829 0.97 

Q9UBR2 Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 - [CATZ_HUMAN] 0.829 0.97 

Q9Y3U8 60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=3 - [RL36_HUMAN] 0.829 0.97 

Q9BTT0 Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=1 - [AN32E_HUMAN] 0.829 0.97 

O00273 DNA fragmentation factor subunit alpha OS=Homo sapiens GN=DFFA PE=1 SV=1 - [DFFA_HUMAN] 0.831 0.86 

Q9BVJ7 Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=1 - [DUS23_HUMAN] 0.832 0.84 

Q9UKM9 RNA-binding protein Raly OS=Homo sapiens GN=RALY PE=1 SV=1 - [RALY_HUMAN] 0.832 0.84 

Q9Y3I0 tRNA-splicing ligase RtcB homolog OS=Homo sapiens GN=C22orf28 PE=1 SV=1 - [RTCB_HUMAN] 0.833 0.92 

P17813 Endoglin OS=Homo sapiens GN=ENG PE=1 SV=2 - [EGLN_HUMAN] 0.836 0.91 

Q15631 Translin OS=Homo sapiens GN=TSN PE=1 SV=1 - [TSN_HUMAN] 0.837 0.97 

P49419 Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=5 - [AL7A1_HUMAN] 0.839 0.96 

P30530 Tyrosine-protein kinase receptor UFO OS=Homo sapiens GN=AXL PE=1 SV=3 - [UFO_HUMAN] 0.839 0.96 

Q9UBQ7 Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=1 - [GRHPR_HUMAN] 0.839 0.96 

P41252 Isoleucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=2 - [SYIC_HUMAN] 0.848 0.98 

O75874 Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=2 - [IDHC_HUMAN] 0.849 0.93 

O43707 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2 - [ACTN4_HUMAN] 0.852 0.98 
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P23634 Plasma membrane calcium-transporting ATPase 4 OS=Homo sapiens GN=ATP2B4 PE=1 SV=2 - [AT2B4_HUMAN] 0.852 0.98 

Q92973 Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=2 - [TNPO1_HUMAN] 0.855 0.94 

O75436 Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=2 - [VP26A_HUMAN] 0.856 0.96 

P26639 Threonine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=3 - [SYTC_HUMAN] 0.857 0.96 

Q9BWD1 Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=2 - [THIC_HUMAN] 0.858 0.97 

P42765 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=2 - [THIM_HUMAN] 0.858 0.91 

Q02750 Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=2 - [MP2K1_HUMAN] 0.858 0.97 

P52788 Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2 - [SPSY_HUMAN] 0.859 0.86 

O75340 Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=1 - [PDCD6_HUMAN] 0.860 0.94 

P39656 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Homo sapiens GN=DDOST PE=1 SV=4 - [OST48_HUMAN] 0.860 0.95 

P30520 Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens GN=ADSS PE=1 SV=3 - [PURA2_HUMAN] 0.863 0.98 

Q8NF91 Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=4 - [SYNE1_HUMAN] 0.865 0.98 

P62191 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1 - [PRS4_HUMAN] 0.865 0.97 

Q92905 COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=4 - [CSN5_HUMAN] 0.866 0.98 

P23193 Transcription elongation factor A protein 1 OS=Homo sapiens GN=TCEA1 PE=1 SV=2 - [TCEA1_HUMAN] 0.866 1.00 

P53621 Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2 - [COPA_HUMAN] 0.867 0.99 

Q96AE4 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=3 - [FUBP1_HUMAN] 0.868 0.88 

P26038 Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 - [MOES_HUMAN] 0.870 0.96 

P17844 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1 - [DDX5_HUMAN] 0.870 0.95 

P61224 Ras-related protein Rap-1b OS=Homo sapiens GN=RAP1B PE=1 SV=1 - [RAP1B_HUMAN] 0.874 0.96 

P54136 Arginine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=2 - [SYRC_HUMAN] 0.878 0.92 

O43704 Sulfotransferase family cytosolic 1B member 1 OS=Homo sapiens GN=SULT1B1 PE=1 SV=2 - [ST1B1_HUMAN] 0.878 0.93 

P06756 Integrin alpha-V OS=Homo sapiens GN=ITGAV PE=1 SV=2 - [ITAV_HUMAN] 0.879 0.99 

P24752 Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=1 - [THIL_HUMAN] 0.880 0.96 

O94760 N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=3 - [DDAH1_HUMAN] 0.882 0.95 

P11177 Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=3 - [ODPB_HUMAN] 0.882 0.95 

Q9UBS4 DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=1 - [DJB11_HUMAN] 0.882 0.95 

Q08379 Golgin subfamily A member 2 OS=Homo sapiens GN=GOLGA2 PE=1 SV=3 - [GOGA2_HUMAN] 0.887 0.84 
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Q9UBT2 SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=2 - [SAE2_HUMAN] 0.888 0.92 

P05198 Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=3 - [IF2A_HUMAN] 0.889 0.98 

O15294 UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3 - [OGT1_HUMAN] 0.894 0.98 

Q5T200 Zinc finger CCCH domain-containing protein 13 OS=Homo sapiens GN=ZC3H13 PE=1 SV=1 - [ZC3HD_HUMAN] 0.894 0.98 

P57088 Transmembrane protein 33 OS=Homo sapiens GN=TMEM33 PE=1 SV=2 - [TMM33_HUMAN] 0.894 0.98 

Q7Z4W1 L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=2 - [DCXR_HUMAN] 0.894 0.98 

P36405 ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=2 - [ARL3_HUMAN] 0.894 0.98 

Q9UHY7 Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=1 - [ENOPH_HUMAN] 0.894 0.98 

Q9Y6M1 Insulin-like growth factor 2 mRNA-binding protein 2 OS=Homo sapiens GN=IGF2BP2 PE=1 SV=2 - [IF2B2_HUMAN] 0.896 0.94 

P48444 Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=1 SV=1 - [COPD_HUMAN] 0.898 0.98 

P29992 Guanine nucleotide-binding protein subunit alpha-11 OS=Homo sapiens GN=GNA11 PE=1 SV=2 - [GNA11_HUMAN] 0.899 0.99 

Q8TED1 Probable glutathione peroxidase 8 OS=Homo sapiens GN=GPX8 PE=1 SV=2 - [GPX8_HUMAN] 0.901 0.97 

O14737 Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=3 - [PDCD5_HUMAN] 0.901 0.97 

P47895 Aldehyde dehydrogenase family 1 member A3 OS=Homo sapiens GN=ALDH1A3 PE=1 SV=2 - [AL1A3_HUMAN] 0.902 0.99 

P04899 Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Homo sapiens GN=GNAI2 PE=1 SV=3 - [GNAI2_HUMAN] 0.904 0.98 

P06753 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=2 - [TPM3_HUMAN] 0.906 0.98 

Q96DV4 39S ribosomal protein L38, mitochondrial OS=Homo sapiens GN=MRPL38 PE=1 SV=2 - [RM38_HUMAN] 0.908 0.99 

P62906 60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=2 - [RL10A_HUMAN] 0.909 0.99 

Q04837 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=1 - [SSBP_HUMAN] 0.909 0.99 

P62258 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1 - [1433E_HUMAN] 0.911 0.99 

Q9NYL9 Tropomodulin-3 OS=Homo sapiens GN=TMOD3 PE=1 SV=1 - [TMOD3_HUMAN] 0.912 0.96 

Q92896 Golgi apparatus protein 1 OS=Homo sapiens GN=GLG1 PE=1 SV=2 - [GSLG1_HUMAN] 0.914 0.92 

Q14974 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2 - [IMB1_HUMAN] 0.914 0.98 

P51991 Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2 - [ROA3_HUMAN] 0.919 0.94 

O60869 Endothelial differentiation-related factor 1 OS=Homo sapiens GN=EDF1 PE=1 SV=1 - [EDF1_HUMAN] 0.919 1.00 

P12955 Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=3 - [PEPD_HUMAN] 0.919 1.00 

O15372 Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=1 - [EIF3H_HUMAN] 0.921 1.00 

P15144 Aminopeptidase N OS=Homo sapiens GN=ANPEP PE=1 SV=4 - [AMPN_HUMAN] 0.921 0.87 
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Q9UNS2 COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=3 - [CSN3_HUMAN] 0.922 1.00 

Q8N983 39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=1 - [RM43_HUMAN] 0.922 1.00 

O14828 Secretory carrier-associated membrane protein 3 OS=Homo sapiens GN=SCAMP3 PE=1 SV=3 - [SCAM3_HUMAN] 0.922 1.00 

Q9NVG8 TBC1 domain family member 13 OS=Homo sapiens GN=TBC1D13 PE=1 SV=3 - [TBC13_HUMAN] 0.922 1.00 

P38919 Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=4 - [IF4A3_HUMAN] 0.924 0.87 

Q9UIA9 Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 - [XPO7_HUMAN] 0.925 0.97 

Q15056 Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=5 - [IF4H_HUMAN] 0.927 0.98 

Q86UP2 Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 - [KTN1_HUMAN] 0.929 1.00 

P28482 Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=3 - [MK01_HUMAN] 0.933 0.98 

Q15366 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=1 - [PCBP2_HUMAN] 0.934 0.98 

O15144 Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=1 - [ARPC2_HUMAN] 0.935 0.99 

Q9P2J5 Leucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2 - [SYLC_HUMAN] 0.935 0.91 

P49368 T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4 - [TCPG_HUMAN] 0.936 0.98 

P13647 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=3 - [K2C5_HUMAN] 0.939 1.10 

Q14764 Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=4 - [MVP_HUMAN] 0.943 0.99 

P35249 Replication factor C subunit 4 OS=Homo sapiens GN=RFC4 PE=1 SV=2 - [RFC4_HUMAN] 0.955 1.06 

O94925 Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=1 - [GLSK_HUMAN] 0.959 1.00 

P27361 Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=4 - [MK03_HUMAN] 0.965 1.03 

Q9Y262 Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens GN=EIF3L PE=1 SV=1 - [EIF3L_HUMAN] 0.968 0.92 

P30084 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=4 - [ECHM_HUMAN] 0.969 1.03 

Q32MZ4 Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens GN=LRRFIP1 PE=1 SV=2 - [LRRF1_HUMAN] 0.969 1.03 

P21281 V-type proton ATPase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=3 - [VATB2_HUMAN] 0.970 1.03 

Q9Y5K5 Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=3 - [UCHL5_HUMAN] 0.972 0.92 

P47755 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=3 - [CAZA2_HUMAN] 0.976 1.00 

P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1 - [UB2L3_HUMAN] 0.976 1.00 

P38646 Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=2 - [GRP75_HUMAN] 0.977 0.99 

Q9Y266 Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=1 - [NUDC_HUMAN] 0.984 0.99 

P13639 Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 - [EF2_HUMAN] 0.985 1.00 
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Q99798 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=2 - [ACON_HUMAN] 0.986 0.77 

P46459 Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=3 - [NSF_HUMAN] 0.986 1.18 

P35908 Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=2 - [K22E_HUMAN] 0.992 1.02 

P62081 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1 - [RS7_HUMAN] 0.994 1.00 

P62826 GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3 - [RAN_HUMAN] 0.996 0.99 

P08648 Integrin alpha-5 OS=Homo sapiens GN=ITGA5 PE=1 SV=2 - [ITA5_HUMAN] 0.997 0.99 

P54619 5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=1 - [AAKG1_HUMAN] 0.997 0.99 

Q16181 Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 - [SEPT7_HUMAN] 0.997 0.99 

Q99471 Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=2 - [PFD5_HUMAN] 0.997 0.99 

O43760 Synaptogyrin-2 OS=Homo sapiens GN=SYNGR2 PE=1 SV=1 - [SNG2_HUMAN] 0.997 0.99 

Q9BPW8 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=1 - [NIPS1_HUMAN] 0.997 0.99 

Q9UI30 tRNA methyltransferase 112 homolog OS=Homo sapiens GN=TRMT112 PE=1 SV=1 - [TR112_HUMAN] 0.997 0.99 

P62310 U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens GN=LSM3 PE=1 SV=2 - [LSM3_HUMAN] 0.997 0.99 

P07686 Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=3 - [HEXB_HUMAN] 0.997 0.96 

P82650 28S ribosomal protein S22, mitochondrial OS=Homo sapiens GN=MRPS22 PE=1 SV=1 - [RT22_HUMAN] 0.998 0.98 

Q9UBQ0 Vacuolar protein sorting-associated protein 29 OS=Homo sapiens GN=VPS29 PE=1 SV=1 - [VPS29_HUMAN] 0.998 0.98 

O95571 Protein ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=2 - [ETHE1_HUMAN] 0.998 0.98 

P36404 ADP-ribosylation factor-like protein 2 OS=Homo sapiens GN=ARL2 PE=1 SV=4 - [ARL2_HUMAN] 0.998 0.98 

P60983 Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=2 - [GMFB_HUMAN] 0.998 0.98 

P00568 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=3 - [KAD1_HUMAN] 0.998 0.98 

Q99460 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2 - [PSMD1_HUMAN] 0.998 0.97 

Q9NUJ1 Mycophenolic acid acyl-glucuronide esterase, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=1 - [ABHDA_HUMAN] 0.999 0.96 

Q99733 Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=1 - [NP1L4_HUMAN] 0.999 0.98 

Q13148 TAR DNA-binding protein 43 OS=Homo sapiens GN=TARDBP PE=1 SV=1 - [TADBP_HUMAN] 0.997 0.82 

Q96FW1 Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2 - [OTUB1_HUMAN] 0.992 1.01 

O76003 Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=2 - [GLRX3_HUMAN] 0.991 1.10 

P69849 Nodal modulator 3 OS=Homo sapiens GN=NOMO3 PE=2 SV=2 - [NOMO3_HUMAN] 0.991 0.85 

Q9Y6E2 Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=1 - [BZW2_HUMAN] 0.991 0.99 
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P54886 Delta-1-pyrroline-5-carboxylate synthase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=2 - [P5CS_HUMAN] 0.989 0.93 

Q9Y696 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=4 - [CLIC4_HUMAN] 0.985 0.97 

Q13492 Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=2 - [PICAL_HUMAN] 0.984 0.96 

Q14697 Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3 - [GANAB_HUMAN] 0.979 1.00 

Q7L576 Cytoplasmic FMR1-interacting protein 1 OS=Homo sapiens GN=CYFIP1 PE=1 SV=1 - [CYFP1_HUMAN] 0.979 1.00 

Q14103 Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=1 - [HNRPD_HUMAN] 0.975 1.01 

P01024 Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 - [CO3_HUMAN] 0.974 1.10 

Q9HAV0 Guanine nucleotide-binding protein subunit beta-4 OS=Homo sapiens GN=GNB4 PE=1 SV=3 - [GBB4_HUMAN] 0.969 0.96 

P41250 Glycine--tRNA ligase OS=Homo sapiens GN=GARS PE=1 SV=3 - [SYG_HUMAN] 0.968 0.98 

Q9Y371 Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=1 - [SHLB1_HUMAN] 0.968 1.10 

Q92841 Probable ATP-dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=2 - [DDX17_HUMAN] 0.967 0.95 

O43852 Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 - [CALU_HUMAN] 0.966 1.15 

P09525 Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4 - [ANXA4_HUMAN] 0.965 1.01 

Q96AY3 Peptidyl-prolyl cis-trans isomerase FKBP10 OS=Homo sapiens GN=FKBP10 PE=1 SV=1 - [FKB10_HUMAN] 0.964 0.99 

Q15257 Serine/threonine-protein phosphatase 2A activator OS=Homo sapiens GN=PPP2R4 PE=1 SV=3 - [PTPA_HUMAN] 0.964 1.04 

Q14696 LDLR chaperone MESD OS=Homo sapiens GN=MESDC2 PE=1 SV=2 - [MESD_HUMAN] 0.962 1.04 

P02545 Prelamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 - [LMNA_HUMAN] 0.962 1.01 

P00441 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=2 - [SODC_HUMAN] 0.958 0.95 

Q9Y5P6 Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=1 SV=2 - [GMPPB_HUMAN] 0.954 0.96 

P11413 Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=4 - [G6PD_HUMAN] 0.951 1.00 

P00491 Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 - [PNPH_HUMAN] 0.948 1.01 

Q15435 Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=1 - [PP1R7_HUMAN] 0.946 1.14 

P16070 CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=3 - [CD44_HUMAN] 0.943 0.94 

P61006 Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=1 - [RAB8A_HUMAN] 0.943 1.02 

O00161 Synaptosomal-associated protein 23 OS=Homo sapiens GN=SNAP23 PE=1 SV=1 - [SNP23_HUMAN] 0.940 0.95 

P62750 60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1 - [RL23A_HUMAN] 0.939 1.00 

Q9NZI8 Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=2 - [IF2B1_HUMAN] 0.936 0.94 

Q93009 Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens GN=USP7 PE=1 SV=2 - [UBP7_HUMAN] 0.936 1.03 
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Q92552 28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=1 SV=3 - [RT27_HUMAN] 0.933 1.02 

P63104 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1 - [1433Z_HUMAN] 0.929 1.00 

Q9BUJ2 Heterogeneous nuclear ribonucleoprotein U-like protein 1 OS=Homo sapiens GN=HNRNPUL1 PE=1 SV=2 - [HNRL1_HUMAN] 0.923 2.42 

P17987 T-complex protein 1 subunit alpha OS=Homo sapiens GN=TCP1 PE=1 SV=1 - [TCPA_HUMAN] 0.923 1.01 

P14324 Farnesyl pyrophosphate synthase OS=Homo sapiens GN=FDPS PE=1 SV=4 - [FPPS_HUMAN] 0.922 1.02 

P22061 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=4 - [PIMT_HUMAN] 0.922 1.02 

P63279 SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=1 - [UBC9_HUMAN] 0.916 1.04 

Q13637 Ras-related protein Rab-32 OS=Homo sapiens GN=RAB32 PE=1 SV=3 - [RAB32_HUMAN] 0.913 1.01 

P08237 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=2 - [K6PF_HUMAN] 0.911 1.11 

Q9BQA1 Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=1 - [MEP50_HUMAN] 0.909 1.05 

P40939 Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=2 - [ECHA_HUMAN] 0.909 0.87 

P68400 Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=1 - [CSK21_HUMAN] 0.904 1.01 

P55884 Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=3 - [EIF3B_HUMAN] 0.902 1.01 

P57678 Gem-associated protein 4 OS=Homo sapiens GN=GEMIN4 PE=1 SV=2 - [GEMI4_HUMAN] 0.901 1.22 

Q02809 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 OS=Homo sapiens GN=PLOD1 PE=1 SV=2 - [PLOD1_HUMAN] 0.898 1.02 

P49189 4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3 - [AL9A1_HUMAN] 0.898 1.02 

Q9BQE5 Apolipoprotein L2 OS=Homo sapiens GN=APOL2 PE=1 SV=1 - [APOL2_HUMAN] 0.897 1.10 

P05121 Plasminogen activator inhibitor 1 OS=Homo sapiens GN=SERPINE1 PE=1 SV=1 - [PAI1_HUMAN] 0.896 1.03 

P60900 Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=1 - [PSA6_HUMAN] 0.896 1.03 

P35637 RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=1 - [FUS_HUMAN] 0.893 1.11 

Q9Y2Z0 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=3 - [SUGT1_HUMAN] 0.884 0.99 

P62913 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2 - [RL11_HUMAN] 0.883 1.01 

Q13098 COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=4 - [CSN1_HUMAN] 0.880 1.03 

O95747 Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=1 - [OXSR1_HUMAN] 0.879 0.99 

P62495 Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=3 - [ERF1_HUMAN] 0.878 1.08 

Q8N5K1 CDGSH iron-sulfur domain-containing protein 2 OS=Homo sapiens GN=CISD2 PE=1 SV=1 - [CISD2_HUMAN] 0.878 1.01 

Q9Y2L1 Exosome complex exonuclease RRP44 OS=Homo sapiens GN=DIS3 PE=1 SV=2 - [RRP44_HUMAN] 0.867 1.29 

Q08752 Peptidyl-prolyl cis-trans isomerase D OS=Homo sapiens GN=PPID PE=1 SV=3 - [PPID_HUMAN] 0.864 1.02 
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P35237 Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 - [SPB6_HUMAN] 0.864 1.02 

O75521 Enoyl-CoA delta isomerase 2, mitochondrial OS=Homo sapiens GN=ECI2 PE=1 SV=4 - [ECI2_HUMAN] 0.864 1.19 

Q04323 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXN1 PE=1 SV=2 - [UBXN1_HUMAN] 0.855 1.10 

Q9HDC9 Adipocyte plasma membrane-associated protein OS=Homo sapiens GN=APMAP PE=1 SV=2 - [APMAP_HUMAN] 0.855 0.99 

P50452 Serpin B8 OS=Homo sapiens GN=SERPINB8 PE=1 SV=2 - [SPB8_HUMAN] 0.853 1.08 

O43615 Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=2 - [TIM44_HUMAN] 0.850 1.13 

Q9BRX5 DNA replication complex GINS protein PSF3 OS=Homo sapiens GN=GINS3 PE=1 SV=1 - [PSF3_HUMAN] 0.847 1.01 

Q14195 Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=1 - [DPYL3_HUMAN] 0.846 1.03 

P56192 Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2 - [SYMC_HUMAN] 0.838 1.05 

P08559 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=3 - [ODPA_HUMAN] 0.837 1.01 

Q9UNM6 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=2 - [PSD13_HUMAN] 0.837 1.06 

P16615 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1 - [AT2A2_HUMAN] 0.836 1.05 

Q06323 Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=1 - [PSME1_HUMAN] 0.834 1.02 

Q16543 Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=1 - [CDC37_HUMAN] 0.834 1.04 

Q9H773 dCTP pyrophosphatase 1 OS=Homo sapiens GN=DCTPP1 PE=1 SV=1 - [DCTP1_HUMAN] 0.833 1.09 

P46778 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=2 - [RL21_HUMAN] 0.832 0.99 

Q96I99 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=1 SV=2 - [SUCB2_HUMAN] 0.831 1.21 

P53396 ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3 - [ACLY_HUMAN] 0.831 1.02 

Q9UMY4 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 - [SNX12_HUMAN] 0.826 1.07 

Q07020 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2 - [RL18_HUMAN] 0.825 1.06 

P62995 Transformer-2 protein homolog beta OS=Homo sapiens GN=TRA2B PE=1 SV=1 - [TRA2B_HUMAN] 0.823 1.10 

P22234 Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=3 - [PUR6_HUMAN] 0.817 1.04 

P18621 60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3 - [RL17_HUMAN] 0.816 1.04 

Q9UHD1 Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=2 - [CHRD1_HUMAN] 0.813 1.19 

Q14019 Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=3 - [COTL1_HUMAN] 0.812 1.03 

Q9UBE0 SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=1 - [SAE1_HUMAN] 0.811 1.09 

P25789 Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=1 - [PSA4_HUMAN] 0.809 1.03 

P08134 Rho-related GTP-binding protein RhoC OS=Homo sapiens GN=RHOC PE=1 SV=1 - [RHOC_HUMAN] 0.809 1.03 
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Q9NZL4 Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=1 - [HPBP1_HUMAN] 0.808 1.06 

Q96CW1 AP-2 complex subunit mu OS=Homo sapiens GN=AP2M1 PE=1 SV=2 - [AP2M1_HUMAN] 0.808 1.06 

P15311 Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 - [EZRI_HUMAN] 0.807 1.04 

Q01650 Large neutral amino acids transporter small subunit 1 OS=Homo sapiens GN=SLC7A5 PE=1 SV=2 - [LAT1_HUMAN] 0.806 1.07 

O00754 Lysosomal alpha-mannosidase OS=Homo sapiens GN=MAN2B1 PE=1 SV=3 - [MA2B1_HUMAN] 0.804 1.10 

Q00839 Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=6 - [HNRPU_HUMAN] 0.804 1.03 

P40925 Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=4 - [MDHC_HUMAN] 0.803 1.03 

Q14320 Protein FAM50A OS=Homo sapiens GN=FAM50A PE=1 SV=2 - [FA50A_HUMAN] 0.796 1.12 

P09601 Heme oxygenase 1 OS=Homo sapiens GN=HMOX1 PE=1 SV=1 - [HMOX1_HUMAN] 0.795 1.14 

O15143 Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=3 - [ARC1B_HUMAN] 0.791 1.09 

P52306 Rap1 GTPase-GDP dissociation stimulator 1 OS=Homo sapiens GN=RAP1GDS1 PE=1 SV=3 - [GDS1_HUMAN] 0.791 1.05 

P17612 cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=2 - [KAPCA_HUMAN] 0.791 1.15 

Q6DD88 Atlastin-3 OS=Homo sapiens GN=ATL3 PE=1 SV=1 - [ATLA3_HUMAN] 0.790 1.08 

P35221 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1 - [CTNA1_HUMAN] 0.790 1.03 

P22102 Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1 - [PUR2_HUMAN] 0.788 1.05 

P25685 DnaJ homolog subfamily B member 1 OS=Homo sapiens GN=DNAJB1 PE=1 SV=4 - [DNJB1_HUMAN] 0.788 1.14 

Q9H7C9 Mth938 domain-containing protein OS=Homo sapiens GN=AAMDC PE=1 SV=1 - [AAMDC_HUMAN] 0.787 1.07 

P42574 Caspase-3 OS=Homo sapiens GN=CASP3 PE=1 SV=2 - [CASP3_HUMAN] 0.787 1.06 

O75947 ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=3 - [ATP5H_HUMAN] 0.787 1.06 

Q99613 Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1 - [EIF3C_HUMAN] 0.787 1.03 

Q04917 14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4 - [1433F_HUMAN] 0.787 1.02 

P38117 Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=3 - [ETFB_HUMAN] 0.786 1.06 

Q92888 Rho guanine nucleotide exchange factor 1 OS=Homo sapiens GN=ARHGEF1 PE=1 SV=2 - [ARHG1_HUMAN] 0.784 1.16 

O14980 Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 - [XPO1_HUMAN] 0.779 1.09 

Q00765 Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=3 - [REEP5_HUMAN] 0.777 1.08 

Q9Y5L0 Transportin-3 OS=Homo sapiens GN=TNPO3 PE=1 SV=3 - [TNPO3_HUMAN] 0.777 1.08 

P19823 Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=2 - [ITIH2_HUMAN] 0.777 1.08 

Q8TF05 Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Homo sapiens GN=PPP4R1 PE=1 SV=1 - [PP4R1_HUMAN] 0.777 1.08 
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P23921 Ribonucleoside-diphosphate reductase large subunit OS=Homo sapiens GN=RRM1 PE=1 SV=1 - [RIR1_HUMAN] 0.777 1.09 

P49591 Serine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=3 - [SYSC_HUMAN] 0.776 1.04 

P14314 Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=2 - [GLU2B_HUMAN] 0.774 1.05 

P29401 Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 - [TKT_HUMAN] 0.771 1.05 

P02751 Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=4 - [FINC_HUMAN] 0.762 1.05 

O43175 D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=4 - [SERA_HUMAN] 0.760 1.05 

P53992 Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=3 - [SC24C_HUMAN] 0.760 1.05 

Q12931 Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=3 - [TRAP1_HUMAN] 0.760 1.06 

P37108 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=2 - [SRP14_HUMAN] 0.758 1.07 

P26373 60S ribosomal protein L13 OS=Homo sapiens GN=RPL13 PE=1 SV=4 - [RL13_HUMAN] 0.757 1.06 

P51665 26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=2 - [PSD7_HUMAN] 0.757 1.06 

O75844 CAAX prenyl protease 1 homolog OS=Homo sapiens GN=ZMPSTE24 PE=1 SV=2 - [FACE1_HUMAN] 0.753 1.31 

Q16531 DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1 - [DDB1_HUMAN] 0.747 1.06 

Q92820 Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=2 - [GGH_HUMAN] 0.747 1.08 

Q14258 E3 ubiquitin/ISG15 ligase TRIM25 OS=Homo sapiens GN=TRIM25 PE=1 SV=2 - [TRI25_HUMAN] 0.747 1.07 

Q9UHB6 LIM domain and actin-binding protein 1 OS=Homo sapiens GN=LIMA1 PE=1 SV=1 - [LIMA1_HUMAN] 0.747 1.08 

P17655 Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=6 - [CAN2_HUMAN] 0.743 1.09 

O00159 Unconventional myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=4 - [MYO1C_HUMAN] 0.743 1.05 

O96005 Cleft lip and palate transmembrane protein 1 OS=Homo sapiens GN=CLPTM1 PE=1 SV=1 - [CLPT1_HUMAN] 0.741 1.14 

O94776 Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1 - [MTA2_HUMAN] 0.740 1.23 

Q99536 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=2 - [VAT1_HUMAN] 0.734 1.06 

P07602 Proactivator polypeptide OS=Homo sapiens GN=PSAP PE=1 SV=2 - [SAP_HUMAN] 0.734 0.86 

P21283 V-type proton ATPase subunit C 1 OS=Homo sapiens GN=ATP6V1C1 PE=1 SV=4 - [VATC1_HUMAN] 0.733 1.11 

P80723 Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=2 - [BASP1_HUMAN] 0.733 1.23 

O94906 Pre-mRNA-processing factor 6 OS=Homo sapiens GN=PRPF6 PE=1 SV=1 - [PRP6_HUMAN] 0.733 1.23 

P78417 Glutathione S-transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=2 - [GSTO1_HUMAN] 0.732 1.08 

P55060 Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 - [XPO2_HUMAN] 0.731 1.05 

Q15121 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=2 - [PEA15_HUMAN] 0.729 1.08 
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O43813 LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=1 - [LANC1_HUMAN] 0.729 1.21 

P13073 Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=1 - [COX41_HUMAN] 0.729 1.21 

O75695 Protein XRP2 OS=Homo sapiens GN=RP2 PE=1 SV=4 - [XRP2_HUMAN] 0.725 1.23 

Q9UNF0 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=2 - [PACN2_HUMAN] 0.724 1.38 

Q15046 Lysine--tRNA ligase OS=Homo sapiens GN=KARS PE=1 SV=3 - [SYK_HUMAN] 0.723 1.10 

P55036 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1 - [PSMD4_HUMAN] 0.714 1.16 

Q01970 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-3 OS=Homo sapiens GN=PLCB3 PE=1 SV=2 - [PLCB3_HUMAN] 0.714 1.16 

P05455 Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=2 - [LA_HUMAN] 0.713 1.10 

Q99961 Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=1 - [SH3G1_HUMAN] 0.711 1.09 

P61247 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=2 - [RS3A_HUMAN] 0.709 1.05 

P14866 Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=2 - [HNRPL_HUMAN] 0.708 1.29 

Q9Y296 Trafficking protein particle complex subunit 4 OS=Homo sapiens GN=TRAPPC4 PE=1 SV=1 - [TPPC4_HUMAN] 0.701 0.99 

Q9BVG4 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=1 - [CX026_HUMAN] 0.701 1.09 

Q8NI35 InaD-like protein OS=Homo sapiens GN=INADL PE=1 SV=3 - [INADL_HUMAN] 0.699 1.17 

P62269 40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=3 - [RS18_HUMAN] 0.697 1.06 

P19784 Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=1 - [CSK22_HUMAN] 0.696 0.96 

Q92974 Rho guanine nucleotide exchange factor 2 OS=Homo sapiens GN=ARHGEF2 PE=1 SV=4 - [ARHG2_HUMAN] 0.695 1.05 

P21796 Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=2 - [VDAC1_HUMAN] 0.694 1.14 

Q9Y678 Coatomer subunit gamma-1 OS=Homo sapiens GN=COPG1 PE=1 SV=1 - [COPG1_HUMAN] 0.693 1.09 

P16152 Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=3 - [CBR1_HUMAN] 0.691 1.07 

P27635 60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=4 - [RL10_HUMAN] 0.691 1.09 

O43847 Nardilysin OS=Homo sapiens GN=NRD1 PE=1 SV=2 - [NRDC_HUMAN] 0.691 1.10 

P02786 Transferrin receptor protein 1 OS=Homo sapiens GN=TFRC PE=1 SV=2 - [TFR1_HUMAN] 0.689 1.11 

O00469 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens GN=PLOD2 PE=1 SV=2 - [PLOD2_HUMAN] 0.689 1.14 

Q15293 Reticulocalbin-1 OS=Homo sapiens GN=RCN1 PE=1 SV=1 - [RCN1_HUMAN] 0.688 1.13 

Q9NY33 Dipeptidyl peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=2 - [DPP3_HUMAN] 0.688 1.05 

Q01518 Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=5 - [CAP1_HUMAN] 0.687 1.07 

Q96G03 Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=4 - [PGM2_HUMAN] 0.687 1.14 
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P48643 T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1 - [TCPE_HUMAN] 0.684 1.05 

P09496 Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=1 - [CLCA_HUMAN] 0.683 1.10 

Q8IUR0 Trafficking protein particle complex subunit 5 OS=Homo sapiens GN=TRAPPC5 PE=1 SV=1 - [TPPC5_HUMAN] 0.683 1.13 

Q9UHD8 Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 - [SEPT9_HUMAN] 0.682 1.83 

P46783 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=1 - [RS10_HUMAN] 0.678 1.08 

P13674 Prolyl 4-hydroxylase subunit alpha-1 OS=Homo sapiens GN=P4HA1 PE=1 SV=2 - [P4HA1_HUMAN] 0.677 1.20 

P63173 60S ribosomal protein L38 OS=Homo sapiens GN=RPL38 PE=1 SV=2 - [RL38_HUMAN] 0.673 0.97 

P49257 Protein ERGIC-53 OS=Homo sapiens GN=LMAN1 PE=1 SV=2 - [LMAN1_HUMAN] 0.672 1.13 

P38159 RNA-binding motif protein, X chromosome OS=Homo sapiens GN=RBMX PE=1 SV=3 - [RBMX_HUMAN] 0.670 1.14 

P49748 Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=1 - [ACADV_HUMAN] 0.667 1.15 

Q9BSJ8 Extended synaptotagmin-1 OS=Homo sapiens GN=ESYT1 PE=1 SV=1 - [ESYT1_HUMAN] 0.665 1.06 

P63010 AP-2 complex subunit beta OS=Homo sapiens GN=AP2B1 PE=1 SV=1 - [AP2B1_HUMAN] 0.665 1.04 

P51659 Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=3 - [DHB4_HUMAN] 0.664 1.61 

Q08J23 tRNA (cytosine(34)-C(5))-methyltransferase OS=Homo sapiens GN=NSUN2 PE=1 SV=2 - [NSUN2_HUMAN] 0.662 1.50 

Q01469 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=3 - [FABP5_HUMAN] 0.662 1.13 

P61923 Coatomer subunit zeta-1 OS=Homo sapiens GN=COPZ1 PE=1 SV=1 - [COPZ1_HUMAN] 0.660 1.17 

P09012 U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=3 - [SNRPA_HUMAN] 0.660 1.17 

Q9Y6A4 UPF0468 protein C16orf80 OS=Homo sapiens GN=C16orf80 PE=1 SV=1 - [CP080_HUMAN] 0.660 1.17 

Q8N6T3 ADP-ribosylation factor GTPase-activating protein 1 OS=Homo sapiens GN=ARFGAP1 PE=1 SV=2 - [ARFG1_HUMAN] 0.660 1.17 

O00264 Membrane-associated progesterone receptor component 1 OS=Homo sapiens GN=PGRMC1 PE=1 SV=3 - [PGRC1_HUMAN] 0.659 1.21 

P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4 - [TERA_HUMAN] 0.657 1.05 

O60701 UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=1 - [UGDH_HUMAN] 0.656 1.12 

P11216 Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=5 - [PYGB_HUMAN] 0.654 1.17 

Q9BV20 Methylthioribose-1-phosphate isomerase OS=Homo sapiens GN=MRI1 PE=1 SV=1 - [MTNA_HUMAN] 0.646 1.37 

P26440 Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=1 - [IVD_HUMAN] 0.644 1.14 

O00743 Serine/threonine-protein phosphatase 6 catalytic subunit OS=Homo sapiens GN=PPP6C PE=1 SV=1 - [PPP6_HUMAN] 0.643 1.19 

P11172 Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=1 - [UMPS_HUMAN] 0.643 1.19 

P10155 60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=2 - [RO60_HUMAN] 0.643 1.19 
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Q99447 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=1 SV=1 - [PCY2_HUMAN] 0.640 1.19 

P27824 Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 - [CALX_HUMAN] 0.640 1.09 

P38606 V-type proton ATPase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=2 - [VATA_HUMAN] 0.640 1.17 

P42704 Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3 - [LPPRC_HUMAN] 0.639 1.07 

P02533 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=4 - [K1C14_HUMAN] 0.639 1.33 

Q8N392 Rho GTPase-activating protein 18 OS=Homo sapiens GN=ARHGAP18 PE=1 SV=3 - [RHG18_HUMAN] 0.638 1.63 

P15170 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1 - [ERF3A_HUMAN] 0.637 1.29 

P48739 Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=2 - [PIPNB_HUMAN] 0.635 1.20 

Q6PCE3 Glucose 1,6-bisphosphate synthase OS=Homo sapiens GN=PGM2L1 PE=1 SV=3 - [PGM2L_HUMAN] 0.632 1.32 

P52943 Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=1 - [CRIP2_HUMAN] 0.632 1.32 

Q15555 Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=1 - [MARE2_HUMAN] 0.632 1.22 

Q5VWZ2 Lysophospholipase-like protein 1 OS=Homo sapiens GN=LYPLAL1 PE=1 SV=3 - [LYPL1_HUMAN] 0.630 1.09 

P04114 Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=2 - [APOB_HUMAN] 0.629 1.10 

P36578 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=5 - [RL4_HUMAN] 0.629 1.10 

P43121 Cell surface glycoprotein MUC18 OS=Homo sapiens GN=MCAM PE=1 SV=2 - [MUC18_HUMAN] 0.627 1.06 

P61981 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2 - [1433G_HUMAN] 0.627 1.06 

Q9Y263 Phospholipase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 SV=2 - [PLAP_HUMAN] 0.626 1.19 

O14908 PDZ domain-containing protein GIPC1 OS=Homo sapiens GN=GIPC1 PE=1 SV=2 - [GIPC1_HUMAN] 0.626 1.08 

P48147 Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=2 - [PPCE_HUMAN] 0.626 2.43 

P35241 Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 - [RADI_HUMAN] 0.624 1.12 

P68431 Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2 - [H31_HUMAN] 0.624 1.12 

Q05397 Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2 - [FAK1_HUMAN] 0.624 1.12 

Q13617 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 - [CUL2_HUMAN] 0.623 1.18 

P25786 Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=1 - [PSA1_HUMAN] 0.623 1.09 

P20042 Eukaryotic translation initiation factor 2 subunit 2 OS=Homo sapiens GN=EIF2S2 PE=1 SV=2 - [IF2B_HUMAN] 0.622 1.11 

P30046 D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=3 - [DOPD_HUMAN] 0.618 1.23 

Q9Y3D9 28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=2 - [RT23_HUMAN] 0.617 1.34 

Q16222 UDP-N-acetylhexosamine pyrophosphorylase OS=Homo sapiens GN=UAP1 PE=1 SV=3 - [UAP1_HUMAN] 0.613 1.02 
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P19388 DNA-directed RNA polymerases I, II, and III subunit RPABC1 OS=Homo sapiens GN=POLR2E PE=1 SV=4 - [RPAB1_HUMAN] 0.613 1.14 

Q9H832 Ubiquitin-conjugating enzyme E2 Z OS=Homo sapiens GN=UBE2Z PE=1 SV=2 - [UBE2Z_HUMAN] 0.613 1.57 

Q15382 GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=1 - [RHEB_HUMAN] 0.611 1.18 

Q15286 Ras-related protein Rab-35 OS=Homo sapiens GN=RAB35 PE=1 SV=1 - [RAB35_HUMAN] 0.610 1.16 

Q13620 Cullin-4B OS=Homo sapiens GN=CUL4B PE=1 SV=4 - [CUL4B_HUMAN] 0.609 1.18 

Q9UQ35 Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2 - [SRRM2_HUMAN] 0.606 1.09 

P46977 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A OS=Homo sapiens GN=STT3A PE=1 SV=2 - [STT3A_HUMAN] 0.605 1.03 

P84095 Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=1 - [RHOG_HUMAN] 0.605 1.03 

Q9NR31 GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=1 - [SAR1A_HUMAN] 0.605 1.03 

Q9UNH7 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=1 - [SNX6_HUMAN] 0.604 1.24 

P12814 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2 - [ACTN1_HUMAN] 0.603 1.07 

Q01658 Protein Dr1 OS=Homo sapiens GN=DR1 PE=1 SV=1 - [NC2B_HUMAN] 0.598 1.19 

Q9NQG5 Regulation of nuclear pre-mRNA domain-containing protein 1B OS=Homo sapiens GN=RPRD1B PE=1 SV=1 - [RPR1B_HUMAN] 0.598 1.19 

P40121 Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=2 - [CAPG_HUMAN] 0.596 1.10 

P11586 C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3 - [C1TC_HUMAN] 0.596 1.06 

P11234 Ras-related protein Ral-B OS=Homo sapiens GN=RALB PE=1 SV=1 - [RALB_HUMAN] 0.595 1.20 

Q13951 Core-binding factor subunit beta OS=Homo sapiens GN=CBFB PE=1 SV=2 - [PEBB_HUMAN] 0.595 1.20 

Q14157 Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2 - [UBP2L_HUMAN] 0.595 1.20 

P06727 Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=3 - [APOA4_HUMAN] 0.595 1.20 

Q7Z7H5 Transmembrane emp24 domain-containing protein 4 OS=Homo sapiens GN=TMED4 PE=1 SV=1 - [TMED4_HUMAN] 0.595 1.20 

O00592 Podocalyxin OS=Homo sapiens GN=PODXL PE=1 SV=2 - [PODXL_HUMAN] 0.595 1.12 

P50479 PDZ and LIM domain protein 4 OS=Homo sapiens GN=PDLIM4 PE=1 SV=2 - [PDLI4_HUMAN] 0.595 1.12 

P61326 Protein mago nashi homolog OS=Homo sapiens GN=MAGOH PE=1 SV=1 - [MGN_HUMAN] 0.595 1.12 

Q15102 Platelet-activating factor acetylhydrolase IB subunit gamma OS=Homo sapiens GN=PAFAH1B3 PE=1 SV=1 - [PA1B3_HUMAN] 0.595 1.12 

Q9BPX5 Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=1 - [ARP5L_HUMAN] 0.595 1.12 

P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1 - [RD23B_HUMAN] 0.595 1.12 

P00390 Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=2 - [GSHR_HUMAN] 0.595 1.12 

P16435 NADPH--cytochrome P450 reductase OS=Homo sapiens GN=POR PE=1 SV=2 - [NCPR_HUMAN] 0.593 1.31 
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Q13596 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=3 - [SNX1_HUMAN] 0.593 1.31 

O00571 ATP-dependent RNA helicase DDX3X OS=Homo sapiens GN=DDX3X PE=1 SV=3 - [DDX3X_HUMAN] 0.590 1.20 

P31150 Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=2 - [GDIA_HUMAN] 0.588 1.14 

P47756 F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=4 - [CAPZB_HUMAN] 0.587 1.14 

Q14558 Phosphoribosyl pyrophosphate synthase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=2 - [KPRA_HUMAN] 0.586 1.09 

P07942 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=2 - [LAMB1_HUMAN] 0.585 1.27 

Q12981 Vesicle transport protein SEC20 OS=Homo sapiens GN=BNIP1 PE=1 SV=3 - [SEC20_HUMAN] 0.583 1.35 

Q15738 Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating OS=Homo sapiens GN=NSDHL PE=1 SV=2 - [NSDHL_HUMAN] 0.582 1.40 

P60981 Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 - [DEST_HUMAN] 0.581 1.37 

P61254 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=1 - [RL26_HUMAN] 0.581 1.18 

Q15599 Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=2 - [NHRF2_HUMAN] 0.581 1.33 

Q9NPQ8 Synembryn-A OS=Homo sapiens GN=RIC8A PE=1 SV=3 - [RIC8A_HUMAN] 0.581 1.33 

Q9Y314 Nitric oxide synthase-interacting protein OS=Homo sapiens GN=NOSIP PE=1 SV=1 - [NOSIP_HUMAN] 0.581 1.33 

Q13310 Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=1 - [PABP4_HUMAN] 0.580 1.24 

P09960 Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=2 - [LKHA4_HUMAN] 0.579 1.22 

O75223 Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=1 - [GGCT_HUMAN] 0.576 1.13 

P22307 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=2 - [NLTP_HUMAN] 0.576 1.13 

P26006 Integrin alpha-3 OS=Homo sapiens GN=ITGA3 PE=1 SV=5 - [ITA3_HUMAN] 0.572 1.50 

Q8N163 DBIRD complex subunit KIAA1967 OS=Homo sapiens GN=KIAA1967 PE=1 SV=2 - [K1967_HUMAN] 0.571 1.15 

O75083 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=4 - [WDR1_HUMAN] 0.571 1.20 

Q9HB71 Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=2 - [CYBP_HUMAN] 0.571 1.12 

P33993 DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4 - [MCM7_HUMAN] 0.570 1.29 

Q9Y295 Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens GN=DRG1 PE=1 SV=1 - [DRG1_HUMAN] 0.570 1.34 

P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1 - [CTNB1_HUMAN] 0.569 1.21 

P83881 60S ribosomal protein L36a OS=Homo sapiens GN=RPL36A PE=1 SV=2 - [RL36A_HUMAN] 0.567 1.28 

P61586 Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=1 - [RHOA_HUMAN] 0.565 1.01 

Q96HC4 PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=5 - [PDLI5_HUMAN] 0.565 1.01 

O75534 Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=2 - [CSDE1_HUMAN] 0.565 1.57 
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Q9NR30 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=5 - [DDX21_HUMAN] 0.563 1.47 

Q32P28 Prolyl 3-hydroxylase 1 OS=Homo sapiens GN=LEPRE1 PE=1 SV=2 - [P3H1_HUMAN] 0.562 1.29 

P99999 Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=2 - [CYC_HUMAN] 0.561 1.06 

O60716 Catenin delta-1 OS=Homo sapiens GN=CTNND1 PE=1 SV=1 - [CTND1_HUMAN] 0.560 1.25 

O95831 Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=1 - [AIFM1_HUMAN] 0.554 1.38 

P42677 40S ribosomal protein S27 OS=Homo sapiens GN=RPS27 PE=1 SV=3 - [RS27_HUMAN] 0.551 1.28 

Q12904 Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 OS=Homo sapiens GN=AIMP1 PE=1 SV=2 - [AIMP1_HUMAN] 0.551 1.28 

P31153 S-adenosylmethionine synthase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=1 - [METK2_HUMAN] 0.551 1.15 

O15371 Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=1 - [EIF3D_HUMAN] 0.551 1.28 

P51398 28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=1 - [RT29_HUMAN] 0.549 1.22 

Q6PKG0 La-related protein 1 OS=Homo sapiens GN=LARP1 PE=1 SV=2 - [LARP1_HUMAN] 0.549 1.22 

Q08257 Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=1 - [QOR_HUMAN] 0.549 1.22 

Q14344 Guanine nucleotide-binding protein subunit alpha-13 OS=Homo sapiens GN=GNA13 PE=1 SV=2 - [GNA13_HUMAN] 0.548 1.29 

P52566 Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=3 - [GDIR2_HUMAN] 0.548 1.20 

Q16555 Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=1 - [DPYL2_HUMAN] 0.547 1.18 

Q9BUL8 Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=1 - [PDC10_HUMAN] 0.546 1.15 

P21980 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=2 - [TGM2_HUMAN] 0.544 1.29 

Q13363 C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=2 - [CTBP1_HUMAN] 0.543 1.48 

Q15758 Neutral amino acid transporter B(0) OS=Homo sapiens GN=SLC1A5 PE=1 SV=2 - [AAAT_HUMAN] 0.542 1.17 

P33992 DNA replication licensing factor MCM5 OS=Homo sapiens GN=MCM5 PE=1 SV=5 - [MCM5_HUMAN] 0.541 1.19 

Q13283 Ras GTPase-activating protein-binding protein 1 OS=Homo sapiens GN=G3BP1 PE=1 SV=1 - [G3BP1_HUMAN] 0.538 1.12 

Q53FA7 Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=2 - [QORX_HUMAN] 0.538 1.12 

Q9NYK5 39S ribosomal protein L39, mitochondrial OS=Homo sapiens GN=MRPL39 PE=1 SV=3 - [RM39_HUMAN] 0.538 1.12 

Q92900 Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2 - [RENT1_HUMAN] 0.537 1.25 

P36543 V-type proton ATPase subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=1 - [VATE1_HUMAN] 0.536 1.16 

O43447 Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=1 - [PPIH_HUMAN] 0.536 1.36 

Q08209 Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform OS=Homo sapiens GN=PPP3CA PE=1 SV=1 - [PP2BA_HUMAN] 0.533 1.44 

P78527 DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3 - [PRKDC_HUMAN] 0.533 1.50 
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Q92930 Ras-related protein Rab-8B OS=Homo sapiens GN=RAB8B PE=1 SV=2 - [RAB8B_HUMAN] 0.532 1.12 

P08754 Guanine nucleotide-binding protein G(k) subunit alpha OS=Homo sapiens GN=GNAI3 PE=1 SV=3 - [GNAI3_HUMAN] 0.531 1.25 

O00233 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=1 SV=3 - [PSMD9_HUMAN] 0.528 1.34 

Q8N3K9 Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3 - [CMYA5_HUMAN] 0.526 1.50 

Q9BQ52 Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=2 - [RNZ2_HUMAN] 0.526 1.90 

Q1KMD3 Heterogeneous nuclear ribonucleoprotein U-like protein 2 OS=Homo sapiens GN=HNRNPUL2 PE=1 SV=1 - [HNRL2_HUMAN] 0.525 1.79 

O15397 Importin-8 OS=Homo sapiens GN=IPO8 PE=1 SV=2 - [IPO8_HUMAN] 0.521 1.48 

Q9H223 EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=1 - [EHD4_HUMAN] 0.521 1.48 

P49585 Choline-phosphate cytidylyltransferase A OS=Homo sapiens GN=PCYT1A PE=1 SV=2 - [PCY1A_HUMAN] 0.521 2.35 

O95292 Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=3 - [VAPB_HUMAN] 0.519 1.10 

Q07955 Serine/arginine-rich splicing factor 1 OS=Homo sapiens GN=SRSF1 PE=1 SV=2 - [SRSF1_HUMAN] 0.518 1.04 

P27694 Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=2 - [RFA1_HUMAN] 0.517 1.41 

Q96QU8 Exportin-6 OS=Homo sapiens GN=XPO6 PE=1 SV=1 - [XPO6_HUMAN] 0.516 1.94 

P21333 Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 - [FLNA_HUMAN] 0.515 1.08 

Q9Y4L1 Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 - [HYOU1_HUMAN] 0.515 1.05 

Q8IWB7 WD repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=WDFY1 PE=1 SV=1 - [WDFY1_HUMAN] 0.514 1.52 

Q7L0Y3 Mitochondrial ribonuclease P protein 1 OS=Homo sapiens GN=TRMT10C PE=1 SV=2 - [MRRP1_HUMAN] 0.511 1.43 

P51858 Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=1 - [HDGF_HUMAN] 0.508 1.21 

Q9Y4G6 Talin-2 OS=Homo sapiens GN=TLN2 PE=1 SV=4 - [TLN2_HUMAN] 0.507 1.41 

P00367 Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=2 - [DHE3_HUMAN] 0.506 1.21 

O00442 RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCA PE=1 SV=1 - [RTCA_HUMAN] 0.502 1.46 

Q6UXN9 WD repeat-containing protein 82 OS=Homo sapiens GN=WDR82 PE=1 SV=1 - [WDR82_HUMAN] 0.502 1.46 

O60506 Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=2 - [HNRPQ_HUMAN] 0.501 1.20 

Q16643 Drebrin OS=Homo sapiens GN=DBN1 PE=1 SV=4 - [DREB_HUMAN] 0.500 1.25 

P61604 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=2 - [CH10_HUMAN] 0.499 1.46 

P54578 Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=3 - [UBP14_HUMAN] 0.498 1.03 

Q96A35 39S ribosomal protein L24, mitochondrial OS=Homo sapiens GN=MRPL24 PE=1 SV=1 - [RM24_HUMAN] 0.496 2.18 

Q07866 Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=2 - [KLC1_HUMAN] 0.494 1.38 
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Q9UL42 Paraneoplastic antigen Ma2 OS=Homo sapiens GN=PNMA2 PE=1 SV=2 - [PNMA2_HUMAN] 0.490 1.50 

Q9H3K6 BolA-like protein 2 OS=Homo sapiens GN=BOLA2 PE=1 SV=1 - [BOLA2_HUMAN] 0.490 1.50 

O00429 Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=2 - [DNM1L_HUMAN] 0.489 1.12 

Q12965 Unconventional myosin-Ie OS=Homo sapiens GN=MYO1E PE=1 SV=2 - [MYO1E_HUMAN] 0.486 1.68 

Q14847 LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=2 - [LASP1_HUMAN] 0.484 1.10 

Q9BZZ5 Apoptosis inhibitor 5 OS=Homo sapiens GN=API5 PE=1 SV=3 - [API5_HUMAN] 0.484 1.34 

P43304 Glycerol-3-phosphate dehydrogenase, mitochondrial OS=Homo sapiens GN=GPD2 PE=1 SV=3 - [GPDM_HUMAN] 0.482 2.69 

P58546 Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=2 - [MTPN_HUMAN] 0.481 1.37 

Q7L2H7 Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=1 - [EIF3M_HUMAN] 0.481 1.54 

Q8TCT9 Minor histocompatibility antigen H13 OS=Homo sapiens GN=HM13 PE=1 SV=1 - [HM13_HUMAN] 0.481 1.54 

P62316 Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=1 - [SMD2_HUMAN] 0.481 1.13 

Q13619 Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 - [CUL4A_HUMAN] 0.479 1.64 

O00425 Insulin-like growth factor 2 mRNA-binding protein 3 OS=Homo sapiens GN=IGF2BP3 PE=1 SV=2 - [IF2B3_HUMAN] 0.478 1.75 

Q9BZE1 39S ribosomal protein L37, mitochondrial OS=Homo sapiens GN=MRPL37 PE=1 SV=2 - [RM37_HUMAN] 0.477 1.43 

O60763 General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2 - [USO1_HUMAN] 0.476 1.21 

P31949 Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2 - [S10AB_HUMAN] 0.476 1.57 

P08579 U2 small nuclear ribonucleoprotein B'' OS=Homo sapiens GN=SNRPB2 PE=1 SV=1 - [RU2B_HUMAN] 0.473 1.84 

P05141 ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=7 - [ADT2_HUMAN] 0.472 1.63 

Q9BXP5 Serrate RNA effector molecule homolog OS=Homo sapiens GN=SRRT PE=1 SV=1 - [SRRT_HUMAN] 0.471 1.23 

O14744 Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=4 - [ANM5_HUMAN] 0.471 1.65 

Q8TD16 Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=1 - [BICD2_HUMAN] 0.466 1.43 

P11310 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=1 - [ACADM_HUMAN] 0.463 1.20 

P45974 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2 - [UBP5_HUMAN] 0.463 1.03 

P13010 X-ray repair cross-complementing protein 5 OS=Homo sapiens GN=XRCC5 PE=1 SV=3 - [XRCC5_HUMAN] 0.462 1.09 

P48556 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=2 - [PSMD8_HUMAN] 0.461 1.22 

P40938 Replication factor C subunit 3 OS=Homo sapiens GN=RFC3 PE=1 SV=2 - [RFC3_HUMAN] 0.459 1.51 

Q8NC51 Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=2 - [PAIRB_HUMAN] 0.459 1.23 

P27695 DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=2 - [APEX1_HUMAN] 0.458 1.26 
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O75822 Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=2 - [EIF3J_HUMAN] 0.458 1.26 

P25788 Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 - [PSA3_HUMAN] 0.458 1.07 

P32455 Interferon-induced guanylate-binding protein 1 OS=Homo sapiens GN=GBP1 PE=1 SV=2 - [GBP1_HUMAN] 0.457 1.59 

O60841 Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=4 - [IF2P_HUMAN] 0.456 1.66 

P47897 Glutamine--tRNA ligase OS=Homo sapiens GN=QARS PE=1 SV=1 - [SYQ_HUMAN] 0.456 1.27 

Q9Y3Z3 SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=2 - [SAMH1_HUMAN] 0.456 2.04 

P50570 Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 - [DYN2_HUMAN] 0.454 1.29 

P50148 Guanine nucleotide-binding protein G(q) subunit alpha OS=Homo sapiens GN=GNAQ PE=1 SV=4 - [GNAQ_HUMAN] 0.452 1.89 

P42224 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=2 - [STAT1_HUMAN] 0.450 1.65 

Q15042 Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3 - [RB3GP_HUMAN] 0.450 1.72 

P46060 Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=1 - [RAGP1_HUMAN] 0.448 1.37 

O60256 Phosphoribosyl pyrophosphate synthase-associated protein 2 OS=Homo sapiens GN=PRPSAP2 PE=1 SV=1 - [KPRB_HUMAN] 0.448 1.72 

Q9BRX2 Protein pelota homolog OS=Homo sapiens GN=PELO PE=1 SV=2 - [PELO_HUMAN] 0.448 1.66 

Q9H4M9 EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=2 - [EHD1_HUMAN] 0.447 1.22 

Q9H3U1 Protein unc-45 homolog A OS=Homo sapiens GN=UNC45A PE=1 SV=1 - [UN45A_HUMAN] 0.447 1.09 

Q15029 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1 - [U5S1_HUMAN] 0.446 1.36 

P08779 Keratin, type I cytoskeletal 16 OS=Homo sapiens GN=KRT16 PE=1 SV=4 - [K1C16_HUMAN] 0.446 2.09 

P13667 Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=2 - [PDIA4_HUMAN] 0.443 1.13 

O75964 ATP synthase subunit g, mitochondrial OS=Homo sapiens GN=ATP5L PE=1 SV=3 - [ATP5L_HUMAN] 0.442 1.71 

P53618 Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3 - [COPB_HUMAN] 0.441 1.25 

P12956 X-ray repair cross-complementing protein 6 OS=Homo sapiens GN=XRCC6 PE=1 SV=2 - [XRCC6_HUMAN] 0.440 1.13 

P14923 Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=3 - [PLAK_HUMAN] 0.439 1.77 

Q16851 UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=5 - [UGPA_HUMAN] 0.438 1.16 

P36507 Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=1 - [MP2K2_HUMAN] 0.438 1.23 

P61201 COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=1 - [CSN2_HUMAN] 0.435 1.26 

Q9NYF8 Bcl-2-associated transcription factor 1 OS=Homo sapiens GN=BCLAF1 PE=1 SV=2 - [BCLF1_HUMAN] 0.435 1.26 

Q9BUT1 3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=2 - [BDH2_HUMAN] 0.435 1.26 

O94788 Retinal dehydrogenase 2 OS=Homo sapiens GN=ALDH1A2 PE=1 SV=3 - [AL1A2_HUMAN] 0.435 1.70 
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Q96K76 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=3 - [UBP47_HUMAN] 0.435 1.70 

P20742 Pregnancy zone protein OS=Homo sapiens GN=PZP PE=1 SV=4 - [PZP_HUMAN] 0.435 1.70 

Q00325 Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=2 - [MPCP_HUMAN] 0.435 1.38 

Q8WX93 Palladin OS=Homo sapiens GN=PALLD PE=1 SV=3 - [PALLD_HUMAN] 0.434 1.46 

Q92621 Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=3 - [NU205_HUMAN] 0.434 1.79 

O60749 Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=2 - [SNX2_HUMAN] 0.431 2.12 

O43747 AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=5 - [AP1G1_HUMAN] 0.426 1.44 

P62879 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=3 - [GBB2_HUMAN] 0.424 1.89 

Q9NTJ3 Structural maintenance of chromosomes protein 4 OS=Homo sapiens GN=SMC4 PE=1 SV=2 - [SMC4_HUMAN] 0.422 1.93 

P09543 2',3'-cyclic-nucleotide 3'-phosphodiesterase OS=Homo sapiens GN=CNP PE=1 SV=2 - [CN37_HUMAN] 0.421 1.91 

P06737 Glycogen phosphorylase, liver form OS=Homo sapiens GN=PYGL PE=1 SV=4 - [PYGL_HUMAN] 0.418 1.76 

Q9UQ88 Cyclin-dependent kinase 11A OS=Homo sapiens GN=CDK11A PE=1 SV=4 - [CD11A_HUMAN] 0.413 1.39 

Q9Y3B7 39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=1 SV=1 - [RM11_HUMAN] 0.412 1.55 

Q9HC35 Echinoderm microtubule-associated protein-like 4 OS=Homo sapiens GN=EML4 PE=1 SV=3 - [EMAL4_HUMAN] 0.409 1.32 

P23396 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2 - [RS3_HUMAN] 0.409 1.09 

O75153 Clustered mitochondria protein homolog OS=Homo sapiens GN=CLUH PE=1 SV=2 - [CLU_HUMAN] 0.407 1.49 

P98082 Disabled homolog 2 OS=Homo sapiens GN=DAB2 PE=1 SV=3 - [DAB2_HUMAN] 0.406 1.98 

P11766 Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=4 - [ADHX_HUMAN] 0.405 1.16 

P54819 Adenylate kinase 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=2 - [KAD2_HUMAN] 0.405 1.16 

Q9Y224 UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=1 - [CN166_HUMAN] 0.405 1.16 

O15355 Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=1 - [PPM1G_HUMAN] 0.405 1.16 

Q96HE7 ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=2 - [ERO1A_HUMAN] 0.399 1.68 

P09104 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=3 - [ENOG_HUMAN] 0.398 1.88 

Q9Y6B6 GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=1 - [SAR1B_HUMAN] 0.398 1.88 

Q08945 FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=1 - [SSRP1_HUMAN] 0.398 1.36 

Q6UVK1 Chondroitin sulfate proteoglycan 4 OS=Homo sapiens GN=CSPG4 PE=1 SV=2 - [CSPG4_HUMAN] 0.395 2.08 

Q5TZA2 Rootletin OS=Homo sapiens GN=CROCC PE=1 SV=1 - [CROCC_HUMAN] 0.393 2.13 

Q99614 Tetratricopeptide repeat protein 1 OS=Homo sapiens GN=TTC1 PE=1 SV=1 - [TTC1_HUMAN] 0.393 2.02 
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Q96IJ6 Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=1 SV=1 - [GMPPA_HUMAN] 0.392 1.48 

Q01484 Ankyrin-2 OS=Homo sapiens GN=ANK2 PE=1 SV=4 - [ANK2_HUMAN] 0.391 1.92 

P30740 Leukocyte elastase inhibitor OS=Homo sapiens GN=SERPINB1 PE=1 SV=1 - [ILEU_HUMAN] 0.391 1.92 

Q02790 Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Homo sapiens GN=FKBP4 PE=1 SV=3 - [FKBP4_HUMAN] 0.389 1.32 

O43143 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=2 - [DHX15_HUMAN] 0.389 2.01 

Q9Y5K8 V-type proton ATPase subunit D OS=Homo sapiens GN=ATP6V1D PE=1 SV=1 - [VATD_HUMAN] 0.388 1.65 

Q2M389 WASH complex subunit 7 OS=Homo sapiens GN=KIAA1033 PE=1 SV=2 - [WASH7_HUMAN] 0.385 1.93 

P04632 Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=1 - [CPNS1_HUMAN] 0.385 1.93 

Q13085 Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA PE=1 SV=2 - [ACACA_HUMAN] 0.384 2.14 

O14974 Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1 - [MYPT1_HUMAN] 0.382 1.65 

Q8WVM8 Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=4 - [SCFD1_HUMAN] 0.381 1.46 

P11279 Lysosome-associated membrane glycoprotein 1 OS=Homo sapiens GN=LAMP1 PE=1 SV=3 - [LAMP1_HUMAN] 0.381 1.46 

Q9HD42 Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=1 - [CHM1A_HUMAN] 0.381 1.46 

Q14694 Ubiquitin carboxyl-terminal hydrolase 10 OS=Homo sapiens GN=USP10 PE=1 SV=2 - [UBP10_HUMAN] 0.380 2.05 

Q9Y2A7 Nck-associated protein 1 OS=Homo sapiens GN=NCKAP1 PE=1 SV=1 - [NCKP1_HUMAN] 0.378 1.66 

Q12768 WASH complex subunit strumpellin OS=Homo sapiens GN=KIAA0196 PE=1 SV=1 - [STRUM_HUMAN] 0.378 2.11 

Q12906 Interleukin enhancer-binding factor 3 OS=Homo sapiens GN=ILF3 PE=1 SV=3 - [ILF3_HUMAN] 0.378 1.72 

Q15771 Ras-related protein Rab-30 OS=Homo sapiens GN=RAB30 PE=1 SV=2 - [RAB30_HUMAN] 0.377 1.97 

Q9NQR4 Omega-amidase NIT2 OS=Homo sapiens GN=NIT2 PE=1 SV=1 - [NIT2_HUMAN] 0.377 1.97 

P35606 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2 - [COPB2_HUMAN] 0.372 1.23 

P62917 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=2 - [RL8_HUMAN] 0.368 1.19 

P01023 Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 - [A2MG_HUMAN] 0.368 1.19 

Q8TC07 TBC1 domain family member 15 OS=Homo sapiens GN=TBC1D15 PE=1 SV=2 - [TBC15_HUMAN] 0.367 2.19 

Q15003 Condensin complex subunit 2 OS=Homo sapiens GN=NCAPH PE=1 SV=3 - [CND2_HUMAN] 0.367 2.19 

Q5H9R7 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Homo sapiens GN=PPP6R3 PE=1 SV=2 - [PP6R3_HUMAN] 0.362 2.31 

O14964 Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=1 - [HGS_HUMAN] 0.362 2.31 

Q13435 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=2 - [SF3B2_HUMAN] 0.360 1.37 

Q9Y4C2 Protein FAM115A OS=Homo sapiens GN=FAM115A PE=1 SV=3 - [F115A_HUMAN] 0.359 1.95 
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P30405 Peptidyl-prolyl cis-trans isomerase F, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=1 - [PPIF_HUMAN] 0.359 1.95 

O15042 U2 snRNP-associated SURP motif-containing protein OS=Homo sapiens GN=U2SURP PE=1 SV=2 - [SR140_HUMAN] 0.359 2.21 

P84085 ADP-ribosylation factor 5 OS=Homo sapiens GN=ARF5 PE=1 SV=2 - [ARF5_HUMAN] 0.355 1.12 

P51911 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 - [CNN1_HUMAN] 0.354 2.24 

Q9H9A6 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=1 - [LRC40_HUMAN] 0.354 2.23 

P36776 Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=1 SV=2 - [LONM_HUMAN] 0.353 1.12 

P05106 Integrin beta-3 OS=Homo sapiens GN=ITGB3 PE=1 SV=2 - [ITB3_HUMAN] 0.352 2.45 

P07311 Acylphosphatase-1 OS=Homo sapiens GN=ACYP1 PE=1 SV=2 - [ACYP1_HUMAN] 0.351 2.13 

Q13630 GDP-L-fucose synthase OS=Homo sapiens GN=TSTA3 PE=1 SV=1 - [FCL_HUMAN] 0.350 1.21 

P51570 Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=1 - [GALK1_HUMAN] 0.346 1.32 

P06396 Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 - [GELS_HUMAN] 0.346 1.83 

P42892 Endothelin-converting enzyme 1 OS=Homo sapiens GN=ECE1 PE=1 SV=2 - [ECE1_HUMAN] 0.345 1.48 

Q15020 Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1 - [SART3_HUMAN] 0.345 1.48 

P22626 Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2 - [ROA2_HUMAN] 0.344 1.08 

Q14CX7 N-alpha-acetyltransferase 25, NatB auxiliary subunit OS=Homo sapiens GN=NAA25 PE=1 SV=1 - [NAA25_HUMAN] 0.343 1.99 

Q9UGR2 Zinc finger CCCH domain-containing protein 7B OS=Homo sapiens GN=ZC3H7B PE=1 SV=1 - [Z3H7B_HUMAN] 0.343 1.99 

Q9Y3P9 Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3 - [RBGP1_HUMAN] 0.343 1.99 

P61803 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1 OS=Homo sapiens GN=DAD1 PE=1 SV=3 - [DAD1_HUMAN] 0.343 1.99 

P60468 Protein transport protein Sec61 subunit beta OS=Homo sapiens GN=SEC61B PE=1 SV=2 - [SC61B_HUMAN] 0.343 1.99 

Q96C86 m7GpppX diphosphatase OS=Homo sapiens GN=DCPS PE=1 SV=2 - [DCPS_HUMAN] 0.343 1.53 

P0CW22 40S ribosomal protein S17-like OS=Homo sapiens GN=RPS17L PE=3 SV=1 - [RS17L_HUMAN] 0.342 1.27 

P46940 Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1 - [IQGA1_HUMAN] 0.340 1.24 

P57740 Nuclear pore complex protein Nup107 OS=Homo sapiens GN=NUP107 PE=1 SV=1 - [NU107_HUMAN] 0.340 2.28 

O76094 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=3 - [SRP72_HUMAN] 0.340 2.28 

P20020 Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=3 - [AT2B1_HUMAN] 0.340 2.51 

P61221 ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=1 - [ABCE1_HUMAN] 0.338 1.39 

O43617 Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=1 - [TPPC3_HUMAN] 0.337 1.38 

Q00341 Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=2 - [VIGLN_HUMAN] 0.334 1.03 
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Q00610 Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5 - [CLH1_HUMAN] 0.332 1.26 

Q7KZF4 Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1 - [SND1_HUMAN] 0.325 1.07 

P11908 Ribose-phosphate pyrophosphokinase 2 OS=Homo sapiens GN=PRPS2 PE=1 SV=2 - [PRPS2_HUMAN] 0.324 2.47 

Q15404 Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=3 - [RSU1_HUMAN] 0.320 1.26 

Q13308 Inactive tyrosine-protein kinase 7 OS=Homo sapiens GN=PTK7 PE=1 SV=2 - [PTK7_HUMAN] 0.320 2.35 

Q12765 Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 - [SCRN1_HUMAN] 0.320 1.17 

O14745 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=4 - [NHRF1_HUMAN] 0.320 1.17 

Q9BQ04 RNA-binding protein 4B OS=Homo sapiens GN=RBM4B PE=1 SV=1 - [RBM4B_HUMAN] 0.320 1.17 

P53041 Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=1 - [PPP5_HUMAN] 0.320 1.17 

P02649 Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 - [APOE_HUMAN] 0.320 1.17 

P49755 Transmembrane emp24 domain-containing protein 10 OS=Homo sapiens GN=TMED10 PE=1 SV=2 - [TMEDA_HUMAN] 0.320 1.17 

Q5T4S7 E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1 - [UBR4_HUMAN] 0.318 3.18 

Q96AC1 Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=1 - [FERM2_HUMAN] 0.315 1.48 

Q96M96 FYVE, RhoGEF and PH domain-containing protein 4 OS=Homo sapiens GN=FGD4 PE=1 SV=2 - [FGD4_HUMAN] 0.315 2.22 

P14735 Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=4 - [IDE_HUMAN] 0.315 2.22 

O60488 Long-chain-fatty-acid--CoA ligase 4 OS=Homo sapiens GN=ACSL4 PE=1 SV=2 - [ACSL4_HUMAN] 0.315 2.22 

Q8N1G4 Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=1 - [LRC47_HUMAN] 0.312 2.52 

Q9NR45 Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=2 - [SIAS_HUMAN] 0.310 1.39 

P43246 DNA mismatch repair protein Msh2 OS=Homo sapiens GN=MSH2 PE=1 SV=1 - [MSH2_HUMAN] 0.310 1.33 

Q92616 Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=6 - [GCN1L_HUMAN] 0.308 2.15 

O60504 Vinexin OS=Homo sapiens GN=SORBS3 PE=1 SV=2 - [VINEX_HUMAN] 0.307 2.29 

P50995 Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1 - [ANX11_HUMAN] 0.306 1.18 

Q13263 Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=5 - [TIF1B_HUMAN] 0.305 1.08 

Q9BXJ9 N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens GN=NAA15 PE=1 SV=1 - [NAA15_HUMAN] 0.305 1.08 

P49588 Alanine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2 - [SYAC_HUMAN] 0.305 1.21 

O43592 Exportin-T OS=Homo sapiens GN=XPOT PE=1 SV=2 - [XPOT_HUMAN] 0.304 1.39 

Q9BS26 Endoplasmic reticulum resident protein 44 OS=Homo sapiens GN=ERP44 PE=1 SV=1 - [ERP44_HUMAN] 0.304 2.87 

Q4KWH8 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 OS=Homo sapiens GN=PLCH1 PE=1 SV=1 - [PLCH1_HUMAN] 0.300 2.27 
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P23497 Nuclear autoantigen Sp-100 OS=Homo sapiens GN=SP100 PE=1 SV=3 - [SP100_HUMAN] 0.300 2.27 

Q8IVL6 Prolyl 3-hydroxylase 3 OS=Homo sapiens GN=LEPREL2 PE=1 SV=1 - [P3H3_HUMAN] 0.300 2.27 

Q9NZ08 Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3 - [ERAP1_HUMAN] 0.300 2.27 

Q9P2E9 Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4 - [RRBP1_HUMAN] 0.299 1.57 

P55786 Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2 - [PSA_HUMAN] 0.299 1.11 

Q9NQW7 Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=3 - [XPP1_HUMAN] 0.297 2.74 

P01008 Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 - [ANT3_HUMAN] 0.297 1.28 

P53999 Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=3 - [TCP4_HUMAN] 0.297 1.28 

Q9Y3B8 Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=3 - [ORN_HUMAN] 0.297 1.28 

P23381 Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=2 - [SYWC_HUMAN] 0.296 1.32 

P43490 Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=1 - [NAMPT_HUMAN] 0.296 1.32 

Q8NE71 ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=2 - [ABCF1_HUMAN] 0.296 1.32 

Q92598 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 - [HS105_HUMAN] 0.293 1.08 

Q14980 Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2 - [NUMA1_HUMAN] 0.292 3.00 

Q9Y2D5 A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=3 - [AKAP2_HUMAN] 0.290 2.48 

Q99439 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 - [CNN2_HUMAN] 0.288 1.18 

Q9GZZ1 N-alpha-acetyltransferase 50 OS=Homo sapiens GN=NAA50 PE=1 SV=1 - [NAA50_HUMAN] 0.288 1.18 

Q8N1F7 Nuclear pore complex protein Nup93 OS=Homo sapiens GN=NUP93 PE=1 SV=2 - [NUP93_HUMAN] 0.288 2.11 

P04181 Ornithine aminotransferase, mitochondrial OS=Homo sapiens GN=OAT PE=1 SV=1 - [OAT_HUMAN] 0.287 1.44 

Q07065 Cytoskeleton-associated protein 4 OS=Homo sapiens GN=CKAP4 PE=1 SV=2 - [CKAP4_HUMAN] 0.286 1.16 

P14550 Alcohol dehydrogenase [NADP(+)] OS=Homo sapiens GN=AKR1A1 PE=1 SV=3 - [AK1A1_HUMAN] 0.284 1.19 

O75369 Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=2 - [FLNB_HUMAN] 0.281 1.19 

Q7L014 Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens GN=DDX46 PE=1 SV=2 - [DDX46_HUMAN] 0.280 1.25 

Q9UBM7 7-dehydrocholesterol reductase OS=Homo sapiens GN=DHCR7 PE=1 SV=1 - [DHCR7_HUMAN] 0.278 1.41 

O95861 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=1 SV=1 - [BPNT1_HUMAN] 0.277 1.30 

Q63ZY3 KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=1 - [KANK2_HUMAN] 0.277 2.10 

Q15021 Condensin complex subunit 1 OS=Homo sapiens GN=NCAPD2 PE=1 SV=3 - [CND1_HUMAN] 0.277 1.62 

P23142 Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=4 - [FBLN1_HUMAN] 0.276 2.54 
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P49888 Estrogen sulfotransferase OS=Homo sapiens GN=SULT1E1 PE=1 SV=1 - [ST1E1_HUMAN] 0.276 2.54 

Q52LW3 Rho GTPase-activating protein 29 OS=Homo sapiens GN=ARHGAP29 PE=1 SV=2 - [RHG29_HUMAN] 0.276 2.54 

Q93008 Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=3 - [USP9X_HUMAN] 0.276 3.34 

Q01085 Nucleolysin TIAR OS=Homo sapiens GN=TIAL1 PE=1 SV=1 - [TIAR_HUMAN] 0.276 1.72 

Q9BPX3 Condensin complex subunit 3 OS=Homo sapiens GN=NCAPG PE=1 SV=1 - [CND3_HUMAN] 0.271 1.09 

Q13740 CD166 antigen OS=Homo sapiens GN=ALCAM PE=1 SV=2 - [CD166_HUMAN] 0.271 1.76 

Q7Z6Z7 E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3 - [HUWE1_HUMAN] 0.269 3.67 

P19174 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1 OS=Homo sapiens GN=PLCG1 PE=1 SV=1 - [PLCG1_HUMAN] 0.266 1.30 

P48449 Lanosterol synthase OS=Homo sapiens GN=LSS PE=1 SV=1 - [ERG7_HUMAN] 0.266 3.01 

P04844 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Homo sapiens GN=RPN2 PE=1 SV=3 - [RPN2_HUMAN] 0.265 1.47 

Q09666 Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2 - [AHNK_HUMAN] 0.262 1.80 

P11047 Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=3 - [LAMC1_HUMAN] 0.259 1.57 

Q9P2R7 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=3 - [SUCB1_HUMAN] 0.259 1.34 

P35080 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 - [PROF2_HUMAN] 0.257 1.27 

Q14444 Caprin-1 OS=Homo sapiens GN=CAPRIN1 PE=1 SV=2 - [CAPR1_HUMAN] 0.257 1.27 

P51571 Translocon-associated protein subunit delta OS=Homo sapiens GN=SSR4 PE=1 SV=1 - [SSRD_HUMAN] 0.256 1.09 

Q16527 Cysteine and glycine-rich protein 2 OS=Homo sapiens GN=CSRP2 PE=1 SV=3 - [CSRP2_HUMAN] 0.256 1.09 

Q86UX7 Fermitin family homolog 3 OS=Homo sapiens GN=FERMT3 PE=1 SV=1 - [URP2_HUMAN] 0.256 1.09 

P83731 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1 - [RL24_HUMAN] 0.256 1.09 

Q9Y2B0 Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=1 - [CNPY2_HUMAN] 0.256 1.09 

P52732 Kinesin-like protein KIF11 OS=Homo sapiens GN=KIF11 PE=1 SV=2 - [KIF11_HUMAN] 0.254 1.53 

Q15075 Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=2 - [EEA1_HUMAN] 0.253 3.49 

P33176 Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1 - [KINH_HUMAN] 0.253 1.08 

O60610 Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 - [DIAP1_HUMAN] 0.253 3.44 

Q16881 Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=3 - [TRXR1_HUMAN] 0.253 1.29 

O95782 AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=3 - [AP2A1_HUMAN] 0.248 1.31 

Q14203 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3 - [DCTN1_HUMAN] 0.244 1.24 

Q96RS6 NudC domain-containing protein 1 OS=Homo sapiens GN=NUDCD1 PE=1 SV=2 - [NUDC1_HUMAN] 0.243 1.43 
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P00387 NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=3 - [NB5R3_HUMAN] 0.243 1.20 

P20290 Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=1 - [BTF3_HUMAN] 0.242 1.42 

Q00577 Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=2 - [PURA_HUMAN] 0.242 1.42 

P49915 GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=1 - [GUAA_HUMAN] 0.241 1.88 

Q92542 Nicastrin OS=Homo sapiens GN=NCSTN PE=1 SV=2 - [NICA_HUMAN] 0.241 1.26 

Q13217 DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=1 - [DNJC3_HUMAN] 0.238 1.36 

Q13564 NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=1 - [ULA1_HUMAN] 0.238 1.36 

Q9BUQ8 Probable ATP-dependent RNA helicase DDX23 OS=Homo sapiens GN=DDX23 PE=1 SV=3 - [DDX23_HUMAN] 0.238 1.91 

P25205 DNA replication licensing factor MCM3 OS=Homo sapiens GN=MCM3 PE=1 SV=3 - [MCM3_HUMAN] 0.237 1.19 

Q9UDY2 Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=2 - [ZO2_HUMAN] 0.235 1.23 

Q6UB35 Monofunctional C1-tetrahydrofolate synthase, mitochondrial OS=Homo sapiens GN=MTHFD1L PE=1 SV=1 - [C1TM_HUMAN] 0.235 3.71 

Q9NQP4 Prefoldin subunit 4 OS=Homo sapiens GN=PFDN4 PE=1 SV=1 - [PFD4_HUMAN] 0.232 1.69 

O95486 Protein transport protein Sec24A OS=Homo sapiens GN=SEC24A PE=1 SV=2 - [SC24A_HUMAN] 0.230 1.46 

Q14204 Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5 - [DYHC1_HUMAN] 0.226 1.34 

P30049 ATP synthase subunit delta, mitochondrial OS=Homo sapiens GN=ATP5D PE=1 SV=2 - [ATPD_HUMAN] 0.225 1.49 

P60520 Gamma-aminobutyric acid receptor-associated protein-like 2 OS=Homo sapiens GN=GABARAPL2 PE=1 SV=1 - [GBRL2_HUMAN] 0.225 1.49 

O60443 Non-syndromic hearing impairment protein 5 OS=Homo sapiens GN=DFNA5 PE=1 SV=2 - [DFNA5_HUMAN] 0.225 1.49 

Q15005 Signal peptidase complex subunit 2 OS=Homo sapiens GN=SPCS2 PE=1 SV=3 - [SPCS2_HUMAN] 0.225 1.49 

P51572 B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3 - [BAP31_HUMAN] 0.223 1.58 

P62899 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=1 - [RL31_HUMAN] 0.222 1.21 

O75828 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=3 - [CBR3_HUMAN] 0.222 1.21 

O60502 Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2 - [NCOAT_HUMAN] 0.220 3.11 

Q4G0F5 Vacuolar protein sorting-associated protein 26B OS=Homo sapiens GN=VPS26B PE=1 SV=2 - [VP26B_HUMAN] 0.217 1.93 

P26022 Pentraxin-related protein PTX3 OS=Homo sapiens GN=PTX3 PE=1 SV=3 - [PTX3_HUMAN] 0.217 1.93 

Q9P2R3 Ankyrin repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=ANKFY1 PE=1 SV=2 - [ANFY1_HUMAN] 0.217 2.75 

P28340 DNA polymerase delta catalytic subunit OS=Homo sapiens GN=POLD1 PE=1 SV=2 - [DPOD1_HUMAN] 0.214 3.82 

Q13247 Serine/arginine-rich splicing factor 6 OS=Homo sapiens GN=SRSF6 PE=1 SV=2 - [SRSF6_HUMAN] 0.213 1.42 

Q14315 Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=3 - [FLNC_HUMAN] 0.213 1.21 
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P37268 Squalene synthase OS=Homo sapiens GN=FDFT1 PE=1 SV=1 - [FDFT_HUMAN] 0.212 3.36 

Q9UH65 Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=1 - [SWP70_HUMAN] 0.211 1.68 

P54577 Tyrosine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4 - [SYYC_HUMAN] 0.211 1.37 

Q6IAA8 Ragulator complex protein LAMTOR1 OS=Homo sapiens GN=LAMTOR1 PE=1 SV=2 - [LTOR1_HUMAN] 0.208 1.40 

Q9H2U1 Probable ATP-dependent RNA helicase DHX36 OS=Homo sapiens GN=DHX36 PE=1 SV=2 - [DHX36_HUMAN] 0.205 1.71 

Q13813 Spectrin alpha chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTAN1 PE=1 SV=3 - [SPTN1_HUMAN] 0.204 1.65 

Q14914 Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=2 - [PTGR1_HUMAN] 0.203 3.03 

O94855 Protein transport protein Sec24D OS=Homo sapiens GN=SEC24D PE=1 SV=2 - [SC24D_HUMAN] 0.202 1.47 

P12270 Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=3 - [TPR_HUMAN] 0.199 2.51 

O94979 Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3 - [SC31A_HUMAN] 0.198 1.16 

P26196 Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=2 - [DDX6_HUMAN] 0.197 1.53 

P23588 Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=2 - [IF4B_HUMAN] 0.197 1.53 

Q01581 Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Homo sapiens GN=HMGCS1 PE=1 SV=2 - [HMCS1_HUMAN] 0.197 1.53 

Q9UNF1 Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=2 - [MAGD2_HUMAN] 0.197 3.60 

P49327 Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=3 - [FAS_HUMAN] 0.196 1.33 

P08133 Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 - [ANXA6_HUMAN] 0.196 1.07 

O95347 Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=2 - [SMC2_HUMAN] 0.195 1.40 

O95757 Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=3 - [HS74L_HUMAN] 0.194 1.58 

Q68EM7 Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=1 - [RHG17_HUMAN] 0.193 3.69 

O95163 Elongator complex protein 1 OS=Homo sapiens GN=IKBKAP PE=1 SV=3 - [ELP1_HUMAN] 0.193 3.69 

O43252 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 OS=Homo sapiens GN=PAPSS1 PE=1 SV=2 - [PAPS1_HUMAN] 0.192 3.29 

P55735 Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=3 - [SEC13_HUMAN] 0.191 1.67 

P15151 Poliovirus receptor OS=Homo sapiens GN=PVR PE=1 SV=2 - [PVR_HUMAN] 0.191 1.67 

Q96TA1 Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=3 - [NIBL1_HUMAN] 0.189 2.19 

Q15436 Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=2 - [SC23A_HUMAN] 0.185 1.54 

P40763 Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=2 - [STAT3_HUMAN] 0.185 2.65 

Q01082 Spectrin beta chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2 - [SPTB2_HUMAN] 0.184 1.69 

Q92620 Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Homo sapiens GN=DHX38 PE=1 SV=2 - [PRP16_HUMAN] 0.183 3.75 
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O43491 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1 - [E41L2_HUMAN] 0.183 2.01 

O95816 BAG family molecular chaperone regulator 2 OS=Homo sapiens GN=BAG2 PE=1 SV=1 - [BAG2_HUMAN] 0.177 1.50 

P55084 Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=3 - [ECHB_HUMAN] 0.176 1.37 

Q14247 Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=2 - [SRC8_HUMAN] 0.173 1.28 

P33991 DNA replication licensing factor MCM4 OS=Homo sapiens GN=MCM4 PE=1 SV=5 - [MCM4_HUMAN] 0.173 1.68 

Q9NZM1 Myoferlin OS=Homo sapiens GN=MYOF PE=1 SV=1 - [MYOF_HUMAN] 0.172 1.52 

P67809 Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=3 - [YBOX1_HUMAN] 0.168 1.48 

Q5JSH3 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1 - [WDR44_HUMAN] 0.166 2.21 

P07384 Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=1 - [CAN1_HUMAN] 0.164 1.45 

Q96EA4 Protein Spindly OS=Homo sapiens GN=SPDL1 PE=1 SV=2 - [SPDLY_HUMAN] 0.163 2.94 

Q14152 Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1 - [EIF3A_HUMAN] 0.163 1.58 

P35580 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=3 - [MYH10_HUMAN] 0.161 1.52 

Q7Z7L1 Schlafen family member 11 OS=Homo sapiens GN=SLFN11 PE=1 SV=2 - [SLN11_HUMAN] 0.160 1.69 

Q8WWM7 Ataxin-2-like protein OS=Homo sapiens GN=ATXN2L PE=1 SV=2 - [ATX2L_HUMAN] 0.160 1.41 

Q9Y2W1 Thyroid hormone receptor-associated protein 3 OS=Homo sapiens GN=THRAP3 PE=1 SV=2 - [TR150_HUMAN] 0.160 1.41 

Q9UNZ2 NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=2 - [NSF1C_HUMAN] 0.159 1.84 

Q13561 Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=4 - [DCTN2_HUMAN] 0.158 1.46 

O00203 AP-3 complex subunit beta-1 OS=Homo sapiens GN=AP3B1 PE=1 SV=3 - [AP3B1_HUMAN] 0.158 1.24 

Q6P2Q9 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=2 - [PRP8_HUMAN] 0.156 2.77 

O14617 AP-3 complex subunit delta-1 OS=Homo sapiens GN=AP3D1 PE=1 SV=1 - [AP3D1_HUMAN] 0.156 1.51 

P98161 Polycystin-1 OS=Homo sapiens GN=PKD1 PE=1 SV=3 - [PKD1_HUMAN] 0.156 2.39 

Q9HCE1 Putative helicase MOV-10 OS=Homo sapiens GN=MOV10 PE=1 SV=2 - [MOV10_HUMAN] 0.152 1.68 

P46779 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=3 - [RL28_HUMAN] 0.150 1.55 

Q14108 Lysosome membrane protein 2 OS=Homo sapiens GN=SCARB2 PE=1 SV=2 - [SCRB2_HUMAN] 0.150 3.38 

Q8TDZ2 Protein-methionine sulfoxide oxidase MICAL1 OS=Homo sapiens GN=MICAL1 PE=1 SV=2 - [MICA1_HUMAN] 0.150 3.38 

Q6FI81 Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 - [CPIN1_HUMAN] 0.150 1.60 

A6ZKI3 Protein FAM127A OS=Homo sapiens GN=FAM127A PE=1 SV=1 - [F127A_HUMAN] 0.149 2.98 

P58107 Epiplakin OS=Homo sapiens GN=EPPK1 PE=1 SV=2 - [EPIPL_HUMAN] 0.144 6.68 
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P17812 CTP synthase 1 OS=Homo sapiens GN=CTPS1 PE=1 SV=2 - [PYRG1_HUMAN] 0.143 1.88 

O75643 U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=2 - [U520_HUMAN] 0.142 4.09 

Q96CV9 Optineurin OS=Homo sapiens GN=OPTN PE=1 SV=2 - [OPTN_HUMAN] 0.141 3.33 

Q9H3S7 Tyrosine-protein phosphatase non-receptor type 23 OS=Homo sapiens GN=PTPN23 PE=1 SV=1 - [PTN23_HUMAN] 0.141 3.33 

O15160 DNA-directed RNA polymerases I and III subunit RPAC1 OS=Homo sapiens GN=POLR1C PE=1 SV=1 - [RPAC1_HUMAN] 0.137 3.43 

Q9H4A4 Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=1 SV=2 - [AMPB_HUMAN] 0.136 4.93 

P55145 Mesencephalic astrocyte-derived neurotrophic factor OS=Homo sapiens GN=MANF PE=1 SV=3 - [MANF_HUMAN] 0.136 1.49 

Q8TAT6 Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=3 - [NPL4_HUMAN] 0.135 6.55 

Q14997 Proteasome activator complex subunit 4 OS=Homo sapiens GN=PSME4 PE=1 SV=2 - [PSME4_HUMAN] 0.135 6.55 

Q969H8 UPF0556 protein C19orf10 OS=Homo sapiens GN=C19orf10 PE=1 SV=1 - [CS010_HUMAN] 0.135 1.89 

O95340 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 2 OS=Homo sapiens GN=PAPSS2 PE=1 SV=2 - [PAPS2_HUMAN] 0.134 1.86 

P49589 Cysteine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=3 - [SYCC_HUMAN] 0.130 2.12 

Q15149 Plectin OS=Homo sapiens GN=PLEC PE=1 SV=3 - [PLEC_HUMAN] 0.126 2.15 

O95817 BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=3 - [BAG3_HUMAN] 0.122 3.79 

Q9BZF1 Oxysterol-binding protein-related protein 8 OS=Homo sapiens GN=OSBPL8 PE=1 SV=3 - [OSBL8_HUMAN] 0.122 1.94 

Q9H3P7 Golgi resident protein GCP60 OS=Homo sapiens GN=ACBD3 PE=1 SV=4 - [GCP60_HUMAN] 0.122 1.94 

Q02878 60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=3 - [RL6_HUMAN] 0.121 1.92 

Q16822 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial OS=Homo sapiens GN=PCK2 PE=1 SV=3 - [PCKGM_HUMAN] 0.119 5.75 

Q9BZQ8 Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1 - [NIBAN_HUMAN] 0.119 5.75 

Q02218 2-oxoglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3 - [ODO1_HUMAN] 0.117 1.54 

P49321 Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=2 - [NASP_HUMAN] 0.117 1.43 

Q9UHB9 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=2 - [SRP68_HUMAN] 0.114 1.15 

P55039 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=1 SV=1 - [DRG2_HUMAN] 0.111 2.13 

Q9NSD9 Phenylalanine--tRNA ligase beta subunit OS=Homo sapiens GN=FARSB PE=1 SV=3 - [SYFB_HUMAN] 0.110 1.47 

Q8N0X7 Spartin OS=Homo sapiens GN=SPG20 PE=1 SV=1 - [SPG20_HUMAN] 0.109 4.17 

Q05682 Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=3 - [CALD1_HUMAN] 0.107 1.62 

Q9UHV9 Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=1 - [PFD2_HUMAN] 0.106 1.55 

Q9Y6Y8 SEC23-interacting protein OS=Homo sapiens GN=SEC23IP PE=1 SV=1 - [S23IP_HUMAN] 0.103 3.25 



 
 
 
 

lii 
 

Q05086 Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=4 - [UBE3A_HUMAN] 0.102 4.97 

Q9BTW9 Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=1 SV=2 - [TBCD_HUMAN] 0.097 1.67 

P31948 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=1 - [STIP1_HUMAN] 0.096 1.27 

P62753 40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=1 - [RS6_HUMAN] 0.094 1.39 

P46379 Large proline-rich protein BAG6 OS=Homo sapiens GN=BAG6 PE=1 SV=2 - [BAG6_HUMAN] 0.093 5.05 

P42771 Cyclin-dependent kinase inhibitor 2A, isoforms 1/2/3 OS=Homo sapiens GN=CDKN2A PE=1 SV=2 - [CD2A1_HUMAN] 0.092 1.12 

Q9NYU2 UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGGT1 PE=1 SV=3 - [UGGG1_HUMAN] 0.090 2.50 

P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3 - [GBLP_HUMAN] 0.089 1.14 

P46821 Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=2 - [MAP1B_HUMAN] 0.088 2.47 

Q15386 Ubiquitin-protein ligase E3C OS=Homo sapiens GN=UBE3C PE=1 SV=3 - [UBE3C_HUMAN] 0.087 2.11 

Q5VYK3 Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2 - [ECM29_HUMAN] 0.086 6.03 

P34897 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=3 - [GLYM_HUMAN] 0.086 1.17 

P21291 Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=3 - [CSRP1_HUMAN] 0.085 1.18 

Q9NR28 Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1 - [DBLOH_HUMAN] 0.085 1.18 

O75348 V-type proton ATPase subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=3 - [VATG1_HUMAN] 0.085 1.18 

O95372 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=1 SV=1 - [LYPA2_HUMAN] 0.085 1.18 

Q96IZ0 PRKC apoptosis WT1 regulator protein OS=Homo sapiens GN=PAWR PE=1 SV=1 - [PAWR_HUMAN] 0.085 1.18 

Q06210 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=3 - [GFPT1_HUMAN] 0.084 1.32 

Q13618 Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 - [CUL3_HUMAN] 0.076 9.85 

Q01844 RNA-binding protein EWS OS=Homo sapiens GN=EWSR1 PE=1 SV=1 - [EWS_HUMAN] 0.075 1.20 

P24534 Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=3 - [EF1B_HUMAN] 0.075 1.20 

P61009 Signal peptidase complex subunit 3 OS=Homo sapiens GN=SPCS3 PE=1 SV=1 - [SPCS3_HUMAN] 0.075 1.20 

Q99436 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=1 - [PSB7_HUMAN] 0.075 1.69 

Q2NL82 Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens GN=TSR1 PE=1 SV=1 - [TSR1_HUMAN] 0.075 2.66 

Q8WUM4 Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=1 - [PDC6I_HUMAN] 0.073 1.59 

P05556 Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=2 - [ITB1_HUMAN] 0.073 1.07 

O95202 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=1 - [LETM1_HUMAN] 0.073 2.52 

P35579 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 - [MYH9_HUMAN] 0.072 1.09 



 
 
 
 

liii 
 

P78344 Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1 - [IF4G2_HUMAN] 0.072 1.49 

O75347 Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=3 - [TBCA_HUMAN] 0.071 1.48 

Q8WWI1 LIM domain only protein 7 OS=Homo sapiens GN=LMO7 PE=1 SV=3 - [LMO7_HUMAN] 0.068 7.78 

Q07157 Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3 - [ZO1_HUMAN] 0.066 1.95 

Q06124 Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=2 - [PTN11_HUMAN] 0.064 1.34 

Q17RC7 Exocyst complex component 3-like protein 4 OS=Homo sapiens GN=EXOC3L4 PE=2 SV=2 - [EX3L4_HUMAN] 0.064 1.34 

P19022 Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 - [CADH2_HUMAN] 0.063 2.78 

A0AVT1 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1 - [UBA6_HUMAN] 0.061 1.37 

Q7KZ85 Transcription elongation factor SPT6 OS=Homo sapiens GN=SUPT6H PE=1 SV=2 - [SPT6H_HUMAN] 0.058 2.54 

Q8TEX9 Importin-4 OS=Homo sapiens GN=IPO4 PE=1 SV=2 - [IPO4_HUMAN] 0.056 1.53 

Q02952 A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=4 - [AKA12_HUMAN] 0.055 2.73 

Q14232 Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=1 - [EI2BA_HUMAN] 0.054 1.56 

O95394 Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=1 - [AGM1_HUMAN] 0.054 1.56 

Q04637 Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=4 - [IF4G1_HUMAN] 0.053 2.49 

 
 

Upregulated proteins in 2 hr 20% stretch 

Identifier Description p.value ratio 

O60271 C-Jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4 - [JIP4_HUMAN] 0.003 24.71 

P02538 Keratin, type II cytoskeletal 6A OS=Homo sapiens GN=KRT6A PE=1 SV=3 - [K2C6A_HUMAN] 0.000 24.65 

Q9UPN3 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=4 - [MACF1_HUMAN] 0.000 24.62 

Q15155 Nodal modulator 1 OS=Homo sapiens GN=NOMO1 PE=1 SV=5 - [NOMO1_HUMAN] 0.000 16.67 

Q9ULT8 E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=3 - [HECD1_HUMAN] 0.001 14.51 

P52888 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=2 - [THOP1_HUMAN] 0.003 14.45 

P15924 Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3 - [DESP_HUMAN] 0.003 14.45 

Q9NSE4 Isoleucine--tRNA ligase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2 - [SYIM_HUMAN] 0.002 13.80 

Q8IUD2 ELKS/Rab6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1 - [RB6I2_HUMAN] 0.024 12.40 

Q14008 Cytoskeleton-associated protein 5 OS=Homo sapiens GN=CKAP5 PE=1 SV=3 - [CKAP5_HUMAN] 0.011 12.37 

Q14789 Golgin subfamily B member 1 OS=Homo sapiens GN=GOLGB1 PE=1 SV=2 - [GOGB1_HUMAN] 0.011 12.37 



 
 
 
 

liv 
 

Q14683 Structural maintenance of chromosomes protein 1A OS=Homo sapiens GN=SMC1A PE=1 SV=2 - [SMC1A_HUMAN] 0.003 12.35 

P49792 E3 SUMO-protein ligase RanBP2 OS=Homo sapiens GN=RANBP2 PE=1 SV=2 - [RBP2_HUMAN] 0.000 12.32 

Q96PP9 Guanylate-binding protein 4 OS=Homo sapiens GN=GBP4 PE=1 SV=2 - [GBP4_HUMAN] 0.002 12.29 

P67775 Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=1 - [PP2AA_HUMAN] 0.005 11.55 

P50502 Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=2 - [F10A1_HUMAN] 0.000 10.87 

O75116 Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=4 - [ROCK2_HUMAN] 0.002 10.84 

Q3KQU3 MAP7 domain-containing protein 1 OS=Homo sapiens GN=MAP7D1 PE=1 SV=1 - [MA7D1_HUMAN] 0.029 10.21 

Q9H2G2 STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1 - [SLK_HUMAN] 0.002 10.16 

Q08170 Serine/arginine-rich splicing factor 4 OS=Homo sapiens GN=SRSF4 PE=1 SV=2 - [SRSF4_HUMAN] 0.002 10.16 

O60231 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Homo sapiens GN=DHX16 PE=1 SV=2 - [DHX16_HUMAN] 0.002 10.16 

Q63HN8 E3 ubiquitin-protein ligase RNF213 OS=Homo sapiens GN=RNF213 PE=1 SV=3 - [RN213_HUMAN] 0.002 10.16 

Q9C0C2 182 kDa tankyrase-1-binding protein OS=Homo sapiens GN=TNKS1BP1 PE=1 SV=4 - [TB182_HUMAN] 0.007 10.10 

P11717 Cation-independent mannose-6-phosphate receptor OS=Homo sapiens GN=IGF2R PE=1 SV=3 - [MPRI_HUMAN] 0.024 10.08 

Q9NS87 Kinesin-like protein KIF15 OS=Homo sapiens GN=KIF15 PE=1 SV=1 - [KIF15_HUMAN] 0.024 10.08 

Q9P253 Vacuolar protein sorting-associated protein 18 homolog OS=Homo sapiens GN=VPS18 PE=1 SV=2 - [VPS18_HUMAN] 0.006 9.45 

A5YKK6 CCR4-NOT transcription complex subunit 1 OS=Homo sapiens GN=CNOT1 PE=1 SV=2 - [CNOT1_HUMAN] 0.004 9.39 

Q8TAT6 Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=3 - [NPL4_HUMAN] 0.018 9.36 

Q13144 Translation initiation factor eIF-2B subunit epsilon OS=Homo sapiens GN=EIF2B5 PE=1 SV=3 - [EI2BE_HUMAN] 0.048 9.34 

Q99575 Ribonucleases P/MRP protein subunit POP1 OS=Homo sapiens GN=POP1 PE=1 SV=2 - [POP1_HUMAN] 0.016 8.74 

P16989 DNA-binding protein A OS=Homo sapiens GN=CSDA PE=1 SV=4 - [DBPA_HUMAN] 0.002 8.71 

Q01433 AMP deaminase 2 OS=Homo sapiens GN=AMPD2 PE=1 SV=2 - [AMPD2_HUMAN] 0.001 8.68 

Q13451 Peptidyl-prolyl cis-trans isomerase FKBP5 OS=Homo sapiens GN=FKBP5 PE=1 SV=2 - [FKBP5_HUMAN] 0.001 8.68 

Q13618 Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 - [CUL3_HUMAN] 0.012 8.65 

O60306 Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=4 - [AQR_HUMAN] 0.012 8.65 

Q07960 Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=1 - [RHG01_HUMAN] 0.012 8.65 

Q14997 Proteasome activator complex subunit 4 OS=Homo sapiens GN=PSME4 PE=1 SV=2 - [PSME4_HUMAN] 0.040 8.63 

Q8WUI4 Histone deacetylase 7 OS=Homo sapiens GN=HDAC7 PE=1 SV=2 - [HDAC7_HUMAN] 0.010 8.00 

Q9UBC2 Epidermal growth factor receptor substrate 15-like 1 OS=Homo sapiens GN=EPS15L1 PE=1 SV=1 - [EP15R_HUMAN] 0.000 7.97 



 
 
 
 

lv 
 

O75717 WD repeat and HMG-box DNA-binding protein 1 OS=Homo sapiens GN=WDHD1 PE=1 SV=1 - [WDHD1_HUMAN] 0.000 7.97 

O75962 Triple functional domain protein OS=Homo sapiens GN=TRIO PE=1 SV=2 - [TRIO_HUMAN] 0.000 7.97 

Q8N8S7 Protein enabled homolog OS=Homo sapiens GN=ENAH PE=1 SV=2 - [ENAH_HUMAN] 0.000 7.97 

A6NHL2 Tubulin alpha chain-like 3 OS=Homo sapiens GN=TUBAL3 PE=1 SV=2 - [TBAL3_HUMAN] 0.000 7.97 

Q9Y4E8 Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3 - [UBP15_HUMAN] 0.000 7.97 

Q86TU7 Histone-lysine N-methyltransferase setd3 OS=Homo sapiens GN=SETD3 PE=1 SV=1 - [SETD3_HUMAN] 0.006 7.94 

O75131 Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=1 - [CPNE3_HUMAN] 0.006 7.94 

Q9H6Z4 Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=1 - [RANB3_HUMAN] 0.006 7.94 

Q8IZH2 5'-3' exoribonuclease 1 OS=Homo sapiens GN=XRN1 PE=1 SV=1 - [XRN1_HUMAN] 0.006 7.94 

Q7Z739 YTH domain family protein 3 OS=Homo sapiens GN=YTHDF3 PE=1 SV=1 - [YTHD3_HUMAN] 0.006 7.94 

Q96T51 RUN and FYVE domain-containing protein 1 OS=Homo sapiens GN=RUFY1 PE=1 SV=2 - [RUFY1_HUMAN] 0.031 7.92 

P30154 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A beta isoform OS=Homo sapiens GN=PPP2R1B PE=1 SV=3 - [2AAB_HUMAN] 0.031 7.92 

Q16512 Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=2 - [PKN1_HUMAN] 0.028 7.29 

Q6NYC8 Phostensin OS=Homo sapiens GN=PPP1R18 PE=1 SV=1 - [PPR18_HUMAN] 0.004 7.26 

Q9UEW8 STE20/SPS1-related proline-alanine-rich protein kinase OS=Homo sapiens GN=STK39 PE=1 SV=3 - [STK39_HUMAN] 0.004 7.26 

Q9UI26 Importin-11 OS=Homo sapiens GN=IPO11 PE=1 SV=1 - [IPO11_HUMAN] 0.004 7.26 

P54760 Ephrin type-B receptor 4 OS=Homo sapiens GN=EPHB4 PE=1 SV=2 - [EPHB4_HUMAN] 0.004 7.26 

Q14166 Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=2 - [TTL12_HUMAN] 0.004 7.26 

Q99459 Cell division cycle 5-like protein OS=Homo sapiens GN=CDC5L PE=1 SV=2 - [CDC5L_HUMAN] 0.004 7.26 

Q13464 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1 - [ROCK1_HUMAN] 0.004 7.26 

O75155 Cullin-associated NEDD8-dissociated protein 2 OS=Homo sapiens GN=CAND2 PE=1 SV=3 - [CAND2_HUMAN] 0.004 7.26 

Q86UU1 Pleckstrin homology-like domain family B member 1 OS=Homo sapiens GN=PHLDB1 PE=1 SV=1 - [PHLB1_HUMAN] 0.004 7.26 

Q9BWU0 Kanadaptin OS=Homo sapiens GN=SLC4A1AP PE=1 SV=1 - [NADAP_HUMAN] 0.004 7.26 

Q5M9N0 Coiled-coil domain-containing protein 158 OS=Homo sapiens GN=CCDC158 PE=1 SV=2 - [CD158_HUMAN] 0.002 7.23 

Q9C0E2 Exportin-4 OS=Homo sapiens GN=XPO4 PE=1 SV=2 - [XPO4_HUMAN] 0.002 7.23 

Q9Y383 Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens GN=LUC7L2 PE=1 SV=2 - [LC7L2_HUMAN] 0.002 7.23 

Q9P258 Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=2 - [RCC2_HUMAN] 0.002 7.23 

P31483 Nucleolysin TIA-1 isoform p40 OS=Homo sapiens GN=TIA1 PE=1 SV=3 - [TIA1_HUMAN] 0.002 7.23 



 
 
 
 

lvi 
 

Q6P2E9 Enhancer of mRNA-decapping protein 4 OS=Homo sapiens GN=EDC4 PE=1 SV=1 - [EDC4_HUMAN] 0.002 7.23 

O95786 Probable ATP-dependent RNA helicase DDX58 OS=Homo sapiens GN=DDX58 PE=1 SV=2 - [DDX58_HUMAN] 0.002 7.23 

P12931 Proto-oncogene tyrosine-protein kinase Src OS=Homo sapiens GN=SRC PE=1 SV=3 - [SRC_HUMAN] 0.002 7.23 

Q9BZQ8 Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1 - [NIBAN_HUMAN] 0.002 7.23 

P08240 Signal recognition particle receptor subunit alpha OS=Homo sapiens GN=SRPR PE=1 SV=2 - [SRPR_HUMAN] 0.022 7.20 

Q5SRE5 Nucleoporin NUP188 homolog OS=Homo sapiens GN=NUP188 PE=1 SV=1 - [NU188_HUMAN] 0.022 7.20 

Q9UKK3 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=3 - [PARP4_HUMAN] 0.022 7.20 

Q10471 Polypeptide N-acetylgalactosaminyltransferase 2 OS=Homo sapiens GN=GALNT2 PE=1 SV=1 - [GALT2_HUMAN] 0.022 7.20 

P24928 DNA-directed RNA polymerase II subunit RPB1 OS=Homo sapiens GN=POLR2A PE=1 SV=2 - [RPB1_HUMAN] 0.017 6.55 

Q8IX12 Cell division cycle and apoptosis regulator protein 1 OS=Homo sapiens GN=CCAR1 PE=1 SV=2 - [CCAR1_HUMAN] 0.017 6.55 

Q6ZS17 Protein FAM65A OS=Homo sapiens GN=FAM65A PE=1 SV=1 - [FA65A_HUMAN] 0.017 6.55 

Q9NUQ8 ATP-binding cassette sub-family F member 3 OS=Homo sapiens GN=ABCF3 PE=1 SV=2 - [ABCF3_HUMAN] 0.017 6.55 

Q3KQV9 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=1 SV=2 - [UAP1L_HUMAN] 0.000 6.52 

O14776 Transcription elongation regulator 1 OS=Homo sapiens GN=TCERG1 PE=1 SV=2 - [TCRG1_HUMAN] 0.000 6.52 

O95487 Protein transport protein Sec24B OS=Homo sapiens GN=SEC24B PE=1 SV=2 - [SC24B_HUMAN] 0.000 6.52 

Q9NZ32 Actin-related protein 10 OS=Homo sapiens GN=ACTR10 PE=1 SV=1 - [ARP10_HUMAN] 0.012 6.49 

Q9UBB4 Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1 - [ATX10_HUMAN] 0.012 6.49 

Q7Z3U7 Protein MON2 homolog OS=Homo sapiens GN=MON2 PE=1 SV=2 - [MON2_HUMAN] 0.012 6.49 

O75150 E3 ubiquitin-protein ligase BRE1B OS=Homo sapiens GN=RNF40 PE=1 SV=4 - [BRE1B_HUMAN] 0.012 6.49 

P00352 Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=2 - [AL1A1_HUMAN] 0.007 5.81 

P78347 General transcription factor II-I OS=Homo sapiens GN=GTF2I PE=1 SV=2 - [GTF2I_HUMAN] 0.007 5.81 

P35250 Replication factor C subunit 2 OS=Homo sapiens GN=RFC2 PE=1 SV=3 - [RFC2_HUMAN] 0.007 5.81 

P62158 Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 - [CALM_HUMAN] 0.007 5.81 

Q9H2W6 39S ribosomal protein L46, mitochondrial OS=Homo sapiens GN=MRPL46 PE=1 SV=1 - [RM46_HUMAN] 0.007 5.81 

O94826 Mitochondrial import receptor subunit TOM70 OS=Homo sapiens GN=TOMM70A PE=1 SV=1 - [TOM70_HUMAN] 0.007 5.81 

Q5W0V3 Protein FAM160B1 OS=Homo sapiens GN=FAM160B1 PE=2 SV=1 - [F16B1_HUMAN] 0.007 5.81 

Q8WYA6 Beta-catenin-like protein 1 OS=Homo sapiens GN=CTNNBL1 PE=1 SV=1 - [CTBL1_HUMAN] 0.007 5.81 

P61457 Pterin-4-alpha-carbinolamine dehydratase OS=Homo sapiens GN=PCBD1 PE=1 SV=2 - [PHS_HUMAN] 0.004 5.78 



 
 
 
 

lvii 
 

Q16630 Cleavage and polyadenylation specificity factor subunit 6 OS=Homo sapiens GN=CPSF6 PE=1 SV=2 - [CPSF6_HUMAN] 0.004 5.78 

Q6PI48 Aspartate--tRNA ligase, mitochondrial OS=Homo sapiens GN=DARS2 PE=1 SV=1 - [SYDM_HUMAN] 0.004 5.78 

P41227 N-alpha-acetyltransferase 10 OS=Homo sapiens GN=NAA10 PE=1 SV=1 - [NAA10_HUMAN] 0.004 5.78 

Q14160 Protein scribble homolog OS=Homo sapiens GN=SCRIB PE=1 SV=4 - [SCRIB_HUMAN] 0.004 5.78 

Q9Y5S2 Serine/threonine-protein kinase MRCK beta OS=Homo sapiens GN=CDC42BPB PE=1 SV=2 - [MRCKB_HUMAN] 0.004 5.78 

Q9NSC5 Homer protein homolog 3 OS=Homo sapiens GN=HOMER3 PE=1 SV=2 - [HOME3_HUMAN] 0.046 5.76 

Q6YHK3 CD109 antigen OS=Homo sapiens GN=CD109 PE=1 SV=2 - [CD109_HUMAN] 0.046 5.76 

Q9BZE4 Nucleolar GTP-binding protein 1 OS=Homo sapiens GN=GTPBP4 PE=1 SV=3 - [NOG1_HUMAN] 0.046 5.76 

Q8TF72 Protein Shroom3 OS=Homo sapiens GN=SHROOM3 PE=1 SV=2 - [SHRM3_HUMAN] 0.046 5.76 

P50748 Kinetochore-associated protein 1 OS=Homo sapiens GN=KNTC1 PE=1 SV=1 - [KNTC1_HUMAN] 0.037 5.10 

Q8IWX8 Calcium homeostasis endoplasmic reticulum protein OS=Homo sapiens GN=CHERP PE=1 SV=3 - [CHERP_HUMAN] 0.037 5.10 

Q93050 V-type proton ATPase 116 kDa subunit a isoform 1 OS=Homo sapiens GN=ATP6V0A1 PE=1 SV=3 - [VPP1_HUMAN] 0.037 5.10 

Q9NX74 tRNA-dihydrouridine(20) synthase [NAD(P)+]-like OS=Homo sapiens GN=DUS2L PE=1 SV=1 - [DUS2L_HUMAN] 0.037 5.10 

Q9Y217 Myotubularin-related protein 6 OS=Homo sapiens GN=MTMR6 PE=1 SV=3 - [MTMR6_HUMAN] 0.037 5.10 

P53367 Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 - [ARFP1_HUMAN] 0.037 5.10 

Q04206 Transcription factor p65 OS=Homo sapiens GN=RELA PE=1 SV=2 - [TF65_HUMAN] 0.000 5.07 

Q8TF42 Ubiquitin-associated and SH3 domain-containing protein B OS=Homo sapiens GN=UBASH3B PE=1 SV=2 - [UBS3B_HUMAN] 0.000 5.07 

P20936 Ras GTPase-activating protein 1 OS=Homo sapiens GN=RASA1 PE=1 SV=1 - [RASA1_HUMAN] 0.000 5.07 

Q14669 E3 ubiquitin-protein ligase TRIP12 OS=Homo sapiens GN=TRIP12 PE=1 SV=1 - [TRIPC_HUMAN] 0.000 5.07 

Q16706 Alpha-mannosidase 2 OS=Homo sapiens GN=MAN2A1 PE=1 SV=2 - [MA2A1_HUMAN] 0.000 5.07 

Q96QR8 Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=3 - [PURB_HUMAN] 0.000 5.07 

Q9UDR5 Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1 - [AASS_HUMAN] 0.000 5.07 

Q9Y2X7 ARF GTPase-activating protein GIT1 OS=Homo sapiens GN=GIT1 PE=1 SV=2 - [GIT1_HUMAN] 0.000 5.07 

P50750 Cyclin-dependent kinase 9 OS=Homo sapiens GN=CDK9 PE=1 SV=3 - [CDK9_HUMAN] 0.000 5.07 

Q96EK9 Protein KTI12 homolog OS=Homo sapiens GN=KTI12 PE=1 SV=1 - [KTI12_HUMAN] 0.000 5.07 

P57723 Poly(rC)-binding protein 4 OS=Homo sapiens GN=PCBP4 PE=2 SV=1 - [PCBP4_HUMAN] 0.000 5.07 

O43633 Charged multivesicular body protein 2a OS=Homo sapiens GN=CHMP2A PE=1 SV=1 - [CHM2A_HUMAN] 0.000 5.07 

O15230 Laminin subunit alpha-5 OS=Homo sapiens GN=LAMA5 PE=1 SV=8 - [LAMA5_HUMAN] 0.029 5.04 
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P23368 NAD-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME2 PE=1 SV=1 - [MAOM_HUMAN] 0.029 5.04 

Q15428 Splicing factor 3A subunit 2 OS=Homo sapiens GN=SF3A2 PE=1 SV=2 - [SF3A2_HUMAN] 0.029 5.04 

Q2TAL8 Glutamine-rich protein 1 OS=Homo sapiens GN=QRICH1 PE=1 SV=1 - [QRIC1_HUMAN] 0.029 5.04 

Q8TCJ2 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3B OS=Homo sapiens GN=STT3B PE=1 SV=1 - [STT3B_HUMAN] 0.029 5.04 

Q8WU76 Sec1 family domain-containing protein 2 OS=Homo sapiens GN=SCFD2 PE=1 SV=2 - [SCFD2_HUMAN] 0.029 5.04 

O60925 Prefoldin subunit 1 OS=Homo sapiens GN=PFDN1 PE=1 SV=2 - [PFD1_HUMAN] 0.029 5.04 

Q99598 Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=1 - [TSNAX_HUMAN] 0.029 5.04 

P57764 Gasdermin-D OS=Homo sapiens GN=GSDMD PE=1 SV=1 - [GSDMD_HUMAN] 0.029 5.04 

Q13557 Calcium/calmodulin-dependent protein kinase type II subunit delta OS=Homo sapiens GN=CAMK2D PE=1 SV=3 - [KCC2D_HUMAN] 0.029 5.04 

Q86XA9 HEAT repeat-containing protein 5A OS=Homo sapiens GN=HEATR5A PE=1 SV=2 - [HTR5A_HUMAN] 0.029 5.04 

P09497 Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=1 - [CLCB_HUMAN] 0.029 5.04 

Q16822 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial OS=Homo sapiens GN=PCK2 PE=1 SV=3 - [PCKGM_HUMAN] 0.029 5.04 

Q9HCS7 Pre-mRNA-splicing factor SYF1 OS=Homo sapiens GN=XAB2 PE=1 SV=2 - [SYF1_HUMAN] 0.029 5.04 

Q9Y520 Protein PRRC2C OS=Homo sapiens GN=PRRC2C PE=1 SV=4 - [PRC2C_HUMAN] 0.029 5.04 

P49589 Cysteine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=3 - [SYCC_HUMAN] 0.044 3.43 

Q9BUJ2 Heterogeneous nuclear ribonucleoprotein U-like protein 1 OS=Homo sapiens GN=HNRNPUL1 PE=1 SV=2 - [HNRL1_HUMAN] 0.006 3.39 

Q9H3P7 Golgi resident protein GCP60 OS=Homo sapiens GN=ACBD3 PE=1 SV=4 - [GCP60_HUMAN] 0.002 3.38 

P55039 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=1 SV=1 - [DRG2_HUMAN] 0.037 3.27 

Q9NYU2 UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGGT1 PE=1 SV=3 - [UGGG1_HUMAN] 0.046 2.96 

Q92538 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1 OS=Homo sapiens GN=GBF1 PE=1 SV=2 - [GBF1_HUMAN] 0.025 2.78 

Q06124 Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=2 - [PTN11_HUMAN] 0.037 2.74 

Q8IWE2 Protein NOXP20 OS=Homo sapiens GN=FAM114A1 PE=1 SV=2 - [NXP20_HUMAN] 0.001 2.66 

Q9NPQ8 Synembryn-A OS=Homo sapiens GN=RIC8A PE=1 SV=3 - [RIC8A_HUMAN] 0.012 2.46 

Q04637 Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=4 - [IF4G1_HUMAN] 0.023 2.43 

Q9P2R3 Ankyrin repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=ANKFY1 PE=1 SV=2 - [ANFY1_HUMAN] 0.018 2.42 

Q9H2M9 Rab3 GTPase-activating protein non-catalytic subunit OS=Homo sapiens GN=RAB3GAP2 PE=1 SV=1 - [RBGPR_HUMAN] 0.050 2.31 

P17812 CTP synthase 1 OS=Homo sapiens GN=CTPS1 PE=1 SV=2 - [PYRG1_HUMAN] 0.021 2.09 

Q9NZN4 EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=2 - [EHD2_HUMAN] 0.033 2.06 
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Q9NSD9 Phenylalanine--tRNA ligase beta subunit OS=Homo sapiens GN=FARSB PE=1 SV=3 - [SYFB_HUMAN] 0.042 1.99 

P67809 Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=3 - [YBOX1_HUMAN] 0.042 1.99 

P49321 Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=2 - [NASP_HUMAN] 0.030 1.95 

Q9BZF1 Oxysterol-binding protein-related protein 8 OS=Homo sapiens GN=OSBPL8 PE=1 SV=3 - [OSBL8_HUMAN] 0.047 1.94 

Q2NL82 Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens GN=TSR1 PE=1 SV=1 - [TSR1_HUMAN] 0.002 1.88 

Q0ZGT2 Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 - [NEXN_HUMAN] 0.046 1.88 

Q9BTW9 Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=1 SV=2 - [TBCD_HUMAN] 0.015 1.87 

P21399 Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=3 - [ACOC_HUMAN] 0.030 1.85 

P27708 CAD protein OS=Homo sapiens GN=CAD PE=1 SV=3 - [PYR1_HUMAN] 0.003 1.78 

Q04446 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=3 - [GLGB_HUMAN] 0.039 1.75 

O43237 Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=1 - [DC1L2_HUMAN] 0.034 1.74 

P49419 Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=5 - [AL7A1_HUMAN] 0.037 1.72 

Q96N66 Lysophospholipid acyltransferase 7 OS=Homo sapiens GN=MBOAT7 PE=1 SV=2 - [MBOA7_HUMAN] 0.003 1.69 

P62841 40S ribosomal protein S15 OS=Homo sapiens GN=RPS15 PE=1 SV=2 - [RS15_HUMAN] 0.003 1.69 

Q14566 DNA replication licensing factor MCM6 OS=Homo sapiens GN=MCM6 PE=1 SV=1 - [MCM6_HUMAN] 0.038 1.65 

Q9Y2A7 Nck-associated protein 1 OS=Homo sapiens GN=NCKAP1 PE=1 SV=1 - [NCKP1_HUMAN] 0.019 1.58 

P07814 Bifunctional glutamate/proline--tRNA ligase OS=Homo sapiens GN=EPRS PE=1 SV=5 - [SYEP_HUMAN] 0.017 1.50 

P49591 Serine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=3 - [SYSC_HUMAN] 0.026 1.45 

Q96RS6 NudC domain-containing protein 1 OS=Homo sapiens GN=NUDCD1 PE=1 SV=2 - [NUDC1_HUMAN] 0.022 1.45 

P11172 Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=1 - [UMPS_HUMAN] 0.022 1.45 

P47897 Glutamine--tRNA ligase OS=Homo sapiens GN=QARS PE=1 SV=1 - [SYQ_HUMAN] 0.045 1.41 

O94906 Pre-mRNA-processing factor 6 OS=Homo sapiens GN=PRPF6 PE=1 SV=1 - [PRP6_HUMAN] 0.008 1.35 

P80723 Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=2 - [BASP1_HUMAN] 0.008 1.35 

Q14232 Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=1 - [EI2BA_HUMAN] 0.008 1.35 

Q9UJU6 Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=1 - [DBNL_HUMAN] 0.017 1.32 

Q9NR28 Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1 - [DBLOH_HUMAN] 0.010 1.30 

Q9BPX3 Condensin complex subunit 3 OS=Homo sapiens GN=NCAPG PE=1 SV=1 - [CND3_HUMAN] 0.044 1.30 

P13647 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=3 - [K2C5_HUMAN] 0.015 1.25 
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P08133 Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 - [ANXA6_HUMAN] 0.010 1.22 

Q9Y490 Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 - [TLN1_HUMAN] 0.043 1.14 

Q9Y6G9 Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=3 - [DC1L1_HUMAN] 0.039 1.14 

Q9NPD8 Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens GN=UBE2T PE=1 SV=1 - [UBE2T_HUMAN] 0.039 1.14 

O00170 AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=2 - [AIP_HUMAN] 0.039 1.14 

P51571 Translocon-associated protein subunit delta OS=Homo sapiens GN=SSR4 PE=1 SV=1 - [SSRD_HUMAN] 0.039 1.14 

Q9UBR2 Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 - [CATZ_HUMAN] 0.039 1.14 

Q16531 DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1 - [DDB1_HUMAN] 0.045 1.14 

Downregulated proteins in 2 hr 20% stretch 

Identifier Description p.value ratio 

P51452 Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=1 - [DUS3_HUMAN] 0.044 1.13 

P67870 Casein kinase II subunit beta OS=Homo sapiens GN=CSNK2B PE=1 SV=1 - [CSK2B_HUMAN] 0.044 1.13 

P61619 Protein transport protein Sec61 subunit alpha isoform 1 OS=Homo sapiens GN=SEC61A1 PE=1 SV=2 - [S61A1_HUMAN] 0.044 1.13 

P04264 Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=6 - [K2C1_HUMAN] 0.017 1.15 

Q04837 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=1 - [SSBP_HUMAN] 0.028 1.17 

Q99426 Tubulin-folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=2 - [TBCB_HUMAN] 0.028 1.17 

O15173 Membrane-associated progesterone receptor component 2 OS=Homo sapiens GN=PGRMC2 PE=1 SV=1 - [PGRC2_HUMAN] 0.021 1.20 

P39687 Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=1 - [AN32A_HUMAN] 0.021 1.20 

P07741 Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=2 - [APT_HUMAN] 0.021 1.20 

Q15691 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=3 - [MARE1_HUMAN] 0.021 1.20 

P18206 Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 - [VINC_HUMAN] 0.037 1.21 

P54920 Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=3 - [SNAA_HUMAN] 0.018 1.22 

Q01995 Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 - [TAGL_HUMAN] 0.017 1.22 

P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1 - [HSP7C_HUMAN] 0.029 1.24 

P07996 Thrombospondin-1 OS=Homo sapiens GN=THBS1 PE=1 SV=2 - [TSP1_HUMAN] 0.007 1.25 

P08729 Keratin, type II cytoskeletal 7 OS=Homo sapiens GN=KRT7 PE=1 SV=5 - [K2C7_HUMAN] 0.006 1.27 

P60842 Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=1 - [IF4A1_HUMAN] 0.036 1.28 

P61020 Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=1 - [RAB5B_HUMAN] 0.046 1.28 
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Q15417 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 - [CNN3_HUMAN] 0.046 1.28 

P06748 Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2 - [NPM_HUMAN] 0.046 1.28 

Q04760 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=4 - [LGUL_HUMAN] 0.047 1.29 

P22314 Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3 - [UBA1_HUMAN] 0.040 1.29 

P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2 - [LDHB_HUMAN] 0.011 1.29 

P07355 Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 - [ANXA2_HUMAN] 0.009 1.29 

P02511 Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=2 - [CRYAB_HUMAN] 0.033 1.30 

O00299 Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=4 - [CLIC1_HUMAN] 0.033 1.30 

P06493 Cyclin-dependent kinase 1 OS=Homo sapiens GN=CDK1 PE=1 SV=3 - [CDK1_HUMAN] 0.033 1.30 

Q9H0U4 Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=1 - [RAB1B_HUMAN] 0.023 1.30 

P61026 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=1 - [RAB10_HUMAN] 0.023 1.30 

P18085 ADP-ribosylation factor 4 OS=Homo sapiens GN=ARF4 PE=1 SV=3 - [ARF4_HUMAN] 0.024 1.31 

P04083 Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2 - [ANXA1_HUMAN] 0.047 1.31 

P39019 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=2 - [RS19_HUMAN] 0.014 1.32 

P40926 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=3 - [MDHM_HUMAN] 0.006 1.33 

P60174 Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=3 - [TPIS_HUMAN] 0.032 1.34 

P37802 Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 - [TAGL2_HUMAN] 0.034 1.38 

P22392 Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=1 - [NDKB_HUMAN] 0.007 1.38 

P52815 39S ribosomal protein L12, mitochondrial OS=Homo sapiens GN=MRPL12 PE=1 SV=2 - [RM12_HUMAN] 0.007 1.38 

P60953 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=2 - [CDC42_HUMAN] 0.007 1.38 

O60493 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=3 - [SNX3_HUMAN] 0.007 1.38 

P60866 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=1 - [RS20_HUMAN] 0.007 1.38 

P21926 CD9 antigen OS=Homo sapiens GN=CD9 PE=1 SV=4 - [CD9_HUMAN] 0.007 1.38 

P52292 Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1 - [IMA2_HUMAN] 0.007 1.38 

P69905 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=2 - [HBA_HUMAN] 0.007 1.38 

Q8IVM0 Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=1 - [CCD50_HUMAN] 0.007 1.38 

P18077 60S ribosomal protein L35a OS=Homo sapiens GN=RPL35A PE=1 SV=2 - [RL35A_HUMAN] 0.007 1.38 

P24844 Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=4 - [MYL9_HUMAN] 0.007 1.38 
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P62263 40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=3 - [RS14_HUMAN] 0.007 1.38 

Q01130 Serine/arginine-rich splicing factor 2 OS=Homo sapiens GN=SRSF2 PE=1 SV=4 - [SRSF2_HUMAN] 0.007 1.38 

Q99729 Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=2 - [ROAA_HUMAN] 0.007 1.38 

P35613 Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 - [BASI_HUMAN] 0.007 1.38 

O95861 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=1 SV=1 - [BPNT1_HUMAN] 0.007 1.38 

P29218 Inositol monophosphatase 1 OS=Homo sapiens GN=IMPA1 PE=1 SV=1 - [IMPA1_HUMAN] 0.007 1.38 

P60660 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2 - [MYL6_HUMAN] 0.007 1.38 

P61009 Signal peptidase complex subunit 3 OS=Homo sapiens GN=SPCS3 PE=1 SV=1 - [SPCS3_HUMAN] 0.007 1.38 

P61081 NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=1 - [UBC12_HUMAN] 0.007 1.38 

P62805 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 - [H4_HUMAN] 0.007 1.38 

P62829 60S ribosomal protein L23 OS=Homo sapiens GN=RPL23 PE=1 SV=1 - [RL23_HUMAN] 0.007 1.38 

P84095 Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=1 - [RHOG_HUMAN] 0.007 1.38 

Q9GZT3 SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=1 - [SLIRP_HUMAN] 0.007 1.38 

Q9ULC3 Ras-related protein Rab-23 OS=Homo sapiens GN=RAB23 PE=1 SV=1 - [RAB23_HUMAN] 0.007 1.38 

P09651 Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=5 - [ROA1_HUMAN] 0.018 1.38 

P05783 Keratin, type I cytoskeletal 18 OS=Homo sapiens GN=KRT18 PE=1 SV=2 - [K1C18_HUMAN] 0.042 1.38 

Q06830 Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1 - [PRDX1_HUMAN] 0.031 1.38 

Q96CX2 BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=1 - [KCD12_HUMAN] 0.043 1.38 

Q8NBS9 Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=2 - [TXND5_HUMAN] 0.043 1.38 

P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2 - [LDHA_HUMAN] 0.004 1.42 

Q14240 Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=2 - [IF4A2_HUMAN] 0.005 1.43 

Q15907 Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=4 - [RB11B_HUMAN] 0.039 1.44 

P62280 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=3 - [RS11_HUMAN] 0.035 1.45 

P62993 Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=1 - [GRB2_HUMAN] 0.019 1.48 

P52565 Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=3 - [GDIR1_HUMAN] 0.026 1.50 

Q9Y3A5 Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=4 - [SBDS_HUMAN] 0.027 1.50 

Q92890 Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=3 - [UFD1_HUMAN] 0.027 1.50 

P30041 Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=3 - [PRDX6_HUMAN] 0.034 1.51 
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O43681 ATPase ASNA1 OS=Homo sapiens GN=ASNA1 PE=1 SV=2 - [ASNA_HUMAN] 0.037 1.52 

P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1 - [UB2L3_HUMAN] 0.037 1.52 

P50213 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=1 - [IDH3A_HUMAN] 0.037 1.53 

P53602 Diphosphomevalonate decarboxylase OS=Homo sapiens GN=MVD PE=1 SV=1 - [MVD1_HUMAN] 0.037 1.53 

Q15185 Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=1 - [TEBP_HUMAN] 0.003 1.59 

P01111 GTPase NRas OS=Homo sapiens GN=NRAS PE=1 SV=1 - [RASN_HUMAN] 0.040 1.66 

P63208 S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=2 - [SKP1_HUMAN] 0.047 1.89 

Q96KB5 Lymphokine-activated killer T-cell-originated protein kinase OS=Homo sapiens GN=PBK PE=1 SV=3 - [TOPK_HUMAN] 0.019 2.20 

P61964 WD repeat-containing protein 5 OS=Homo sapiens GN=WDR5 PE=1 SV=1 - [WDR5_HUMAN] 0.002 11.01 

Q8IZP2 Putative protein FAM10A4 OS=Homo sapiens GN=ST13P4 PE=5 SV=1 - [ST134_HUMAN] 0.004 17.99 

Unchanged proteins in 2 hr 20% stretch 

Identifier Description p.value ratio 

P29692 Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=5 - [EF1D_HUMAN] 0.050 0.72 

P69849 Nodal modulator 3 OS=Homo sapiens GN=NOMO3 PE=2 SV=2 - [NOMO3_HUMAN] 0.050 0.07 

P61019 Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1 - [RAB2A_HUMAN] 0.050 0.67 

Q9BRA2 Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=1 - [TXD17_HUMAN] 0.054 0.64 

Q9BUF5 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=1 - [TBB6_HUMAN] 0.059 0.75 

Q02543 60S ribosomal protein L18a OS=Homo sapiens GN=RPL18A PE=1 SV=2 - [RL18A_HUMAN] 0.060 0.53 

P46777 60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=3 - [RL5_HUMAN] 0.060 0.72 

P62851 40S ribosomal protein S25 OS=Homo sapiens GN=RPS25 PE=1 SV=1 - [RS25_HUMAN] 0.060 0.67 

P19338 Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 - [NUCL_HUMAN] 0.061 0.74 

P15880 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=2 - [RS2_HUMAN] 0.062 0.76 

P12429 Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 - [ANXA3_HUMAN] 0.064 0.77 

A6NL28 Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=2 - [TPM3L_HUMAN] 0.065 0.46 

Q9HB07 UPF0160 protein MYG1, mitochondrial OS=Homo sapiens GN=C12orf10 PE=1 SV=2 - [MYG1_HUMAN] 0.066 0.40 

Q96C19 EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=1 - [EFHD2_HUMAN] 0.066 0.72 

P53621 Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2 - [COPA_HUMAN] 0.067 0.89 

P22626 Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2 - [ROA2_HUMAN] 0.068 0.68 
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Q12792 Twinfilin-1 OS=Homo sapiens GN=TWF1 PE=1 SV=3 - [TWF1_HUMAN] 0.071 0.79 

Q9UJZ1 Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=1 - [STML2_HUMAN] 0.071 0.79 

O14908 PDZ domain-containing protein GIPC1 OS=Homo sapiens GN=GIPC1 PE=1 SV=2 - [GIPC1_HUMAN] 0.071 0.79 

Q99714 3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=3 - [HCD2_HUMAN] 0.071 0.79 

P00491 Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 - [PNPH_HUMAN] 0.071 0.82 

P62081 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1 - [RS7_HUMAN] 0.071 0.82 

Q96IU4 Alpha/beta hydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=1 - [ABHEB_HUMAN] 0.072 0.65 

P78371 T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4 - [TCPB_HUMAN] 0.073 0.83 

Q15819 Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=4 - [UB2V2_HUMAN] 0.073 0.62 

P30040 Endoplasmic reticulum resident protein 29 OS=Homo sapiens GN=ERP29 PE=1 SV=4 - [ERP29_HUMAN] 0.074 0.73 

P15531 Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=1 - [NDKA_HUMAN] 0.074 0.73 

P62820 Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=3 - [RAB1A_HUMAN] 0.074 0.79 

P28066 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3 - [PSA5_HUMAN] 0.074 0.61 

Q13509 Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=2 - [TBB3_HUMAN] 0.075 0.80 

P61160 Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=1 - [ARP2_HUMAN] 0.076 0.73 

Q15084 Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=1 - [PDIA6_HUMAN] 0.076 0.91 

P06733 Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 - [ENOA_HUMAN] 0.077 0.81 

P49411 Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=2 - [EFTU_HUMAN] 0.077 0.83 

P04075 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2 - [ALDOA_HUMAN] 0.079 0.74 

Q3ZCQ8 Mitochondrial import inner membrane translocase subunit TIM50 OS=Homo sapiens GN=TIMM50 PE=1 SV=2 - [TIM50_HUMAN] 0.079 0.54 

P11021 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=2 - [GRP78_HUMAN] 0.079 0.81 

P04792 Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=2 - [HSPB1_HUMAN] 0.079 0.76 

P07910 Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=4 - [HNRPC_HUMAN] 0.079 0.76 

P26641 Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3 - [EF1G_HUMAN] 0.080 0.84 

P07737 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 - [PROF1_HUMAN] 0.080 0.72 

P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1 - [ACTB_HUMAN] 0.081 0.73 

Q13155 Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 OS=Homo sapiens GN=AIMP2 PE=1 SV=2 - [AIMP2_HUMAN] 0.083 0.62 

P84098 60S ribosomal protein L19 OS=Homo sapiens GN=RPL19 PE=1 SV=1 - [RL19_HUMAN] 0.083 0.62 
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Q9UBQ5 Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=1 - [EIF3K_HUMAN] 0.083 0.62 

Q9Y2Q3 Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=3 - [GSTK1_HUMAN] 0.083 0.62 

P61421 V-type proton ATPase subunit d 1 OS=Homo sapiens GN=ATP6V0D1 PE=1 SV=1 - [VA0D1_HUMAN] 0.083 0.62 

P68366 Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1 - [TBA4A_HUMAN] 0.084 0.75 

P08670 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 - [VIME_HUMAN] 0.085 0.80 

P50454 Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2 - [SERPH_HUMAN] 0.087 0.85 

P30101 Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=4 - [PDIA3_HUMAN] 0.089 0.88 

P24941 Cyclin-dependent kinase 2 OS=Homo sapiens GN=CDK2 PE=1 SV=2 - [CDK2_HUMAN] 0.090 0.77 

O75396 Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=4 - [SC22B_HUMAN] 0.090 0.73 

P62136 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=1 - [PP1A_HUMAN] 0.091 0.86 

P13797 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=4 - [PLST_HUMAN] 0.091 0.79 

P25398 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=3 - [RS12_HUMAN] 0.092 0.65 

P62910 60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=2 - [RL32_HUMAN] 0.092 0.65 

P29966 Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=4 - [MARCS_HUMAN] 0.092 0.73 

P25787 Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=2 - [PSA2_HUMAN] 0.092 0.73 

P62854 40S ribosomal protein S26 OS=Homo sapiens GN=RPS26 PE=1 SV=3 - [RS26_HUMAN] 0.097 0.54 

P18124 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=1 - [RL7_HUMAN] 0.099 0.67 

P11940 Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=2 - [PABP1_HUMAN] 0.099 0.79 

P42766 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=2 - [RL35_HUMAN] 0.099 0.58 

P05388 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=1 - [RLA0_HUMAN] 0.103 0.68 

P62249 40S ribosomal protein S16 OS=Homo sapiens GN=RPS16 PE=1 SV=2 - [RS16_HUMAN] 0.103 0.76 

O00231 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=3 - [PSD11_HUMAN] 0.108 0.74 

P07437 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2 - [TBB5_HUMAN] 0.108 0.74 

P68371 Tubulin beta-4B chain OS=Homo sapiens GN=TUBB4B PE=1 SV=1 - [TBB4B_HUMAN] 0.108 0.74 

P09493 Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=2 - [TPM1_HUMAN] 0.108 0.74 

P28070 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4 - [PSB4_HUMAN] 0.108 0.72 

P55209 Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=1 - [NP1L1_HUMAN] 0.108 0.72 

Q9UQ80 Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=3 - [PA2G4_HUMAN] 0.109 0.72 
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P09211 Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=2 - [GSTP1_HUMAN] 0.109 0.67 

P13639 Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 - [EF2_HUMAN] 0.110 0.88 

P52209 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=3 - [6PGD_HUMAN] 0.110 0.64 

P20618 Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=2 - [PSB1_HUMAN] 0.112 0.83 

P13693 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=1 - [TCTP_HUMAN] 0.112 0.83 

O15498 Synaptobrevin homolog YKT6 OS=Homo sapiens GN=YKT6 PE=1 SV=1 - [YKT6_HUMAN] 0.112 0.83 

P50991 T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4 - [TCPD_HUMAN] 0.112 0.79 

P61163 Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=1 - [ACTZ_HUMAN] 0.112 0.78 

P30086 Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=3 - [PEBP1_HUMAN] 0.112 0.78 

P30048 Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=3 - [PRDX3_HUMAN] 0.113 0.78 

Q99497 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 - [PARK7_HUMAN] 0.114 0.80 

P04406 Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3 - [G3P_HUMAN] 0.115 0.76 

P07951 Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=1 - [TPM2_HUMAN] 0.115 0.68 

Q8TF05 Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Homo sapiens GN=PPP4R1 PE=1 SV=1 - [PP4R1_HUMAN] 0.116 0.93 

Q9NT62 Ubiquitin-like-conjugating enzyme ATG3 OS=Homo sapiens GN=ATG3 PE=1 SV=1 - [ATG3_HUMAN] 0.116 0.93 

Q00765 Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=3 - [REEP5_HUMAN] 0.116 0.93 

Q9BTT0 Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=1 - [AN32E_HUMAN] 0.116 0.93 

Q9Y305 Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=2 - [ACOT9_HUMAN] 0.116 0.93 

Q16527 Cysteine and glycine-rich protein 2 OS=Homo sapiens GN=CSRP2 PE=1 SV=3 - [CSRP2_HUMAN] 0.116 0.93 

P19623 Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=1 - [SPEE_HUMAN] 0.116 0.72 

P28074 Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=3 - [PSB5_HUMAN] 0.117 0.79 

P22061 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=4 - [PIMT_HUMAN] 0.117 0.80 

Q14192 Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=3 - [FHL2_HUMAN] 0.117 0.80 

Q13257 Mitotic spindle assembly checkpoint protein MAD2A OS=Homo sapiens GN=MAD2L1 PE=1 SV=1 - [MD2L1_HUMAN] 0.117 0.80 

Q15437 Protein transport protein Sec23B OS=Homo sapiens GN=SEC23B PE=1 SV=2 - [SC23B_HUMAN] 0.117 0.80 

Q16186 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2 - [ADRM1_HUMAN] 0.117 0.80 

Q16850 Lanosterol 14-alpha demethylase OS=Homo sapiens GN=CYP51A1 PE=1 SV=3 - [CP51A_HUMAN] 0.118 0.73 

P19105 Myosin regulatory light chain 12A OS=Homo sapiens GN=MYL12A PE=1 SV=2 - [ML12A_HUMAN] 0.118 0.73 
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P62330 ADP-ribosylation factor 6 OS=Homo sapiens GN=ARF6 PE=1 SV=2 - [ARF6_HUMAN] 0.119 0.80 

P10599 Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 - [THIO_HUMAN] 0.119 0.80 

Q9NP72 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=1 - [RAB18_HUMAN] 0.119 0.80 

Q99832 T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=2 - [TCPH_HUMAN] 0.119 0.77 

Q8NF91 Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=4 - [SYNE1_HUMAN] 0.120 0.86 

Q86Y82 Syntaxin-12 OS=Homo sapiens GN=STX12 PE=1 SV=1 - [STX12_HUMAN] 0.121 0.62 

P40429 60S ribosomal protein L13a OS=Homo sapiens GN=RPL13A PE=1 SV=2 - [RL13A_HUMAN] 0.121 0.67 

P32119 Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5 - [PRDX2_HUMAN] 0.122 0.68 

P62424 60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2 - [RL7A_HUMAN] 0.125 0.76 

P08758 Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=2 - [ANXA5_HUMAN] 0.129 0.76 

O95864 Fatty acid desaturase 2 OS=Homo sapiens GN=FADS2 PE=1 SV=1 - [FADS2_HUMAN] 0.129 0.48 

P21266 Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=3 - [GSTM3_HUMAN] 0.132 0.69 

P46782 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=4 - [RS5_HUMAN] 0.134 0.81 

O95373 Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 - [IPO7_HUMAN] 0.135 0.86 

P06576 ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=3 - [ATPB_HUMAN] 0.135 0.88 

O15145 Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=3 - [ARPC3_HUMAN] 0.135 0.72 

P51149 Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=1 - [RAB7A_HUMAN] 0.139 0.79 

P30050 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=1 - [RL12_HUMAN] 0.141 0.68 

P06753 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=2 - [TPM3_HUMAN] 0.141 0.72 

P02768 Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 - [ALBU_HUMAN] 0.145 0.73 

Q9NZL9 Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=1 - [MAT2B_HUMAN] 0.148 0.78 

P63241 Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2 - [IF5A1_HUMAN] 0.149 0.79 

Q15181 Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=2 - [IPYR_HUMAN] 0.154 0.73 

Q96DV4 39S ribosomal protein L38, mitochondrial OS=Homo sapiens GN=MRPL38 PE=1 SV=2 - [RM38_HUMAN] 0.155 0.52 

P05161 Ubiquitin-like protein ISG15 OS=Homo sapiens GN=ISG15 PE=1 SV=5 - [ISG15_HUMAN] 0.156 0.72 

Q8WW12 PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=2 - [PCNP_HUMAN] 0.156 0.73 

P59998 Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=3 - [ARPC4_HUMAN] 0.156 0.73 

P52907 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=3 - [CAZA1_HUMAN] 0.156 0.88 
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P37837 Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 - [TALDO_HUMAN] 0.157 0.84 

P12236 ADP/ATP translocase 3 OS=Homo sapiens GN=SLC25A6 PE=1 SV=4 - [ADT3_HUMAN] 0.162 0.68 

Q13404 Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=2 - [UB2V1_HUMAN] 0.165 0.73 

Q9Y5Z4 Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=1 - [HEBP2_HUMAN] 0.167 0.72 

P23284 Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=2 - [PPIB_HUMAN] 0.167 0.75 

P08865 40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=4 - [RSSA_HUMAN] 0.172 0.77 

P00505 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=3 - [AATM_HUMAN] 0.172 0.75 

P67936 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=3 - [TPM4_HUMAN] 0.173 0.74 

P51148 Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=2 - [RAB5C_HUMAN] 0.173 0.77 

Q99873 Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=2 - [ANM1_HUMAN] 0.174 0.75 

P00492 Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=2 - [HPRT_HUMAN] 0.177 0.78 

P20339 Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=2 - [RAB5A_HUMAN] 0.179 0.95 

Q99536 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=2 - [VAT1_HUMAN] 0.179 0.87 

P63104 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1 - [1433Z_HUMAN] 0.180 0.86 

Q15717 ELAV-like protein 1 OS=Homo sapiens GN=ELAVL1 PE=1 SV=2 - [ELAV1_HUMAN] 0.182 0.65 

Q13885 Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1 - [TBB2A_HUMAN] 0.183 0.77 

Q13151 Heterogeneous nuclear ribonucleoprotein A0 OS=Homo sapiens GN=HNRNPA0 PE=1 SV=1 - [ROA0_HUMAN] 0.183 0.59 

P36873 Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=1 - [PP1G_HUMAN] 0.184 0.85 

P99999 Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=2 - [CYC_HUMAN] 0.184 0.85 

Q13162 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=1 - [PRDX4_HUMAN] 0.185 0.68 

P10768 S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=2 - [ESTD_HUMAN] 0.185 0.66 

P07900 Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=5 - [HS90A_HUMAN] 0.187 0.86 

Q5JTV8 Torsin-1A-interacting protein 1 OS=Homo sapiens GN=TOR1AIP1 PE=1 SV=2 - [TOIP1_HUMAN] 0.188 0.51 

P20340 Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1 SV=3 - [RAB6A_HUMAN] 0.190 0.76 

P31946 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3 - [1433B_HUMAN] 0.193 0.87 

P62937 Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=2 - [PPIA_HUMAN] 0.193 0.69 

P63092 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1 - [GNAS2_HUMAN] 0.194 0.50 

P62701 40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=2 - [RS4X_HUMAN] 0.196 0.72 
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P35268 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=2 - [RL22_HUMAN] 0.196 0.72 

P09382 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 - [LEG1_HUMAN] 0.201 0.83 

P04899 Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Homo sapiens GN=GNAI2 PE=1 SV=3 - [GNAI2_HUMAN] 0.202 0.84 

Q9UFN0 Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=2 - [NPS3A_HUMAN] 0.204 0.31 

P61225 Ras-related protein Rap-2b OS=Homo sapiens GN=RAP2B PE=1 SV=1 - [RAP2B_HUMAN] 0.204 0.31 

Q9Y281 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 - [COF2_HUMAN] 0.204 0.67 

Q07955 Serine/arginine-rich splicing factor 1 OS=Homo sapiens GN=SRSF1 PE=1 SV=2 - [SRSF1_HUMAN] 0.205 0.76 

Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1 - [TBA1A_HUMAN] 0.205 0.77 

O43684 Mitotic checkpoint protein BUB3 OS=Homo sapiens GN=BUB3 PE=1 SV=1 - [BUB3_HUMAN] 0.205 0.82 

O00151 PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=4 - [PDLI1_HUMAN] 0.205 0.82 

P23919 Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=4 - [KTHY_HUMAN] 0.206 0.73 

P61088 Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1 - [UBE2N_HUMAN] 0.206 0.80 

P15153 Ras-related C3 botulinum toxin substrate 2 OS=Homo sapiens GN=RAC2 PE=1 SV=1 - [RAC2_HUMAN] 0.206 0.80 

P18669 Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=2 - [PGAM1_HUMAN] 0.206 0.80 

Q15370 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=1 - [ELOB_HUMAN] 0.206 0.80 

Q7L5N1 COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=1 - [CSN6_HUMAN] 0.206 0.80 

P45877 Peptidyl-prolyl cis-trans isomerase C OS=Homo sapiens GN=PPIC PE=1 SV=1 - [PPIC_HUMAN] 0.207 0.51 

Q14165 Malectin OS=Homo sapiens GN=MLEC PE=1 SV=1 - [MLEC_HUMAN] 0.207 0.51 

Q9UKK9 ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=1 - [NUDT5_HUMAN] 0.207 0.87 

P09936 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2 - [UCHL1_HUMAN] 0.207 0.87 

P30044 Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=4 - [PRDX5_HUMAN] 0.208 0.81 

P62316 Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=1 - [SMD2_HUMAN] 0.208 0.81 

O95336 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=2 - [6PGL_HUMAN] 0.208 0.73 

O43809 Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens GN=NUDT21 PE=1 SV=1 - [CPSF5_HUMAN] 0.208 0.67 

Q9Y265 RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=1 - [RUVB1_HUMAN] 0.210 0.91 

P36639 7,8-dihydro-8-oxoguanine triphosphatase OS=Homo sapiens GN=NUDT1 PE=1 SV=3 - [8ODP_HUMAN] 0.211 0.83 

P56537 Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=1 - [IF6_HUMAN] 0.211 0.83 

Q86VP6 Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2 - [CAND1_HUMAN] 0.213 0.86 
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P05556 Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=2 - [ITB1_HUMAN] 0.213 0.95 

P78330 Phosphoserine phosphatase OS=Homo sapiens GN=PSPH PE=1 SV=2 - [SERB_HUMAN] 0.213 0.82 

Q9UBQ7 Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=1 - [GRHPR_HUMAN] 0.213 0.82 

P62266 40S ribosomal protein S23 OS=Homo sapiens GN=RPS23 PE=1 SV=3 - [RS23_HUMAN] 0.213 0.82 

Q15637 Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=4 - [SF01_HUMAN] 0.214 0.72 

P46776 60S ribosomal protein L27a OS=Homo sapiens GN=RPL27A PE=1 SV=2 - [RL27A_HUMAN] 0.216 0.73 

Q9BYD1 39S ribosomal protein L13, mitochondrial OS=Homo sapiens GN=MRPL13 PE=1 SV=1 - [RM13_HUMAN] 0.216 0.73 

P82933 28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=2 - [RT09_HUMAN] 0.216 0.73 

P55769 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=3 - [NH2L1_HUMAN] 0.216 0.73 

O00303 Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=1 - [EIF3F_HUMAN] 0.216 0.86 

P62241 40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2 - [RS8_HUMAN] 0.219 0.78 

Q9UDY4 DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=1 - [DNJB4_HUMAN] 0.226 0.65 

Q9NTK5 Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=2 - [OLA1_HUMAN] 0.228 0.79 

P26599 Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=1 - [PTBP1_HUMAN] 0.228 0.62 

Q9BT78 COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=1 - [CSN4_HUMAN] 0.228 0.81 

Q14012 Calcium/calmodulin-dependent protein kinase type 1 OS=Homo sapiens GN=CAMK1 PE=1 SV=1 - [KCC1A_HUMAN] 0.230 0.31 

Q96AG4 Leucine-rich repeat-containing protein 59 OS=Homo sapiens GN=LRRC59 PE=1 SV=1 - [LRC59_HUMAN] 0.235 0.73 

P63000 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=1 - [RAC1_HUMAN] 0.235 0.73 

Q92734 Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=2 - [TFG_HUMAN] 0.236 0.72 

P42126 Enoyl-CoA delta isomerase 1, mitochondrial OS=Homo sapiens GN=ECI1 PE=1 SV=1 - [ECI1_HUMAN] 0.236 0.72 

P62070 Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=1 - [RRAS2_HUMAN] 0.236 0.72 

Q9NR31 GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=1 - [SAR1A_HUMAN] 0.236 0.72 

O75663 TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=2 - [TIPRL_HUMAN] 0.236 0.72 

Q01105 Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 - [SET_HUMAN] 0.236 0.72 

P51991 Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2 - [ROA3_HUMAN] 0.244 0.58 

O95433 Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=1 - [AHSA1_HUMAN] 0.247 0.72 

P05787 Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=7 - [K2C8_HUMAN] 0.248 0.84 

P43243 Matrin-3 OS=Homo sapiens GN=MATR3 PE=1 SV=2 - [MATR3_HUMAN] 0.249 0.76 
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P27361 Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=4 - [MK03_HUMAN] 0.250 0.82 

P09661 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=2 - [RU2A_HUMAN] 0.252 0.67 

P50914 60S ribosomal protein L14 OS=Homo sapiens GN=RPL14 PE=1 SV=4 - [RL14_HUMAN] 0.254 0.64 

P30043 Flavin reductase (NADPH) OS=Homo sapiens GN=BLVRB PE=1 SV=3 - [BLVRB_HUMAN] 0.255 0.63 

Q15393 Splicing factor 3B subunit 3 OS=Homo sapiens GN=SF3B3 PE=1 SV=4 - [SF3B3_HUMAN] 0.263 0.84 

P08238 Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=4 - [HS90B_HUMAN] 0.271 0.85 

P54709 Sodium/potassium-transporting ATPase subunit beta-3 OS=Homo sapiens GN=ATP1B3 PE=1 SV=1 - [AT1B3_HUMAN] 0.272 0.72 

P13645 Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=6 - [K1C10_HUMAN] 0.273 0.88 

P04818 Thymidylate synthase OS=Homo sapiens GN=TYMS PE=1 SV=3 - [TYSY_HUMAN] 0.273 0.85 

Q6NZI2 Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=1 - [PTRF_HUMAN] 0.273 0.85 

P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1 - [EF1A1_HUMAN] 0.275 0.88 

P25705 ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=1 - [ATPA_HUMAN] 0.275 0.83 

Q969X5 Endoplasmic reticulum-Golgi intermediate compartment protein 1 OS=Homo sapiens GN=ERGIC1 PE=1 SV=1 - [ERGI1_HUMAN] 0.275 0.56 

P43487 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=1 - [RANG_HUMAN] 0.278 0.78 

P62826 GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3 - [RAN_HUMAN] 0.279 0.85 

Q15126 Phosphomevalonate kinase OS=Homo sapiens GN=PMVK PE=1 SV=3 - [PMVK_HUMAN] 0.281 0.62 

P00387 NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=3 - [NB5R3_HUMAN] 0.282 0.84 

P62888 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=2 - [RL30_HUMAN] 0.283 0.78 

P51153 Ras-related protein Rab-13 OS=Homo sapiens GN=RAB13 PE=1 SV=1 - [RAB13_HUMAN] 0.283 0.78 

P14618 Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM PE=1 SV=4 - [KPYM_HUMAN] 0.283 0.78 

P61106 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=4 - [RAB14_HUMAN] 0.288 0.76 

O43707 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2 - [ACTN4_HUMAN] 0.289 0.86 

Q92905 COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=4 - [CSN5_HUMAN] 0.295 0.91 

O14979 Heterogeneous nuclear ribonucleoprotein D-like OS=Homo sapiens GN=HNRPDL PE=1 SV=3 - [HNRDL_HUMAN] 0.296 0.36 

O00159 Unconventional myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=4 - [MYO1C_HUMAN] 0.297 0.80 

P27635 60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=4 - [RL10_HUMAN] 0.303 0.73 

O14579 Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=1 SV=3 - [COPE_HUMAN] 0.304 0.72 

O60664 Perilipin-3 OS=Homo sapiens GN=PLIN3 PE=1 SV=3 - [PLIN3_HUMAN] 0.306 0.88 
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P08134 Rho-related GTP-binding protein RhoC OS=Homo sapiens GN=RHOC PE=1 SV=1 - [RHOC_HUMAN] 0.306 0.88 

Q9NVJ2 ADP-ribosylation factor-like protein 8B OS=Homo sapiens GN=ARL8B PE=1 SV=1 - [ARL8B_HUMAN] 0.309 0.81 

Q9NZL4 Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=1 - [HPBP1_HUMAN] 0.309 0.81 

Q04323 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXN1 PE=1 SV=2 - [UBXN1_HUMAN] 0.310 0.83 

O75832 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=1 - [PSD10_HUMAN] 0.310 0.83 

Q9Y3U8 60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=3 - [RL36_HUMAN] 0.310 0.83 

P49770 Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=3 - [EI2BB_HUMAN] 0.311 0.63 

P02765 Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 - [FETUA_HUMAN] 0.316 0.87 

P30626 Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 - [SORCN_HUMAN] 0.316 0.87 

Q9P0L0 Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=3 - [VAPA_HUMAN] 0.316 0.87 

Q9NVE4 Coiled-coil domain-containing protein 87 OS=Homo sapiens GN=CCDC87 PE=2 SV=2 - [CCD87_HUMAN] 0.317 0.72 

P35249 Replication factor C subunit 4 OS=Homo sapiens GN=RFC4 PE=1 SV=2 - [RFC4_HUMAN] 0.317 0.72 

P31350 Ribonucleoside-diphosphate reductase subunit M2 OS=Homo sapiens GN=RRM2 PE=1 SV=1 - [RIR2_HUMAN] 0.319 0.73 

P27105 Erythrocyte band 7 integral membrane protein OS=Homo sapiens GN=STOM PE=1 SV=3 - [STOM_HUMAN] 0.325 0.62 

P62258 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1 - [1433E_HUMAN] 0.327 0.93 

P20337 Ras-related protein Rab-3B OS=Homo sapiens GN=RAB3B PE=1 SV=2 - [RAB3B_HUMAN] 0.329 0.82 

Q15365 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=2 - [PCBP1_HUMAN] 0.329 0.82 

Q7L1Q6 Basic leucine zipper and W2 domain-containing protein 1 OS=Homo sapiens GN=BZW1 PE=1 SV=1 - [BZW1_HUMAN] 0.342 0.86 

P14625 Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 - [ENPL_HUMAN] 0.343 0.88 

P62995 Transformer-2 protein homolog beta OS=Homo sapiens GN=TRA2B PE=1 SV=1 - [TRA2B_HUMAN] 0.348 0.42 

P10301 Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=1 - [RRAS_HUMAN] 0.348 0.85 

Q9BSJ8 Extended synaptotagmin-1 OS=Homo sapiens GN=ESYT1 PE=1 SV=1 - [ESYT1_HUMAN] 0.349 0.92 

O14737 Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=3 - [PDCD5_HUMAN] 0.350 0.84 

Q7L2E3 Putative ATP-dependent RNA helicase DHX30 OS=Homo sapiens GN=DHX30 PE=1 SV=1 - [DHX30_HUMAN] 0.352 0.67 

P0CG48 Polyubiquitin-C OS=Homo sapiens GN=UBC PE=1 SV=3 - [UBC_HUMAN] 0.353 0.43 

O60814 Histone H2B type 1-K OS=Homo sapiens GN=HIST1H2BK PE=1 SV=3 - [H2B1K_HUMAN] 0.354 0.43 

P40227 T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=3 - [TCPZ_HUMAN] 0.358 0.87 

P45974 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2 - [UBP5_HUMAN] 0.363 0.86 
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Q9UJ70 N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=4 - [NAGK_HUMAN] 0.364 0.77 

P13987 CD59 glycoprotein OS=Homo sapiens GN=CD59 PE=1 SV=1 - [CD59_HUMAN] 0.365 0.73 

P54652 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=1 - [HSP72_HUMAN] 0.366 0.81 

Q14974 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2 - [IMB1_HUMAN] 0.374 0.87 

P23528 Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 - [COF1_HUMAN] 0.374 0.72 

Q9UL46 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=4 - [PSME2_HUMAN] 0.375 0.90 

Q9BRX8 Redox-regulatory protein FAM213A OS=Homo sapiens GN=FAM213A PE=1 SV=3 - [F213A_HUMAN] 0.378 0.65 

P61204 ADP-ribosylation factor 3 OS=Homo sapiens GN=ARF3 PE=1 SV=2 - [ARF3_HUMAN] 0.379 0.43 

P35527 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 - [K1C9_HUMAN] 0.385 0.87 

Q15942 Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 - [ZYX_HUMAN] 0.387 0.85 

Q16658 Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 - [FSCN1_HUMAN] 0.389 0.88 

P15121 Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3 - [ALDR_HUMAN] 0.393 0.93 

P49721 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=1 - [PSB2_HUMAN] 0.393 0.93 

Q14697 Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3 - [GANAB_HUMAN] 0.394 0.87 

P46781 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=3 - [RS9_HUMAN] 0.394 0.84 

O00148 ATP-dependent RNA helicase DDX39A OS=Homo sapiens GN=DDX39A PE=1 SV=2 - [DX39A_HUMAN] 0.399 0.48 

Q01813 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=2 - [K6PP_HUMAN] 0.399 0.89 

P07237 Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=3 - [PDIA1_HUMAN] 0.400 0.86 

Q13136 Liprin-alpha-1 OS=Homo sapiens GN=PPFIA1 PE=1 SV=1 - [LIPA1_HUMAN] 0.402 0.49 

P21283 V-type proton ATPase subunit C 1 OS=Homo sapiens GN=ATP6V1C1 PE=1 SV=4 - [VATC1_HUMAN] 0.403 0.87 

P25325 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=3 - [THTM_HUMAN] 0.406 0.79 

Q16539 Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=3 - [MK14_HUMAN] 0.407 0.46 

P41252 Isoleucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=2 - [SYIC_HUMAN] 0.410 0.90 

P61586 Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=1 - [RHOA_HUMAN] 0.411 0.92 

O00505 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=2 - [IMA3_HUMAN] 0.414 0.87 

O95865 N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=1 - [DDAH2_HUMAN] 0.414 0.87 

Q8TDX7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=1 - [NEK7_HUMAN] 0.414 0.87 

P54619 5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=1 - [AAKG1_HUMAN] 0.415 0.85 
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O43294 Transforming growth factor beta-1-induced transcript 1 protein OS=Homo sapiens GN=TGFB1I1 PE=1 SV=2 - [TGFI1_HUMAN] 0.415 0.85 

O43760 Synaptogyrin-2 OS=Homo sapiens GN=SYNGR2 PE=1 SV=1 - [SNG2_HUMAN] 0.415 0.85 

P00374 Dihydrofolate reductase OS=Homo sapiens GN=DHFR PE=1 SV=2 - [DYR_HUMAN] 0.415 0.85 

P62310 U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens GN=LSM3 PE=1 SV=2 - [LSM3_HUMAN] 0.415 0.85 

Q9BPW8 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=1 - [NIPS1_HUMAN] 0.415 0.85 

Q9H910 Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=1 - [HN1L_HUMAN] 0.415 0.85 

Q9HA64 Ketosamine-3-kinase OS=Homo sapiens GN=FN3KRP PE=1 SV=2 - [KT3K_HUMAN] 0.415 0.85 

Q15008 26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=1 - [PSMD6_HUMAN] 0.417 0.80 

Q53GG5 PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=1 SV=1 - [PDLI3_HUMAN] 0.418 0.73 

Q7L9L4 MOB kinase activator 1B OS=Homo sapiens GN=MOB1B PE=1 SV=3 - [MOB1B_HUMAN] 0.418 0.73 

Q13547 Histone deacetylase 1 OS=Homo sapiens GN=HDAC1 PE=1 SV=1 - [HDAC1_HUMAN] 0.418 0.73 

P08107 Heat shock 70 kDa protein 1A/1B OS=Homo sapiens GN=HSPA1A PE=1 SV=5 - [HSP71_HUMAN] 0.420 0.89 

P62269 40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=3 - [RS18_HUMAN] 0.423 0.85 

P50990 T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4 - [TCPQ_HUMAN] 0.427 0.95 

Q15366 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=1 - [PCBP2_HUMAN] 0.429 0.84 

P23396 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2 - [RS3_HUMAN] 0.431 0.87 

P30613 Pyruvate kinase isozymes R/L OS=Homo sapiens GN=PKLR PE=1 SV=2 - [KPYR_HUMAN] 0.432 0.55 

Q96RW7 Hemicentin-1 OS=Homo sapiens GN=HMCN1 PE=1 SV=2 - [HMCN1_HUMAN] 0.432 0.54 

P07339 Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 - [CATD_HUMAN] 0.438 0.87 

P62753 40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=1 - [RS6_HUMAN] 0.441 0.86 

O75665 Oral-facial-digital syndrome 1 protein OS=Homo sapiens GN=OFD1 PE=1 SV=1 - [OFD1_HUMAN] 0.442 0.81 

P30837 Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=1 SV=3 - [AL1B1_HUMAN] 0.442 0.81 

O75477 Erlin-1 OS=Homo sapiens GN=ERLIN1 PE=1 SV=1 - [ERLN1_HUMAN] 0.442 0.81 

P02649 Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 - [APOE_HUMAN] 0.442 0.81 

P09874 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4 - [PARP1_HUMAN] 0.443 0.78 

P11586 C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3 - [C1TC_HUMAN] 0.443 0.93 

P62873 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=3 - [GBB1_HUMAN] 0.444 0.57 

Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2 - [SERC_HUMAN] 0.447 0.82 
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P04259 Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6B PE=1 SV=5 - [K2C6B_HUMAN] 0.451 0.58 

Q9Y696 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=4 - [CLIC4_HUMAN] 0.452 0.72 

P04179 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=2 - [SODM_HUMAN] 0.452 0.73 

P16949 Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 - [STMN1_HUMAN] 0.453 0.91 

P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4 - [TERA_HUMAN] 0.454 0.90 

Q08211 ATP-dependent RNA helicase A OS=Homo sapiens GN=DHX9 PE=1 SV=4 - [DHX9_HUMAN] 0.459 0.90 

P30566 Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=2 - [PUR8_HUMAN] 0.460 0.80 

P62906 60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=2 - [RL10A_HUMAN] 0.461 0.92 

Q9UKM9 RNA-binding protein Raly OS=Homo sapiens GN=RALY PE=1 SV=1 - [RALY_HUMAN] 0.462 0.53 

Q99623 Prohibitin-2 OS=Homo sapiens GN=PHB2 PE=1 SV=2 - [PHB2_HUMAN] 0.467 0.64 

P06132 Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=2 - [DCUP_HUMAN] 0.467 0.73 

P84103 Serine/arginine-rich splicing factor 3 OS=Homo sapiens GN=SRSF3 PE=1 SV=1 - [SRSF3_HUMAN] 0.471 0.79 

P33316 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=4 - [DUT_HUMAN] 0.471 0.87 

P63151 Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=1 - [2ABA_HUMAN] 0.471 0.87 

P61353 60S ribosomal protein L27 OS=Homo sapiens GN=RPL27 PE=1 SV=2 - [RL27_HUMAN] 0.471 0.87 

Q9BQA1 Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=1 - [MEP50_HUMAN] 0.471 0.81 

P11177 Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=3 - [ODPB_HUMAN] 0.471 0.81 

O75608 Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=1 - [LYPA1_HUMAN] 0.472 0.81 

Q8N766 ER membrane protein complex subunit 1 OS=Homo sapiens GN=EMC1 PE=1 SV=1 - [EMC1_HUMAN] 0.476 0.73 

Q96FW1 Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2 - [OTUB1_HUMAN] 0.476 0.73 

P62244 40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=2 - [RS15A_HUMAN] 0.476 0.82 

P38117 Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=3 - [ETFB_HUMAN] 0.485 0.81 

P05121 Plasminogen activator inhibitor 1 OS=Homo sapiens GN=SERPINE1 PE=1 SV=1 - [PAI1_HUMAN] 0.486 0.83 

P36578 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=5 - [RL4_HUMAN] 0.487 0.83 

Q16555 Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=1 - [DPYL2_HUMAN] 0.488 0.84 

Q9Y4L1 Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 - [HYOU1_HUMAN] 0.491 0.93 

P11802 Cyclin-dependent kinase 4 OS=Homo sapiens GN=CDK4 PE=1 SV=2 - [CDK4_HUMAN] 0.494 0.86 

P30530 Tyrosine-protein kinase receptor UFO OS=Homo sapiens GN=AXL PE=1 SV=3 - [UFO_HUMAN] 0.494 0.82 
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P42574 Caspase-3 OS=Homo sapiens GN=CASP3 PE=1 SV=2 - [CASP3_HUMAN] 0.494 0.82 

P67812 Signal peptidase complex catalytic subunit SEC11A OS=Homo sapiens GN=SEC11A PE=1 SV=1 - [SC11A_HUMAN] 0.494 0.82 

Q9BVG4 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=1 - [CX026_HUMAN] 0.495 0.72 

P21333 Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 - [FLNA_HUMAN] 0.497 0.93 

O15305 Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=1 - [PMM2_HUMAN] 0.498 0.81 

O75340 Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=1 - [PDCD6_HUMAN] 0.498 0.81 

O75436 Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=2 - [VP26A_HUMAN] 0.498 0.81 

O14828 Secretory carrier-associated membrane protein 3 OS=Homo sapiens GN=SCAMP3 PE=1 SV=3 - [SCAM3_HUMAN] 0.498 0.84 

P04004 Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 - [VTNC_HUMAN] 0.498 0.84 

Q96F85 CB1 cannabinoid receptor-interacting protein 1 OS=Homo sapiens GN=CNRIP1 PE=1 SV=1 - [CNRP1_HUMAN] 0.498 0.84 

P60983 Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=2 - [GMFB_HUMAN] 0.498 0.84 

P61077 Ubiquitin-conjugating enzyme E2 D3 OS=Homo sapiens GN=UBE2D3 PE=1 SV=1 - [UB2D3_HUMAN] 0.498 0.84 

Q9NZJ9 Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=2 - [NUDT4_HUMAN] 0.498 0.84 

P36404 ADP-ribosylation factor-like protein 2 OS=Homo sapiens GN=ARL2 PE=1 SV=4 - [ARL2_HUMAN] 0.498 0.84 

P62314 Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=1 - [SMD1_HUMAN] 0.498 0.84 

Q13405 39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=1 SV=1 - [RM49_HUMAN] 0.498 0.84 

P78417 Glutathione S-transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=2 - [GSTO1_HUMAN] 0.499 0.83 

Q9BVJ7 Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=1 - [DUS23_HUMAN] 0.500 0.63 

P53992 Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=3 - [SC24C_HUMAN] 0.503 0.86 

P36551 Coproporphyrinogen-III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=3 - [HEM6_HUMAN] 0.504 0.72 

O00410 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 - [IPO5_HUMAN] 0.505 0.91 

O15067 Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=4 - [PUR4_HUMAN] 0.508 0.85 

Q05639 Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=1 - [EF1A2_HUMAN] 0.509 0.95 

P15559 NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=1 - [NQO1_HUMAN] 0.516 0.80 

O43396 Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=3 - [TXNL1_HUMAN] 0.520 0.72 

O75695 Protein XRP2 OS=Homo sapiens GN=RP2 PE=1 SV=4 - [XRP2_HUMAN] 0.521 0.73 

P27348 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=1 - [1433T_HUMAN] 0.522 0.92 

P62714 Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=1 - [PP2AB_HUMAN] 0.523 0.77 
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P39656 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Homo sapiens GN=DDOST PE=1 SV=4 - [OST48_HUMAN] 0.523 0.86 

P48047 ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=1 - [ATPO_HUMAN] 0.526 0.93 

P08648 Integrin alpha-5 OS=Homo sapiens GN=ITGA5 PE=1 SV=2 - [ITA5_HUMAN] 0.530 0.89 

Q6PIU2 Neutral cholesterol ester hydrolase 1 OS=Homo sapiens GN=NCEH1 PE=1 SV=3 - [NCEH1_HUMAN] 0.532 0.82 

P00568 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=3 - [KAD1_HUMAN] 0.532 0.84 

Q9UNM6 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=2 - [PSD13_HUMAN] 0.538 0.87 

P08621 U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens GN=SNRNP70 PE=1 SV=2 - [RU17_HUMAN] 0.542 0.85 

Q15382 GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=1 - [RHEB_HUMAN] 0.542 0.89 

Q07812 Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=1 - [BAX_HUMAN] 0.544 0.78 

Q96HC4 PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=5 - [PDLI5_HUMAN] 0.544 0.92 

Q05397 Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2 - [FAK1_HUMAN] 0.545 0.80 

P46783 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=1 - [RS10_HUMAN] 0.547 0.93 

P30085 UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=3 - [KCY_HUMAN] 0.549 0.91 

Q9NRV9 Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=1 - [HEBP1_HUMAN] 0.549 0.91 

P32969 60S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=1 - [RL9_HUMAN] 0.549 0.91 

P40261 Nicotinamide N-methyltransferase OS=Homo sapiens GN=NNMT PE=1 SV=1 - [NNMT_HUMAN] 0.549 0.91 

Q9BQ04 RNA-binding protein 4B OS=Homo sapiens GN=RBM4B PE=1 SV=1 - [RBM4B_HUMAN] 0.549 0.91 

P23526 Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=4 - [SAHH_HUMAN] 0.560 0.90 

P25786 Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=1 - [PSA1_HUMAN] 0.560 0.89 

Q9Y5K5 Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=3 - [UCHL5_HUMAN] 0.561 0.73 

P39748 Flap endonuclease 1 OS=Homo sapiens GN=FEN1 PE=1 SV=1 - [FEN1_HUMAN] 0.567 0.90 

O43324 Eukaryotic translation elongation factor 1 epsilon-1 OS=Homo sapiens GN=EEF1E1 PE=1 SV=1 - [MCA3_HUMAN] 0.567 0.89 

P50453 Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=1 - [SPB9_HUMAN] 0.569 0.89 

O00154 Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens GN=ACOT7 PE=1 SV=3 - [BACH_HUMAN] 0.570 0.86 

P18621 60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3 - [RL17_HUMAN] 0.573 0.80 

Q92688 Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=1 - [AN32B_HUMAN] 0.580 0.92 

P25788 Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 - [PSA3_HUMAN] 0.582 0.88 

P62913 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2 - [RL11_HUMAN] 0.582 0.94 
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Q14558 Phosphoribosyl pyrophosphate synthase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=2 - [KPRA_HUMAN] 0.582 0.94 

Q16629 Serine/arginine-rich splicing factor 7 OS=Homo sapiens GN=SRSF7 PE=1 SV=1 - [SRSF7_HUMAN] 0.582 0.94 

Q92552 28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=1 SV=3 - [RT27_HUMAN] 0.582 0.94 

P19174 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1 OS=Homo sapiens GN=PLCG1 PE=1 SV=1 - [PLCG1_HUMAN] 0.589 0.80 

O15427 Monocarboxylate transporter 4 OS=Homo sapiens GN=SLC16A3 PE=1 SV=1 - [MOT4_HUMAN] 0.589 0.81 

Q9UMY4 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 - [SNX12_HUMAN] 0.594 0.91 

P04424 Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=4 - [ARLY_HUMAN] 0.594 0.84 

Q9UHY7 Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=1 - [ENOPH_HUMAN] 0.594 0.84 

P17174 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=3 - [AATC_HUMAN] 0.596 0.84 

Q92820 Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=2 - [GGH_HUMAN] 0.600 0.85 

Q14019 Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=3 - [COTL1_HUMAN] 0.603 0.93 

P27797 Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 - [CALR_HUMAN] 0.604 0.82 

P35579 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 - [MYH9_HUMAN] 0.607 0.98 

P61313 60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=2 - [RL15_HUMAN] 0.610 0.91 

Q9Y5M8 Signal recognition particle receptor subunit beta OS=Homo sapiens GN=SRPRB PE=1 SV=3 - [SRPRB_HUMAN] 0.611 0.93 

Q15645 Pachytene checkpoint protein 2 homolog OS=Homo sapiens GN=TRIP13 PE=1 SV=2 - [PCH2_HUMAN] 0.618 0.89 

P08243 Asparagine synthetase [glutamine-hydrolyzing] OS=Homo sapiens GN=ASNS PE=1 SV=4 - [ASNS_HUMAN] 0.620 0.90 

P0CW22 40S ribosomal protein S17-like OS=Homo sapiens GN=RPS17L PE=3 SV=1 - [RS17L_HUMAN] 0.620 0.90 

Q9BRF8 Calcineurin-like phosphoesterase domain-containing protein 1 OS=Homo sapiens GN=CPPED1 PE=1 SV=3 - [CPPED_HUMAN] 0.620 0.90 

Q9UMS0 NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Homo sapiens GN=NFU1 PE=1 SV=2 - [NFU1_HUMAN] 0.620 0.90 

P49368 T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4 - [TCPG_HUMAN] 0.626 0.91 

P17931 Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=5 - [LEG3_HUMAN] 0.628 0.85 

O75828 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=3 - [CBR3_HUMAN] 0.629 0.96 

P42771 Cyclin-dependent kinase inhibitor 2A, isoforms 1/2/3 OS=Homo sapiens GN=CDKN2A PE=1 SV=2 - [CD2A1_HUMAN] 0.629 0.96 

Q9UIJ7 GTP:AMP phosphotransferase, mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=4 - [KAD3_HUMAN] 0.629 0.96 

P12814 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2 - [ACTN1_HUMAN] 0.630 0.92 

Q04917 14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4 - [1433F_HUMAN] 0.634 0.96 

P61981 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2 - [1433G_HUMAN] 0.635 0.91 
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P55263 Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=2 - [ADK_HUMAN] 0.637 0.85 

P16152 Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=3 - [CBR1_HUMAN] 0.638 0.88 

P05198 Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=3 - [IF2A_HUMAN] 0.643 0.94 

P52788 Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2 - [SPSY_HUMAN] 0.646 0.73 

Q9NUJ1 Mycophenolic acid acyl-glucuronide esterase, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=1 - [ABHDA_HUMAN] 0.654 0.83 

Q13442 28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=1 - [HAP28_HUMAN] 0.654 0.83 

Q9BVC6 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=1 - [TM109_HUMAN] 0.658 0.91 

Q9NTX5 Ethylmalonyl-CoA decarboxylase OS=Homo sapiens GN=ECHDC1 PE=1 SV=2 - [ECHD1_HUMAN] 0.658 0.91 

Q9BXS5 AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=3 - [AP1M1_HUMAN] 0.658 0.91 

O43865 Putative adenosylhomocysteinase 2 OS=Homo sapiens GN=AHCYL1 PE=1 SV=2 - [SAHH2_HUMAN] 0.659 1.00 

Q969U7 Proteasome assembly chaperone 2 OS=Homo sapiens GN=PSMG2 PE=1 SV=1 - [PSMG2_HUMAN] 0.659 1.00 

P53396 ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3 - [ACLY_HUMAN] 0.659 0.96 

O60869 Endothelial differentiation-related factor 1 OS=Homo sapiens GN=EDF1 PE=1 SV=1 - [EDF1_HUMAN] 0.659 0.86 

P82094 TATA element modulatory factor OS=Homo sapiens GN=TMF1 PE=1 SV=2 - [TMF1_HUMAN] 0.661 0.80 

P60228 Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=1 - [EIF3E_HUMAN] 0.664 0.90 

Q9Y570 Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=3 - [PPME1_HUMAN] 0.667 0.97 

P26038 Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 - [MOES_HUMAN] 0.668 0.90 

P42765 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=2 - [THIM_HUMAN] 0.671 0.82 

P14868 Aspartate--tRNA ligase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=2 - [SYDC_HUMAN] 0.674 0.87 

Q02750 Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=2 - [MP2K1_HUMAN] 0.676 0.92 

P47895 Aldehyde dehydrogenase family 1 member A3 OS=Homo sapiens GN=ALDH1A3 PE=1 SV=2 - [AL1A3_HUMAN] 0.681 0.95 

Q12905 Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1 SV=2 - [ILF2_HUMAN] 0.683 0.93 

Q01650 Large neutral amino acids transporter small subunit 1 OS=Homo sapiens GN=SLC7A5 PE=1 SV=2 - [LAT1_HUMAN] 0.687 0.82 

P24534 Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=3 - [EF1B_HUMAN] 0.689 0.93 

P60510 Serine/threonine-protein phosphatase 4 catalytic subunit OS=Homo sapiens GN=PPP4C PE=1 SV=1 - [PP4C_HUMAN] 0.689 0.93 

O94808 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2 OS=Homo sapiens GN=GFPT2 PE=1 SV=3 - [GFPT2_HUMAN] 0.689 0.93 

Q13637 Ras-related protein Rab-32 OS=Homo sapiens GN=RAB32 PE=1 SV=3 - [RAB32_HUMAN] 0.694 0.94 

Q9GZZ1 N-alpha-acetyltransferase 50 OS=Homo sapiens GN=NAA50 PE=1 SV=1 - [NAA50_HUMAN] 0.694 0.94 
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Q96G03 Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=4 - [PGM2_HUMAN] 0.695 0.99 

P47755 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=3 - [CAZA2_HUMAN] 0.695 0.99 

P55010 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=2 - [IF5_HUMAN] 0.699 0.83 

P68400 Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=1 - [CSK21_HUMAN] 0.700 0.80 

P55884 Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=3 - [EIF3B_HUMAN] 0.704 0.90 

Q09161 Nuclear cap-binding protein subunit 1 OS=Homo sapiens GN=NCBP1 PE=1 SV=1 - [NCBP1_HUMAN] 0.710 0.83 

Q96KP4 Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=2 - [CNDP2_HUMAN] 0.711 0.72 

P51570 Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=1 - [GALK1_HUMAN] 0.712 0.89 

P61006 Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=1 - [RAB8A_HUMAN] 0.712 0.95 

P33176 Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1 - [KINH_HUMAN] 0.713 0.95 

P28838 Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=3 - [AMPL_HUMAN] 0.715 0.97 

P12268 Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=2 - [IMDH2_HUMAN] 0.716 0.93 

P62277 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2 - [RS13_HUMAN] 0.724 0.87 

P61247 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=2 - [RS3A_HUMAN] 0.727 0.93 

P55145 Mesencephalic astrocyte-derived neurotrophic factor OS=Homo sapiens GN=MANF PE=1 SV=3 - [MANF_HUMAN] 0.728 0.91 

P29279 Connective tissue growth factor OS=Homo sapiens GN=CTGF PE=1 SV=2 - [CTGF_HUMAN] 0.732 0.92 

O76003 Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=2 - [GLRX3_HUMAN] 0.732 0.87 

Q9Y2B0 Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=1 - [CNPY2_HUMAN] 0.733 0.94 

Q00688 Peptidyl-prolyl cis-trans isomerase FKBP3 OS=Homo sapiens GN=FKBP3 PE=1 SV=1 - [FKBP3_HUMAN] 0.735 0.89 

Q9H3N1 Thioredoxin-related transmembrane protein 1 OS=Homo sapiens GN=TMX1 PE=1 SV=1 - [TMX1_HUMAN] 0.735 0.89 

Q13185 Chromobox protein homolog 3 OS=Homo sapiens GN=CBX3 PE=1 SV=4 - [CBX3_HUMAN] 0.738 0.92 

Q9BR76 Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 - [COR1B_HUMAN] 0.739 0.88 

P61289 Proteasome activator complex subunit 3 OS=Homo sapiens GN=PSME3 PE=1 SV=1 - [PSME3_HUMAN] 0.743 0.90 

P31153 S-adenosylmethionine synthase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=1 - [METK2_HUMAN] 0.747 0.93 

P31942 Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens GN=HNRNPH3 PE=1 SV=2 - [HNRH3_HUMAN] 0.751 0.97 

Q15813 Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=1 - [TBCE_HUMAN] 0.751 0.95 

P30084 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=4 - [ECHM_HUMAN] 0.762 0.95 

Q9H7C9 Mth938 domain-containing protein OS=Homo sapiens GN=AAMDC PE=1 SV=1 - [AAMDC_HUMAN] 0.764 0.82 
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P41250 Glycine--tRNA ligase OS=Homo sapiens GN=GARS PE=1 SV=3 - [SYG_HUMAN] 0.771 0.89 

P21281 V-type proton ATPase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=3 - [VATB2_HUMAN] 0.776 0.93 

P61086 Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=3 - [UBE2K_HUMAN] 0.780 0.92 

P43686 26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=2 - [PRS6B_HUMAN] 0.780 0.93 

P00441 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=2 - [SODC_HUMAN] 0.785 0.81 

O43390 Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=1 - [HNRPR_HUMAN] 0.786 0.92 

Q9Y285 Phenylalanine--tRNA ligase alpha subunit OS=Homo sapiens GN=FARSA PE=1 SV=3 - [SYFA_HUMAN] 0.787 0.86 

P62333 26S protease regulatory subunit 10B OS=Homo sapiens GN=PSMC6 PE=1 SV=1 - [PRS10_HUMAN] 0.787 0.94 

Q92888 Rho guanine nucleotide exchange factor 1 OS=Homo sapiens GN=ARHGEF1 PE=1 SV=2 - [ARHG1_HUMAN] 0.792 0.95 

Q14847 LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=2 - [LASP1_HUMAN] 0.798 0.98 

Q8N5K1 CDGSH iron-sulfur domain-containing protein 2 OS=Homo sapiens GN=CISD2 PE=1 SV=1 - [CISD2_HUMAN] 0.798 0.87 

P26373 60S ribosomal protein L13 OS=Homo sapiens GN=RPL13 PE=1 SV=4 - [RL13_HUMAN] 0.801 0.91 

Q9Y224 UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=1 - [CN166_HUMAN] 0.804 0.98 

P84085 ADP-ribosylation factor 5 OS=Homo sapiens GN=ARF5 PE=1 SV=2 - [ARF5_HUMAN] 0.825 0.97 

P31943 Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=4 - [HNRH1_HUMAN] 0.826 0.94 

P61978 Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=1 - [HNRPK_HUMAN] 0.828 0.96 

Q15631 Translin OS=Homo sapiens GN=TSN PE=1 SV=1 - [TSN_HUMAN] 0.829 0.96 

P60900 Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=1 - [PSA6_HUMAN] 0.830 0.94 

P61224 Ras-related protein Rap-1b OS=Homo sapiens GN=RAP1B PE=1 SV=1 - [RAP1B_HUMAN] 0.830 0.94 

Q12907 Vesicular integral-membrane protein VIP36 OS=Homo sapiens GN=LMAN2 PE=1 SV=1 - [LMAN2_HUMAN] 0.831 0.97 

P36543 V-type proton ATPase subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=1 - [VATE1_HUMAN] 0.833 0.94 

P13804 Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=1 - [ETFA_HUMAN] 0.833 0.94 

P48509 CD151 antigen OS=Homo sapiens GN=CD151 PE=1 SV=3 - [CD151_HUMAN] 0.834 0.96 

P00558 Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=3 - [PGK1_HUMAN] 0.837 0.90 

Q9BQE5 Apolipoprotein L2 OS=Homo sapiens GN=APOL2 PE=1 SV=1 - [APOL2_HUMAN] 0.840 0.96 

P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3 - [HNRPM_HUMAN] 0.843 0.66 

Q6FI81 Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 - [CPIN1_HUMAN] 0.846 0.96 

Q99471 Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=2 - [PFD5_HUMAN] 0.847 0.98 
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P35080 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 - [PROF2_HUMAN] 0.847 0.98 

P56192 Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2 - [SYMC_HUMAN] 0.849 0.97 

Q92973 Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=2 - [TNPO1_HUMAN] 0.850 0.94 

Q9BWD1 Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=2 - [THIC_HUMAN] 0.861 0.97 

Q9Y2R9 28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=2 - [RT07_HUMAN] 0.862 0.73 

P10809 60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=2 - [CH60_HUMAN] 0.868 0.98 

Q14103 Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=1 - [HNRPD_HUMAN] 0.874 0.94 

Q92747 Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=2 - [ARC1A_HUMAN] 0.874 0.99 

Q9Y678 Coatomer subunit gamma-1 OS=Homo sapiens GN=COPG1 PE=1 SV=1 - [COPG1_HUMAN] 0.878 0.99 

P34932 Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4 - [HSP74_HUMAN] 0.890 0.99 

Q99733 Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=1 - [NP1L4_HUMAN] 0.891 0.93 

Q9Y6W5 Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=3 - [WASF2_HUMAN] 0.892 0.97 

P36405 ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=2 - [ARL3_HUMAN] 0.892 0.97 

Q8WWM7 Ataxin-2-like protein OS=Homo sapiens GN=ATXN2L PE=1 SV=2 - [ATX2L_HUMAN] 0.892 0.97 

P26440 Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=1 - [IVD_HUMAN] 0.892 0.97 

Q7L0Y3 Mitochondrial ribonuclease P protein 1 OS=Homo sapiens GN=TRMT10C PE=1 SV=2 - [MRRP1_HUMAN] 0.892 0.97 

Q9H074 Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=1 - [PAIP1_HUMAN] 0.892 0.97 

Q14139 Ubiquitin conjugation factor E4 A OS=Homo sapiens GN=UBE4A PE=1 SV=2 - [UBE4A_HUMAN] 0.898 0.94 

P15374 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1 - [UCHL3_HUMAN] 0.899 0.92 

P22234 Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=3 - [PUR6_HUMAN] 0.904 0.97 

O15294 UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3 - [OGT1_HUMAN] 0.905 0.97 

Q14344 Guanine nucleotide-binding protein subunit alpha-13 OS=Homo sapiens GN=GNA13 PE=1 SV=2 - [GNA13_HUMAN] 0.905 0.97 

Q9BRX5 DNA replication complex GINS protein PSF3 OS=Homo sapiens GN=GINS3 PE=1 SV=1 - [PSF3_HUMAN] 0.905 0.87 

Q15233 Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4 - [NONO_HUMAN] 0.907 1.00 

Q13907 Isopentenyl-diphosphate Delta-isomerase 1 OS=Homo sapiens GN=IDI1 PE=1 SV=2 - [IDI1_HUMAN] 0.907 0.97 

Q15006 ER membrane protein complex subunit 2 OS=Homo sapiens GN=EMC2 PE=1 SV=1 - [EMC2_HUMAN] 0.908 0.96 

Q15833 Syntaxin-binding protein 2 OS=Homo sapiens GN=STXBP2 PE=1 SV=2 - [STXB2_HUMAN] 0.908 1.01 

P61758 Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=3 - [PFD3_HUMAN] 0.913 0.84 
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P02751 Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=4 - [FINC_HUMAN] 0.914 0.99 

Q9UI14 Prenylated Rab acceptor protein 1 OS=Homo sapiens GN=RABAC1 PE=1 SV=1 - [PRAF1_HUMAN] 0.916 1.02 

Q6IAA8 Ragulator complex protein LAMTOR1 OS=Homo sapiens GN=LAMTOR1 PE=1 SV=2 - [LTOR1_HUMAN] 0.916 0.97 

Q9BPX5 Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=1 - [ARP5L_HUMAN] 0.916 0.97 

O00592 Podocalyxin OS=Homo sapiens GN=PODXL PE=1 SV=2 - [PODXL_HUMAN] 0.916 0.97 

O75390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2 - [CISY_HUMAN] 0.917 0.94 

Q13045 Protein flightless-1 homolog OS=Homo sapiens GN=FLII PE=1 SV=2 - [FLII_HUMAN] 0.921 0.99 

Q16774 Guanylate kinase OS=Homo sapiens GN=GUK1 PE=1 SV=2 - [KGUA_HUMAN] 0.928 1.01 

P20338 Ras-related protein Rab-4A OS=Homo sapiens GN=RAB4A PE=1 SV=3 - [RAB4A_HUMAN] 0.928 0.94 

Q16222 UDP-N-acetylhexosamine pyrophosphorylase OS=Homo sapiens GN=UAP1 PE=1 SV=3 - [UAP1_HUMAN] 0.931 1.00 

Q9Y266 Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=1 - [NUDC_HUMAN] 0.933 0.92 

Q15121 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=2 - [PEA15_HUMAN] 0.936 0.93 

Q9H444 Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=1 - [CHM4B_HUMAN] 0.936 1.02 

Q14258 E3 ubiquitin/ISG15 ligase TRIM25 OS=Homo sapiens GN=TRIM25 PE=1 SV=2 - [TRI25_HUMAN] 0.939 0.81 

O75821 Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=2 - [EIF3G_HUMAN] 0.946 0.94 

P09496 Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=1 - [CLCA_HUMAN] 0.946 0.94 

P36957 
Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST PE=1 
SV=4 - [ODO2_HUMAN] 0.949 1.00 

P49207 60S ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=3 - [RL34_HUMAN] 0.953 0.94 

Q14696 LDLR chaperone MESD OS=Homo sapiens GN=MESDC2 PE=1 SV=2 - [MESD_HUMAN] 0.955 1.00 

O94760 N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=3 - [DDAH1_HUMAN] 0.959 0.97 

Q86VS8 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=2 - [HOOK3_HUMAN] 0.959 0.99 

P09972 Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=2 - [ALDOC_HUMAN] 0.959 0.99 

P11766 Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=4 - [ADHX_HUMAN] 0.959 0.99 

P54819 Adenylate kinase 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=2 - [KAD2_HUMAN] 0.959 0.99 

P61254 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=1 - [RL26_HUMAN] 0.960 1.01 

O00161 Synaptosomal-associated protein 23 OS=Homo sapiens GN=SNAP23 PE=1 SV=1 - [SNP23_HUMAN] 0.960 0.90 

O75947 ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=3 - [ATP5H_HUMAN] 0.961 1.00 

P53999 Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=3 - [TCP4_HUMAN] 0.961 1.00 
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Q02878 60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=3 - [RL6_HUMAN] 0.961 1.00 

P28072 Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4 - [PSB6_HUMAN] 0.961 1.00 

Q9HC38 Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=1 - [GLOD4_HUMAN] 0.961 1.00 

P24539 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=2 - [AT5F1_HUMAN] 0.962 0.97 

Q99829 Copine-1 OS=Homo sapiens GN=CPNE1 PE=1 SV=1 - [CPNE1_HUMAN] 0.962 0.88 

Q92542 Nicastrin OS=Homo sapiens GN=NCSTN PE=1 SV=2 - [NICA_HUMAN] 0.964 1.00 

Q15257 Serine/threonine-protein phosphatase 2A activator OS=Homo sapiens GN=PPP2R4 PE=1 SV=3 - [PTPA_HUMAN] 0.964 1.00 

Q9BUL8 Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=1 - [PDC10_HUMAN] 0.964 1.00 

Q01469 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=3 - [FABP5_HUMAN] 0.965 0.96 

O43704 Sulfotransferase family cytosolic 1B member 1 OS=Homo sapiens GN=SULT1B1 PE=1 SV=2 - [ST1B1_HUMAN] 0.965 0.96 

O75935 Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=1 - [DCTN3_HUMAN] 0.966 0.96 

P63279 SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=1 - [UBC9_HUMAN] 0.966 0.96 

P50395 Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=2 - [GDIB_HUMAN] 0.968 0.99 

P29401 Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 - [TKT_HUMAN] 0.969 0.98 

O00743 Serine/threonine-protein phosphatase 6 catalytic subunit OS=Homo sapiens GN=PPP6C PE=1 SV=1 - [PPP6_HUMAN] 0.969 1.03 

P49720 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=2 - [PSB3_HUMAN] 0.969 1.03 

Q9NPH2 Inositol-3-phosphate synthase 1 OS=Homo sapiens GN=ISYNA1 PE=1 SV=1 - [INO1_HUMAN] 0.970 0.84 

P24666 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=3 - [PPAC_HUMAN] 0.973 1.04 

P08754 Guanine nucleotide-binding protein G(k) subunit alpha OS=Homo sapiens GN=GNAI3 PE=1 SV=3 - [GNAI3_HUMAN] 0.976 0.96 

P37108 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=2 - [SRP14_HUMAN] 0.978 0.91 

P43121 Cell surface glycoprotein MUC18 OS=Homo sapiens GN=MCAM PE=1 SV=2 - [MUC18_HUMAN] 0.981 0.99 

P36542 ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=1 - [ATPG_HUMAN] 0.982 0.89 

P29317 Ephrin type-A receptor 2 OS=Homo sapiens GN=EPHA2 PE=1 SV=2 - [EPHA2_HUMAN] 0.984 1.06 

P50416 Carnitine O-palmitoyltransferase 1, liver isoform OS=Homo sapiens GN=CPT1A PE=1 SV=2 - [CPT1A_HUMAN] 0.989 1.14 

P17813 Endoglin OS=Homo sapiens GN=ENG PE=1 SV=2 - [EGLN_HUMAN] 0.990 0.96 

Q14764 Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=4 - [MVP_HUMAN] 0.999 1.00 

Q9Y5P6 Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=1 SV=2 - [GMPPB_HUMAN] 0.998 1.01 

Q14195 Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=1 - [DPYL3_HUMAN] 0.998 0.93 
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Q9UDY2 Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=2 - [ZO2_HUMAN] 0.988 1.04 

P15144 Aminopeptidase N OS=Homo sapiens GN=ANPEP PE=1 SV=4 - [AMPN_HUMAN] 0.987 1.03 

P13489 Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=2 - [RINI_HUMAN] 0.985 1.01 

P36507 Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=1 - [MP2K2_HUMAN] 0.983 0.98 

Q15056 Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=5 - [IF4H_HUMAN] 0.983 0.98 

Q9NQC3 Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 - [RTN4_HUMAN] 0.983 0.98 

Q07020 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2 - [RL18_HUMAN] 0.983 0.98 

P62140 Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=3 - [PP1B_HUMAN] 0.979 0.99 

Q15286 Ras-related protein Rab-35 OS=Homo sapiens GN=RAB35 PE=1 SV=1 - [RAB35_HUMAN] 0.979 0.99 

P54687 Branched-chain-amino-acid aminotransferase, cytosolic OS=Homo sapiens GN=BCAT1 PE=1 SV=3 - [BCAT1_HUMAN] 0.979 0.99 

O14745 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=4 - [NHRF1_HUMAN] 0.973 1.00 

Q6IBS0 Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 - [TWF2_HUMAN] 0.973 1.00 

P49755 Transmembrane emp24 domain-containing protein 10 OS=Homo sapiens GN=TMED10 PE=1 SV=2 - [TMEDA_HUMAN] 0.973 1.00 

Q9Y2S7 Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=1 - [PDIP2_HUMAN] 0.965 0.95 

O75533 Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=3 - [SF3B1_HUMAN] 0.965 1.00 

Q9H9B4 Sideroflexin-1 OS=Homo sapiens GN=SFXN1 PE=1 SV=4 - [SFXN1_HUMAN] 0.965 0.98 

P17612 cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=2 - [KAPCA_HUMAN] 0.959 1.04 

O60506 Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=2 - [HNRPQ_HUMAN] 0.956 0.99 

P54578 Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=3 - [UBP14_HUMAN] 0.953 1.01 

Q9HC35 Echinoderm microtubule-associated protein-like 4 OS=Homo sapiens GN=EML4 PE=1 SV=3 - [EMAL4_HUMAN] 0.953 1.04 

Q53GQ0 Estradiol 17-beta-dehydrogenase 12 OS=Homo sapiens GN=HSD17B12 PE=1 SV=2 - [DHB12_HUMAN] 0.951 1.05 

Q9Y6M1 Insulin-like growth factor 2 mRNA-binding protein 2 OS=Homo sapiens GN=IGF2BP2 PE=1 SV=2 - [IF2B2_HUMAN] 0.950 1.02 

P55060 Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 - [XPO2_HUMAN] 0.947 1.00 

P40925 Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=4 - [MDHC_HUMAN] 0.945 1.00 

Q13347 Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=1 - [EIF3I_HUMAN] 0.938 1.01 

P38159 RNA-binding motif protein, X chromosome OS=Homo sapiens GN=RBMX PE=1 SV=3 - [RBMX_HUMAN] 0.937 1.02 

P48735 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=2 - [IDHP_HUMAN] 0.936 1.00 

Q9Y3B4 Pre-mRNA branch site protein p14 OS=Homo sapiens GN=SF3B14 PE=1 SV=1 - [PM14_HUMAN] 0.923 1.01 
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P53004 Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=2 - [BIEA_HUMAN] 0.921 1.01 

P52943 Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=1 - [CRIP2_HUMAN] 0.920 1.00 

Q9NQG5 Regulation of nuclear pre-mRNA domain-containing protein 1B OS=Homo sapiens GN=RPRD1B PE=1 SV=1 - [RPR1B_HUMAN] 0.919 1.03 

P49903 Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=2 - [SPS1_HUMAN] 0.919 1.03 

P82979 SAP domain-containing ribonucleoprotein OS=Homo sapiens GN=SARNP PE=1 SV=3 - [SARNP_HUMAN] 0.919 1.03 

Q9Y2Z0 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=3 - [SUGT1_HUMAN] 0.915 0.95 

Q9Y3F4 Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=1 - [STRAP_HUMAN] 0.913 1.03 

P51114 Fragile X mental retardation syndrome-related protein 1 OS=Homo sapiens GN=FXR1 PE=1 SV=3 - [FXR1_HUMAN] 0.911 0.89 

Q13200 26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3 - [PSMD2_HUMAN] 0.906 1.01 

P09525 Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4 - [ANXA4_HUMAN] 0.905 1.02 

Q13177 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=3 - [PAK2_HUMAN] 0.898 1.12 

P11233 Ras-related protein Ral-A OS=Homo sapiens GN=RALA PE=1 SV=1 - [RALA_HUMAN] 0.896 1.15 

P38646 Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=2 - [GRP75_HUMAN] 0.895 1.01 

Q9Y376 Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=1 - [CAB39_HUMAN] 0.895 1.03 

P30046 D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=3 - [DOPD_HUMAN] 0.895 0.95 

P02786 Transferrin receptor protein 1 OS=Homo sapiens GN=TFRC PE=1 SV=2 - [TFR1_HUMAN] 0.893 1.01 

P17858 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=6 - [K6PL_HUMAN] 0.891 1.06 

P11310 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=1 - [ACADM_HUMAN] 0.888 1.02 

Q9BVK6 Transmembrane emp24 domain-containing protein 9 OS=Homo sapiens GN=TMED9 PE=1 SV=2 - [TMED9_HUMAN] 0.888 1.02 

Q99613 Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1 - [EIF3C_HUMAN] 0.882 1.02 

O60884 DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=1 - [DNJA2_HUMAN] 0.878 0.96 

P09622 Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=2 - [DLDH_HUMAN] 0.874 1.05 

Q14203 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3 - [DCTN1_HUMAN] 0.874 1.17 

Q06323 Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=1 - [PSME1_HUMAN] 0.873 1.03 

P60891 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=2 - [PRPS1_HUMAN] 0.871 1.08 

O95292 Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=3 - [VAPB_HUMAN] 0.871 1.08 

Q9NRN7 L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=2 - [ADPPT_HUMAN] 0.871 0.98 

P42677 40S ribosomal protein S27 OS=Homo sapiens GN=RPS27 PE=1 SV=3 - [RS27_HUMAN] 0.871 0.98 
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P51665 26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=2 - [PSD7_HUMAN] 0.868 1.03 

Q9BTV4 Transmembrane protein 43 OS=Homo sapiens GN=TMEM43 PE=1 SV=1 - [TMM43_HUMAN] 0.866 1.00 

Q06203 Amidophosphoribosyltransferase OS=Homo sapiens GN=PPAT PE=1 SV=1 - [PUR1_HUMAN] 0.866 1.15 

Q08752 Peptidyl-prolyl cis-trans isomerase D OS=Homo sapiens GN=PPID PE=1 SV=3 - [PPID_HUMAN] 0.860 1.02 

Q99615 DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=2 - [DNJC7_HUMAN] 0.860 1.09 

Q9NR45 Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=2 - [SIAS_HUMAN] 0.860 1.09 

P04843 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 OS=Homo sapiens GN=RPN1 PE=1 SV=1 - [RPN1_HUMAN] 0.859 1.04 

Q99798 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=2 - [ACON_HUMAN] 0.858 0.93 

Q9BUQ8 Probable ATP-dependent RNA helicase DDX23 OS=Homo sapiens GN=DDX23 PE=1 SV=3 - [DDX23_HUMAN] 0.854 1.15 

P35232 Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 - [PHB_HUMAN] 0.853 1.04 

Q92896 Golgi apparatus protein 1 OS=Homo sapiens GN=GLG1 PE=1 SV=2 - [GSLG1_HUMAN] 0.851 1.09 

Q9NVD7 Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=1 - [PARVA_HUMAN] 0.849 1.05 

Q9UBS4 DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=1 - [DJB11_HUMAN] 0.848 1.05 

Q6PKG0 La-related protein 1 OS=Homo sapiens GN=LARP1 PE=1 SV=2 - [LARP1_HUMAN] 0.844 1.14 

P62195 26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=1 - [PRS8_HUMAN] 0.844 1.05 

P31939 Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3 - [PUR9_HUMAN] 0.842 1.05 

O75822 Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=2 - [EIF3J_HUMAN] 0.841 1.08 

O94855 Protein transport protein Sec24D OS=Homo sapiens GN=SEC24D PE=1 SV=2 - [SC24D_HUMAN] 0.841 1.08 

Q9BZX2 Uridine-cytidine kinase 2 OS=Homo sapiens GN=UCK2 PE=1 SV=1 - [UCK2_HUMAN] 0.833 1.04 

Q9NR12 PDZ and LIM domain protein 7 OS=Homo sapiens GN=PDLIM7 PE=1 SV=1 - [PDLI7_HUMAN] 0.830 1.04 

Q01844 RNA-binding protein EWS OS=Homo sapiens GN=EWSR1 PE=1 SV=1 - [EWS_HUMAN] 0.830 1.04 

O75369 Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=2 - [FLNB_HUMAN] 0.829 1.02 

O43813 LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=1 - [LANC1_HUMAN] 0.826 1.02 

P58546 Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=2 - [MTPN_HUMAN] 0.826 1.02 

Q6DD88 Atlastin-3 OS=Homo sapiens GN=ATL3 PE=1 SV=1 - [ATLA3_HUMAN] 0.825 1.04 

Q9NYF8 Bcl-2-associated transcription factor 1 OS=Homo sapiens GN=BCLAF1 PE=1 SV=2 - [BCLF1_HUMAN] 0.825 1.09 

P21796 Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=2 - [VDAC1_HUMAN] 0.825 1.21 

Q7L014 Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens GN=DDX46 PE=1 SV=2 - [DDX46_HUMAN] 0.824 1.42 
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P08195 4F2 cell-surface antigen heavy chain OS=Homo sapiens GN=SLC3A2 PE=1 SV=3 - [4F2_HUMAN] 0.823 1.03 

P19784 Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=1 - [CSK22_HUMAN] 0.822 0.67 

P50479 PDZ and LIM domain protein 4 OS=Homo sapiens GN=PDLIM4 PE=1 SV=2 - [PDLI4_HUMAN] 0.820 1.08 

O95571 Protein ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=2 - [ETHE1_HUMAN] 0.820 1.08 

P09601 Heme oxygenase 1 OS=Homo sapiens GN=HMOX1 PE=1 SV=1 - [HMOX1_HUMAN] 0.816 1.17 

Q8TD16 Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=1 - [BICD2_HUMAN] 0.814 1.14 

P07954 Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=3 - [FUMH_HUMAN] 0.811 1.14 

Q9UHD1 Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=2 - [CHRD1_HUMAN] 0.811 1.10 

P08559 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=3 - [ODPA_HUMAN] 0.811 1.03 

Q969V3 Nicalin OS=Homo sapiens GN=NCLN PE=1 SV=2 - [NCLN_HUMAN] 0.809 1.14 

Q9ULV4 Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=1 - [COR1C_HUMAN] 0.806 1.03 

P41091 Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=3 - [IF2G_HUMAN] 0.806 1.10 

Q9H2U2 Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=2 - [IPYR2_HUMAN] 0.804 1.09 

P50452 Serpin B8 OS=Homo sapiens GN=SERPINB8 PE=1 SV=2 - [SPB8_HUMAN] 0.802 1.03 

Q13867 Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=1 - [BLMH_HUMAN] 0.800 1.16 

P47756 F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=4 - [CAPZB_HUMAN] 0.792 1.08 

O15372 Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=1 - [EIF3H_HUMAN] 0.784 1.07 

P63220 40S ribosomal protein S21 OS=Homo sapiens GN=RPS21 PE=1 SV=1 - [RS21_HUMAN] 0.784 0.86 

Q9HAV0 Guanine nucleotide-binding protein subunit beta-4 OS=Homo sapiens GN=GNB4 PE=1 SV=3 - [GBB4_HUMAN] 0.781 1.05 

O43615 Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=2 - [TIM44_HUMAN] 0.767 1.05 

O75223 Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=1 - [GGCT_HUMAN] 0.766 1.05 

P24752 Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=1 - [THIL_HUMAN] 0.766 1.05 

P12081 Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=2 - [SYHC_HUMAN] 0.763 1.01 

Q9P2J5 Leucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2 - [SYLC_HUMAN] 0.760 1.07 

P17655 Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=6 - [CAN2_HUMAN] 0.760 1.08 

P52597 Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=3 - [HNRPF_HUMAN] 0.757 1.03 

P83731 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1 - [RL24_HUMAN] 0.757 1.03 

Q9NUP9 Protein lin-7 homolog C OS=Homo sapiens GN=LIN7C PE=1 SV=1 - [LIN7C_HUMAN] 0.757 1.03 
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O95831 Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=1 - [AIFM1_HUMAN] 0.756 1.42 

O00233 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=1 SV=3 - [PSMD9_HUMAN] 0.755 1.04 

P60981 Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 - [DEST_HUMAN] 0.752 1.24 

P62750 60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1 - [RL23A_HUMAN] 0.750 1.06 

P57678 Gem-associated protein 4 OS=Homo sapiens GN=GEMIN4 PE=1 SV=2 - [GEMI4_HUMAN] 0.746 1.16 

Q13098 COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=4 - [CSN1_HUMAN] 0.745 1.08 

P39023 60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=2 - [RL3_HUMAN] 0.742 1.03 

P22695 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=3 - [QCR2_HUMAN] 0.740 1.28 

Q08379 Golgin subfamily A member 2 OS=Homo sapiens GN=GOLGA2 PE=1 SV=3 - [GOGA2_HUMAN] 0.739 1.08 

Q13492 Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=2 - [PICAL_HUMAN] 0.739 1.08 

P68431 Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2 - [H31_HUMAN] 0.737 1.12 

P35237 Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 - [SPB6_HUMAN] 0.735 1.09 

Q9Y371 Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=1 - [SHLB1_HUMAN] 0.732 1.06 

Q92841 Probable ATP-dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=2 - [DDX17_HUMAN] 0.724 1.09 

O00273 DNA fragmentation factor subunit alpha OS=Homo sapiens GN=DFFA PE=1 SV=1 - [DFFA_HUMAN] 0.723 1.09 

P25685 DnaJ homolog subfamily B member 1 OS=Homo sapiens GN=DNAJB1 PE=1 SV=4 - [DNJB1_HUMAN] 0.723 1.03 

P42285 Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=3 - [SK2L2_HUMAN] 0.721 1.06 

P38919 Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=4 - [IF4A3_HUMAN] 0.721 1.10 

P83881 60S ribosomal protein L36a OS=Homo sapiens GN=RPL36A PE=1 SV=2 - [RL36A_HUMAN] 0.720 1.21 

Q13620 Cullin-4B OS=Homo sapiens GN=CUL4B PE=1 SV=4 - [CUL4B_HUMAN] 0.711 1.11 

P46778 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=2 - [RL21_HUMAN] 0.711 1.10 

P49748 Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=1 - [ACADV_HUMAN] 0.710 1.12 

Q13148 TAR DNA-binding protein 43 OS=Homo sapiens GN=TARDBP PE=1 SV=1 - [TADBP_HUMAN] 0.706 1.07 

Q01970 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-3 OS=Homo sapiens GN=PLCB3 PE=1 SV=2 - [PLCB3_HUMAN] 0.705 1.45 

P49354 Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=1 - [FNTA_HUMAN] 0.703 1.41 

P63173 60S ribosomal protein L38 OS=Homo sapiens GN=RPL38 PE=1 SV=2 - [RL38_HUMAN] 0.703 0.95 

P52566 Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=3 - [GDIR2_HUMAN] 0.702 1.13 

Q5VWZ2 Lysophospholipase-like protein 1 OS=Homo sapiens GN=LYPLAL1 PE=1 SV=3 - [LYPL1_HUMAN] 0.701 0.94 
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Q00325 Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=2 - [MPCP_HUMAN] 0.696 1.20 

P62495 Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=3 - [ERF1_HUMAN] 0.692 1.09 

O15144 Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=1 - [ARPC2_HUMAN] 0.689 1.08 

Q9BV20 Methylthioribose-1-phosphate isomerase OS=Homo sapiens GN=MRI1 PE=1 SV=1 - [MTNA_HUMAN] 0.685 1.15 

Q7Z2W4 Zinc finger CCCH-type antiviral protein 1 OS=Homo sapiens GN=ZC3HAV1 PE=1 SV=3 - [ZCCHV_HUMAN] 0.685 1.00 

P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1 - [CTNB1_HUMAN] 0.682 1.12 

Q15029 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1 - [U5S1_HUMAN] 0.681 1.14 

O14818 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=1 - [PSA7_HUMAN] 0.679 1.04 

Q9NYL9 Tropomodulin-3 OS=Homo sapiens GN=TMOD3 PE=1 SV=1 - [TMOD3_HUMAN] 0.679 1.17 

Q99439 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 - [CNN2_HUMAN] 0.679 1.08 

Q9UMS4 Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=1 - [PRP19_HUMAN] 0.677 1.12 

P51398 28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=1 - [RT29_HUMAN] 0.676 1.14 

Q8TCT9 Minor histocompatibility antigen H13 OS=Homo sapiens GN=HM13 PE=1 SV=1 - [HM13_HUMAN] 0.675 1.03 

Q13951 Core-binding factor subunit beta OS=Homo sapiens GN=CBFB PE=1 SV=2 - [PEBB_HUMAN] 0.675 1.03 

Q9H2J4 Phosducin-like protein 3 OS=Homo sapiens GN=PDCL3 PE=1 SV=1 - [PDCL3_HUMAN] 0.673 1.71 

P22102 Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1 - [PUR2_HUMAN] 0.662 1.18 

O43175 D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=4 - [SERA_HUMAN] 0.658 1.04 

P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3 - [GBLP_HUMAN] 0.657 1.05 

Q9BXJ9 N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens GN=NAA15 PE=1 SV=1 - [NAA15_HUMAN] 0.656 1.13 

P43246 DNA mismatch repair protein Msh2 OS=Homo sapiens GN=MSH2 PE=1 SV=1 - [MSH2_HUMAN] 0.656 1.14 

Q92930 Ras-related protein Rab-8B OS=Homo sapiens GN=RAB8B PE=1 SV=2 - [RAB8B_HUMAN] 0.655 1.07 

Q8TED1 Probable glutathione peroxidase 8 OS=Homo sapiens GN=GPX8 PE=1 SV=2 - [GPX8_HUMAN] 0.655 1.08 

Q9UBQ0 Vacuolar protein sorting-associated protein 29 OS=Homo sapiens GN=VPS29 PE=1 SV=1 - [VPS29_HUMAN] 0.655 1.08 

P00390 Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=2 - [GSHR_HUMAN] 0.655 1.08 

P04040 Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 - [CATA_HUMAN] 0.655 1.08 

P61326 Protein mago nashi homolog OS=Homo sapiens GN=MAGOH PE=1 SV=1 - [MGN_HUMAN] 0.655 1.08 

Q92520 Protein FAM3C OS=Homo sapiens GN=FAM3C PE=1 SV=1 - [FAM3C_HUMAN] 0.655 1.08 

Q15102 Platelet-activating factor acetylhydrolase IB subunit gamma OS=Homo sapiens GN=PAFAH1B3 PE=1 SV=1 - [PA1B3_HUMAN] 0.655 1.08 
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Q8WZA9 Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=1 - [IRGQ_HUMAN] 0.655 1.08 

P04080 Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=2 - [CYTB_HUMAN] 0.650 1.17 

P42704 Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3 - [LPPRC_HUMAN] 0.649 1.13 

P27824 Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 - [CALX_HUMAN] 0.649 1.08 

Q14444 Caprin-1 OS=Homo sapiens GN=CAPRIN1 PE=1 SV=2 - [CAPR1_HUMAN] 0.648 1.34 

O43665 Regulator of G-protein signaling 10 OS=Homo sapiens GN=RGS10 PE=1 SV=2 - [RGS10_HUMAN] 0.642 1.17 

Q8NI35 InaD-like protein OS=Homo sapiens GN=INADL PE=1 SV=3 - [INADL_HUMAN] 0.642 1.17 

Q8TC12 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=2 - [RDH11_HUMAN] 0.642 1.17 

Q96C86 m7GpppX diphosphatase OS=Homo sapiens GN=DCPS PE=1 SV=2 - [DCPS_HUMAN] 0.642 1.17 

Q17RC7 Exocyst complex component 3-like protein 4 OS=Homo sapiens GN=EXOC3L4 PE=2 SV=2 - [EX3L4_HUMAN] 0.642 1.01 

O95372 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=1 SV=1 - [LYPA2_HUMAN] 0.642 1.01 

O43776 Asparagine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=1 - [SYNC_HUMAN] 0.642 1.01 

O75348 V-type proton ATPase subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=3 - [VATG1_HUMAN] 0.642 1.01 

Q15041 ADP-ribosylation factor-like protein 6-interacting protein 1 OS=Homo sapiens GN=ARL6IP1 PE=1 SV=2 - [AR6P1_HUMAN] 0.642 1.01 

Q16836 Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Homo sapiens GN=HADH PE=1 SV=3 - [HCDH_HUMAN] 0.642 1.01 

Q96IZ0 PRKC apoptosis WT1 regulator protein OS=Homo sapiens GN=PAWR PE=1 SV=1 - [PAWR_HUMAN] 0.642 1.01 

P21291 Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=3 - [CSRP1_HUMAN] 0.642 1.01 

P06744 Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=4 - [G6PI_HUMAN] 0.642 1.01 

Q9Y385 Ubiquitin-conjugating enzyme E2 J1 OS=Homo sapiens GN=UBE2J1 PE=1 SV=2 - [UB2J1_HUMAN] 0.642 1.01 

Q07866 Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=2 - [KLC1_HUMAN] 0.641 1.18 

Q15293 Reticulocalbin-1 OS=Homo sapiens GN=RCN1 PE=1 SV=1 - [RCN1_HUMAN] 0.640 1.05 

Q9UQ35 Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2 - [SRRM2_HUMAN] 0.640 0.99 

Q9Y6E2 Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=1 - [BZW2_HUMAN] 0.640 1.11 

P10515 
Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 SV=3 - 
[ODP2_HUMAN] 0.639 1.12 

Q9H773 dCTP pyrophosphatase 1 OS=Homo sapiens GN=DCTPP1 PE=1 SV=1 - [DCTP1_HUMAN] 0.637 1.13 

Q96CN7 Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=3 - [ISOC1_HUMAN] 0.637 1.13 

Q8IWB7 WD repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=WDFY1 PE=1 SV=1 - [WDFY1_HUMAN] 0.636 1.27 

P15311 Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 - [EZRI_HUMAN] 0.636 1.15 
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Q9Y262 Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens GN=EIF3L PE=1 SV=1 - [EIF3L_HUMAN] 0.635 1.15 

O43765 Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1 - [SGTA_HUMAN] 0.631 1.09 

P17844 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1 - [DDX5_HUMAN] 0.630 1.10 

P28482 Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=3 - [MK01_HUMAN] 0.627 1.15 

P16070 CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=3 - [CD44_HUMAN] 0.627 1.19 

Q9Y3I0 tRNA-splicing ligase RtcB homolog OS=Homo sapiens GN=C22orf28 PE=1 SV=1 - [RTCB_HUMAN] 0.626 1.12 

P49189 4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3 - [AL9A1_HUMAN] 0.626 1.12 

Q00610 Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5 - [CLH1_HUMAN] 0.626 1.07 

P49736 DNA replication licensing factor MCM2 OS=Homo sapiens GN=MCM2 PE=1 SV=4 - [MCM2_HUMAN] 0.624 1.11 

O14980 Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 - [XPO1_HUMAN] 0.623 1.13 

P13667 Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=2 - [PDIA4_HUMAN] 0.621 1.07 

P40938 Replication factor C subunit 3 OS=Homo sapiens GN=RFC3 PE=1 SV=2 - [RFC3_HUMAN] 0.621 1.28 

O14530 Thioredoxin domain-containing protein 9 OS=Homo sapiens GN=TXNDC9 PE=1 SV=2 - [TXND9_HUMAN] 0.621 1.28 

Q92598 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 - [HS105_HUMAN] 0.620 1.08 

Q8N163 DBIRD complex subunit KIAA1967 OS=Homo sapiens GN=KIAA1967 PE=1 SV=2 - [K1967_HUMAN] 0.619 1.14 

Q96AQ6 Pre-B-cell leukemia transcription factor-interacting protein 1 OS=Homo sapiens GN=PBXIP1 PE=1 SV=1 - [PBIP1_HUMAN] 0.618 1.26 

Q13011 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=2 - [ECH1_HUMAN] 0.617 1.26 

P55809 Succinyl-CoA:3-ketoacid coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=1 - [SCOT1_HUMAN] 0.617 1.69 

P20042 Eukaryotic translation initiation factor 2 subunit 2 OS=Homo sapiens GN=EIF2S2 PE=1 SV=2 - [IF2B_HUMAN] 0.617 1.18 

Q9UBT2 SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=2 - [SAE2_HUMAN] 0.616 1.16 

Q9HDC9 Adipocyte plasma membrane-associated protein OS=Homo sapiens GN=APMAP PE=1 SV=2 - [APMAP_HUMAN] 0.615 1.29 

O00116 Alkyldihydroxyacetonephosphate synthase, peroxisomal OS=Homo sapiens GN=AGPS PE=1 SV=1 - [ADAS_HUMAN] 0.614 1.24 

Q15555 Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=1 - [MARE2_HUMAN] 0.611 1.18 

Q10567 AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=1 SV=2 - [AP1B1_HUMAN] 0.611 1.11 

Q96AE4 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=3 - [FUBP1_HUMAN] 0.610 1.18 

P12277 Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=1 - [KCRB_HUMAN] 0.610 1.17 

Q9NZI8 Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=2 - [IF2B1_HUMAN] 0.603 1.23 

P0CAP1 Myocardial zonula adherens protein OS=Homo sapiens GN=MYZAP PE=1 SV=1 - [MYZAP_HUMAN] 0.603 1.28 
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Q96P70 Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 - [IPO9_HUMAN] 0.602 1.11 

P38606 V-type proton ATPase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=2 - [VATA_HUMAN] 0.598 1.22 

P07686 Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=3 - [HEXB_HUMAN] 0.596 1.19 

P51858 Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=1 - [HDGF_HUMAN] 0.596 1.14 

Q96EY8 Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=1 - [MMAB_HUMAN] 0.595 1.27 

P24043 Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=4 - [LAMA2_HUMAN] 0.590 1.19 

O75083 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=4 - [WDR1_HUMAN] 0.587 1.22 

P62847 40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=1 - [RS24_HUMAN] 0.585 1.09 

Q9Y295 Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens GN=DRG1 PE=1 SV=1 - [DRG1_HUMAN] 0.583 1.22 

Q9UIA9 Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 - [XPO7_HUMAN] 0.581 1.15 

P05141 ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=7 - [ADT2_HUMAN] 0.581 1.23 

P07602 Proactivator polypeptide OS=Homo sapiens GN=PSAP PE=1 SV=2 - [SAP_HUMAN] 0.579 1.27 

P19388 DNA-directed RNA polymerases I, II, and III subunit RPABC1 OS=Homo sapiens GN=POLR2E PE=1 SV=4 - [RPAB1_HUMAN] 0.579 1.22 

Q9Y296 Trafficking protein particle complex subunit 4 OS=Homo sapiens GN=TRAPPC4 PE=1 SV=1 - [TPPC4_HUMAN] 0.579 1.22 

O14490 Disks large-associated protein 1 OS=Homo sapiens GN=DLGAP1 PE=1 SV=1 - [DLGP1_HUMAN] 0.579 1.25 

Q9H857 5'-nucleotidase domain-containing protein 2 OS=Homo sapiens GN=NT5DC2 PE=1 SV=1 - [NT5D2_HUMAN] 0.579 1.25 

P50402 Emerin OS=Homo sapiens GN=EMD PE=1 SV=1 - [EMD_HUMAN] 0.579 1.25 

P26639 Threonine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=3 - [SYTC_HUMAN] 0.576 1.10 

P35606 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2 - [COPB2_HUMAN] 0.574 1.14 

P78527 DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3 - [PRKDC_HUMAN] 0.573 1.37 

Q13363 C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=2 - [CTBP1_HUMAN] 0.573 1.42 

Q9NP74 Palmdelphin OS=Homo sapiens GN=PALMD PE=1 SV=1 - [PALMD_HUMAN] 0.573 1.42 

Q7L5D6 Golgi to ER traffic protein 4 homolog OS=Homo sapiens GN=GET4 PE=1 SV=1 - [GET4_HUMAN] 0.571 1.29 

Q9NZB2 Constitutive coactivator of PPAR-gamma-like protein 1 OS=Homo sapiens GN=FAM120A PE=1 SV=2 - [F120A_HUMAN] 0.571 1.25 

P40121 Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=2 - [CAPG_HUMAN] 0.568 1.11 

Q13263 Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=5 - [TIF1B_HUMAN] 0.568 1.05 

P19823 Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=2 - [ITIH2_HUMAN] 0.566 1.13 

P61769 Beta-2-microglobulin OS=Homo sapiens GN=B2M PE=1 SV=1 - [B2MG_HUMAN] 0.566 1.29 
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Q9H3K6 BolA-like protein 2 OS=Homo sapiens GN=BOLA2 PE=1 SV=1 - [BOLA2_HUMAN] 0.566 1.29 

Q9UL42 Paraneoplastic antigen Ma2 OS=Homo sapiens GN=PNMA2 PE=1 SV=2 - [PNMA2_HUMAN] 0.566 1.29 

P06703 Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=1 - [S10A6_HUMAN] 0.566 1.29 

Q9UBB6 Neurochondrin OS=Homo sapiens GN=NCDN PE=1 SV=1 - [NCDN_HUMAN] 0.565 2.12 

P35520 Cystathionine beta-synthase OS=Homo sapiens GN=CBS PE=1 SV=2 - [CBS_HUMAN] 0.563 1.47 

Q16401 26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=3 - [PSMD5_HUMAN] 0.562 1.08 

Q96T76 MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2 - [MMS19_HUMAN] 0.562 1.08 

O15143 Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=3 - [ARC1B_HUMAN] 0.562 1.08 

Q13435 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=2 - [SF3B2_HUMAN] 0.561 1.18 

Q9H832 Ubiquitin-conjugating enzyme E2 Z OS=Homo sapiens GN=UBE2Z PE=1 SV=2 - [UBE2Z_HUMAN] 0.561 1.32 

P46779 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=3 - [RL28_HUMAN] 0.560 1.19 

Q9HAV7 GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=2 - [GRPE1_HUMAN] 0.556 1.09 

P33993 DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4 - [MCM7_HUMAN] 0.556 1.37 

P61604 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=2 - [CH10_HUMAN] 0.553 1.26 

O43447 Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=1 - [PPIH_HUMAN] 0.547 1.32 

P11234 Ras-related protein Ral-B OS=Homo sapiens GN=RALB PE=1 SV=1 - [RALB_HUMAN] 0.547 1.32 

E9PAV3 Nascent polypeptide-associated complex subunit alpha, muscle-specific form OS=Homo sapiens GN=NACA PE=1 SV=1 - [NACAM_HUMAN] 0.547 1.27 

O00622 Protein CYR61 OS=Homo sapiens GN=CYR61 PE=1 SV=1 - [CYR61_HUMAN] 0.546 1.31 

P22059 Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=1 - [OSBP1_HUMAN] 0.545 1.42 

Q9NR30 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=5 - [DDX21_HUMAN] 0.545 1.42 

P40939 Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=2 - [ECHA_HUMAN] 0.544 1.35 

O00571 ATP-dependent RNA helicase DDX3X OS=Homo sapiens GN=DDX3X PE=1 SV=3 - [DDX3X_HUMAN] 0.543 1.21 

Q15758 Neutral amino acid transporter B(0) OS=Homo sapiens GN=SLC1A5 PE=1 SV=2 - [AAAT_HUMAN] 0.539 1.08 

O94925 Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=1 - [GLSK_HUMAN] 0.539 1.08 

Q9Y6V0 Protein piccolo OS=Homo sapiens GN=PCLO PE=1 SV=4 - [PCLO_HUMAN] 0.537 1.32 

P48637 Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=1 - [GSHB_HUMAN] 0.537 1.22 

Q99460 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2 - [PSMD1_HUMAN] 0.537 1.20 

Q15785 Mitochondrial import receptor subunit TOM34 OS=Homo sapiens GN=TOMM34 PE=1 SV=2 - [TOM34_HUMAN] 0.537 1.48 
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Q96HE7 ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=2 - [ERO1A_HUMAN] 0.536 1.33 

P31949 Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2 - [S10AB_HUMAN] 0.535 1.35 

P14314 Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=2 - [GLU2B_HUMAN] 0.532 1.08 

P21980 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=2 - [TGM2_HUMAN] 0.532 1.33 

P13746 HLA class I histocompatibility antigen, A-11 alpha chain OS=Homo sapiens GN=HLA-A PE=1 SV=1 - [1A11_HUMAN] 0.527 1.37 

P49588 Alanine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2 - [SYAC_HUMAN] 0.526 1.10 

P05455 Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=2 - [LA_HUMAN] 0.524 1.15 

P16615 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1 - [AT2A2_HUMAN] 0.522 1.25 

P52306 Rap1 GTPase-GDP dissociation stimulator 1 OS=Homo sapiens GN=RAP1GDS1 PE=1 SV=3 - [GDS1_HUMAN] 0.521 1.43 

Q9Y6B6 GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=1 - [SAR1B_HUMAN] 0.519 1.43 

Q6PCE3 Glucose 1,6-bisphosphate synthase OS=Homo sapiens GN=PGM2L1 PE=1 SV=3 - [PGM2L_HUMAN] 0.518 1.43 

Q99961 Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=1 - [SH3G1_HUMAN] 0.518 1.23 

O60684 Importin subunit alpha-7 OS=Homo sapiens GN=KPNA6 PE=1 SV=1 - [IMA7_HUMAN] 0.518 1.18 

P20073 Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=3 - [ANXA7_HUMAN] 0.517 1.12 

P14866 Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=2 - [HNRPL_HUMAN] 0.516 1.43 

Q14738 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=1 - [2A5D_HUMAN] 0.516 1.43 

Q8N3K9 Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3 - [CMYA5_HUMAN] 0.513 1.43 

P04114 Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=2 - [APOB_HUMAN] 0.511 1.17 

P06756 Integrin alpha-V OS=Homo sapiens GN=ITGAV PE=1 SV=2 - [ITAV_HUMAN] 0.507 1.20 

P51159 Ras-related protein Rab-27A OS=Homo sapiens GN=RAB27A PE=1 SV=3 - [RB27A_HUMAN] 0.506 1.47 

Q9NSV4 Protein diaphanous homolog 3 OS=Homo sapiens GN=DIAPH3 PE=1 SV=4 - [DIAP3_HUMAN] 0.506 1.47 

P04632 Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=1 - [CPNS1_HUMAN] 0.506 1.47 

Q9NY33 Dipeptidyl peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=2 - [DPP3_HUMAN] 0.505 1.52 

Q00839 Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=6 - [HNRPU_HUMAN] 0.505 1.10 

Q7Z7H5 Transmembrane emp24 domain-containing protein 4 OS=Homo sapiens GN=TMED4 PE=1 SV=1 - [TMED4_HUMAN] 0.504 1.47 

Q9UBI6 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12 OS=Homo sapiens GN=GNG12 PE=1 SV=3 - [GBG12_HUMAN] 0.504 1.47 

P83916 Chromobox protein homolog 1 OS=Homo sapiens GN=CBX1 PE=1 SV=1 - [CBX1_HUMAN] 0.504 1.47 

Q9Y606 tRNA pseudouridine synthase A, mitochondrial OS=Homo sapiens GN=PUS1 PE=1 SV=3 - [TRUA_HUMAN] 0.504 1.79 
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P09543 2',3'-cyclic-nucleotide 3'-phosphodiesterase OS=Homo sapiens GN=CNP PE=1 SV=2 - [CN37_HUMAN] 0.503 1.47 

O75964 ATP synthase subunit g, mitochondrial OS=Homo sapiens GN=ATP5L PE=1 SV=3 - [ATP5L_HUMAN] 0.503 1.47 

Q12981 Vesicle transport protein SEC20 OS=Homo sapiens GN=BNIP1 PE=1 SV=3 - [SEC20_HUMAN] 0.503 1.47 

Q96EK5 KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=1 - [KBP_HUMAN] 0.503 1.59 

Q99447 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=1 SV=1 - [PCY2_HUMAN] 0.503 1.70 

O75874 Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=2 - [IDHC_HUMAN] 0.500 1.18 

Q32P28 Prolyl 3-hydroxylase 1 OS=Homo sapiens GN=LEPRE1 PE=1 SV=2 - [P3H1_HUMAN] 0.497 1.35 

P05023 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1 - [AT1A1_HUMAN] 0.495 1.16 

P02545 Prelamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 - [LMNA_HUMAN] 0.494 1.16 

O96005 Cleft lip and palate transmembrane protein 1 OS=Homo sapiens GN=CLPTM1 PE=1 SV=1 - [CLPT1_HUMAN] 0.485 1.57 

P31150 Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=2 - [GDIA_HUMAN] 0.483 1.56 

P55786 Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2 - [PSA_HUMAN] 0.482 1.08 

O15371 Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=1 - [EIF3D_HUMAN] 0.481 1.27 

P35908 Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=2 - [K22E_HUMAN] 0.478 1.08 

P25205 DNA replication licensing factor MCM3 OS=Homo sapiens GN=MCM3 PE=1 SV=3 - [MCM3_HUMAN] 0.477 1.18 

Q14315 Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=3 - [FLNC_HUMAN] 0.475 1.04 

Q14157 Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2 - [UBP2L_HUMAN] 0.474 1.62 

Q13619 Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 - [CUL4A_HUMAN] 0.474 1.57 

Q7L2H7 Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=1 - [EIF3M_HUMAN] 0.472 1.61 

P09132 Signal recognition particle 19 kDa protein OS=Homo sapiens GN=SRP19 PE=1 SV=3 - [SRP19_HUMAN] 0.471 1.68 

P26640 Valine--tRNA ligase OS=Homo sapiens GN=VARS PE=1 SV=4 - [SYVC_HUMAN] 0.470 1.09 

P51784 Ubiquitin carboxyl-terminal hydrolase 11 OS=Homo sapiens GN=USP11 PE=1 SV=3 - [UBP11_HUMAN] 0.467 1.66 

Q13586 Stromal interaction molecule 1 OS=Homo sapiens GN=STIM1 PE=1 SV=3 - [STIM1_HUMAN] 0.465 1.66 

Q53GS9 U4/U6.U5 tri-snRNP-associated protein 2 OS=Homo sapiens GN=USP39 PE=1 SV=2 - [SNUT2_HUMAN] 0.465 1.66 

Q969T9 WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=1 - [WBP2_HUMAN] 0.465 1.66 

P31930 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=3 - [QCR1_HUMAN] 0.465 1.66 

Q12996 Cleavage stimulation factor subunit 3 OS=Homo sapiens GN=CSTF3 PE=1 SV=1 - [CSTF3_HUMAN] 0.465 1.66 

Q9UJW0 Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=1 - [DCTN4_HUMAN] 0.465 1.66 
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P54886 Delta-1-pyrroline-5-carboxylate synthase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=2 - [P5CS_HUMAN] 0.462 1.36 

Q08257 Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=1 - [QOR_HUMAN] 0.461 1.25 

Q86XP3 ATP-dependent RNA helicase DDX42 OS=Homo sapiens GN=DDX42 PE=1 SV=1 - [DDX42_HUMAN] 0.461 1.25 

Q15046 Lysine--tRNA ligase OS=Homo sapiens GN=KARS PE=1 SV=3 - [SYK_HUMAN] 0.460 1.26 

Q8IXB1 DnaJ homolog subfamily C member 10 OS=Homo sapiens GN=DNAJC10 PE=1 SV=2 - [DJC10_HUMAN] 0.459 1.61 

Q8NEM2 SHC SH2 domain-binding protein 1 OS=Homo sapiens GN=SHCBP1 PE=1 SV=3 - [SHCBP_HUMAN] 0.459 1.61 

Q15369 Transcription elongation factor B polypeptide 1 OS=Homo sapiens GN=TCEB1 PE=1 SV=1 - [ELOC_HUMAN] 0.456 1.72 

Q9NZD2 Glycolipid transfer protein OS=Homo sapiens GN=GLTP PE=1 SV=3 - [GLTP_HUMAN] 0.456 1.72 

P27695 DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=2 - [APEX1_HUMAN] 0.455 1.18 

Q15435 Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=1 - [PP1R7_HUMAN] 0.455 1.85 

Q96IJ6 Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=1 SV=1 - [GMPPA_HUMAN] 0.452 1.35 

O43847 Nardilysin OS=Homo sapiens GN=NRD1 PE=1 SV=2 - [NRDC_HUMAN] 0.452 1.29 

Q15771 Ras-related protein Rab-30 OS=Homo sapiens GN=RAB30 PE=1 SV=2 - [RAB30_HUMAN] 0.450 1.70 

Q9P2T1 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=1 - [GMPR2_HUMAN] 0.450 1.70 

Q13057 Bifunctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 SV=4 - [COASY_HUMAN] 0.450 1.70 

Q08J23 tRNA (cytosine(34)-C(5))-methyltransferase OS=Homo sapiens GN=NSUN2 PE=1 SV=2 - [NSUN2_HUMAN] 0.449 1.78 

P25789 Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=1 - [PSA4_HUMAN] 0.449 1.09 

O43399 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=2 - [TPD54_HUMAN] 0.449 1.09 

Q8NE71 ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=2 - [ABCF1_HUMAN] 0.448 1.38 

P07311 Acylphosphatase-1 OS=Homo sapiens GN=ACYP1 PE=1 SV=2 - [ACYP1_HUMAN] 0.444 1.65 

Q12906 Interleukin enhancer-binding factor 3 OS=Homo sapiens GN=ILF3 PE=1 SV=3 - [ILF3_HUMAN] 0.444 1.44 

Q16643 Drebrin OS=Homo sapiens GN=DBN1 PE=1 SV=4 - [DREB_HUMAN] 0.441 1.43 

Q9Y3B7 39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=1 SV=1 - [RM11_HUMAN] 0.440 1.46 

Q9UBE0 SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=1 - [SAE1_HUMAN] 0.439 1.36 

Q15042 Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3 - [RB3GP_HUMAN] 0.439 1.90 

Q8IV08 Phospholipase D3 OS=Homo sapiens GN=PLD3 PE=1 SV=1 - [PLD3_HUMAN] 0.438 1.16 

Q92530 Proteasome inhibitor PI31 subunit OS=Homo sapiens GN=PSMF1 PE=1 SV=2 - [PSMF1_HUMAN] 0.438 1.16 

Q9BTE3 Mini-chromosome maintenance complex-binding protein OS=Homo sapiens GN=MCMBP PE=1 SV=2 - [MCMBP_HUMAN] 0.438 1.16 



 
 
 
 

xcviii 
 

Q13838 Spliceosome RNA helicase DDX39B OS=Homo sapiens GN=DDX39B PE=1 SV=1 - [DX39B_HUMAN] 0.438 1.78 

P06737 Glycogen phosphorylase, liver form OS=Homo sapiens GN=PYGL PE=1 SV=4 - [PYGL_HUMAN] 0.438 1.49 

Q9HB71 Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=2 - [CYBP_HUMAN] 0.437 1.15 

Q9UHB6 LIM domain and actin-binding protein 1 OS=Homo sapiens GN=LIMA1 PE=1 SV=1 - [LIMA1_HUMAN] 0.437 1.36 

Q86TI2 Dipeptidyl peptidase 9 OS=Homo sapiens GN=DPP9 PE=1 SV=3 - [DPP9_HUMAN] 0.435 1.90 

P27816 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=3 - [MAP4_HUMAN] 0.434 1.22 

A0FGR8 Extended synaptotagmin-2 OS=Homo sapiens GN=ESYT2 PE=1 SV=1 - [ESYT2_HUMAN] 0.434 1.20 

Q9UNS2 COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=3 - [CSN3_HUMAN] 0.434 1.20 

O43290 U4/U6.U5 tri-snRNP-associated protein 1 OS=Homo sapiens GN=SART1 PE=1 SV=1 - [SNUT1_HUMAN] 0.431 1.31 

P53597 Succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=1 SV=4 - [SUCA_HUMAN] 0.429 1.26 

P21964 Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=2 - [COMT_HUMAN] 0.429 1.26 

P48729 Casein kinase I isoform alpha OS=Homo sapiens GN=CSNK1A1 PE=1 SV=2 - [KC1A_HUMAN] 0.429 1.26 

Q7Z4V5 Hepatoma-derived growth factor-related protein 2 OS=Homo sapiens GN=HDGFRP2 PE=1 SV=1 - [HDGR2_HUMAN] 0.429 1.46 

P62879 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=3 - [GBB2_HUMAN] 0.428 1.83 

Q14CX7 N-alpha-acetyltransferase 25, NatB auxiliary subunit OS=Homo sapiens GN=NAA25 PE=1 SV=1 - [NAA25_HUMAN] 0.428 1.97 

Q9BZQ6 ER degradation-enhancing alpha-mannosidase-like 3 OS=Homo sapiens GN=EDEM3 PE=1 SV=2 - [EDEM3_HUMAN] 0.428 1.97 

P42566 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=2 - [EPS15_HUMAN] 0.428 1.61 

P55036 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1 - [PSMD4_HUMAN] 0.427 1.44 

Q12931 Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=3 - [TRAP1_HUMAN] 0.426 1.48 

Q9Y263 Phospholipase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 SV=2 - [PLAP_HUMAN] 0.426 1.63 

O15382 Branched-chain-amino-acid aminotransferase, mitochondrial OS=Homo sapiens GN=BCAT2 PE=1 SV=2 - [BCAT2_HUMAN] 0.425 1.67 

O00762 Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1 - [UBE2C_HUMAN] 0.425 1.67 

Q9BQG0 Myb-binding protein 1A OS=Homo sapiens GN=MYBBP1A PE=1 SV=2 - [MBB1A_HUMAN] 0.425 1.67 

Q9NZ01 Very-long-chain enoyl-CoA reductase OS=Homo sapiens GN=TECR PE=1 SV=1 - [TECR_HUMAN] 0.425 1.67 

Q93009 Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens GN=USP7 PE=1 SV=2 - [UBP7_HUMAN] 0.422 1.35 

Q9Y2J2 Band 4.1-like protein 3 OS=Homo sapiens GN=EPB41L3 PE=1 SV=2 - [E41L3_HUMAN] 0.422 1.16 

O00442 RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCA PE=1 SV=1 - [RTCA_HUMAN] 0.421 1.79 

O60256 Phosphoribosyl pyrophosphate synthase-associated protein 2 OS=Homo sapiens GN=PRPSAP2 PE=1 SV=1 - [KPRB_HUMAN] 0.421 1.84 



 
 
 
 

xcix 
 

P50148 Guanine nucleotide-binding protein G(q) subunit alpha OS=Homo sapiens GN=GNAQ PE=1 SV=4 - [GNAQ_HUMAN] 0.421 1.84 

P98082 Disabled homolog 2 OS=Homo sapiens GN=DAB2 PE=1 SV=3 - [DAB2_HUMAN] 0.420 1.85 

Q9BRX2 Protein pelota homolog OS=Homo sapiens GN=PELO PE=1 SV=2 - [PELO_HUMAN] 0.420 1.78 

Q9NXH9 tRNA (guanine(26)-N(2))-dimethyltransferase OS=Homo sapiens GN=TRMT1 PE=1 SV=1 - [TRM1_HUMAN] 0.420 1.78 

Q92900 Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2 - [RENT1_HUMAN] 0.419 1.18 

Q96K76 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=3 - [UBP47_HUMAN] 0.419 2.01 

Q9H9A6 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=1 - [LRC40_HUMAN] 0.418 2.05 

Q15738 Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating OS=Homo sapiens GN=NSDHL PE=1 SV=2 - [NSDHL_HUMAN] 0.417 1.37 

P54136 Arginine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=2 - [SYRC_HUMAN] 0.416 1.29 

O60763 General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2 - [USO1_HUMAN] 0.416 1.27 

O00425 Insulin-like growth factor 2 mRNA-binding protein 3 OS=Homo sapiens GN=IGF2BP3 PE=1 SV=2 - [IF2B3_HUMAN] 0.414 1.93 

O60841 Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=4 - [IF2P_HUMAN] 0.413 1.91 

Q10472 Polypeptide N-acetylgalactosaminyltransferase 1 OS=Homo sapiens GN=GALNT1 PE=1 SV=1 - [GALT1_HUMAN] 0.413 1.86 

Q1KMD3 Heterogeneous nuclear ribonucleoprotein U-like protein 2 OS=Homo sapiens GN=HNRNPUL2 PE=1 SV=1 - [HNRL2_HUMAN] 0.413 1.86 

P11413 Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=4 - [G6PD_HUMAN] 0.413 1.18 

Q16576 Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=1 - [RBBP7_HUMAN] 0.413 1.90 

Q92621 Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=3 - [NU205_HUMAN] 0.413 1.90 

P22307 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=2 - [NLTP_HUMAN] 0.413 1.21 

O00264 Membrane-associated progesterone receptor component 1 OS=Homo sapiens GN=PGRMC1 PE=1 SV=3 - [PGRC1_HUMAN] 0.413 1.21 

P48556 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=2 - [PSMD8_HUMAN] 0.413 1.21 

P14923 Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=3 - [PLAK_HUMAN] 0.412 2.03 

Q53FA7 Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=2 - [QORX_HUMAN] 0.410 1.21 

Q16181 Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 - [SEPT7_HUMAN] 0.410 1.21 

Q8WUM0 Nuclear pore complex protein Nup133 OS=Homo sapiens GN=NUP133 PE=1 SV=2 - [NU133_HUMAN] 0.410 2.22 

P13807 Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=2 - [GYS1_HUMAN] 0.410 2.49 

Q9UKX7 Nuclear pore complex protein Nup50 OS=Homo sapiens GN=NUP50 PE=1 SV=2 - [NUP50_HUMAN] 0.410 2.49 

P42892 Endothelin-converting enzyme 1 OS=Homo sapiens GN=ECE1 PE=1 SV=2 - [ECE1_HUMAN] 0.408 1.45 

O15042 U2 snRNP-associated SURP motif-containing protein OS=Homo sapiens GN=U2SURP PE=1 SV=2 - [SR140_HUMAN] 0.408 1.91 



 
 
 
 

c 
 

P13995 Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial OS=Homo sapiens GN=MTHFD2 PE=1 SV=2 - [MTDC_HUMAN] 0.407 1.71 

P18031 Tyrosine-protein phosphatase non-receptor type 1 OS=Homo sapiens GN=PTPN1 PE=1 SV=1 - [PTN1_HUMAN] 0.407 1.71 

P35813 Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=1 - [PPM1A_HUMAN] 0.407 1.71 

P60468 Protein transport protein Sec61 subunit beta OS=Homo sapiens GN=SEC61B PE=1 SV=2 - [SC61B_HUMAN] 0.407 1.71 

Q4KWH8 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 OS=Homo sapiens GN=PLCH1 PE=1 SV=1 - [PLCH1_HUMAN] 0.407 1.71 

Q96GG9 DCN1-like protein 1 OS=Homo sapiens GN=DCUN1D1 PE=1 SV=1 - [DCNL1_HUMAN] 0.407 1.71 

Q9BYD6 39S ribosomal protein L1, mitochondrial OS=Homo sapiens GN=MRPL1 PE=1 SV=2 - [RM01_HUMAN] 0.407 1.71 

O94905 Erlin-2 OS=Homo sapiens GN=ERLIN2 PE=1 SV=1 - [ERLN2_HUMAN] 0.405 1.83 

Q9UGI8 Testin OS=Homo sapiens GN=TES PE=1 SV=1 - [TES_HUMAN] 0.405 1.83 

P09960 Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=2 - [LKHA4_HUMAN] 0.405 1.35 

Q16543 Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=1 - [CDC37_HUMAN] 0.405 1.27 

P01023 Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 - [A2MG_HUMAN] 0.404 1.09 

P46060 Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=1 - [RAGP1_HUMAN] 0.403 1.40 

Q7L576 Cytoplasmic FMR1-interacting protein 1 OS=Homo sapiens GN=CYFIP1 PE=1 SV=1 - [CYFP1_HUMAN] 0.402 1.20 

O94973 AP-2 complex subunit alpha-2 OS=Homo sapiens GN=AP2A2 PE=1 SV=2 - [AP2A2_HUMAN] 0.398 2.33 

O43242 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=2 - [PSMD3_HUMAN] 0.397 1.36 

P07942 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=2 - [LAMB1_HUMAN] 0.397 2.02 

P06730 Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=2 - [IF4E_HUMAN] 0.396 1.46 

P57740 Nuclear pore complex protein Nup107 OS=Homo sapiens GN=NUP107 PE=1 SV=1 - [NU107_HUMAN] 0.395 1.97 

Q6UVK1 Chondroitin sulfate proteoglycan 4 OS=Homo sapiens GN=CSPG4 PE=1 SV=2 - [CSPG4_HUMAN] 0.395 2.30 

O95347 Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=2 - [SMC2_HUMAN] 0.393 1.62 

Q13596 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=3 - [SNX1_HUMAN] 0.391 2.00 

P30153 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4 - [2AAA_HUMAN] 0.388 1.14 

P27694 Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=2 - [RFA1_HUMAN] 0.388 1.86 

P13861 cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=2 - [KAP2_HUMAN] 0.388 1.19 

Q9Y3D9 28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=2 - [RT23_HUMAN] 0.387 1.46 

Q13085 Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA PE=1 SV=2 - [ACACA_HUMAN] 0.386 2.14 

Q9H3U1 Protein unc-45 homolog A OS=Homo sapiens GN=UNC45A PE=1 SV=1 - [UN45A_HUMAN] 0.385 1.20 



 
 
 
 

ci 
 

P10644 cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=1 - [KAP0_HUMAN] 0.385 1.59 

P08579 U2 small nuclear ribonucleoprotein B'' OS=Homo sapiens GN=SNRPB2 PE=1 SV=1 - [RU2B_HUMAN] 0.382 1.97 

Q9NUQ9 Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=1 - [FA49B_HUMAN] 0.382 1.44 

O14964 Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=1 - [HGS_HUMAN] 0.382 2.03 

Q01085 Nucleolysin TIAR OS=Homo sapiens GN=TIAL1 PE=1 SV=1 - [TIAR_HUMAN] 0.381 1.34 

O60524 Nuclear export mediator factor NEMF OS=Homo sapiens GN=NEMF PE=1 SV=4 - [NEMF_HUMAN] 0.379 2.01 

P56545 C-terminal-binding protein 2 OS=Homo sapiens GN=CTBP2 PE=1 SV=1 - [CTBP2_HUMAN] 0.379 2.01 

P35241 Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 - [RADI_HUMAN] 0.378 1.28 

Q9UQ88 Cyclin-dependent kinase 11A OS=Homo sapiens GN=CDK11A PE=1 SV=4 - [CD11A_HUMAN] 0.377 1.58 

O60568 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3 OS=Homo sapiens GN=PLOD3 PE=1 SV=1 - [PLOD3_HUMAN] 0.376 1.32 

Q15642 Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=3 - [CIP4_HUMAN] 0.376 1.91 

P32455 Interferon-induced guanylate-binding protein 1 OS=Homo sapiens GN=GBP1 PE=1 SV=2 - [GBP1_HUMAN] 0.375 1.93 

Q96A33 Coiled-coil domain-containing protein 47 OS=Homo sapiens GN=CCDC47 PE=1 SV=1 - [CCD47_HUMAN] 0.374 1.27 

P62256 Ubiquitin-conjugating enzyme E2 H OS=Homo sapiens GN=UBE2H PE=1 SV=1 - [UBE2H_HUMAN] 0.374 1.27 

P78357 Contactin-associated protein 1 OS=Homo sapiens GN=CNTNAP1 PE=1 SV=1 - [CNTP1_HUMAN] 0.373 1.90 

Q9BXB4 Oxysterol-binding protein-related protein 11 OS=Homo sapiens GN=OSBPL11 PE=1 SV=2 - [OSB11_HUMAN] 0.373 1.90 

Q9Y2D5 A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=3 - [AKAP2_HUMAN] 0.373 1.90 

P19387 DNA-directed RNA polymerase II subunit RPB3 OS=Homo sapiens GN=POLR2C PE=1 SV=2 - [RPB3_HUMAN] 0.373 1.90 

Q8TC07 TBC1 domain family member 15 OS=Homo sapiens GN=TBC1D15 PE=1 SV=2 - [TBC15_HUMAN] 0.373 1.90 

P17980 26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=3 - [PRS6A_HUMAN] 0.372 1.29 

P31689 DnaJ homolog subfamily A member 1 OS=Homo sapiens GN=DNAJA1 PE=1 SV=2 - [DNJA1_HUMAN] 0.372 1.09 

P51659 Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=3 - [DHB4_HUMAN] 0.369 2.41 

P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3 - [PRS7_HUMAN] 0.368 1.22 

Q13308 Inactive tyrosine-protein kinase 7 OS=Homo sapiens GN=PTK7 PE=1 SV=2 - [PTK7_HUMAN] 0.367 2.02 

O43488 Aflatoxin B1 aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 PE=1 SV=3 - [ARK72_HUMAN] 0.367 1.30 

Q14498 RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=2 - [RBM39_HUMAN] 0.367 1.30 

O94979 Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3 - [SC31A_HUMAN] 0.367 1.09 

P12956 X-ray repair cross-complementing protein 6 OS=Homo sapiens GN=XRCC6 PE=1 SV=2 - [XRCC6_HUMAN] 0.367 1.32 



 
 
 
 

cii 
 

Q9P035 Very-long-chain (3R)-3-hydroxyacyl-[acyl-carrier protein] dehydratase 3 OS=Homo sapiens GN=PTPLAD1 PE=1 SV=2 - [HACD3_HUMAN] 0.366 1.21 

P35637 RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=1 - [FUS_HUMAN] 0.366 1.21 

Q9NTJ3 Structural maintenance of chromosomes protein 4 OS=Homo sapiens GN=SMC4 PE=1 SV=2 - [SMC4_HUMAN] 0.365 2.50 

Q13310 Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=1 - [PABP4_HUMAN] 0.365 2.26 

Q9NUU7 ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=1 - [DD19A_HUMAN] 0.364 1.21 

Q8TBC4 NEDD8-activating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 PE=1 SV=2 - [UBA3_HUMAN] 0.362 1.44 

P16435 NADPH--cytochrome P450 reductase OS=Homo sapiens GN=POR PE=1 SV=2 - [NCPR_HUMAN] 0.359 2.28 

Q8IVL6 Prolyl 3-hydroxylase 3 OS=Homo sapiens GN=LEPREL2 PE=1 SV=1 - [P3H3_HUMAN] 0.359 1.96 

P51911 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 - [CNN1_HUMAN] 0.359 1.96 

P28161 Glutathione S-transferase Mu 2 OS=Homo sapiens GN=GSTM2 PE=1 SV=2 - [GSTM2_HUMAN] 0.359 1.96 

O00429 Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=2 - [DNM1L_HUMAN] 0.358 1.20 

Q14204 Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5 - [DYHC1_HUMAN] 0.357 1.18 

Q8IZ83 Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=2 - [A16A1_HUMAN] 0.356 1.95 

Q9NZ08 Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3 - [ERAP1_HUMAN] 0.356 1.95 

Q00169 Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=2 - [PIPNA_HUMAN] 0.356 1.95 

Q07065 Cytoskeleton-associated protein 4 OS=Homo sapiens GN=CKAP4 PE=1 SV=2 - [CKAP4_HUMAN] 0.355 1.15 

Q9BS26 Endoplasmic reticulum resident protein 44 OS=Homo sapiens GN=ERP44 PE=1 SV=1 - [ERP44_HUMAN] 0.355 2.14 

O95747 Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=1 - [OXSR1_HUMAN] 0.348 1.51 

Q9Y4C2 Protein FAM115A OS=Homo sapiens GN=FAM115A PE=1 SV=3 - [F115A_HUMAN] 0.348 2.16 

P13010 X-ray repair cross-complementing protein 5 OS=Homo sapiens GN=XRCC5 PE=1 SV=3 - [XRCC5_HUMAN] 0.346 1.18 

Q00341 Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=2 - [VIGLN_HUMAN] 0.345 1.10 

O43719 HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=1 - [HTSF1_HUMAN] 0.343 2.14 

Q6PGP7 Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1 - [TTC37_HUMAN] 0.343 2.14 

Q8NBJ5 Procollagen galactosyltransferase 1 OS=Homo sapiens GN=GLT25D1 PE=1 SV=1 - [GT251_HUMAN] 0.343 2.14 

P61011 Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=1 - [SRP54_HUMAN] 0.343 2.14 

Q2M389 WASH complex subunit 7 OS=Homo sapiens GN=KIAA1033 PE=1 SV=2 - [WASH7_HUMAN] 0.342 2.21 

O15397 Importin-8 OS=Homo sapiens GN=IPO8 PE=1 SV=2 - [IPO8_HUMAN] 0.342 2.21 

P07099 Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1 SV=1 - [HYEP_HUMAN] 0.342 2.21 



 
 
 
 

ciii 
 

Q5H9R7 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Homo sapiens GN=PPP6R3 PE=1 SV=2 - [PP6R3_HUMAN] 0.342 2.21 

O75153 Clustered mitochondria protein homolog OS=Homo sapiens GN=CLUH PE=1 SV=2 - [CLU_HUMAN] 0.341 1.68 

P53618 Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3 - [COPB_HUMAN] 0.341 1.30 

P20290 Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=1 - [BTF3_HUMAN] 0.340 1.57 

Q5T4S7 E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1 - [UBR4_HUMAN] 0.338 2.90 

O60749 Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=2 - [SNX2_HUMAN] 0.338 2.43 

Q9BZZ5 Apoptosis inhibitor 5 OS=Homo sapiens GN=API5 PE=1 SV=3 - [API5_HUMAN] 0.337 1.58 

P63010 AP-2 complex subunit beta OS=Homo sapiens GN=AP2B1 PE=1 SV=1 - [AP2B1_HUMAN] 0.337 1.13 

O75694 Nuclear pore complex protein Nup155 OS=Homo sapiens GN=NUP155 PE=1 SV=1 - [NU155_HUMAN] 0.336 1.31 

P11908 Ribose-phosphate pyrophosphokinase 2 OS=Homo sapiens GN=PRPS2 PE=1 SV=2 - [PRPS2_HUMAN] 0.336 2.32 

P06396 Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 - [GELS_HUMAN] 0.335 1.79 

Q02809 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 OS=Homo sapiens GN=PLOD1 PE=1 SV=2 - [PLOD1_HUMAN] 0.335 1.36 

Q16647 Prostacyclin synthase OS=Homo sapiens GN=PTGIS PE=1 SV=1 - [PTGIS_HUMAN] 0.334 1.33 

P11216 Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=5 - [PYGB_HUMAN] 0.333 1.44 

P62899 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=1 - [RL31_HUMAN] 0.332 1.13 

Q12841 Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=1 - [FSTL1_HUMAN] 0.332 2.21 

P23497 Nuclear autoantigen Sp-100 OS=Homo sapiens GN=SP100 PE=1 SV=3 - [SP100_HUMAN] 0.332 2.21 

Q96QU8 Exportin-6 OS=Homo sapiens GN=XPO6 PE=1 SV=1 - [XPO6_HUMAN] 0.332 2.21 

P68402 Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=1 - [PA1B2_HUMAN] 0.330 1.45 

P22105 Tenascin-X OS=Homo sapiens GN=TNXB PE=1 SV=3 - [TENX_HUMAN] 0.330 1.45 

Q9Y6A5 Transforming acidic coiled-coil-containing protein 3 OS=Homo sapiens GN=TACC3 PE=1 SV=1 - [TACC3_HUMAN] 0.327 2.19 

P20674 Cytochrome c oxidase subunit 5A, mitochondrial OS=Homo sapiens GN=COX5A PE=1 SV=2 - [COX5A_HUMAN] 0.327 2.19 

Q92499 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=2 - [DDX1_HUMAN] 0.327 1.36 

Q15599 Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=2 - [NHRF2_HUMAN] 0.325 1.16 

Q92882 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=2 - [OSTF1_HUMAN] 0.325 1.16 

P09012 U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=3 - [SNRPA_HUMAN] 0.325 1.16 

Q8NCW5 NAD(P)H-hydrate epimerase OS=Homo sapiens GN=APOA1BP PE=1 SV=2 - [NNRE_HUMAN] 0.325 1.16 

Q8TEQ6 Gem-associated protein 5 OS=Homo sapiens GN=GEMIN5 PE=1 SV=3 - [GEMI5_HUMAN] 0.323 2.15 
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Q15067 Peroxisomal acyl-coenzyme A oxidase 1 OS=Homo sapiens GN=ACOX1 PE=1 SV=3 - [ACOX1_HUMAN] 0.323 2.15 

O95816 BAG family molecular chaperone regulator 2 OS=Homo sapiens GN=BAG2 PE=1 SV=1 - [BAG2_HUMAN] 0.322 1.29 

P62917 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=2 - [RL8_HUMAN] 0.322 1.16 

O95573 Long-chain-fatty-acid--CoA ligase 3 OS=Homo sapiens GN=ACSL3 PE=1 SV=3 - [ACSL3_HUMAN] 0.322 2.49 

P35580 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=3 - [MYH10_HUMAN] 0.321 1.31 

Q16513 Serine/threonine-protein kinase N2 OS=Homo sapiens GN=PKN2 PE=1 SV=1 - [PKN2_HUMAN] 0.320 2.64 

Q14320 Protein FAM50A OS=Homo sapiens GN=FAM50A PE=1 SV=2 - [FA50A_HUMAN] 0.318 1.83 

O43747 AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=5 - [AP1G1_HUMAN] 0.318 1.57 

Q12874 Splicing factor 3A subunit 3 OS=Homo sapiens GN=SF3A3 PE=1 SV=1 - [SF3A3_HUMAN] 0.315 2.39 

Q9UNH7 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=1 - [SNX6_HUMAN] 0.312 1.79 

O75844 CAAX prenyl protease 1 homolog OS=Homo sapiens GN=ZMPSTE24 PE=1 SV=2 - [FACE1_HUMAN] 0.312 1.82 

P15170 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1 - [ERF3A_HUMAN] 0.312 2.04 

P31040 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=2 - [DHSA_HUMAN] 0.311 1.44 

Q9Y5K8 V-type proton ATPase subunit D OS=Homo sapiens GN=ATP6V1D PE=1 SV=1 - [VATD_HUMAN] 0.311 1.44 

O75312 Zinc finger protein ZPR1 OS=Homo sapiens GN=ZNF259 PE=1 SV=1 - [ZPR1_HUMAN] 0.311 1.44 

P55735 Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=3 - [SEC13_HUMAN] 0.311 1.44 

Q15075 Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=2 - [EEA1_HUMAN] 0.309 2.72 

P01024 Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 - [CO3_HUMAN] 0.307 1.15 

Q9UN86 Ras GTPase-activating protein-binding protein 2 OS=Homo sapiens GN=G3BP2 PE=1 SV=2 - [G3BP2_HUMAN] 0.307 2.20 

Q08945 FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=1 - [SSRP1_HUMAN] 0.307 1.50 

Q00653 Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=4 - [NFKB2_HUMAN] 0.306 1.55 

O43491 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1 - [E41L2_HUMAN] 0.304 1.83 

Q9UHD8 Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 - [SEPT9_HUMAN] 0.304 2.50 

P61158 Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=3 - [ARP3_HUMAN] 0.303 1.09 

Q9Y2L1 Exosome complex exonuclease RRP44 OS=Homo sapiens GN=DIS3 PE=1 SV=2 - [RRP44_HUMAN] 0.302 1.56 

O14744 Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=4 - [ANM5_HUMAN] 0.301 2.05 

P23246 Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2 - [SFPQ_HUMAN] 0.301 1.36 

P00367 Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=2 - [DHE3_HUMAN] 0.301 1.36 
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Q63ZY3 KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=1 - [KANK2_HUMAN] 0.299 1.83 

P19367 Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3 - [HXK1_HUMAN] 0.298 2.74 

O60502 Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2 - [NCOAT_HUMAN] 0.297 3.21 

O00469 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens GN=PLOD2 PE=1 SV=2 - [PLOD2_HUMAN] 0.296 1.22 

Q12965 Unconventional myosin-Ie OS=Homo sapiens GN=MYO1E PE=1 SV=2 - [MYO1E_HUMAN] 0.296 2.57 

O60313 Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=3 - [OPA1_HUMAN] 0.295 2.67 

Q14247 Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=2 - [SRC8_HUMAN] 0.293 1.33 

P48444 Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=1 SV=1 - [COPD_HUMAN] 0.292 1.25 

P29992 Guanine nucleotide-binding protein subunit alpha-11 OS=Homo sapiens GN=GNA11 PE=1 SV=2 - [GNA11_HUMAN] 0.291 1.23 

P30876 DNA-directed RNA polymerase II subunit RPB2 OS=Homo sapiens GN=POLR2B PE=1 SV=1 - [RPB2_HUMAN] 0.291 1.45 

P60520 Gamma-aminobutyric acid receptor-associated protein-like 2 OS=Homo sapiens GN=GABARAPL2 PE=1 SV=1 - [GBRL2_HUMAN] 0.290 1.46 

Q9NQW7 Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=3 - [XPP1_HUMAN] 0.290 2.68 

P09104 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=3 - [ENOG_HUMAN] 0.290 2.68 

Q96CW1 AP-2 complex subunit mu OS=Homo sapiens GN=AP2M1 PE=1 SV=2 - [AP2M1_HUMAN] 0.290 1.27 

Q09666 Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2 - [AHNK_HUMAN] 0.290 1.79 

Q32MZ4 Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens GN=LRRFIP1 PE=1 SV=2 - [LRRF1_HUMAN] 0.289 1.37 

Q9Y3B3 Transmembrane emp24 domain-containing protein 7 OS=Homo sapiens GN=TMED7 PE=1 SV=2 - [TMED7_HUMAN] 0.284 2.16 

Q93008 Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=3 - [USP9X_HUMAN] 0.283 3.21 

P11279 Lysosome-associated membrane glycoprotein 1 OS=Homo sapiens GN=LAMP1 PE=1 SV=3 - [LAMP1_HUMAN] 0.283 1.64 

P16278 Beta-galactosidase OS=Homo sapiens GN=GLB1 PE=1 SV=2 - [BGAL_HUMAN] 0.283 1.64 

O60610 Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 - [DIAP1_HUMAN] 0.282 3.10 

P02533 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=4 - [K1C14_HUMAN] 0.282 1.33 

Q86UP2 Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 - [KTN1_HUMAN] 0.281 1.44 

P05106 Integrin beta-3 OS=Homo sapiens GN=ITGB3 PE=1 SV=2 - [ITB3_HUMAN] 0.277 2.63 

Q96M96 FYVE, RhoGEF and PH domain-containing protein 4 OS=Homo sapiens GN=FGD4 PE=1 SV=2 - [FGD4_HUMAN] 0.277 2.63 

Q12768 WASH complex subunit strumpellin OS=Homo sapiens GN=KIAA0196 PE=1 SV=1 - [STRUM_HUMAN] 0.277 2.76 

O43795 Unconventional myosin-Ib OS=Homo sapiens GN=MYO1B PE=2 SV=3 - [MYO1B_HUMAN] 0.276 2.03 

Q9Y3Z3 SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=2 - [SAMH1_HUMAN] 0.276 3.02 
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Q6UB35 Monofunctional C1-tetrahydrofolate synthase, mitochondrial OS=Homo sapiens GN=MTHFD1L PE=1 SV=1 - [C1TM_HUMAN] 0.275 2.86 

P42224 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=2 - [STAT1_HUMAN] 0.275 2.09 

Q9HAV4 Exportin-5 OS=Homo sapiens GN=XPO5 PE=1 SV=1 - [XPO5_HUMAN] 0.275 1.95 

P40763 Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=2 - [STAT3_HUMAN] 0.274 1.88 

P50552 Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=3 - [VASP_HUMAN] 0.272 1.12 

P23193 Transcription elongation factor A protein 1 OS=Homo sapiens GN=TCEA1 PE=1 SV=2 - [TCEA1_HUMAN] 0.271 1.30 

Q9Y230 RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=3 - [RUVB2_HUMAN] 0.269 1.13 

Q15005 Signal peptidase complex subunit 2 OS=Homo sapiens GN=SPCS2 PE=1 SV=3 - [SPCS2_HUMAN] 0.268 1.45 

Q9BUH6 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=2 - [CI142_HUMAN] 0.268 1.45 

P45880 Voltage-dependent anion-selective channel protein 2 OS=Homo sapiens GN=VDAC2 PE=1 SV=2 - [VDAC2_HUMAN] 0.268 1.45 

P26022 Pentraxin-related protein PTX3 OS=Homo sapiens GN=PTX3 PE=1 SV=3 - [PTX3_HUMAN] 0.268 1.45 

Q8N1G4 Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=1 - [LRC47_HUMAN] 0.266 3.04 

Q7Z2Z2 Elongation factor Tu GTP-binding domain-containing protein 1 OS=Homo sapiens GN=EFTUD1 PE=1 SV=2 - [ETUD1_HUMAN] 0.265 1.78 

P09110 3-ketoacyl-CoA thiolase, peroxisomal OS=Homo sapiens GN=ACAA1 PE=1 SV=2 - [THIK_HUMAN] 0.264 1.70 

P52298 Nuclear cap-binding protein subunit 2 OS=Homo sapiens GN=NCBP2 PE=1 SV=1 - [NCBP2_HUMAN] 0.264 1.70 

P53365 Arfaptin-2 OS=Homo sapiens GN=ARFIP2 PE=1 SV=1 - [ARFP2_HUMAN] 0.264 1.70 

Q15021 Condensin complex subunit 1 OS=Homo sapiens GN=NCAPD2 PE=1 SV=3 - [CND1_HUMAN] 0.263 1.66 

P46977 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A OS=Homo sapiens GN=STT3A PE=1 SV=2 - [STT3A_HUMAN] 0.263 1.20 

P62191 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1 - [PRS4_HUMAN] 0.263 1.23 

Q9H223 EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=1 - [EHD4_HUMAN] 0.263 2.94 

P49327 Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=3 - [FAS_HUMAN] 0.262 1.25 

Q96QK1 Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=2 - [VPS35_HUMAN] 0.260 1.27 

P23634 Plasma membrane calcium-transporting ATPase 4 OS=Homo sapiens GN=ATP2B4 PE=1 SV=2 - [AT2B4_HUMAN] 0.260 1.58 

P01008 Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 - [ANT3_HUMAN] 0.257 1.18 

P53041 Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=1 - [PPP5_HUMAN] 0.257 1.18 

O75347 Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=3 - [TBCA_HUMAN] 0.257 1.18 

Q4G0F5 Vacuolar protein sorting-associated protein 26B OS=Homo sapiens GN=VPS26B PE=1 SV=2 - [VP26B_HUMAN] 0.256 1.63 

Q15404 Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=3 - [RSU1_HUMAN] 0.253 1.32 
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Q13617 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 - [CUL2_HUMAN] 0.253 2.01 

O14929 Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1 - [HAT1_HUMAN] 0.253 2.01 

P50583 Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Homo sapiens GN=NUDT2 PE=1 SV=3 - [AP4A_HUMAN] 0.252 2.53 

O00267 Transcription elongation factor SPT5 OS=Homo sapiens GN=SUPT5H PE=1 SV=1 - [SPT5H_HUMAN] 0.252 2.53 

P28340 DNA polymerase delta catalytic subunit OS=Homo sapiens GN=POLD1 PE=1 SV=2 - [DPOD1_HUMAN] 0.252 3.12 

Q96TA1 Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=3 - [NIBL1_HUMAN] 0.251 1.80 

P26006 Integrin alpha-3 OS=Homo sapiens GN=ITGA3 PE=1 SV=5 - [ITA3_HUMAN] 0.249 1.90 

Q92616 Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=6 - [GCN1L_HUMAN] 0.249 2.25 

P14735 Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=4 - [IDE_HUMAN] 0.248 4.09 

Q96RP9 Elongation factor G, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=2 - [EFGM_HUMAN] 0.246 2.15 

Q9Y5L0 Transportin-3 OS=Homo sapiens GN=TNPO3 PE=1 SV=3 - [TNPO3_HUMAN] 0.245 1.35 

P48163 NADP-dependent malic enzyme OS=Homo sapiens GN=ME1 PE=1 SV=1 - [MAOX_HUMAN] 0.243 2.50 

Q96EA4 Protein Spindly OS=Homo sapiens GN=SPDL1 PE=1 SV=2 - [SPDLY_HUMAN] 0.243 2.50 

O96019 Actin-like protein 6A OS=Homo sapiens GN=ACTL6A PE=1 SV=1 - [ACL6A_HUMAN] 0.243 2.50 

Q86X55 Histone-arginine methyltransferase CARM1 OS=Homo sapiens GN=CARM1 PE=1 SV=3 - [CARM1_HUMAN] 0.243 2.50 

Q96AY3 Peptidyl-prolyl cis-trans isomerase FKBP10 OS=Homo sapiens GN=FKBP10 PE=1 SV=1 - [FKB10_HUMAN] 0.242 1.56 

P30520 Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens GN=ADSS PE=1 SV=3 - [PURA2_HUMAN] 0.242 1.33 

Q9Y6Y8 SEC23-interacting protein OS=Homo sapiens GN=SEC23IP PE=1 SV=1 - [S23IP_HUMAN] 0.242 2.05 

O95757 Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=3 - [HS74L_HUMAN] 0.241 1.61 

Q7Z6Z7 E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3 - [HUWE1_HUMAN] 0.240 4.37 

O76094 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=3 - [SRP72_HUMAN] 0.240 3.39 

Q96PZ0 Pseudouridylate synthase 7 homolog OS=Homo sapiens GN=PUS7 PE=1 SV=2 - [PUS7_HUMAN] 0.239 3.56 

O60343 TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2 - [TBCD4_HUMAN] 0.238 1.95 

Q8NBX0 Saccharopine dehydrogenase-like oxidoreductase OS=Homo sapiens GN=SCCPDH PE=1 SV=1 - [SCPDL_HUMAN] 0.238 3.20 

Q9H0C8 Integrin-linked kinase-associated serine/threonine phosphatase 2C OS=Homo sapiens GN=ILKAP PE=1 SV=1 - [ILKAP_HUMAN] 0.238 3.20 

Q9Y282 Endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Homo sapiens GN=ERGIC3 PE=1 SV=1 - [ERGI3_HUMAN] 0.238 3.20 

O75534 Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=2 - [CSDE1_HUMAN] 0.236 1.97 

P30533 Alpha-2-macroglobulin receptor-associated protein OS=Homo sapiens GN=LRPAP1 PE=1 SV=1 - [AMRP_HUMAN] 0.234 2.95 
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Q8WX93 Palladin OS=Homo sapiens GN=PALLD PE=1 SV=3 - [PALLD_HUMAN] 0.232 1.98 

P36776 Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=1 SV=2 - [LONM_HUMAN] 0.231 1.25 

Q9UGR2 Zinc finger CCCH domain-containing protein 7B OS=Homo sapiens GN=ZC3H7B PE=1 SV=1 - [Z3H7B_HUMAN] 0.230 2.94 

P49888 Estrogen sulfotransferase OS=Homo sapiens GN=SULT1E1 PE=1 SV=1 - [ST1E1_HUMAN] 0.230 2.94 

P23142 Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=4 - [FBLN1_HUMAN] 0.230 2.94 

P48449 Lanosterol synthase OS=Homo sapiens GN=LSS PE=1 SV=1 - [ERG7_HUMAN] 0.229 3.09 

Q08209 Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform OS=Homo sapiens GN=PPP3CA PE=1 SV=1 - [PP2BA_HUMAN] 0.229 3.57 

Q13409 Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=3 - [DC1I2_HUMAN] 0.227 1.05 

P20839 Inosine-5'-monophosphate dehydrogenase 1 OS=Homo sapiens GN=IMPDH1 PE=1 SV=2 - [IMDH1_HUMAN] 0.227 1.05 

P48739 Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=2 - [PIPNB_HUMAN] 0.227 1.05 

Q8NC51 Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=2 - [PAIRB_HUMAN] 0.227 1.05 

Q96D15 Reticulocalbin-3 OS=Homo sapiens GN=RCN3 PE=1 SV=1 - [RCN3_HUMAN] 0.227 1.05 

P43897 Elongation factor Ts, mitochondrial OS=Homo sapiens GN=TSFM PE=1 SV=2 - [EFTS_HUMAN] 0.226 2.55 

O75955 Flotillin-1 OS=Homo sapiens GN=FLOT1 PE=1 SV=3 - [FLOT1_HUMAN] 0.226 2.55 

Q9NTZ6 RNA-binding protein 12 OS=Homo sapiens GN=RBM12 PE=1 SV=1 - [RBM12_HUMAN] 0.226 1.90 

Q13561 Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=4 - [DCTN2_HUMAN] 0.226 1.32 

Q70UQ0 Inhibitor of nuclear factor kappa-B kinase-interacting protein OS=Homo sapiens GN=IKBIP PE=1 SV=1 - [IKIP_HUMAN] 0.225 1.25 

P12955 Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=3 - [PEPD_HUMAN] 0.224 1.83 

Q9Y2W1 Thyroid hormone receptor-associated protein 3 OS=Homo sapiens GN=THRAP3 PE=1 SV=2 - [TR150_HUMAN] 0.224 1.83 

P58107 Epiplakin OS=Homo sapiens GN=EPPK1 PE=1 SV=2 - [EPIPL_HUMAN] 0.224 3.68 

Q9BS40 Latexin OS=Homo sapiens GN=LXN PE=1 SV=2 - [LXN_HUMAN] 0.222 1.68 

P29144 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4 - [TPP2_HUMAN] 0.220 1.70 

Q01082 Spectrin beta chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2 - [SPTB2_HUMAN] 0.220 1.53 

Q01581 Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Homo sapiens GN=HMGCS1 PE=1 SV=2 - [HMCS1_HUMAN] 0.218 1.57 

P49585 Choline-phosphate cytidylyltransferase A OS=Homo sapiens GN=PCYT1A PE=1 SV=2 - [PCY1A_HUMAN] 0.216 3.17 

Q9UH65 Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=1 - [SWP70_HUMAN] 0.216 1.86 

O14974 Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1 - [MYPT1_HUMAN] 0.216 1.86 

P14550 Alcohol dehydrogenase [NADP(+)] OS=Homo sapiens GN=AKR1A1 PE=1 SV=3 - [AK1A1_HUMAN] 0.215 1.20 
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P37268 Squalene synthase OS=Homo sapiens GN=FDFT1 PE=1 SV=1 - [FDFT_HUMAN] 0.210 3.35 

Q15003 Condensin complex subunit 2 OS=Homo sapiens GN=NCAPH PE=1 SV=3 - [CND2_HUMAN] 0.210 3.35 

O75439 Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=1 SV=2 - [MPPB_HUMAN] 0.209 3.18 

Q9NZM1 Myoferlin OS=Homo sapiens GN=MYOF PE=1 SV=1 - [MYOF_HUMAN] 0.209 1.44 

P23381 Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=2 - [SYWC_HUMAN] 0.208 1.54 

Q6P2Q9 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=2 - [PRP8_HUMAN] 0.205 2.37 

Q07157 Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3 - [ZO1_HUMAN] 0.205 1.38 

Q9P2R7 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=3 - [SUCB1_HUMAN] 0.205 1.26 

Q01518 Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=5 - [CAP1_HUMAN] 0.203 1.14 

Q16851 UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=5 - [UGPA_HUMAN] 0.200 1.36 

Q9H0D6 5'-3' exoribonuclease 2 OS=Homo sapiens GN=XRN2 PE=1 SV=1 - [XRN2_HUMAN] 0.199 1.75 

P33992 DNA replication licensing factor MCM5 OS=Homo sapiens GN=MCM5 PE=1 SV=5 - [MCM5_HUMAN] 0.198 1.62 

P15586 N-acetylglucosamine-6-sulfatase OS=Homo sapiens GN=GNS PE=1 SV=3 - [GNS_HUMAN] 0.198 1.62 

P20020 Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=3 - [AT2B1_HUMAN] 0.197 3.43 

Q9Y3P9 Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3 - [RBGP1_HUMAN] 0.195 3.42 

P61221 ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=1 - [ABCE1_HUMAN] 0.195 1.68 

Q9UNF1 Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=2 - [MAGD2_HUMAN] 0.195 3.58 

P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1 - [RD23B_HUMAN] 0.193 1.44 

P26196 Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=2 - [DDX6_HUMAN] 0.193 1.44 

Q9UNZ2 NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=2 - [NSF1C_HUMAN] 0.193 1.44 

P55084 Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=3 - [ECHB_HUMAN] 0.192 1.36 

Q12765 Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 - [SCRN1_HUMAN] 0.192 1.36 

P13674 Prolyl 4-hydroxylase subunit alpha-1 OS=Homo sapiens GN=P4HA1 PE=1 SV=2 - [P4HA1_HUMAN] 0.190 1.77 

Q9UBM7 7-dehydrocholesterol reductase OS=Homo sapiens GN=DHCR7 PE=1 SV=1 - [DHCR7_HUMAN] 0.189 1.56 

P23921 Ribonucleoside-diphosphate reductase large subunit OS=Homo sapiens GN=RRM1 PE=1 SV=1 - [RIR1_HUMAN] 0.188 1.39 

Q9NYK5 39S ribosomal protein L39, mitochondrial OS=Homo sapiens GN=MRPL39 PE=1 SV=3 - [RM39_HUMAN] 0.187 1.33 

Q13283 Ras GTPase-activating protein-binding protein 1 OS=Homo sapiens GN=G3BP1 PE=1 SV=1 - [G3BP1_HUMAN] 0.187 1.33 

P46108 Adapter molecule crk OS=Homo sapiens GN=CRK PE=1 SV=2 - [CRK_HUMAN] 0.187 1.33 
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Q99436 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=1 - [PSB7_HUMAN] 0.187 1.33 

P11047 Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=3 - [LAMC1_HUMAN] 0.187 1.33 

O60488 Long-chain-fatty-acid--CoA ligase 4 OS=Homo sapiens GN=ACSL4 PE=1 SV=2 - [ACSL4_HUMAN] 0.185 4.27 

Q7KZF4 Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1 - [SND1_HUMAN] 0.185 1.04 

P43490 Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=1 - [NAMPT_HUMAN] 0.185 1.61 

P50995 Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1 - [ANX11_HUMAN] 0.182 1.26 

Q86VX2 COMM domain-containing protein 7 OS=Homo sapiens GN=COMMD7 PE=1 SV=2 - [COMD7_HUMAN] 0.180 2.56 

A6ZKI3 Protein FAM127A OS=Homo sapiens GN=FAM127A PE=1 SV=1 - [F127A_HUMAN] 0.180 2.56 

Q86Y56 HEAT repeat-containing protein 2 OS=Homo sapiens GN=HEATR2 PE=1 SV=4 - [HEAT2_HUMAN] 0.180 2.56 

Q13630 GDP-L-fucose synthase OS=Homo sapiens GN=TSTA3 PE=1 SV=1 - [FCL_HUMAN] 0.177 1.24 

O75718 Cartilage-associated protein OS=Homo sapiens GN=CRTAP PE=1 SV=1 - [CRTAP_HUMAN] 0.177 1.24 

P33991 DNA replication licensing factor MCM4 OS=Homo sapiens GN=MCM4 PE=1 SV=5 - [MCM4_HUMAN] 0.176 1.66 

Q9P2E9 Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4 - [RRBP1_HUMAN] 0.176 1.62 

O15460 Prolyl 4-hydroxylase subunit alpha-2 OS=Homo sapiens GN=P4HA2 PE=1 SV=1 - [P4HA2_HUMAN] 0.175 1.73 

Q14694 Ubiquitin carboxyl-terminal hydrolase 10 OS=Homo sapiens GN=USP10 PE=1 SV=2 - [UBP10_HUMAN] 0.174 1.99 

P15151 Poliovirus receptor OS=Homo sapiens GN=PVR PE=1 SV=2 - [PVR_HUMAN] 0.174 1.99 

O75643 U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=2 - [U520_HUMAN] 0.174 3.27 

P14317 Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=3 - [HCLS1_HUMAN] 0.173 2.87 

P22681 E3 ubiquitin-protein ligase CBL OS=Homo sapiens GN=CBL PE=1 SV=2 - [CBL_HUMAN] 0.173 2.87 

Q6P996 Pyridoxal-dependent decarboxylase domain-containing protein 1 OS=Homo sapiens GN=PDXDC1 PE=1 SV=2 - [PDXD1_HUMAN] 0.173 2.87 

P48643 T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1 - [TCPE_HUMAN] 0.172 1.29 

P43304 Glycerol-3-phosphate dehydrogenase, mitochondrial OS=Homo sapiens GN=GPD2 PE=1 SV=3 - [GPDM_HUMAN] 0.172 4.28 

Q9UHV9 Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=1 - [PFD2_HUMAN] 0.170 1.46 

Q00577 Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=2 - [PURA_HUMAN] 0.170 1.46 

Q7Z4W1 L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=2 - [DCXR_HUMAN] 0.170 1.46 

P14324 Farnesyl pyrophosphate synthase OS=Homo sapiens GN=FDPS PE=1 SV=4 - [FPPS_HUMAN] 0.170 1.13 

P46940 Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1 - [IQGA1_HUMAN] 0.170 1.19 

Q15020 Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1 - [SART3_HUMAN] 0.169 2.09 
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Q8WWY3 U4/U6 small nuclear ribonucleoprotein Prp31 OS=Homo sapiens GN=PRPF31 PE=1 SV=2 - [PRP31_HUMAN] 0.169 5.73 

P36915 Guanine nucleotide-binding protein-like 1 OS=Homo sapiens GN=GNL1 PE=1 SV=2 - [GNL1_HUMAN] 0.169 5.73 

Q8NCN5 Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial OS=Homo sapiens GN=PDPR PE=1 SV=2 - [PDPR_HUMAN] 0.169 5.73 

Q8N392 Rho GTPase-activating protein 18 OS=Homo sapiens GN=ARHGAP18 PE=1 SV=3 - [RHG18_HUMAN] 0.166 3.10 

A0AVT1 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1 - [UBA6_HUMAN] 0.165 1.41 

Q15149 Plectin OS=Homo sapiens GN=PLEC PE=1 SV=3 - [PLEC_HUMAN] 0.164 1.67 

P35221 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1 - [CTNA1_HUMAN] 0.163 1.10 

P49915 GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=1 - [GUAA_HUMAN] 0.163 2.25 

Q96AC1 Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=1 - [FERM2_HUMAN] 0.162 1.99 

P12004 Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1 - [PCNA_HUMAN] 0.162 1.06 

Q02818 Nucleobindin-1 OS=Homo sapiens GN=NUCB1 PE=1 SV=4 - [NUCB1_HUMAN] 0.162 1.80 

O43493 Trans-Golgi network integral membrane protein 2 OS=Homo sapiens GN=TGOLN2 PE=1 SV=2 - [TGON2_HUMAN] 0.161 2.93 

P11441 Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=1 - [UBL4A_HUMAN] 0.161 2.93 

P48507 Glutamate--cysteine ligase regulatory subunit OS=Homo sapiens GN=GCLM PE=1 SV=1 - [GSH0_HUMAN] 0.160 1.64 

Q9HD42 Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=1 - [CHM1A_HUMAN] 0.160 1.64 

Q13564 NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=1 - [ULA1_HUMAN] 0.159 1.73 

O75368 SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=1 - [SH3L1_HUMAN] 0.158 1.60 

O15160 DNA-directed RNA polymerases I and III subunit RPAC1 OS=Homo sapiens GN=POLR1C PE=1 SV=1 - [RPAC1_HUMAN] 0.157 2.92 

Q14914 Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=2 - [PTGR1_HUMAN] 0.157 2.92 

Q92620 Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Homo sapiens GN=DHX38 PE=1 SV=2 - [PRP16_HUMAN] 0.157 2.92 

Q9UHX1 Poly(U)-binding-splicing factor PUF60 OS=Homo sapiens GN=PUF60 PE=1 SV=1 - [PUF60_HUMAN] 0.157 2.92 

O94776 Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1 - [MTA2_HUMAN] 0.157 2.42 

P41240 Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=1 - [CSK_HUMAN] 0.157 3.68 

Q10713 Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=2 - [MPPA_HUMAN] 0.155 4.35 

Q7Z7L1 Schlafen family member 11 OS=Homo sapiens GN=SLFN11 PE=1 SV=2 - [SLN11_HUMAN] 0.152 2.01 

O76024 Wolframin OS=Homo sapiens GN=WFS1 PE=1 SV=2 - [WFS1_HUMAN] 0.152 5.02 

O95817 BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=3 - [BAG3_HUMAN] 0.152 3.99 

P50570 Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 - [DYN2_HUMAN] 0.151 1.64 
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O43617 Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=1 - [TPPC3_HUMAN] 0.151 1.45 

Q8WX92 Negative elongation factor B OS=Homo sapiens GN=NELFB PE=1 SV=1 - [NELFB_HUMAN] 0.150 3.28 

Q16881 Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=3 - [TRXR1_HUMAN] 0.149 1.61 

P46939 Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=2 - [UTRO_HUMAN] 0.148 1.45 

O95782 AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=3 - [AP2A1_HUMAN] 0.148 1.36 

Q13418 Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=2 - [ILK_HUMAN] 0.145 3.23 

Q14108 Lysosome membrane protein 2 OS=Homo sapiens GN=SCARB2 PE=1 SV=2 - [SCRB2_HUMAN] 0.145 3.23 

Q9BUT1 3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=2 - [BDH2_HUMAN] 0.144 1.45 

Q9UNF0 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=2 - [PACN2_HUMAN] 0.144 1.45 

P52732 Kinesin-like protein KIF11 OS=Homo sapiens GN=KIF11 PE=1 SV=2 - [KIF11_HUMAN] 0.143 2.12 

Q9HCE1 Putative helicase MOV-10 OS=Homo sapiens GN=MOV10 PE=1 SV=2 - [MOV10_HUMAN] 0.142 1.77 

Q02218 2-oxoglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3 - [ODO1_HUMAN] 0.141 1.58 

O43592 Exportin-T OS=Homo sapiens GN=XPOT PE=1 SV=2 - [XPOT_HUMAN] 0.141 1.33 

Q15436 Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=2 - [SC23A_HUMAN] 0.137 1.77 

Q96I99 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=1 SV=2 - [SUCB2_HUMAN] 0.136 1.31 

P04181 Ornithine aminotransferase, mitochondrial OS=Homo sapiens GN=OAT PE=1 SV=1 - [OAT_HUMAN] 0.134 1.70 

Q9H3S7 Tyrosine-protein phosphatase non-receptor type 23 OS=Homo sapiens GN=PTPN23 PE=1 SV=1 - [PTN23_HUMAN] 0.133 3.60 

Q9H2U1 Probable ATP-dependent RNA helicase DHX36 OS=Homo sapiens GN=DHX36 PE=1 SV=2 - [DHX36_HUMAN] 0.131 1.82 

Q15386 Ubiquitin-protein ligase E3C OS=Homo sapiens GN=UBE3C PE=1 SV=3 - [UBE3C_HUMAN] 0.129 2.93 

Q8WUM4 Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=1 - [PDC6I_HUMAN] 0.129 1.40 

O60701 UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=1 - [UGDH_HUMAN] 0.126 1.09 

Q96CV9 Optineurin OS=Homo sapiens GN=OPTN PE=1 SV=2 - [OPTN_HUMAN] 0.125 3.94 

Q68EM7 Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=1 - [RHG17_HUMAN] 0.125 4.64 

Q13813 Spectrin alpha chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTAN1 PE=1 SV=3 - [SPTN1_HUMAN] 0.122 1.57 

P51572 B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3 - [BAP31_HUMAN] 0.121 1.98 

O60716 Catenin delta-1 OS=Homo sapiens GN=CTNND1 PE=1 SV=1 - [CTND1_HUMAN] 0.121 1.18 

P17987 T-complex protein 1 subunit alpha OS=Homo sapiens GN=TCP1 PE=1 SV=1 - [TCPA_HUMAN] 0.121 1.18 

Q9Y5B9 FACT complex subunit SPT16 OS=Homo sapiens GN=SUPT16H PE=1 SV=1 - [SP16H_HUMAN] 0.120 1.54 
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O95394 Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=1 - [AGM1_HUMAN] 0.117 2.16 

Q9P0V3 SH3 domain-binding protein 4 OS=Homo sapiens GN=SH3BP4 PE=1 SV=1 - [SH3B4_HUMAN] 0.114 3.65 

Q02790 Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Homo sapiens GN=FKBP4 PE=1 SV=3 - [FKBP4_HUMAN] 0.113 2.09 

P12270 Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=3 - [TPR_HUMAN] 0.111 2.98 

P04844 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Homo sapiens GN=RPN2 PE=1 SV=3 - [RPN2_HUMAN] 0.110 2.17 

O00203 AP-3 complex subunit beta-1 OS=Homo sapiens GN=AP3B1 PE=1 SV=3 - [AP3B1_HUMAN] 0.110 1.31 

O43252 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 OS=Homo sapiens GN=PAPSS1 PE=1 SV=2 - [PAPS1_HUMAN] 0.108 4.31 

Q86UX7 Fermitin family homolog 3 OS=Homo sapiens GN=FERMT3 PE=1 SV=1 - [URP2_HUMAN] 0.108 1.56 

Q9Y3B8 Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=3 - [ORN_HUMAN] 0.108 1.45 

Q8TDZ2 Protein-methionine sulfoxide oxidase MICAL1 OS=Homo sapiens GN=MICAL1 PE=1 SV=2 - [MICA1_HUMAN] 0.106 4.30 

Q9H4A4 Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=1 SV=2 - [AMPB_HUMAN] 0.105 4.68 

Q8N0X7 Spartin OS=Homo sapiens GN=SPG20 PE=1 SV=1 - [SPG20_HUMAN] 0.105 4.68 

P54577 Tyrosine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4 - [SYYC_HUMAN] 0.104 1.54 

P43034 Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=2 - [LIS1_HUMAN] 0.100 1.44 

Q05682 Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=3 - [CALD1_HUMAN] 0.099 1.79 

O95340 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 2 OS=Homo sapiens GN=PAPSS2 PE=1 SV=2 - [PAPS2_HUMAN] 0.097 2.33 

P08237 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=2 - [K6PF_HUMAN] 0.097 1.52 

P09429 High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=3 - [HMGB1_HUMAN] 0.096 1.31 

Q13247 Serine/arginine-rich splicing factor 6 OS=Homo sapiens GN=SRSF6 PE=1 SV=2 - [SRSF6_HUMAN] 0.095 1.29 

P30622 CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=2 - [CLIP1_HUMAN] 0.095 8.60 

Q13740 CD166 antigen OS=Homo sapiens GN=ALCAM PE=1 SV=2 - [CD166_HUMAN] 0.094 1.80 

P07384 Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=1 - [CAN1_HUMAN] 0.094 1.45 

O95486 Protein transport protein Sec24A OS=Homo sapiens GN=SEC24A PE=1 SV=2 - [SC24A_HUMAN] 0.094 1.54 

P05091 Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=2 - [ALDH2_HUMAN] 0.094 1.45 

Q13217 DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=1 - [DNJC3_HUMAN] 0.094 1.45 

O14617 AP-3 complex subunit delta-1 OS=Homo sapiens GN=AP3D1 PE=1 SV=1 - [AP3D1_HUMAN] 0.094 1.45 

O43852 Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 - [CALU_HUMAN] 0.093 1.37 

O43143 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=2 - [DHX15_HUMAN] 0.093 2.48 
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P46459 Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=3 - [NSF_HUMAN] 0.093 2.48 

P52701 DNA mismatch repair protein Msh6 OS=Homo sapiens GN=MSH6 PE=1 SV=2 - [MSH6_HUMAN] 0.092 2.18 

Q5JSH3 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1 - [WDR44_HUMAN] 0.092 2.18 

Q05086 Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=4 - [UBE3A_HUMAN] 0.087 5.37 

Q9H4M9 EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=2 - [EHD1_HUMAN] 0.087 1.72 

O95163 Elongator complex protein 1 OS=Homo sapiens GN=IKBKAP PE=1 SV=3 - [ELP1_HUMAN] 0.086 5.72 

Q14C86 GTPase-activating protein and VPS9 domain-containing protein 1 OS=Homo sapiens GN=GAPVD1 PE=1 SV=2 - [GAPD1_HUMAN] 0.085 7.89 

Q96EY7 Pentatricopeptide repeat domain-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=3 - [PTCD3_HUMAN] 0.085 7.89 

Q14152 Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1 - [EIF3A_HUMAN] 0.084 1.66 

Q9BXP5 Serrate RNA effector molecule homolog OS=Homo sapiens GN=SRRT PE=1 SV=1 - [SRRT_HUMAN] 0.084 1.50 

P46379 Large proline-rich protein BAG6 OS=Homo sapiens GN=BAG6 PE=1 SV=2 - [BAG6_HUMAN] 0.084 6.62 

O15355 Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=1 - [PPM1G_HUMAN] 0.083 1.71 

Q15019 Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 - [SEPT2_HUMAN] 0.083 1.45 

Q15459 Splicing factor 3A subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1 - [SF3A1_HUMAN] 0.083 1.40 

Q8WVM8 Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=4 - [SCFD1_HUMAN] 0.082 2.18 

Q02952 A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=4 - [AKA12_HUMAN] 0.078 2.47 

O00232 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=3 - [PSD12_HUMAN] 0.074 1.28 

Q92974 Rho guanine nucleotide exchange factor 2 OS=Homo sapiens GN=ARHGEF2 PE=1 SV=4 - [ARHG2_HUMAN] 0.074 1.39 

Q8N1F7 Nuclear pore complex protein Nup93 OS=Homo sapiens GN=NUP93 PE=1 SV=2 - [NUP93_HUMAN] 0.073 2.40 

P31948 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=1 - [STIP1_HUMAN] 0.072 1.41 

P13798 Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=4 - [ACPH_HUMAN] 0.071 6.46 

Q9BYT8 Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=1 - [NEUL_HUMAN] 0.071 1.89 

P46821 Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=2 - [MAP1B_HUMAN] 0.068 2.17 

P10155 60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=2 - [RO60_HUMAN] 0.066 1.55 

Q7KZ85 Transcription elongation factor SPT6 OS=Homo sapiens GN=SUPT6H PE=1 SV=2 - [SPT6H_HUMAN] 0.065 2.37 

P34897 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=3 - [GLYM_HUMAN] 0.065 1.17 

P19022 Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 - [CADH2_HUMAN] 0.064 2.91 

Q9NTJ5 Phosphatidylinositide phosphatase SAC1 OS=Homo sapiens GN=SACM1L PE=1 SV=2 - [SAC1_HUMAN] 0.064 2.91 
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Q92945 Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=4 - [FUBP2_HUMAN] 0.064 1.26 

Q8TEX9 Importin-4 OS=Homo sapiens GN=IPO4 PE=1 SV=2 - [IPO4_HUMAN] 0.062 1.32 

Q53EZ4 Centrosomal protein of 55 kDa OS=Homo sapiens GN=CEP55 PE=1 SV=3 - [CEP55_HUMAN] 0.061 6.47 

Q06210 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=3 - [GFPT1_HUMAN] 0.059 1.50 

O95202 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=1 - [LETM1_HUMAN] 0.059 2.88 

P78344 Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1 - [IF4G2_HUMAN] 0.057 1.50 

O75521 Enoyl-CoA delta isomerase 2, mitochondrial OS=Homo sapiens GN=ECI2 PE=1 SV=4 - [ECI2_HUMAN] 0.056 1.54 

Q5VYK3 Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2 - [ECM29_HUMAN] 0.056 8.02 

Q8WUF5 RelA-associated inhibitor OS=Homo sapiens GN=PPP1R13L PE=1 SV=4 - [IASPP_HUMAN] 0.056 5.84 

O94804 Serine/threonine-protein kinase 10 OS=Homo sapiens GN=STK10 PE=1 SV=1 - [STK10_HUMAN] 0.056 5.84 

Q9HBL0 Tensin-1 OS=Homo sapiens GN=TNS1 PE=1 SV=2 - [TENS1_HUMAN] 0.056 5.84 

Q08378 Golgin subfamily A member 3 OS=Homo sapiens GN=GOLGA3 PE=1 SV=2 - [GOGA3_HUMAN] 0.055 9.50 

P23588 Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=2 - [IF4B_HUMAN] 0.053 2.16 

P48147 Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=2 - [PPCE_HUMAN] 0.051 3.25 

Q9UHB9 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=2 - [SRP68_HUMAN] 0.050 1.12 

P61201 COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=1 - [CSN2_HUMAN] 0.050 1.94 
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Q9UQ35 Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2 - [SRRM2_HUMAN] 0.020 2.74 

P42574 Caspase-3 OS=Homo sapiens GN=CASP3 PE=1 SV=2 - [CASP3_HUMAN] 0.007 1.81 

O00232 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=3 - [PSD12_HUMAN] 0.026 1.64 

Q13867 Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=1 - [BLMH_HUMAN] 0.016 1.64 

Q92530 Proteasome inhibitor PI31 subunit OS=Homo sapiens GN=PSMF1 PE=1 SV=2 - [PSMF1_HUMAN] 0.016 1.64 

Q9BZX2 Uridine-cytidine kinase 2 OS=Homo sapiens GN=UCK2 PE=1 SV=1 - [UCK2_HUMAN] 0.016 1.64 

Q8TED1 Probable glutathione peroxidase 8 OS=Homo sapiens GN=GPX8 PE=1 SV=2 - [GPX8_HUMAN] 0.004 1.62 

Q99961 Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=1 - [SH3G1_HUMAN] 0.043 1.59 
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O94925 Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=1 - [GLSK_HUMAN] 0.007 1.59 

P27694 Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=2 - [RFA1_HUMAN] 0.044 1.58 

P46783 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=1 - [RS10_HUMAN] 0.027 1.54 

Q9UJZ1 Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=1 - [STML2_HUMAN] 0.012 1.51 

Q7Z7H5 Transmembrane emp24 domain-containing protein 4 OS=Homo sapiens GN=TMED4 PE=1 SV=1 - [TMED4_HUMAN] 0.022 1.50 

Q9NRN7 L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=2 - [ADPPT_HUMAN] 0.036 1.45 

P51149 Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=1 - [RAB7A_HUMAN] 0.021 1.44 

Q96HE7 ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=2 - [ERO1A_HUMAN] 0.042 1.41 

P13804 Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=1 - [ETFA_HUMAN] 0.046 1.38 

Q9NZN4 EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=2 - [EHD2_HUMAN] 0.032 1.38 

Q9H773 dCTP pyrophosphatase 1 OS=Homo sapiens GN=DCTPP1 PE=1 SV=1 - [DCTP1_HUMAN] 0.023 1.35 

P04040 Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 - [CATA_HUMAN] 0.023 1.35 

Q14558 Phosphoribosyl pyrophosphate synthase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=2 - [KPRA_HUMAN] 0.036 1.29 

Q99798 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=2 - [ACON_HUMAN] 0.033 1.27 

Q14103 Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=1 - [HNRPD_HUMAN] 0.033 1.27 

Q16555 Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=1 - [DPYL2_HUMAN] 0.031 1.25 

P67936 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=3 - [TPM4_HUMAN] 0.030 1.21 

O43175 D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=4 - [SERA_HUMAN] 0.047 1.19 

P47755 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=3 - [CAZA2_HUMAN] 0.012 1.17 

Q9UDY4 DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=1 - [DNJB4_HUMAN] 0.012 1.17 

P06753 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=2 - [TPM3_HUMAN] 0.043 1.16 

Downregulated protein in 18 hr 5% stretch 

Identifier Description p.value ratio 

Q9BTV4 Transmembrane protein 43 OS=Homo sapiens GN=TMEM43 PE=1 SV=1 - [TMM43_HUMAN] 0.043 3.09 

Q9Y263 Phospholipase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 SV=2 - [PLAP_HUMAN] 0.017 2.45 

Q99575 Ribonucleases P/MRP protein subunit POP1 OS=Homo sapiens GN=POP1 PE=1 SV=2 - [POP1_HUMAN] 0.044 2.06 

P50570 Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 - [DYN2_HUMAN] 0.008 2.01 

Q96EK5 KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=1 - [KBP_HUMAN] 0.010 2.01 
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P60953 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=2 - [CDC42_HUMAN] 0.012 1.70 

Q16629 Serine/arginine-rich splicing factor 7 OS=Homo sapiens GN=SRSF7 PE=1 SV=1 - [SRSF7_HUMAN] 0.034 1.68 

P60510 Serine/threonine-protein phosphatase 4 catalytic subunit OS=Homo sapiens GN=PPP4C PE=1 SV=1 - [PP4C_HUMAN] 0.040 1.63 

Q01650 Large neutral amino acids transporter small subunit 1 OS=Homo sapiens GN=SLC7A5 PE=1 SV=2 - [LAT1_HUMAN] 0.040 1.63 

Q15717 ELAV-like protein 1 OS=Homo sapiens GN=ELAVL1 PE=1 SV=2 - [ELAV1_HUMAN] 0.040 1.63 

P30041 Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=3 - [PRDX6_HUMAN] 0.033 1.50 

Q96KB5 Lymphokine-activated killer T-cell-originated protein kinase OS=Homo sapiens GN=PBK PE=1 SV=3 - [TOPK_HUMAN] 0.024 1.47 

Q9UBQ5 Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=1 - [EIF3K_HUMAN] 0.024 1.47 

P62993 Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=1 - [GRB2_HUMAN] 0.025 1.47 

P36639 7,8-dihydro-8-oxoguanine triphosphatase OS=Homo sapiens GN=NUDT1 PE=1 SV=3 - [8ODP_HUMAN] 0.036 1.43 

Q92973 Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=2 - [TNPO1_HUMAN] 0.025 1.43 

Q15056 Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=5 - [IF4H_HUMAN] 0.031 1.42 

Q02543 60S ribosomal protein L18a OS=Homo sapiens GN=RPL18A PE=1 SV=2 - [RL18A_HUMAN] 0.031 1.42 

P29218 Inositol monophosphatase 1 OS=Homo sapiens GN=IMPA1 PE=1 SV=1 - [IMPA1_HUMAN] 0.041 1.32 

P35268 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=2 - [RL22_HUMAN] 0.041 1.32 

P62913 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2 - [RL11_HUMAN] 0.041 1.32 

O43847 Nardilysin OS=Homo sapiens GN=NRD1 PE=1 SV=2 - [NRDC_HUMAN] 0.003 1.31 

Q14240 Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=2 - [IF4A2_HUMAN] 0.041 1.20 

Q04446 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=3 - [GLGB_HUMAN] 0.013 1.19 

P09661 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=2 - [RU2A_HUMAN] 0.027 1.18 

O00303 Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=1 - [EIF3F_HUMAN] 0.003 1.15 

P05556 Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=2 - [ITB1_HUMAN] 0.019 1.15 

Unchanged protein in 18 hr 5% stretch 

Identifier Description p.value ratio 

O43765 Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1 - [SGTA_HUMAN] 0.054 0.84 

Q92552 28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=1 SV=3 - [RT27_HUMAN] 0.054 0.84 

P37108 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=2 - [SRP14_HUMAN] 0.059 0.69 

P11908 Ribose-phosphate pyrophosphokinase 2 OS=Homo sapiens GN=PRPS2 PE=1 SV=2 - [PRPS2_HUMAN] 0.059 0.89 
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Q15691 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=3 - [MARE1_HUMAN] 0.062 0.80 

Q14232 Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=1 - [EI2BA_HUMAN] 0.062 0.82 

O15397 Importin-8 OS=Homo sapiens GN=IPO8 PE=1 SV=2 - [IPO8_HUMAN] 0.063 0.76 

P21926 CD9 antigen OS=Homo sapiens GN=CD9 PE=1 SV=4 - [CD9_HUMAN] 0.063 0.76 

O00743 Serine/threonine-protein phosphatase 6 catalytic subunit OS=Homo sapiens GN=PPP6C PE=1 SV=1 - [PPP6_HUMAN] 0.063 0.76 

P08579 U2 small nuclear ribonucleoprotein B'' OS=Homo sapiens GN=SNRPB2 PE=1 SV=1 - [RU2B_HUMAN] 0.063 0.76 

P25398 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=3 - [RS12_HUMAN] 0.063 0.76 

P08621 U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens GN=SNRNP70 PE=1 SV=2 - [RU17_HUMAN] 0.063 0.42 

Q15286 Ras-related protein Rab-35 OS=Homo sapiens GN=RAB35 PE=1 SV=1 - [RAB35_HUMAN] 0.064 0.79 

P00568 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=3 - [KAD1_HUMAN] 0.064 0.70 

Q86XP3 ATP-dependent RNA helicase DDX42 OS=Homo sapiens GN=DDX42 PE=1 SV=1 - [DDX42_HUMAN] 0.064 0.64 

P30043 Flavin reductase (NADPH) OS=Homo sapiens GN=BLVRB PE=1 SV=3 - [BLVRB_HUMAN] 0.066 0.72 

Q53FA7 Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=2 - [QORX_HUMAN] 0.066 0.72 

O14579 Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=1 SV=3 - [COPE_HUMAN] 0.067 0.71 

Q6NZI2 Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=1 - [PTRF_HUMAN] 0.067 0.71 

P10768 S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=2 - [ESTD_HUMAN] 0.073 0.58 

O95197 Reticulon-3 OS=Homo sapiens GN=RTN3 PE=1 SV=2 - [RTN3_HUMAN] 0.081 0.59 

Q13217 DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=1 - [DNJC3_HUMAN] 0.083 0.54 

P25788 Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 - [PSA3_HUMAN] 0.084 0.80 

P02511 Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=2 - [CRYAB_HUMAN] 0.085 0.78 

Q9BTW9 Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=1 SV=2 - [TBCD_HUMAN] 0.086 0.46 

P61026 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=1 - [RAB10_HUMAN] 0.087 0.67 

P61020 Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=1 - [RAB5B_HUMAN] 0.088 0.77 

Q9UIA9 Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 - [XPO7_HUMAN] 0.089 0.75 

Q8WXX5 DnaJ homolog subfamily C member 9 OS=Homo sapiens GN=DNAJC9 PE=1 SV=1 - [DNJC9_HUMAN] 0.095 0.58 

P62829 60S ribosomal protein L23 OS=Homo sapiens GN=RPL23 PE=1 SV=1 - [RL23_HUMAN] 0.096 0.79 

Q8NEM2 SHC SH2 domain-binding protein 1 OS=Homo sapiens GN=SHCBP1 PE=1 SV=3 - [SHCBP_HUMAN] 0.096 0.79 

Q08257 Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=1 - [QOR_HUMAN] 0.102 0.70 
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P25787 Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=2 - [PSA2_HUMAN] 0.102 0.70 

P27635 60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=4 - [RL10_HUMAN] 0.104 0.60 

P04183 Thymidine kinase, cytosolic OS=Homo sapiens GN=TK1 PE=1 SV=2 - [KITH_HUMAN] 0.111 0.44 

Q99613 Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1 - [EIF3C_HUMAN] 0.114 0.91 

P68402 Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=1 - [PA1B2_HUMAN] 0.114 0.38 

P61224 Ras-related protein Rap-1b OS=Homo sapiens GN=RAP1B PE=1 SV=1 - [RAP1B_HUMAN] 0.115 0.73 

P62269 40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=3 - [RS18_HUMAN] 0.117 0.75 

Q96RS6 NudC domain-containing protein 1 OS=Homo sapiens GN=NUDCD1 PE=1 SV=2 - [NUDC1_HUMAN] 0.130 0.81 

P49207 60S ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=3 - [RL34_HUMAN] 0.130 0.81 

Q9HA64 Ketosamine-3-kinase OS=Homo sapiens GN=FN3KRP PE=1 SV=2 - [KT3K_HUMAN] 0.130 0.81 

P30626 Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 - [SORCN_HUMAN] 0.130 0.81 

Q10567 AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=1 SV=2 - [AP1B1_HUMAN] 0.131 0.77 

P35606 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2 - [COPB2_HUMAN] 0.135 0.86 

Q9NZ08 Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3 - [ERAP1_HUMAN] 0.135 0.58 

Q16630 Cleavage and polyadenylation specificity factor subunit 6 OS=Homo sapiens GN=CPSF6 PE=1 SV=2 - [CPSF6_HUMAN] 0.136 0.68 

P51659 Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=3 - [DHB4_HUMAN] 0.140 0.63 

P49720 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=2 - [PSB3_HUMAN] 0.140 0.56 

P18621 60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3 - [RL17_HUMAN] 0.143 0.73 

Q9NZ01 Very-long-chain enoyl-CoA reductase OS=Homo sapiens GN=TECR PE=1 SV=1 - [TECR_HUMAN] 0.143 0.73 

P61313 60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=2 - [RL15_HUMAN] 0.143 0.73 

Q8IV08 Phospholipase D3 OS=Homo sapiens GN=PLD3 PE=1 SV=1 - [PLD3_HUMAN] 0.145 0.73 

Q9UFN0 Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=2 - [NPS3A_HUMAN] 0.149 0.50 

P61019 Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1 - [RAB2A_HUMAN] 0.152 0.67 

P42892 Endothelin-converting enzyme 1 OS=Homo sapiens GN=ECE1 PE=1 SV=2 - [ECE1_HUMAN] 0.155 0.75 

Q9Y570 Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=3 - [PPME1_HUMAN] 0.158 0.71 

P25786 Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=1 - [PSA1_HUMAN] 0.169 0.79 

Q08211 ATP-dependent RNA helicase A OS=Homo sapiens GN=DHX9 PE=1 SV=4 - [DHX9_HUMAN] 0.172 0.56 

P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1 - [EF1A1_HUMAN] 0.173 0.77 
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Q7L1Q6 Basic leucine zipper and W2 domain-containing protein 1 OS=Homo sapiens GN=BZW1 PE=1 SV=1 - [BZW1_HUMAN] 0.176 0.80 

O15511 Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=3 - [ARPC5_HUMAN] 0.180 0.66 

P82933 28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=2 - [RT09_HUMAN] 0.180 0.66 

Q7L9L4 MOB kinase activator 1B OS=Homo sapiens GN=MOB1B PE=1 SV=3 - [MOB1B_HUMAN] 0.180 0.66 

O43399 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=2 - [TPD54_HUMAN] 0.182 0.72 

Q9Y5L0 Transportin-3 OS=Homo sapiens GN=TNPO3 PE=1 SV=3 - [TNPO3_HUMAN] 0.183 0.66 

Q9NVD7 Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=1 - [PARVA_HUMAN] 0.183 0.66 

P62081 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1 - [RS7_HUMAN] 0.186 0.83 

P02768 Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 - [ALBU_HUMAN] 0.187 0.78 

O75832 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=1 - [PSD10_HUMAN] 0.189 0.81 

Q9UI26 Importin-11 OS=Homo sapiens GN=IPO11 PE=1 SV=1 - [IPO11_HUMAN] 0.189 0.81 

P0CG29 Glutathione S-transferase theta-2 OS=Homo sapiens GN=GSTT2 PE=1 SV=1 - [GST2_HUMAN] 0.189 0.81 

Q92882 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=2 - [OSTF1_HUMAN] 0.189 0.81 

Q9UJ70 N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=4 - [NAGK_HUMAN] 0.190 0.80 

P10599 Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 - [THIO_HUMAN] 0.192 0.26 

P78417 Glutathione S-transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=2 - [GSTO1_HUMAN] 0.193 0.85 

Q12768 WASH complex subunit strumpellin OS=Homo sapiens GN=KIAA0196 PE=1 SV=1 - [STRUM_HUMAN] 0.193 0.66 

P13693 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=1 - [TCTP_HUMAN] 0.195 0.68 

O15260 Surfeit locus protein 4 OS=Homo sapiens GN=SURF4 PE=1 SV=3 - [SURF4_HUMAN] 0.195 0.63 

Q9H0E2 Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=1 - [TOLIP_HUMAN] 0.195 0.63 

P40937 Replication factor C subunit 5 OS=Homo sapiens GN=RFC5 PE=1 SV=1 - [RFC5_HUMAN] 0.195 0.63 

Q9H9Q2 COP9 signalosome complex subunit 7b OS=Homo sapiens GN=COPS7B PE=1 SV=1 - [CSN7B_HUMAN] 0.195 0.63 

P26599 Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=1 - [PTBP1_HUMAN] 0.198 0.69 

P32969 60S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=1 - [RL9_HUMAN] 0.200 0.74 

P55209 Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=1 - [NP1L1_HUMAN] 0.201 0.86 

O95782 AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=3 - [AP2A1_HUMAN] 0.208 0.58 

P09429 High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=3 - [HMGB1_HUMAN] 0.210 0.72 

P01023 Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 - [A2MG_HUMAN] 0.210 0.75 
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P19823 Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=2 - [ITIH2_HUMAN] 0.210 0.64 

Q99996 A-kinase anchor protein 9 OS=Homo sapiens GN=AKAP9 PE=1 SV=3 - [AKAP9_HUMAN] 0.211 0.24 

Q9NQP4 Prefoldin subunit 4 OS=Homo sapiens GN=PFDN4 PE=1 SV=1 - [PFD4_HUMAN] 0.213 0.56 

P49903 Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=2 - [SPS1_HUMAN] 0.213 0.56 

P13010 X-ray repair cross-complementing protein 5 OS=Homo sapiens GN=XRCC5 PE=1 SV=3 - [XRCC5_HUMAN] 0.218 0.88 

Q8IXB1 DnaJ homolog subfamily C member 10 OS=Homo sapiens GN=DNAJC10 PE=1 SV=2 - [DJC10_HUMAN] 0.223 0.56 

O96005 Cleft lip and palate transmembrane protein 1 OS=Homo sapiens GN=CLPTM1 PE=1 SV=1 - [CLPT1_HUMAN] 0.225 0.73 

Q7L5N1 COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=1 - [CSN6_HUMAN] 0.225 0.73 

P48147 Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=2 - [PPCE_HUMAN] 0.226 0.48 

P26641 Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3 - [EF1G_HUMAN] 0.230 0.86 

Q9P225 Dynein heavy chain 2, axonemal OS=Homo sapiens GN=DNAH2 PE=2 SV=3 - [DYH2_HUMAN] 0.233 0.29 

Q9Y5Z4 Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=1 - [HEBP2_HUMAN] 0.239 0.63 

O00442 RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCA PE=1 SV=1 - [RTCA_HUMAN] 0.239 0.63 

P31939 Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3 - [PUR9_HUMAN] 0.242 0.87 

P53618 Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3 - [COPB_HUMAN] 0.248 0.60 

Q15233 Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4 - [NONO_HUMAN] 0.249 0.45 

P11441 Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=1 - [UBL4A_HUMAN] 0.252 0.39 

P46782 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=4 - [RS5_HUMAN] 0.253 0.89 

P62826 GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3 - [RAN_HUMAN] 0.254 0.77 

P60891 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=2 - [PRPS1_HUMAN] 0.255 0.86 

Q96IU4 Alpha/beta hydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=1 - [ABHEB_HUMAN] 0.255 0.77 

P39656 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Homo sapiens GN=DDOST PE=1 SV=4 - [OST48_HUMAN] 0.258 0.93 

Q9P000 COMM domain-containing protein 9 OS=Homo sapiens GN=COMMD9 PE=1 SV=2 - [COMD9_HUMAN] 0.260 0.53 

O43617 Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=1 - [TPPC3_HUMAN] 0.260 0.90 

Q13148 TAR DNA-binding protein 43 OS=Homo sapiens GN=TARDBP PE=1 SV=1 - [TADBP_HUMAN] 0.260 0.90 

Q9Y6B6 GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=1 - [SAR1B_HUMAN] 0.260 0.90 

Q04837 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=1 - [SSBP_HUMAN] 0.260 0.90 

P00441 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=2 - [SODC_HUMAN] 0.260 0.90 
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P28070 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4 - [PSB4_HUMAN] 0.260 0.90 

P23919 Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=4 - [KTHY_HUMAN] 0.262 0.85 

Q99623 Prohibitin-2 OS=Homo sapiens GN=PHB2 PE=1 SV=2 - [PHB2_HUMAN] 0.263 0.58 

P06737 Glycogen phosphorylase, liver form OS=Homo sapiens GN=PYGL PE=1 SV=4 - [PYGL_HUMAN] 0.263 0.75 

P61421 V-type proton ATPase subunit d 1 OS=Homo sapiens GN=ATP6V0D1 PE=1 SV=1 - [VA0D1_HUMAN] 0.265 0.60 

Q9NTK5 Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=2 - [OLA1_HUMAN] 0.266 0.91 

P63241 Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2 - [IF5A1_HUMAN] 0.266 0.87 

O94979 Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3 - [SC31A_HUMAN] 0.269 0.88 

Q9BRX8 Redox-regulatory protein FAM213A OS=Homo sapiens GN=FAM213A PE=1 SV=3 - [F213A_HUMAN] 0.269 0.78 

Q15005 Signal peptidase complex subunit 2 OS=Homo sapiens GN=SPCS2 PE=1 SV=3 - [SPCS2_HUMAN] 0.270 0.86 

Q16181 Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 - [SEPT7_HUMAN] 0.270 0.86 

Q96QR8 Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=3 - [PURB_HUMAN] 0.270 0.86 

Q15067 Peroxisomal acyl-coenzyme A oxidase 1 OS=Homo sapiens GN=ACOX1 PE=1 SV=3 - [ACOX1_HUMAN] 0.270 0.86 

P27361 Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=4 - [MK03_HUMAN] 0.272 0.76 

Q02809 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 OS=Homo sapiens GN=PLOD1 PE=1 SV=2 - [PLOD1_HUMAN] 0.273 0.56 

Q08945 FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=1 - [SSRP1_HUMAN] 0.278 0.76 

Q9NP72 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=1 - [RAB18_HUMAN] 0.278 0.90 

P61006 Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=1 - [RAB8A_HUMAN] 0.278 0.63 

Q12907 Vesicular integral-membrane protein VIP36 OS=Homo sapiens GN=LMAN2 PE=1 SV=1 - [LMAN2_HUMAN] 0.281 0.74 

Q8TEQ6 Gem-associated protein 5 OS=Homo sapiens GN=GEMIN5 PE=1 SV=3 - [GEMI5_HUMAN] 0.283 0.38 

Q13637 Ras-related protein Rab-32 OS=Homo sapiens GN=RAB32 PE=1 SV=3 - [RAB32_HUMAN] 0.283 0.78 

Q9BRX5 DNA replication complex GINS protein PSF3 OS=Homo sapiens GN=GINS3 PE=1 SV=1 - [PSF3_HUMAN] 0.284 0.62 

O00754 Lysosomal alpha-mannosidase OS=Homo sapiens GN=MAN2B1 PE=1 SV=3 - [MA2B1_HUMAN] 0.284 0.62 

P15374 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1 - [UCHL3_HUMAN] 0.285 0.65 

P01008 Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 - [ANT3_HUMAN] 0.286 0.83 

Q16774 Guanylate kinase OS=Homo sapiens GN=GUK1 PE=1 SV=2 - [KGUA_HUMAN] 0.288 0.57 

P04259 Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6B PE=1 SV=5 - [K2C6B_HUMAN] 0.288 0.93 

Q9HCE1 Putative helicase MOV-10 OS=Homo sapiens GN=MOV10 PE=1 SV=2 - [MOV10_HUMAN] 0.289 0.49 
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P46926 Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA1 PE=1 SV=1 - [GNPI1_HUMAN] 0.290 0.74 

Q13200 26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3 - [PSMD2_HUMAN] 0.291 0.93 

P78346 Ribonuclease P protein subunit p30 OS=Homo sapiens GN=RPP30 PE=1 SV=1 - [RPP30_HUMAN] 0.294 0.32 

P61619 Protein transport protein Sec61 subunit alpha isoform 1 OS=Homo sapiens GN=SEC61A1 PE=1 SV=2 - [S61A1_HUMAN] 0.294 0.64 

P22307 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=2 - [NLTP_HUMAN] 0.294 0.49 

P27797 Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 - [CALR_HUMAN] 0.295 0.82 

P62899 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=1 - [RL31_HUMAN] 0.296 0.81 

Q14CX7 N-alpha-acetyltransferase 25, NatB auxiliary subunit OS=Homo sapiens GN=NAA25 PE=1 SV=1 - [NAA25_HUMAN] 0.297 0.48 

P31949 Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2 - [S10AB_HUMAN] 0.299 0.38 

Q9UQ88 Cyclin-dependent kinase 11A OS=Homo sapiens GN=CDK11A PE=1 SV=4 - [CD11A_HUMAN] 0.299 0.38 

P63010 AP-2 complex subunit beta OS=Homo sapiens GN=AP2B1 PE=1 SV=1 - [AP2B1_HUMAN] 0.301 0.71 

P61604 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=2 - [CH10_HUMAN] 0.302 0.35 

P62906 60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=2 - [RL10A_HUMAN] 0.304 0.76 

Q9UHD8 Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 - [SEPT9_HUMAN] 0.305 0.61 

Q04323 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXN1 PE=1 SV=2 - [UBXN1_HUMAN] 0.305 0.80 

Q13951 Core-binding factor subunit beta OS=Homo sapiens GN=CBFB PE=1 SV=2 - [PEBB_HUMAN] 0.305 0.80 

Q8NBX0 Saccharopine dehydrogenase-like oxidoreductase OS=Homo sapiens GN=SCCPDH PE=1 SV=1 - [SCPDL_HUMAN] 0.305 0.80 

Q969H8 UPF0556 protein C19orf10 OS=Homo sapiens GN=C19orf10 PE=1 SV=1 - [CS010_HUMAN] 0.305 0.80 

Q969V3 Nicalin OS=Homo sapiens GN=NCLN PE=1 SV=2 - [NCLN_HUMAN] 0.305 0.80 

Q9BV86 N-terminal Xaa-Pro-Lys N-methyltransferase 1 OS=Homo sapiens GN=NTMT1 PE=1 SV=3 - [NTM1A_HUMAN] 0.305 0.80 

Q9UL25 Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=3 - [RAB21_HUMAN] 0.305 0.80 

Q9Y296 Trafficking protein particle complex subunit 4 OS=Homo sapiens GN=TRAPPC4 PE=1 SV=1 - [TPPC4_HUMAN] 0.305 0.80 

P35249 Replication factor C subunit 4 OS=Homo sapiens GN=RFC4 PE=1 SV=2 - [RFC4_HUMAN] 0.307 0.92 

Q9Y376 Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=1 - [CAB39_HUMAN] 0.308 0.70 

Q96AY3 Peptidyl-prolyl cis-trans isomerase FKBP10 OS=Homo sapiens GN=FKBP10 PE=1 SV=1 - [FKB10_HUMAN] 0.308 0.71 

P25205 DNA replication licensing factor MCM3 OS=Homo sapiens GN=MCM3 PE=1 SV=3 - [MCM3_HUMAN] 0.309 0.89 

P41227 N-alpha-acetyltransferase 10 OS=Homo sapiens GN=NAA10 PE=1 SV=1 - [NAA10_HUMAN] 0.311 0.46 

Q9NPD3 Exosome complex component RRP41 OS=Homo sapiens GN=EXOSC4 PE=1 SV=3 - [EXOS4_HUMAN] 0.311 0.46 
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Q15393 Splicing factor 3B subunit 3 OS=Homo sapiens GN=SF3B3 PE=1 SV=4 - [SF3B3_HUMAN] 0.312 0.91 

P11766 Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=4 - [ADHX_HUMAN] 0.312 0.78 

P23921 Ribonucleoside-diphosphate reductase large subunit OS=Homo sapiens GN=RRM1 PE=1 SV=1 - [RIR1_HUMAN] 0.312 0.70 

Q9P2R3 Ankyrin repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=ANKFY1 PE=1 SV=2 - [ANFY1_HUMAN] 0.313 0.58 

P40429 60S ribosomal protein L13a OS=Homo sapiens GN=RPL13A PE=1 SV=2 - [RL13A_HUMAN] 0.313 0.83 

Q9UHY1 Nuclear receptor-binding protein OS=Homo sapiens GN=NRBP1 PE=1 SV=1 - [NRBP_HUMAN] 0.314 0.75 

P15311 Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 - [EZRI_HUMAN] 0.315 0.81 

Q9NR31 GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=1 - [SAR1A_HUMAN] 0.315 0.77 

P17931 Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=5 - [LEG3_HUMAN] 0.315 0.74 

P06396 Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 - [GELS_HUMAN] 0.316 0.73 

Q09161 Nuclear cap-binding protein subunit 1 OS=Homo sapiens GN=NCBP1 PE=1 SV=1 - [NCBP1_HUMAN] 0.316 0.64 

O94973 AP-2 complex subunit alpha-2 OS=Homo sapiens GN=AP2A2 PE=1 SV=2 - [AP2A2_HUMAN] 0.317 0.34 

P62995 Transformer-2 protein homolog beta OS=Homo sapiens GN=TRA2B PE=1 SV=1 - [TRA2B_HUMAN] 0.318 0.40 

Q9UI30 tRNA methyltransferase 112 homolog OS=Homo sapiens GN=TRMT112 PE=1 SV=1 - [TR112_HUMAN] 0.318 0.41 

P25685 DnaJ homolog subfamily B member 1 OS=Homo sapiens GN=DNAJB1 PE=1 SV=4 - [DNJB1_HUMAN] 0.319 0.80 

P09543 2',3'-cyclic-nucleotide 3'-phosphodiesterase OS=Homo sapiens GN=CNP PE=1 SV=2 - [CN37_HUMAN] 0.322 0.48 

P82930 28S ribosomal protein S34, mitochondrial OS=Homo sapiens GN=MRPS34 PE=1 SV=2 - [RT34_HUMAN] 0.323 0.58 

Q00325 Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=2 - [MPCP_HUMAN] 0.323 0.84 

P23396 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2 - [RS3_HUMAN] 0.327 0.78 

P53597 Succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=1 SV=4 - [SUCA_HUMAN] 0.328 0.72 

Q99460 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2 - [PSMD1_HUMAN] 0.328 0.80 

P62191 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1 - [PRS4_HUMAN] 0.332 0.97 

P17812 CTP synthase 1 OS=Homo sapiens GN=CTPS1 PE=1 SV=2 - [PYRG1_HUMAN] 0.336 0.79 

Q9Y3B3 Transmembrane emp24 domain-containing protein 7 OS=Homo sapiens GN=TMED7 PE=1 SV=2 - [TMED7_HUMAN] 0.336 0.72 

O95865 N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=1 - [DDAH2_HUMAN] 0.338 0.80 

P53396 ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3 - [ACLY_HUMAN] 0.338 0.90 

Q92930 Ras-related protein Rab-8B OS=Homo sapiens GN=RAB8B PE=1 SV=2 - [RAB8B_HUMAN] 0.339 0.80 

Q53GG5 PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=1 SV=1 - [PDLI3_HUMAN] 0.339 0.71 



 
 
 
 

cxxv 
 

Q04760 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=4 - [LGUL_HUMAN] 0.339 0.82 

P53004 Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=2 - [BIEA_HUMAN] 0.340 0.84 

P52565 Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=3 - [GDIR1_HUMAN] 0.340 0.84 

O00410 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 - [IPO5_HUMAN] 0.345 0.85 

P84103 Serine/arginine-rich splicing factor 3 OS=Homo sapiens GN=SRSF3 PE=1 SV=1 - [SRSF3_HUMAN] 0.347 0.63 

P46781 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=3 - [RS9_HUMAN] 0.347 0.75 

Q9Y3A5 Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=4 - [SBDS_HUMAN] 0.349 0.76 

Q9BPX3 Condensin complex subunit 3 OS=Homo sapiens GN=NCAPG PE=1 SV=1 - [CND3_HUMAN] 0.349 0.69 

Q00610 Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5 - [CLH1_HUMAN] 0.350 0.78 

P07384 Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=1 - [CAN1_HUMAN] 0.352 0.70 

Q86UX7 Fermitin family homolog 3 OS=Homo sapiens GN=FERMT3 PE=1 SV=1 - [URP2_HUMAN] 0.353 0.75 

P21964 Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=2 - [COMT_HUMAN] 0.355 0.61 

Q09028 Histone-binding protein RBBP4 OS=Homo sapiens GN=RBBP4 PE=1 SV=3 - [RBBP4_HUMAN] 0.355 0.44 

Q9UBW8 COP9 signalosome complex subunit 7a OS=Homo sapiens GN=COPS7A PE=1 SV=1 - [CSN7A_HUMAN] 0.356 0.63 

Q9Y2A7 Nck-associated protein 1 OS=Homo sapiens GN=NCKAP1 PE=1 SV=1 - [NCKP1_HUMAN] 0.359 0.78 

Q05639 Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=1 - [EF1A2_HUMAN] 0.360 0.41 

P78527 DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3 - [PRKDC_HUMAN] 0.360 0.48 

Q8TEX9 Importin-4 OS=Homo sapiens GN=IPO4 PE=1 SV=2 - [IPO4_HUMAN] 0.361 0.76 

O00469 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens GN=PLOD2 PE=1 SV=2 - [PLOD2_HUMAN] 0.361 0.83 

P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3 - [PRS7_HUMAN] 0.365 0.88 

Q92616 Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=6 - [GCN1L_HUMAN] 0.366 0.56 

P36543 V-type proton ATPase subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=1 - [VATE1_HUMAN] 0.368 0.84 

P38159 RNA-binding motif protein, X chromosome OS=Homo sapiens GN=RBMX PE=1 SV=3 - [RBMX_HUMAN] 0.368 0.84 

P15170 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1 - [ERF3A_HUMAN] 0.369 0.88 

P57740 Nuclear pore complex protein Nup107 OS=Homo sapiens GN=NUP107 PE=1 SV=1 - [NU107_HUMAN] 0.370 0.41 

Q9H223 EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=1 - [EHD4_HUMAN] 0.371 0.74 

P47897 Glutamine--tRNA ligase OS=Homo sapiens GN=QARS PE=1 SV=1 - [SYQ_HUMAN] 0.371 0.77 

P04792 Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=2 - [HSPB1_HUMAN] 0.371 0.87 
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P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1 - [ACTB_HUMAN] 0.372 0.92 

Q96AE4 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=3 - [FUBP1_HUMAN] 0.372 0.73 

Q5TZA2 Rootletin OS=Homo sapiens GN=CROCC PE=1 SV=1 - [CROCC_HUMAN] 0.372 0.43 

Q9BUL8 Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=1 - [PDC10_HUMAN] 0.373 0.85 

P40261 Nicotinamide N-methyltransferase OS=Homo sapiens GN=NNMT PE=1 SV=1 - [NNMT_HUMAN] 0.373 0.85 

P14866 Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=2 - [HNRPL_HUMAN] 0.373 0.85 

P09012 U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=3 - [SNRPA_HUMAN] 0.374 0.83 

P09874 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4 - [PARP1_HUMAN] 0.375 0.84 

P17813 Endoglin OS=Homo sapiens GN=ENG PE=1 SV=2 - [EGLN_HUMAN] 0.377 0.87 

Q5VSL9 Striatin-interacting protein 1 OS=Homo sapiens GN=STRIP1 PE=1 SV=1 - [STRP1_HUMAN] 0.380 0.52 

Q7L576 Cytoplasmic FMR1-interacting protein 1 OS=Homo sapiens GN=CYFIP1 PE=1 SV=1 - [CYFP1_HUMAN] 0.380 0.41 

Q05086 Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=4 - [UBE3A_HUMAN] 0.381 0.68 

Q9UBM7 7-dehydrocholesterol reductase OS=Homo sapiens GN=DHCR7 PE=1 SV=1 - [DHCR7_HUMAN] 0.382 0.76 

P19784 Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=1 - [CSK22_HUMAN] 0.382 0.76 

P52597 Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=3 - [HNRPF_HUMAN] 0.382 0.76 

Q9BQE5 Apolipoprotein L2 OS=Homo sapiens GN=APOL2 PE=1 SV=1 - [APOL2_HUMAN] 0.383 0.60 

P56192 Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2 - [SYMC_HUMAN] 0.384 0.96 

Q9UQ80 Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=3 - [PA2G4_HUMAN] 0.384 0.96 

O14979 Heterogeneous nuclear ribonucleoprotein D-like OS=Homo sapiens GN=HNRPDL PE=1 SV=3 - [HNRDL_HUMAN] 0.385 0.50 

O15042 U2 snRNP-associated SURP motif-containing protein OS=Homo sapiens GN=U2SURP PE=1 SV=2 - [SR140_HUMAN] 0.385 0.74 

O00159 Unconventional myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=4 - [MYO1C_HUMAN] 0.389 0.75 

O00151 PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=4 - [PDLI1_HUMAN] 0.390 0.83 

Q6P2Q9 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=2 - [PRP8_HUMAN] 0.392 0.45 

O60814 Histone H2B type 1-K OS=Homo sapiens GN=HIST1H2BK PE=1 SV=3 - [H2B1K_HUMAN] 0.393 0.52 

P50395 Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=2 - [GDIB_HUMAN] 0.395 0.80 

P14868 Aspartate--tRNA ligase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=2 - [SYDC_HUMAN] 0.395 0.80 

P32119 Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5 - [PRDX2_HUMAN] 0.401 0.82 

P28340 DNA polymerase delta catalytic subunit OS=Homo sapiens GN=POLD1 PE=1 SV=2 - [DPOD1_HUMAN] 0.401 0.47 
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Q14315 Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=3 - [FLNC_HUMAN] 0.404 0.81 

P31946 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3 - [1433B_HUMAN] 0.404 0.89 

P46777 60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=3 - [RL5_HUMAN] 0.409 0.89 

O15145 Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=3 - [ARPC3_HUMAN] 0.409 0.85 

Q92542 Nicastrin OS=Homo sapiens GN=NCSTN PE=1 SV=2 - [NICA_HUMAN] 0.409 0.85 

Q9Y3I0 tRNA-splicing ligase RtcB homolog OS=Homo sapiens GN=C22orf28 PE=1 SV=1 - [RTCB_HUMAN] 0.414 0.82 

P58107 Epiplakin OS=Homo sapiens GN=EPPK1 PE=1 SV=2 - [EPIPL_HUMAN] 0.415 0.39 

O76094 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=3 - [SRP72_HUMAN] 0.415 0.69 

O75533 Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=3 - [SF3B1_HUMAN] 0.419 0.51 

Q96IJ6 Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=1 SV=1 - [GMPPA_HUMAN] 0.419 0.94 

Q13308 Inactive tyrosine-protein kinase 7 OS=Homo sapiens GN=PTK7 PE=1 SV=2 - [PTK7_HUMAN] 0.420 0.54 

Q9Y606 tRNA pseudouridine synthase A, mitochondrial OS=Homo sapiens GN=PUS1 PE=1 SV=3 - [TRUA_HUMAN] 0.420 0.54 

P46063 ATP-dependent DNA helicase Q1 OS=Homo sapiens GN=RECQL PE=1 SV=3 - [RECQ1_HUMAN] 0.420 0.54 

P26640 Valine--tRNA ligase OS=Homo sapiens GN=VARS PE=1 SV=4 - [SYVC_HUMAN] 0.420 0.65 

Q9UKM9 RNA-binding protein Raly OS=Homo sapiens GN=RALY PE=1 SV=1 - [RALY_HUMAN] 0.421 0.50 

O75643 U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=2 - [U520_HUMAN] 0.422 0.55 

O00148 ATP-dependent RNA helicase DDX39A OS=Homo sapiens GN=DDX39A PE=1 SV=2 - [DX39A_HUMAN] 0.422 0.52 

Q15436 Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=2 - [SC23A_HUMAN] 0.422 0.75 

O75396 Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=4 - [SC22B_HUMAN] 0.422 0.90 

P00387 NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=3 - [NB5R3_HUMAN] 0.422 0.90 

P26583 High mobility group protein B2 OS=Homo sapiens GN=HMGB2 PE=1 SV=2 - [HMGB2_HUMAN] 0.423 0.75 

Q9GZT3 SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=1 - [SLIRP_HUMAN] 0.425 0.57 

Q96M27 Protein PRRC1 OS=Homo sapiens GN=PRRC1 PE=1 SV=1 - [PRRC1_HUMAN] 0.426 0.62 

Q13509 Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=2 - [TBB3_HUMAN] 0.427 0.52 

Q06830 Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1 - [PRDX1_HUMAN] 0.428 0.88 

P19012 Keratin, type I cytoskeletal 15 OS=Homo sapiens GN=KRT15 PE=1 SV=3 - [K1C15_HUMAN] 0.429 0.53 

P62714 Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=1 - [PP2AB_HUMAN] 0.430 0.51 

Q8WZ42 Titin OS=Homo sapiens GN=TTN PE=1 SV=4 - [TITIN_HUMAN] 0.431 0.53 
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Q8N3K9 Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3 - [CMYA5_HUMAN] 0.431 0.55 

O60610 Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 - [DIAP1_HUMAN] 0.432 0.53 

P20742 Pregnancy zone protein OS=Homo sapiens GN=PZP PE=1 SV=4 - [PZP_HUMAN] 0.434 0.58 

P35241 Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 - [RADI_HUMAN] 0.435 0.84 

P62256 Ubiquitin-conjugating enzyme E2 H OS=Homo sapiens GN=UBE2H PE=1 SV=1 - [UBE2H_HUMAN] 0.436 0.82 

Q99733 Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=1 - [NP1L4_HUMAN] 0.437 0.77 

P63151 Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=1 - [2ABA_HUMAN] 0.437 0.77 

Q13045 Protein flightless-1 homolog OS=Homo sapiens GN=FLII PE=1 SV=2 - [FLII_HUMAN] 0.439 0.53 

P62333 26S protease regulatory subunit 10B OS=Homo sapiens GN=PSMC6 PE=1 SV=1 - [PRS10_HUMAN] 0.439 0.76 

Q96M96 FYVE, RhoGEF and PH domain-containing protein 4 OS=Homo sapiens GN=FGD4 PE=1 SV=2 - [FGD4_HUMAN] 0.440 0.58 

Q7Z7L1 Schlafen family member 11 OS=Homo sapiens GN=SLFN11 PE=1 SV=2 - [SLN11_HUMAN] 0.440 0.58 

P62805 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 - [H4_HUMAN] 0.441 0.57 

Q14677 Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=1 - [EPN4_HUMAN] 0.442 0.55 

Q9Y224 UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=1 - [CN166_HUMAN] 0.444 0.62 

Q9UPN3 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=4 - [MACF1_HUMAN] 0.444 0.56 

P12236 ADP/ATP translocase 3 OS=Homo sapiens GN=SLC25A6 PE=1 SV=4 - [ADT3_HUMAN] 0.447 0.56 

P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3 - [HNRPM_HUMAN] 0.448 0.41 

P60174 Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=3 - [TPIS_HUMAN] 0.452 0.86 

Q969U7 Proteasome assembly chaperone 2 OS=Homo sapiens GN=PSMG2 PE=1 SV=1 - [PSMG2_HUMAN] 0.452 0.58 

P30046 D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=3 - [DOPD_HUMAN] 0.452 0.58 

O94905 Erlin-2 OS=Homo sapiens GN=ERLIN2 PE=1 SV=1 - [ERLN2_HUMAN] 0.453 0.61 

P17858 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=6 - [K6PL_HUMAN] 0.457 0.86 

P36578 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=5 - [RL4_HUMAN] 0.458 0.75 

Q9BXJ9 N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens GN=NAA15 PE=1 SV=1 - [NAA15_HUMAN] 0.459 0.82 

P27708 CAD protein OS=Homo sapiens GN=CAD PE=1 SV=3 - [PYR1_HUMAN] 0.460 0.61 

Q9BYD6 39S ribosomal protein L1, mitochondrial OS=Homo sapiens GN=MRPL1 PE=1 SV=2 - [RM01_HUMAN] 0.461 0.55 

Q6NVY1 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Homo sapiens GN=HIBCH PE=1 SV=2 - [HIBCH_HUMAN] 0.461 0.55 

Q9HCS7 Pre-mRNA-splicing factor SYF1 OS=Homo sapiens GN=XAB2 PE=1 SV=2 - [SYF1_HUMAN] 0.461 0.55 
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P39023 60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=2 - [RL3_HUMAN] 0.462 0.76 

P62879 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=3 - [GBB2_HUMAN] 0.463 0.60 

P51571 Translocon-associated protein subunit delta OS=Homo sapiens GN=SSR4 PE=1 SV=1 - [SSRD_HUMAN] 0.463 0.77 

P42126 Enoyl-CoA delta isomerase 1, mitochondrial OS=Homo sapiens GN=ECI1 PE=1 SV=1 - [ECI1_HUMAN] 0.463 0.77 

O43324 Eukaryotic translation elongation factor 1 epsilon-1 OS=Homo sapiens GN=EEF1E1 PE=1 SV=1 - [MCA3_HUMAN] 0.463 0.83 

P23284 Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=2 - [PPIB_HUMAN] 0.465 0.87 

Q93008 Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=3 - [USP9X_HUMAN] 0.468 0.62 

Q9NUJ1 Mycophenolic acid acyl-glucuronide esterase, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=1 - [ABHDA_HUMAN] 0.468 0.75 

Q13162 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=1 - [PRDX4_HUMAN] 0.469 0.82 

P40763 Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=2 - [STAT3_HUMAN] 0.469 0.83 

P78330 Phosphoserine phosphatase OS=Homo sapiens GN=PSPH PE=1 SV=2 - [SERB_HUMAN] 0.470 0.74 

P38919 Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=4 - [IF4A3_HUMAN] 0.471 0.83 

P50454 Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2 - [SERPH_HUMAN] 0.475 0.86 

P53621 Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2 - [COPA_HUMAN] 0.476 0.76 

P51153 Ras-related protein Rab-13 OS=Homo sapiens GN=RAB13 PE=1 SV=1 - [RAB13_HUMAN] 0.476 0.90 

P61160 Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=1 - [ARP2_HUMAN] 0.476 0.91 

Q14980 Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2 - [NUMA1_HUMAN] 0.478 0.64 

P43307 Translocon-associated protein subunit alpha OS=Homo sapiens GN=SSR1 PE=1 SV=3 - [SSRA_HUMAN] 0.479 0.64 

Q969Q0 60S ribosomal protein L36a-like OS=Homo sapiens GN=RPL36AL PE=1 SV=3 - [RL36L_HUMAN] 0.480 0.64 

P42285 Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=3 - [SK2L2_HUMAN] 0.482 0.78 

Q93009 Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens GN=USP7 PE=1 SV=2 - [UBP7_HUMAN] 0.482 0.76 

Q08752 Peptidyl-prolyl cis-trans isomerase D OS=Homo sapiens GN=PPID PE=1 SV=3 - [PPID_HUMAN] 0.484 0.64 

P06730 Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=2 - [IF4E_HUMAN] 0.486 0.69 

P08670 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 - [VIME_HUMAN] 0.487 0.94 

Q92598 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 - [HS105_HUMAN] 0.489 0.89 

P41091 Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=3 - [IF2G_HUMAN] 0.489 0.88 

Q16647 Prostacyclin synthase OS=Homo sapiens GN=PTGIS PE=1 SV=1 - [PTGIS_HUMAN] 0.491 0.60 

P22059 Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=1 - [OSBP1_HUMAN] 0.491 0.60 
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P62847 40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=1 - [RS24_HUMAN] 0.491 0.95 

Q9BUH6 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=2 - [CI142_HUMAN] 0.491 0.95 

O43396 Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=3 - [TXNL1_HUMAN] 0.491 0.95 

Q6UXN9 WD repeat-containing protein 82 OS=Homo sapiens GN=WDR82 PE=1 SV=1 - [WDR82_HUMAN] 0.491 0.95 

Q9Y2Q3 Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=3 - [GSTK1_HUMAN] 0.491 0.95 

P13987 CD59 glycoprotein OS=Homo sapiens GN=CD59 PE=1 SV=1 - [CD59_HUMAN] 0.491 0.95 

O75608 Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=1 - [LYPA1_HUMAN] 0.491 0.95 

Q9BTE3 Mini-chromosome maintenance complex-binding protein OS=Homo sapiens GN=MCMBP PE=1 SV=2 - [MCMBP_HUMAN] 0.495 0.68 

Q96AC1 Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=1 - [FERM2_HUMAN] 0.496 0.75 

Q9UNH7 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=1 - [SNX6_HUMAN] 0.499 0.63 

P21266 Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=3 - [GSTM3_HUMAN] 0.501 0.89 

Q14738 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=1 - [2A5D_HUMAN] 0.503 0.87 

P31942 Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens GN=HNRNPH3 PE=1 SV=2 - [HNRH3_HUMAN] 0.503 0.87 

P60866 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=1 - [RS20_HUMAN] 0.503 0.87 

Q15637 Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=4 - [SF01_HUMAN] 0.503 0.87 

P15151 Poliovirus receptor OS=Homo sapiens GN=PVR PE=1 SV=2 - [PVR_HUMAN] 0.504 0.82 

P42766 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=2 - [RL35_HUMAN] 0.504 0.82 

Q96QK1 Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=2 - [VPS35_HUMAN] 0.506 0.88 

P99999 Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=2 - [CYC_HUMAN] 0.507 0.69 

Q9NT62 Ubiquitin-like-conjugating enzyme ATG3 OS=Homo sapiens GN=ATG3 PE=1 SV=1 - [ATG3_HUMAN] 0.508 0.85 

Q9BYD1 39S ribosomal protein L13, mitochondrial OS=Homo sapiens GN=MRPL13 PE=1 SV=1 - [RM13_HUMAN] 0.508 0.66 

Q8TB61 Adenosine 3'-phospho 5'-phosphosulfate transporter 1 OS=Homo sapiens GN=SLC35B2 PE=1 SV=1 - [S35B2_HUMAN] 0.509 0.70 

Q92621 Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=3 - [NU205_HUMAN] 0.512 0.69 

O00264 Membrane-associated progesterone receptor component 1 OS=Homo sapiens GN=PGRMC1 PE=1 SV=3 - [PGRC1_HUMAN] 0.514 0.82 

P21980 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=2 - [TGM2_HUMAN] 0.515 0.74 

Q96HC4 PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=5 - [PDLI5_HUMAN] 0.516 0.91 

O15144 Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=1 - [ARPC2_HUMAN] 0.517 0.95 

P12277 Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=1 - [KCRB_HUMAN] 0.519 0.84 
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Q9Y4E8 Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3 - [UBP15_HUMAN] 0.519 0.67 

Q9H7C9 Mth938 domain-containing protein OS=Homo sapiens GN=AAMDC PE=1 SV=1 - [AAMDC_HUMAN] 0.520 0.70 

Q9NZB2 Constitutive coactivator of PPAR-gamma-like protein 1 OS=Homo sapiens GN=FAM120A PE=1 SV=2 - [F120A_HUMAN] 0.520 0.70 

P09936 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2 - [UCHL1_HUMAN] 0.524 0.83 

O95292 Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=3 - [VAPB_HUMAN] 0.524 0.94 

O95373 Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 - [IPO7_HUMAN] 0.524 0.85 

P47813 Eukaryotic translation initiation factor 1A, X-chromosomal OS=Homo sapiens GN=EIF1AX PE=1 SV=2 - [IF1AX_HUMAN] 0.525 0.73 

O43865 Putative adenosylhomocysteinase 2 OS=Homo sapiens GN=AHCYL1 PE=1 SV=2 - [SAHH2_HUMAN] 0.525 0.73 

P42704 Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3 - [LPPRC_HUMAN] 0.526 0.72 

O00231 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=3 - [PSD11_HUMAN] 0.526 0.92 

P35579 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 - [MYH9_HUMAN] 0.526 0.85 

Q14204 Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5 - [DYHC1_HUMAN] 0.527 0.77 

Q5VYK3 Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2 - [ECM29_HUMAN] 0.528 0.67 

Q92538 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1 OS=Homo sapiens GN=GBF1 PE=1 SV=2 - [GBF1_HUMAN] 0.530 0.77 

O43491 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1 - [E41L2_HUMAN] 0.530 0.70 

P48449 Lanosterol synthase OS=Homo sapiens GN=LSS PE=1 SV=1 - [ERG7_HUMAN] 0.532 0.80 

Q32P28 Prolyl 3-hydroxylase 1 OS=Homo sapiens GN=LEPRE1 PE=1 SV=2 - [P3H1_HUMAN] 0.534 0.83 

Q58FF6 Putative heat shock protein HSP 90-beta 4 OS=Homo sapiens GN=HSP90AB4P PE=5 SV=1 - [H90B4_HUMAN] 0.535 0.74 

P45974 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2 - [UBP5_HUMAN] 0.535 0.87 

P18124 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=1 - [RL7_HUMAN] 0.537 0.81 

P35232 Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 - [PHB_HUMAN] 0.539 0.60 

P24666 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=3 - [PPAC_HUMAN] 0.539 0.81 

Q9Y3B4 Pre-mRNA branch site protein p14 OS=Homo sapiens GN=SF3B14 PE=1 SV=1 - [PM14_HUMAN] 0.540 0.76 

P20339 Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=2 - [RAB5A_HUMAN] 0.540 0.94 

P51398 28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=1 - [RT29_HUMAN] 0.541 0.66 

P61106 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=4 - [RAB14_HUMAN] 0.544 0.90 

Q15126 Phosphomevalonate kinase OS=Homo sapiens GN=PMVK PE=1 SV=3 - [PMVK_HUMAN] 0.545 0.84 

P39687 Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=1 - [AN32A_HUMAN] 0.547 0.94 
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Q13085 Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA PE=1 SV=2 - [ACACA_HUMAN] 0.549 0.76 

Q15041 ADP-ribosylation factor-like protein 6-interacting protein 1 OS=Homo sapiens GN=ARL6IP1 PE=1 SV=2 - [AR6P1_HUMAN] 0.550 0.79 

Q8N5K1 CDGSH iron-sulfur domain-containing protein 2 OS=Homo sapiens GN=CISD2 PE=1 SV=1 - [CISD2_HUMAN] 0.550 0.75 

Q8NCW5 NAD(P)H-hydrate epimerase OS=Homo sapiens GN=APOA1BP PE=1 SV=2 - [NNRE_HUMAN] 0.551 0.79 

Q9UNN5 FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=2 - [FAF1_HUMAN] 0.551 0.79 

O95573 Long-chain-fatty-acid--CoA ligase 3 OS=Homo sapiens GN=ACSL3 PE=1 SV=3 - [ACSL3_HUMAN] 0.552 0.80 

O75165 DnaJ homolog subfamily C member 13 OS=Homo sapiens GN=DNAJC13 PE=1 SV=5 - [DJC13_HUMAN] 0.557 0.78 

Q9GZN8 UPF0687 protein C20orf27 OS=Homo sapiens GN=C20orf27 PE=1 SV=3 - [CT027_HUMAN] 0.559 0.78 

Q86Y82 Syntaxin-12 OS=Homo sapiens GN=STX12 PE=1 SV=1 - [STX12_HUMAN] 0.559 0.78 

O15067 Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=4 - [PUR4_HUMAN] 0.562 0.76 

Q00341 Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=2 - [VIGLN_HUMAN] 0.562 0.87 

Q02952 A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=4 - [AKA12_HUMAN] 0.566 0.75 

P68366 Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1 - [TBA4A_HUMAN] 0.567 0.85 

Q07157 Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3 - [ZO1_HUMAN] 0.567 0.86 

Q96KK5 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3 - [H2A1H_HUMAN] 0.568 0.73 

Q9HAV7 GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=2 - [GRPE1_HUMAN] 0.569 0.92 

Q15404 Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=3 - [RSU1_HUMAN] 0.569 0.92 

P01024 Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 - [CO3_HUMAN] 0.571 0.61 

Q08379 Golgin subfamily A member 2 OS=Homo sapiens GN=GOLGA2 PE=1 SV=3 - [GOGA2_HUMAN] 0.571 0.78 

P11717 Cation-independent mannose-6-phosphate receptor OS=Homo sapiens GN=IGF2R PE=1 SV=3 - [MPRI_HUMAN] 0.572 0.73 

Q7L014 Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens GN=DDX46 PE=1 SV=2 - [DDX46_HUMAN] 0.574 0.89 

Q14203 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3 - [DCTN1_HUMAN] 0.575 0.81 

Q5VW32 BRO1 domain-containing protein BROX OS=Homo sapiens GN=BROX PE=1 SV=1 - [BROX_HUMAN] 0.575 0.82 

Q9NYU2 UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGGT1 PE=1 SV=3 - [UGGG1_HUMAN] 0.582 0.82 

Q8TDX7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=1 - [NEK7_HUMAN] 0.586 0.91 

Q53GQ0 Estradiol 17-beta-dehydrogenase 12 OS=Homo sapiens GN=HSD17B12 PE=1 SV=2 - [DHB12_HUMAN] 0.586 0.91 

Q99714 3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=3 - [HCD2_HUMAN] 0.586 0.91 

Q9HB07 UPF0160 protein MYG1, mitochondrial OS=Homo sapiens GN=C12orf10 PE=1 SV=2 - [MYG1_HUMAN] 0.586 0.91 
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Q9Y5P6 Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=1 SV=2 - [GMPPB_HUMAN] 0.586 0.91 

Q15370 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=1 - [ELOB_HUMAN] 0.586 0.91 

Q5T4S7 E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1 - [UBR4_HUMAN] 0.586 0.71 

P61289 Proteasome activator complex subunit 3 OS=Homo sapiens GN=PSME3 PE=1 SV=1 - [PSME3_HUMAN] 0.589 0.96 

Q9UEW8 STE20/SPS1-related proline-alanine-rich protein kinase OS=Homo sapiens GN=STK39 PE=1 SV=3 - [STK39_HUMAN] 0.591 0.86 

P19174 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1 OS=Homo sapiens GN=PLCG1 PE=1 SV=1 - [PLCG1_HUMAN] 0.592 0.85 

Q13907 Isopentenyl-diphosphate Delta-isomerase 1 OS=Homo sapiens GN=IDI1 PE=1 SV=2 - [IDI1_HUMAN] 0.592 0.88 

P46779 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=3 - [RL28_HUMAN] 0.592 0.83 

O43747 AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=5 - [AP1G1_HUMAN] 0.594 0.80 

Q8WX93 Palladin OS=Homo sapiens GN=PALLD PE=1 SV=3 - [PALLD_HUMAN] 0.595 0.80 

P08648 Integrin alpha-5 OS=Homo sapiens GN=ITGA5 PE=1 SV=2 - [ITA5_HUMAN] 0.597 0.93 

Q8WZA9 Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=1 - [IRGQ_HUMAN] 0.597 0.76 

Q9H910 Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=1 - [HN1L_HUMAN] 0.597 0.79 

P05121 Plasminogen activator inhibitor 1 OS=Homo sapiens GN=SERPINE1 PE=1 SV=1 - [PAI1_HUMAN] 0.601 0.90 

Q86VP6 Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2 - [CAND1_HUMAN] 0.602 0.88 

P52701 DNA mismatch repair protein Msh6 OS=Homo sapiens GN=MSH6 PE=1 SV=2 - [MSH6_HUMAN] 0.602 0.74 

Q15021 Condensin complex subunit 1 OS=Homo sapiens GN=NCAPD2 PE=1 SV=3 - [CND1_HUMAN] 0.602 0.82 

Q9UBQ0 Vacuolar protein sorting-associated protein 29 OS=Homo sapiens GN=VPS29 PE=1 SV=1 - [VPS29_HUMAN] 0.603 0.89 

O75436 Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=2 - [VP26A_HUMAN] 0.603 0.89 

P16615 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1 - [AT2A2_HUMAN] 0.604 0.91 

Q14847 LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=2 - [LASP1_HUMAN] 0.606 0.97 

Q99471 Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=2 - [PFD5_HUMAN] 0.607 0.60 

Q96T76 MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2 - [MMS19_HUMAN] 0.608 0.90 

Q6NUP7 Serine/threonine-protein phosphatase 4 regulatory subunit 4 OS=Homo sapiens GN=PPP4R4 PE=1 SV=1 - [PP4R4_HUMAN] 0.609 0.73 

Q96JJ7 Protein disulfide-isomerase TMX3 OS=Homo sapiens GN=TMX3 PE=1 SV=2 - [TMX3_HUMAN] 0.609 0.73 

P36507 Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=1 - [MP2K2_HUMAN] 0.611 0.83 

Q7Z6Z7 E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3 - [HUWE1_HUMAN] 0.612 1.11 

Q9NTJ3 Structural maintenance of chromosomes protein 4 OS=Homo sapiens GN=SMC4 PE=1 SV=2 - [SMC4_HUMAN] 0.615 0.90 
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Q01082 Spectrin beta chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2 - [SPTB2_HUMAN] 0.616 0.79 

Q8TAT6 Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=3 - [NPL4_HUMAN] 0.617 0.77 

Q2M389 WASH complex subunit 7 OS=Homo sapiens GN=KIAA1033 PE=1 SV=2 - [WASH7_HUMAN] 0.618 0.87 

Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1 - [TBA1A_HUMAN] 0.618 0.88 

P02792 Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=2 - [FRIL_HUMAN] 0.619 0.77 

O00592 Podocalyxin OS=Homo sapiens GN=PODXL PE=1 SV=2 - [PODXL_HUMAN] 0.620 0.87 

Q9UP83 Conserved oligomeric Golgi complex subunit 5 OS=Homo sapiens GN=COG5 PE=1 SV=3 - [COG5_HUMAN] 0.620 0.87 

Q92499 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=2 - [DDX1_HUMAN] 0.621 0.75 

O60271 C-Jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4 - [JIP4_HUMAN] 0.621 1.05 

P60520 Gamma-aminobutyric acid receptor-associated protein-like 2 OS=Homo sapiens GN=GABARAPL2 PE=1 SV=1 - [GBRL2_HUMAN] 0.624 0.84 

P13861 cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=2 - [KAP2_HUMAN] 0.626 0.89 

P30613 Pyruvate kinase isozymes R/L OS=Homo sapiens GN=PKLR PE=1 SV=2 - [KPYR_HUMAN] 0.626 0.87 

O75368 SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=1 - [SH3L1_HUMAN] 0.626 0.89 

O14980 Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 - [XPO1_HUMAN] 0.627 0.90 

P49327 Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=3 - [FAS_HUMAN] 0.634 0.85 

Q9UNF0 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=2 - [PACN2_HUMAN] 0.634 0.83 

Q86Y56 HEAT repeat-containing protein 2 OS=Homo sapiens GN=HEATR2 PE=1 SV=4 - [HEAT2_HUMAN] 0.635 0.84 

Q16186 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2 - [ADRM1_HUMAN] 0.635 0.84 

Q92900 Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2 - [RENT1_HUMAN] 0.636 0.81 

P10644 cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=1 - [KAP0_HUMAN] 0.636 0.84 

Q12905 Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1 SV=2 - [ILF2_HUMAN] 0.641 0.90 

P35580 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=3 - [MYH10_HUMAN] 0.642 0.87 

P09104 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=3 - [ENOG_HUMAN] 0.643 0.83 

Q8TCG1 Protein CIP2A OS=Homo sapiens GN=KIAA1524 PE=1 SV=2 - [CIP2A_HUMAN] 0.644 0.86 

O60488 Long-chain-fatty-acid--CoA ligase 4 OS=Homo sapiens GN=ACSL4 PE=1 SV=2 - [ACSL4_HUMAN] 0.645 0.88 

P35080 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 - [PROF2_HUMAN] 0.645 0.87 

P29144 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4 - [TPP2_HUMAN] 0.646 1.05 

Q8N392 Rho GTPase-activating protein 18 OS=Homo sapiens GN=ARHGAP18 PE=1 SV=3 - [RHG18_HUMAN] 0.649 0.96 
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P31150 Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=2 - [GDIA_HUMAN] 0.649 0.87 

O15173 Membrane-associated progesterone receptor component 2 OS=Homo sapiens GN=PGRMC2 PE=1 SV=1 - [PGRC2_HUMAN] 0.649 0.92 

Q9H2M9 Rab3 GTPase-activating protein non-catalytic subunit OS=Homo sapiens GN=RAB3GAP2 PE=1 SV=1 - [RBGPR_HUMAN] 0.650 1.09 

Q9Y3Z3 SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=2 - [SAMH1_HUMAN] 0.652 0.86 

Q15435 Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=1 - [PP1R7_HUMAN] 0.653 0.80 

Q96EY7 Pentatricopeptide repeat domain-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=3 - [PTCD3_HUMAN] 0.653 0.95 

O75116 Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=4 - [ROCK2_HUMAN] 0.654 1.11 

Q15075 Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=2 - [EEA1_HUMAN] 0.654 1.11 

P27348 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=1 - [1433T_HUMAN] 0.656 0.95 

Q9Y6E2 Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=1 - [BZW2_HUMAN] 0.656 0.87 

Q13526 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=1 - [PIN1_HUMAN] 0.658 0.91 

Q16775 Hydroxyacylglutathione hydrolase, mitochondrial OS=Homo sapiens GN=HAGH PE=1 SV=2 - [GLO2_HUMAN] 0.658 0.91 

Q9BS40 Latexin OS=Homo sapiens GN=LXN PE=1 SV=2 - [LXN_HUMAN] 0.658 0.91 

Q9NPH2 Inositol-3-phosphate synthase 1 OS=Homo sapiens GN=ISYNA1 PE=1 SV=1 - [INO1_HUMAN] 0.658 0.91 

O14929 Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1 - [HAT1_HUMAN] 0.660 0.82 

Q15149 Plectin OS=Homo sapiens GN=PLEC PE=1 SV=3 - [PLEC_HUMAN] 0.661 0.79 

Q9Y2J2 Band 4.1-like protein 3 OS=Homo sapiens GN=EPB41L3 PE=1 SV=2 - [E41L3_HUMAN] 0.663 0.90 

Q02878 60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=3 - [RL6_HUMAN] 0.664 0.93 

Q9UDY2 Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=2 - [ZO2_HUMAN] 0.665 1.19 

P07814 Bifunctional glutamate/proline--tRNA ligase OS=Homo sapiens GN=EPRS PE=1 SV=5 - [SYEP_HUMAN] 0.665 0.87 

Q6PGP7 Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1 - [TTC37_HUMAN] 0.669 0.87 

Q06033 Inter-alpha-trypsin inhibitor heavy chain H3 OS=Homo sapiens GN=ITIH3 PE=1 SV=2 - [ITIH3_HUMAN] 0.670 0.39 

P30519 Heme oxygenase 2 OS=Homo sapiens GN=HMOX2 PE=1 SV=2 - [HMOX2_HUMAN] 0.670 0.39 

Q12972 Nuclear inhibitor of protein phosphatase 1 OS=Homo sapiens GN=PPP1R8 PE=1 SV=2 - [PP1R8_HUMAN] 0.670 0.39 

P31937 3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=HIBADH PE=1 SV=2 - [3HIDH_HUMAN] 0.671 0.89 

Q9NQR4 Omega-amidase NIT2 OS=Homo sapiens GN=NIT2 PE=1 SV=1 - [NIT2_HUMAN] 0.671 0.89 

O75694 Nuclear pore complex protein Nup155 OS=Homo sapiens GN=NUP155 PE=1 SV=1 - [NU155_HUMAN] 0.671 0.96 

Q16881 Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=3 - [TRXR1_HUMAN] 0.673 0.88 
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O15254 Peroxisomal acyl-coenzyme A oxidase 3 OS=Homo sapiens GN=ACOX3 PE=1 SV=2 - [ACOX3_HUMAN] 0.675 0.76 

Q9UKY7 Protein CDV3 homolog OS=Homo sapiens GN=CDV3 PE=1 SV=1 - [CDV3_HUMAN] 0.675 0.76 

Q8WVY7 Ubiquitin-like domain-containing CTD phosphatase 1 OS=Homo sapiens GN=UBLCP1 PE=1 SV=2 - [UBCP1_HUMAN] 0.675 0.76 

O96019 Actin-like protein 6A OS=Homo sapiens GN=ACTL6A PE=1 SV=1 - [ACL6A_HUMAN] 0.675 0.76 

Q92643 GPI-anchor transamidase OS=Homo sapiens GN=PIGK PE=1 SV=2 - [GPI8_HUMAN] 0.675 0.76 

Q9NVG8 TBC1 domain family member 13 OS=Homo sapiens GN=TBC1D13 PE=1 SV=3 - [TBC13_HUMAN] 0.675 0.76 

Q9Y295 Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens GN=DRG1 PE=1 SV=1 - [DRG1_HUMAN] 0.678 0.79 

P43246 DNA mismatch repair protein Msh2 OS=Homo sapiens GN=MSH2 PE=1 SV=1 - [MSH2_HUMAN] 0.678 0.82 

P55060 Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 - [XPO2_HUMAN] 0.681 0.92 

P19525 Interferon-induced, double-stranded RNA-activated protein kinase OS=Homo sapiens GN=EIF2AK2 PE=1 SV=2 - [E2AK2_HUMAN] 0.683 0.87 

Q13151 Heterogeneous nuclear ribonucleoprotein A0 OS=Homo sapiens GN=HNRNPA0 PE=1 SV=1 - [ROA0_HUMAN] 0.684 0.87 

P67812 Signal peptidase complex catalytic subunit SEC11A OS=Homo sapiens GN=SEC11A PE=1 SV=1 - [SC11A_HUMAN] 0.685 0.91 

P26440 Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=1 - [IVD_HUMAN] 0.686 0.78 

O75369 Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=2 - [FLNB_HUMAN] 0.687 0.91 

P48739 Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=2 - [PIPNB_HUMAN] 0.689 0.92 

P08729 Keratin, type II cytoskeletal 7 OS=Homo sapiens GN=KRT7 PE=1 SV=5 - [K2C7_HUMAN] 0.693 0.96 

P61916 Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=1 - [NPC2_HUMAN] 0.698 0.85 

Q9BVJ7 Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=1 - [DUS23_HUMAN] 0.698 0.85 

P83916 Chromobox protein homolog 1 OS=Homo sapiens GN=CBX1 PE=1 SV=1 - [CBX1_HUMAN] 0.698 0.85 

Q15363 Transmembrane emp24 domain-containing protein 2 OS=Homo sapiens GN=TMED2 PE=1 SV=1 - [TMED2_HUMAN] 0.698 0.85 

Q9Y490 Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 - [TLN1_HUMAN] 0.698 0.93 

P62244 40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=2 - [RS15A_HUMAN] 0.701 0.93 

Q6IAA8 Ragulator complex protein LAMTOR1 OS=Homo sapiens GN=LAMTOR1 PE=1 SV=2 - [LTOR1_HUMAN] 0.702 0.90 

Q9H2U2 Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=2 - [IPYR2_HUMAN] 0.702 0.79 

P51665 26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=2 - [PSD7_HUMAN] 0.703 0.93 

Q9BVK6 Transmembrane emp24 domain-containing protein 9 OS=Homo sapiens GN=TMED9 PE=1 SV=2 - [TMED9_HUMAN] 0.703 0.93 

Q13813 Spectrin alpha chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTAN1 PE=1 SV=3 - [SPTN1_HUMAN] 0.708 0.89 

P47895 Aldehyde dehydrogenase family 1 member A3 OS=Homo sapiens GN=ALDH1A3 PE=1 SV=2 - [AL1A3_HUMAN] 0.709 0.93 
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P27105 Erythrocyte band 7 integral membrane protein OS=Homo sapiens GN=STOM PE=1 SV=3 - [STOM_HUMAN] 0.710 0.87 

P06493 Cyclin-dependent kinase 1 OS=Homo sapiens GN=CDK1 PE=1 SV=3 - [CDK1_HUMAN] 0.711 0.90 

O43813 LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=1 - [LANC1_HUMAN] 0.712 0.99 

Q5SRE5 Nucleoporin NUP188 homolog OS=Homo sapiens GN=NUP188 PE=1 SV=1 - [NU188_HUMAN] 0.712 0.91 

P07237 Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=3 - [PDIA1_HUMAN] 0.718 0.93 

P0CW22 40S ribosomal protein S17-like OS=Homo sapiens GN=RPS17L PE=3 SV=1 - [RS17L_HUMAN] 0.718 0.93 

P30084 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=4 - [ECHM_HUMAN] 0.718 0.88 

Q9Y678 Coatomer subunit gamma-1 OS=Homo sapiens GN=COPG1 PE=1 SV=1 - [COPG1_HUMAN] 0.722 0.91 

P33176 Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1 - [KINH_HUMAN] 0.725 0.90 

P68431 Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2 - [H31_HUMAN] 0.727 0.93 

Q00839 Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=6 - [HNRPU_HUMAN] 0.727 0.92 

Q14152 Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1 - [EIF3A_HUMAN] 0.731 0.93 

Q00688 Peptidyl-prolyl cis-trans isomerase FKBP3 OS=Homo sapiens GN=FKBP3 PE=1 SV=1 - [FKBP3_HUMAN] 0.732 0.88 

P31943 Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=4 - [HNRH1_HUMAN] 0.735 0.95 

Q96FW1 Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2 - [OTUB1_HUMAN] 0.735 0.95 

P02786 Transferrin receptor protein 1 OS=Homo sapiens GN=TFRC PE=1 SV=2 - [TFR1_HUMAN] 0.736 0.87 

P40939 Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=2 - [ECHA_HUMAN] 0.736 0.91 

P61158 Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=3 - [ARP3_HUMAN] 0.739 0.95 

P61978 Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=1 - [HNRPK_HUMAN] 0.740 0.94 

Q96TA1 Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=3 - [NIBL1_HUMAN] 0.740 0.91 

P04632 Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=1 - [CPNS1_HUMAN] 0.748 0.91 

Q6UVK1 Chondroitin sulfate proteoglycan 4 OS=Homo sapiens GN=CSPG4 PE=1 SV=2 - [CSPG4_HUMAN] 0.749 1.37 

Q15758 Neutral amino acid transporter B(0) OS=Homo sapiens GN=SLC1A5 PE=1 SV=2 - [AAAT_HUMAN] 0.750 0.84 

O15371 Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=1 - [EIF3D_HUMAN] 0.755 0.92 

P48735 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=2 - [IDHP_HUMAN] 0.758 0.96 

P15586 N-acetylglucosamine-6-sulfatase OS=Homo sapiens GN=GNS PE=1 SV=3 - [GNS_HUMAN] 0.758 0.98 

O00170 AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=2 - [AIP_HUMAN] 0.758 0.98 

O94808 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2 OS=Homo sapiens GN=GFPT2 PE=1 SV=3 - [GFPT2_HUMAN] 0.758 0.98 
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P14314 Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=2 - [GLU2B_HUMAN] 0.759 0.92 

Q86X83 COMM domain-containing protein 2 OS=Homo sapiens GN=COMMD2 PE=1 SV=2 - [COMD2_HUMAN] 0.761 0.92 

Q9BYN8 28S ribosomal protein S26, mitochondrial OS=Homo sapiens GN=MRPS26 PE=1 SV=1 - [RT26_HUMAN] 0.761 0.92 

Q9UHY7 Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=1 - [ENOPH_HUMAN] 0.761 0.92 

Q9Y3D6 Mitochondrial fission 1 protein OS=Homo sapiens GN=FIS1 PE=1 SV=2 - [FIS1_HUMAN] 0.761 0.92 

Q5T200 Zinc finger CCCH domain-containing protein 13 OS=Homo sapiens GN=ZC3H13 PE=1 SV=1 - [ZC3HD_HUMAN] 0.761 0.92 

Q15257 Serine/threonine-protein phosphatase 2A activator OS=Homo sapiens GN=PPP2R4 PE=1 SV=3 - [PTPA_HUMAN] 0.768 0.81 

O60493 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=3 - [SNX3_HUMAN] 0.770 0.95 

Q9H0C8 Integrin-linked kinase-associated serine/threonine phosphatase 2C OS=Homo sapiens GN=ILKAP PE=1 SV=1 - [ILKAP_HUMAN] 0.770 0.44 

P54652 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=1 - [HSP72_HUMAN] 0.771 0.94 

Q13618 Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 - [CUL3_HUMAN] 0.773 1.05 

Q96C19 EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=1 - [EFHD2_HUMAN] 0.774 0.97 

Q9UNM6 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=2 - [PSD13_HUMAN] 0.774 0.98 

P18077 60S ribosomal protein L35a OS=Homo sapiens GN=RPL35A PE=1 SV=2 - [RL35A_HUMAN] 0.775 0.95 

O75153 Clustered mitochondria protein homolog OS=Homo sapiens GN=CLUH PE=1 SV=2 - [CLU_HUMAN] 0.775 1.32 

Q6FI81 Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 - [CPIN1_HUMAN] 0.776 0.93 

Q7L5N7 Lysophosphatidylcholine acyltransferase 2 OS=Homo sapiens GN=LPCAT2 PE=1 SV=1 - [PCAT2_HUMAN] 0.777 1.08 

Q2NL82 Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens GN=TSR1 PE=1 SV=1 - [TSR1_HUMAN] 0.779 0.94 

Q7Z4W1 L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=2 - [DCXR_HUMAN] 0.779 0.94 

P02765 Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 - [FETUA_HUMAN] 0.779 0.94 

Q07812 Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=1 - [BAX_HUMAN] 0.780 0.94 

P12270 Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=3 - [TPR_HUMAN] 0.780 1.18 

P35908 Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=2 - [K22E_HUMAN] 0.780 0.96 

O95347 Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=2 - [SMC2_HUMAN] 0.781 0.93 

Q9H3U1 Protein unc-45 homolog A OS=Homo sapiens GN=UNC45A PE=1 SV=1 - [UN45A_HUMAN] 0.783 0.92 

P16435 NADPH--cytochrome P450 reductase OS=Homo sapiens GN=POR PE=1 SV=2 - [NCPR_HUMAN] 0.785 0.91 

P17612 cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=2 - [KAPCA_HUMAN] 0.786 0.93 

P15121 Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3 - [ALDR_HUMAN] 0.791 0.97 
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Q9Y3F4 Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=1 - [STRAP_HUMAN] 0.793 0.96 

Q06323 Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=1 - [PSME1_HUMAN] 0.793 0.96 

Q14997 Proteasome activator complex subunit 4 OS=Homo sapiens GN=PSME4 PE=1 SV=2 - [PSME4_HUMAN] 0.795 0.50 

P09972 Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=2 - [ALDOC_HUMAN] 0.795 0.50 

Q14344 Guanine nucleotide-binding protein subunit alpha-13 OS=Homo sapiens GN=GNA13 PE=1 SV=2 - [GNA13_HUMAN] 0.795 0.50 

P0C0L4 Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=2 - [CO4A_HUMAN] 0.795 0.50 

P55809 Succinyl-CoA:3-ketoacid coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=1 - [SCOT1_HUMAN] 0.796 1.11 

P57678 Gem-associated protein 4 OS=Homo sapiens GN=GEMIN4 PE=1 SV=2 - [GEMI4_HUMAN] 0.797 0.96 

P51812 Ribosomal protein S6 kinase alpha-3 OS=Homo sapiens GN=RPS6KA3 PE=1 SV=1 - [KS6A3_HUMAN] 0.798 1.22 

P49721 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=1 - [PSB2_HUMAN] 0.800 0.86 

P21399 Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=3 - [ACOC_HUMAN] 0.804 0.95 

Q9UMY4 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 - [SNX12_HUMAN] 0.806 0.95 

P22314 Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3 - [UBA1_HUMAN] 0.807 0.95 

Q9BXP5 Serrate RNA effector molecule homolog OS=Homo sapiens GN=SRRT PE=1 SV=1 - [SRRT_HUMAN] 0.807 0.95 

Q13098 COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=4 - [CSN1_HUMAN] 0.808 0.98 

Q9NUU7 ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=1 - [DD19A_HUMAN] 0.808 0.94 

Q15019 Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 - [SEPT2_HUMAN] 0.808 0.94 

P49888 Estrogen sulfotransferase OS=Homo sapiens GN=SULT1E1 PE=1 SV=1 - [ST1E1_HUMAN] 0.808 0.91 

Q00169 Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=2 - [PIPNA_HUMAN] 0.810 0.95 

Q4G0F5 Vacuolar protein sorting-associated protein 26B OS=Homo sapiens GN=VPS26B PE=1 SV=2 - [VP26B_HUMAN] 0.810 0.95 

Q8N6T3 ADP-ribosylation factor GTPase-activating protein 1 OS=Homo sapiens GN=ARFGAP1 PE=1 SV=2 - [ARFG1_HUMAN] 0.810 0.95 

P55957 BH3-interacting domain death agonist OS=Homo sapiens GN=BID PE=1 SV=1 - [BID_HUMAN] 0.810 0.95 

P57088 Transmembrane protein 33 OS=Homo sapiens GN=TMEM33 PE=1 SV=2 - [TMM33_HUMAN] 0.810 0.95 

Q13310 Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=1 - [PABP4_HUMAN] 0.811 0.79 

P30085 UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=3 - [KCY_HUMAN] 0.813 0.95 

O43707 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2 - [ACTN4_HUMAN] 0.814 0.95 

Q16836 Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Homo sapiens GN=HADH PE=1 SV=3 - [HCDH_HUMAN] 0.814 0.87 

P49354 Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=1 - [FNTA_HUMAN] 0.814 0.87 
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Q9BZF1 Oxysterol-binding protein-related protein 8 OS=Homo sapiens GN=OSBPL8 PE=1 SV=3 - [OSBL8_HUMAN] 0.814 0.87 

Q92734 Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=2 - [TFG_HUMAN] 0.819 0.90 

P60228 Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=1 - [EIF3E_HUMAN] 0.821 0.92 

P28482 Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=3 - [MK01_HUMAN] 0.823 0.94 

P07996 Thrombospondin-1 OS=Homo sapiens GN=THBS1 PE=1 SV=2 - [TSP1_HUMAN] 0.823 0.94 

P54136 Arginine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=2 - [SYRC_HUMAN] 0.823 0.93 

Q8NF91 Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=4 - [SYNE1_HUMAN] 0.823 0.88 

Q6IQ22 Ras-related protein Rab-12 OS=Homo sapiens GN=RAB12 PE=1 SV=3 - [RAB12_HUMAN] 0.824 1.00 

P63104 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1 - [1433Z_HUMAN] 0.825 0.98 

P05787 Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=7 - [K2C8_HUMAN] 0.826 0.96 

Q9UH65 Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=1 - [SWP70_HUMAN] 0.828 0.95 

P41240 Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=1 - [CSK_HUMAN] 0.828 0.58 

P00813 Adenosine deaminase OS=Homo sapiens GN=ADA PE=1 SV=3 - [ADA_HUMAN] 0.828 0.58 

Q969X5 Endoplasmic reticulum-Golgi intermediate compartment protein 1 OS=Homo sapiens GN=ERGIC1 PE=1 SV=1 - [ERGI1_HUMAN] 0.832 0.97 

Q07955 Serine/arginine-rich splicing factor 1 OS=Homo sapiens GN=SRSF1 PE=1 SV=2 - [SRSF1_HUMAN] 0.836 0.96 

P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1 - [HSP7C_HUMAN] 0.837 0.96 

P61758 Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=3 - [PFD3_HUMAN] 0.838 0.95 

P78371 T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4 - [TCPB_HUMAN] 0.838 0.94 

O43592 Exportin-T OS=Homo sapiens GN=XPOT PE=1 SV=2 - [XPOT_HUMAN] 0.842 0.95 

Q15102 Platelet-activating factor acetylhydrolase IB subunit gamma OS=Homo sapiens GN=PAFAH1B3 PE=1 SV=1 - [PA1B3_HUMAN] 0.842 0.92 

Q15631 Translin OS=Homo sapiens GN=TSN PE=1 SV=1 - [TSN_HUMAN] 0.844 0.96 

P41250 Glycine--tRNA ligase OS=Homo sapiens GN=GARS PE=1 SV=3 - [SYG_HUMAN] 0.845 0.93 

P46776 60S ribosomal protein L27a OS=Homo sapiens GN=RPL27A PE=1 SV=2 - [RL27A_HUMAN] 0.848 0.96 

P24534 Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=3 - [EF1B_HUMAN] 0.848 0.96 

P52298 Nuclear cap-binding protein subunit 2 OS=Homo sapiens GN=NCBP2 PE=1 SV=1 - [NCBP2_HUMAN] 0.849 0.85 

Q9Y315 Putative deoxyribose-phosphate aldolase OS=Homo sapiens GN=DERA PE=1 SV=2 - [DEOC_HUMAN] 0.849 0.85 

P41252 Isoleucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=2 - [SYIC_HUMAN] 0.849 1.03 

P29401 Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 - [TKT_HUMAN] 0.850 0.97 
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P62701 40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=2 - [RS4X_HUMAN] 0.850 0.92 

P07942 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=2 - [LAMB1_HUMAN] 0.850 1.00 

Q7Z2Z2 Elongation factor Tu GTP-binding domain-containing protein 1 OS=Homo sapiens GN=EFTUD1 PE=1 SV=2 - [ETUD1_HUMAN] 0.852 1.04 

P13667 Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=2 - [PDIA4_HUMAN] 0.852 0.97 

Q6PCE3 Glucose 1,6-bisphosphate synthase OS=Homo sapiens GN=PGM2L1 PE=1 SV=3 - [PGM2L_HUMAN] 0.853 0.93 

P23528 Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 - [COF1_HUMAN] 0.853 0.97 

Q16658 Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 - [FSCN1_HUMAN] 0.857 0.97 

Q14258 E3 ubiquitin/ISG15 ligase TRIM25 OS=Homo sapiens GN=TRIM25 PE=1 SV=2 - [TRI25_HUMAN] 0.860 0.85 

Q8N766 ER membrane protein complex subunit 1 OS=Homo sapiens GN=EMC1 PE=1 SV=1 - [EMC1_HUMAN] 0.860 1.02 

Q12931 Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=3 - [TRAP1_HUMAN] 0.862 0.96 

Q9P2T1 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=1 - [GMPR2_HUMAN] 0.862 0.89 

P21333 Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 - [FLNA_HUMAN] 0.867 0.97 

Q9Y2V2 Calcium-regulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 PE=1 SV=2 - [CHSP1_HUMAN] 0.868 0.96 

Q8N163 DBIRD complex subunit KIAA1967 OS=Homo sapiens GN=KIAA1967 PE=1 SV=2 - [K1967_HUMAN] 0.869 0.98 

Q04637 Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=4 - [IF4G1_HUMAN] 0.872 1.00 

O95163 Elongator complex protein 1 OS=Homo sapiens GN=IKBKAP PE=1 SV=3 - [ELP1_HUMAN] 0.873 0.70 

P30740 Leukocyte elastase inhibitor OS=Homo sapiens GN=SERPINB1 PE=1 SV=1 - [ILEU_HUMAN] 0.873 0.70 

P35813 Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=1 - [PPM1A_HUMAN] 0.873 0.70 

Q5JRA6 Melanoma inhibitory activity protein 3 OS=Homo sapiens GN=MIA3 PE=1 SV=1 - [MIA3_HUMAN] 0.873 0.70 

Q8NBJ7 Sulfatase-modifying factor 2 OS=Homo sapiens GN=SUMF2 PE=1 SV=2 - [SUMF2_HUMAN] 0.873 0.70 

Q9UPY5 Cystine/glutamate transporter OS=Homo sapiens GN=SLC7A11 PE=1 SV=1 - [XCT_HUMAN] 0.873 0.70 

Q9NQ29 Putative RNA-binding protein Luc7-like 1 OS=Homo sapiens GN=LUC7L PE=1 SV=1 - [LUC7L_HUMAN] 0.873 0.70 

P25705 ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=1 - [ATPA_HUMAN] 0.874 0.96 

P13647 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=3 - [K2C5_HUMAN] 0.875 1.00 

P28072 Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4 - [PSB6_HUMAN] 0.876 0.99 

Q14696 LDLR chaperone MESD OS=Homo sapiens GN=MESDC2 PE=1 SV=2 - [MESD_HUMAN] 0.876 0.99 

P11802 Cyclin-dependent kinase 4 OS=Homo sapiens GN=CDK4 PE=1 SV=2 - [CDK4_HUMAN] 0.880 0.97 

Q01130 Serine/arginine-rich splicing factor 2 OS=Homo sapiens GN=SRSF2 PE=1 SV=4 - [SRSF2_HUMAN] 0.880 0.97 
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Q96CX2 BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=1 - [KCD12_HUMAN] 0.881 0.99 

Q00577 Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=2 - [PURA_HUMAN] 0.887 0.67 

P49770 Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=3 - [EI2BB_HUMAN] 0.887 0.67 

P31749 RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=2 - [AKT1_HUMAN] 0.887 0.67 

P08865 40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=4 - [RSSA_HUMAN] 0.888 0.95 

O14818 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=1 - [PSA7_HUMAN] 0.891 0.99 

P12955 Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=3 - [PEPD_HUMAN] 0.892 1.06 

Q9BR76 Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 - [COR1B_HUMAN] 0.893 0.90 

P30044 Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=4 - [PRDX5_HUMAN] 0.893 0.99 

Q9UHV9 Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=1 - [PFD2_HUMAN] 0.893 0.99 

Q9UBF2 Coatomer subunit gamma-2 OS=Homo sapiens GN=COPG2 PE=1 SV=1 - [COPG2_HUMAN] 0.896 0.65 

P54578 Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=3 - [UBP14_HUMAN] 0.897 0.90 

Q9NZ32 Actin-related protein 10 OS=Homo sapiens GN=ACTR10 PE=1 SV=1 - [ARP10_HUMAN] 0.907 1.08 

P06576 ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=3 - [ATPB_HUMAN] 0.907 0.99 

P14735 Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=4 - [IDE_HUMAN] 0.907 1.51 

Q5JSH3 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1 - [WDR44_HUMAN] 0.907 1.51 

Q99729 Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=2 - [ROAA_HUMAN] 0.910 0.99 

Q9H444 Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=1 - [CHM4B_HUMAN] 0.910 0.99 

Q9Y3U8 60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=3 - [RL36_HUMAN] 0.910 0.99 

O00422 Histone deacetylase complex subunit SAP18 OS=Homo sapiens GN=SAP18 PE=1 SV=1 - [SAP18_HUMAN] 0.911 0.83 

P50583 Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Homo sapiens GN=NUDT2 PE=1 SV=3 - [AP4A_HUMAN] 0.911 0.83 

P11586 C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3 - [C1TC_HUMAN] 0.911 0.98 

O75083 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=4 - [WDR1_HUMAN] 0.914 0.97 

Q14247 Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=2 - [SRC8_HUMAN] 0.916 0.93 

P07437 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2 - [TBB5_HUMAN] 0.917 0.98 

P68371 Tubulin beta-4B chain OS=Homo sapiens GN=TUBB4B PE=1 SV=1 - [TBB4B_HUMAN] 0.917 0.98 

P11021 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=2 - [GRP78_HUMAN] 0.918 0.97 

Q16531 DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1 - [DDB1_HUMAN] 0.918 1.00 
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P78357 Contactin-associated protein 1 OS=Homo sapiens GN=CNTNAP1 PE=1 SV=1 - [CNTP1_HUMAN] 0.920 0.73 

P11234 Ras-related protein Ral-B OS=Homo sapiens GN=RALB PE=1 SV=1 - [RALB_HUMAN] 0.920 0.73 

P26006 Integrin alpha-3 OS=Homo sapiens GN=ITGA3 PE=1 SV=5 - [ITA3_HUMAN] 0.921 1.06 

P04406 Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3 - [G3P_HUMAN] 0.923 0.96 

P62937 Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=2 - [PPIA_HUMAN] 0.923 0.96 

Q9Y624 Junctional adhesion molecule A OS=Homo sapiens GN=F11R PE=1 SV=1 - [JAM1_HUMAN] 0.924 0.77 

P10586 Receptor-type tyrosine-protein phosphatase F OS=Homo sapiens GN=PTPRF PE=1 SV=2 - [PTPRF_HUMAN] 0.924 0.77 

Q9C0E2 Exportin-4 OS=Homo sapiens GN=XPO4 PE=1 SV=2 - [XPO4_HUMAN] 0.924 0.77 

O00154 Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens GN=ACOT7 PE=1 SV=3 - [BACH_HUMAN] 0.924 0.98 

O43143 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=2 - [DHX15_HUMAN] 0.925 0.99 

P19105 Myosin regulatory light chain 12A OS=Homo sapiens GN=MYL12A PE=1 SV=2 - [ML12A_HUMAN] 0.926 0.99 

P25325 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=3 - [THTM_HUMAN] 0.926 0.99 

P28074 Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=3 - [PSB5_HUMAN] 0.926 0.98 

Q8NI35 InaD-like protein OS=Homo sapiens GN=INADL PE=1 SV=3 - [INADL_HUMAN] 0.927 0.89 

P01111 GTPase NRas OS=Homo sapiens GN=NRAS PE=1 SV=1 - [RASN_HUMAN] 0.928 1.00 

P63208 S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=2 - [SKP1_HUMAN] 0.928 1.00 

P11413 Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=4 - [G6PD_HUMAN] 0.928 1.00 

Q8IVD9 NudC domain-containing protein 3 OS=Homo sapiens GN=NUDCD3 PE=1 SV=3 - [NUDC3_HUMAN] 0.934 0.94 

Q01995 Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 - [TAGL_HUMAN] 0.934 0.99 

Q02790 Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Homo sapiens GN=FKBP4 PE=1 SV=3 - [FKBP4_HUMAN] 0.936 1.00 

Q16763 Ubiquitin-conjugating enzyme E2 S OS=Homo sapiens GN=UBE2S PE=1 SV=2 - [UBE2S_HUMAN] 0.936 1.13 

P55769 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=3 - [NH2L1_HUMAN] 0.936 1.13 

O94826 Mitochondrial import receptor subunit TOM70 OS=Homo sapiens GN=TOMM70A PE=1 SV=1 - [TOM70_HUMAN] 0.937 0.66 

Q9BZE4 Nucleolar GTP-binding protein 1 OS=Homo sapiens GN=GTPBP4 PE=1 SV=3 - [NOG1_HUMAN] 0.937 0.66 

P46940 Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1 - [IQGA1_HUMAN] 0.940 1.02 

P26038 Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 - [MOES_HUMAN] 0.942 0.97 

P07910 Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=4 - [HNRPC_HUMAN] 0.945 0.98 

Q13011 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=2 - [ECH1_HUMAN] 0.947 0.97 
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P30837 Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=1 SV=3 - [AL1B1_HUMAN] 0.950 0.83 

Q02750 Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=2 - [MP2K1_HUMAN] 0.953 0.98 

P62910 60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=2 - [RL32_HUMAN] 0.956 0.93 

Q16643 Drebrin OS=Homo sapiens GN=DBN1 PE=1 SV=4 - [DREB_HUMAN] 0.957 1.01 

P19623 Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=1 - [SPEE_HUMAN] 0.957 0.98 

P30048 Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=3 - [PRDX3_HUMAN] 0.957 0.98 

P30086 Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=3 - [PEBP1_HUMAN] 0.957 0.98 

P51114 Fragile X mental retardation syndrome-related protein 1 OS=Homo sapiens GN=FXR1 PE=1 SV=3 - [FXR1_HUMAN] 0.957 0.98 

P27695 DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=2 - [APEX1_HUMAN] 0.958 0.98 

P63279 SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=1 - [UBC9_HUMAN] 0.962 1.00 

P05161 Ubiquitin-like protein ISG15 OS=Homo sapiens GN=ISG15 PE=1 SV=5 - [ISG15_HUMAN] 0.962 1.00 

P61088 Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1 - [UBE2N_HUMAN] 0.964 0.95 

P20042 Eukaryotic translation initiation factor 2 subunit 2 OS=Homo sapiens GN=EIF2S2 PE=1 SV=2 - [IF2B_HUMAN] 0.969 1.06 

Q92945 Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=4 - [FUBP2_HUMAN] 0.971 0.97 

Q9NSE4 Isoleucine--tRNA ligase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2 - [SYIM_HUMAN] 0.972 1.01 

O94915 Protein furry homolog-like OS=Homo sapiens GN=FRYL PE=1 SV=2 - [FRYL_HUMAN] 0.973 0.92 

Q9Y2T2 AP-3 complex subunit mu-1 OS=Homo sapiens GN=AP3M1 PE=1 SV=1 - [AP3M1_HUMAN] 0.973 0.92 

Q15036 Sorting nexin-17 OS=Homo sapiens GN=SNX17 PE=1 SV=1 - [SNX17_HUMAN] 0.973 0.92 

Q8NFH3 Nucleoporin Nup43 OS=Homo sapiens GN=NUP43 PE=1 SV=1 - [NUP43_HUMAN] 0.973 0.92 

P10301 Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=1 - [RRAS_HUMAN] 0.973 0.97 

P61353 60S ribosomal protein L27 OS=Homo sapiens GN=RPL27 PE=1 SV=2 - [RL27_HUMAN] 0.973 0.97 

Q92747 Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=2 - [ARC1A_HUMAN] 0.973 0.97 

P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3 - [GBLP_HUMAN] 0.974 0.98 

O95861 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=1 SV=1 - [BPNT1_HUMAN] 0.974 0.99 

P60983 Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=2 - [GMFB_HUMAN] 0.974 0.99 

P43121 Cell surface glycoprotein MUC18 OS=Homo sapiens GN=MCAM PE=1 SV=2 - [MUC18_HUMAN] 0.974 1.00 

P05023 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1 - [AT1A1_HUMAN] 0.976 0.99 

O15460 Prolyl 4-hydroxylase subunit alpha-2 OS=Homo sapiens GN=P4HA2 PE=1 SV=1 - [P4HA2_HUMAN] 0.977 0.98 
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Q9Y5M8 Signal recognition particle receptor subunit beta OS=Homo sapiens GN=SRPRB PE=1 SV=3 - [SRPRB_HUMAN] 0.977 1.03 

P05141 ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=7 - [ADT2_HUMAN] 0.979 1.03 

P60842 Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=1 - [IF4A1_HUMAN] 0.981 1.00 

P08195 4F2 cell-surface antigen heavy chain OS=Homo sapiens GN=SLC3A2 PE=1 SV=3 - [4F2_HUMAN] 0.981 0.99 

P50914 60S ribosomal protein L14 OS=Homo sapiens GN=RPL14 PE=1 SV=4 - [RL14_HUMAN] 0.981 1.02 

Q92820 Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=2 - [GGH_HUMAN] 0.981 0.99 

Q7L2H7 Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=1 - [EIF3M_HUMAN] 0.987 0.99 

Q8IZT6 Abnormal spindle-like microcephaly-associated protein OS=Homo sapiens GN=ASPM PE=1 SV=2 - [ASPM_HUMAN] 0.988 0.96 

A5YKK6 CCR4-NOT transcription complex subunit 1 OS=Homo sapiens GN=CNOT1 PE=1 SV=2 - [CNOT1_HUMAN] 0.988 0.96 

P04424 Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=4 - [ARLY_HUMAN] 0.988 0.96 

Q14669 E3 ubiquitin-protein ligase TRIP12 OS=Homo sapiens GN=TRIP12 PE=1 SV=1 - [TRIPC_HUMAN] 0.988 0.96 

Q96K76 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=3 - [UBP47_HUMAN] 0.988 0.96 

Q15437 Protein transport protein Sec23B OS=Homo sapiens GN=SEC23B PE=1 SV=2 - [SC23B_HUMAN] 0.988 0.96 

P22102 Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1 - [PUR2_HUMAN] 0.990 1.02 

P54886 Delta-1-pyrroline-5-carboxylate synthase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=2 - [P5CS_HUMAN] 0.990 0.99 

Q9UKD2 mRNA turnover protein 4 homolog OS=Homo sapiens GN=MRTO4 PE=1 SV=2 - [MRT4_HUMAN] 0.990 0.83 

P07737 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 - [PROF1_HUMAN] 0.990 1.00 

Q16513 Serine/threonine-protein kinase N2 OS=Homo sapiens GN=PKN2 PE=1 SV=1 - [PKN2_HUMAN] 0.996 0.99 

Q08378 Golgin subfamily A member 3 OS=Homo sapiens GN=GOLGA3 PE=1 SV=2 - [GOGA3_HUMAN] 0.996 0.99 

Q13439 Golgin subfamily A member 4 OS=Homo sapiens GN=GOLGA4 PE=1 SV=1 - [GOGA4_HUMAN] 0.996 0.99 

P35221 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1 - [CTNA1_HUMAN] 0.998 0.99 

P00367 Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=2 - [DHE3_HUMAN] 0.999 1.09 

P61011 Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=1 - [SRP54_HUMAN] 0.999 1.02 

P23634 Plasma membrane calcium-transporting ATPase 4 OS=Homo sapiens GN=ATP2B4 PE=1 SV=2 - [AT2B4_HUMAN] 0.999 1.02 

P33993 DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4 - [MCM7_HUMAN] 0.997 1.00 

Q9BVG4 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=1 - [CX026_HUMAN] 0.997 1.23 

P22694 cAMP-dependent protein kinase catalytic subunit beta OS=Homo sapiens GN=PRKACB PE=1 SV=2 - [KAPCB_HUMAN] 0.995 1.03 

O75347 Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=3 - [TBCA_HUMAN] 0.992 1.03 
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P55263 Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=2 - [ADK_HUMAN] 0.991 0.88 

P47756 F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=4 - [CAPZB_HUMAN] 0.991 1.03 

P23381 Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=2 - [SYWC_HUMAN] 0.990 0.93 

Q9Y4G6 Talin-2 OS=Homo sapiens GN=TLN2 PE=1 SV=4 - [TLN2_HUMAN] 0.990 1.07 

P24043 Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=4 - [LAMA2_HUMAN] 0.989 1.03 

Q15185 Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=1 - [TEBP_HUMAN] 0.989 1.00 

P06748 Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2 - [NPM_HUMAN] 0.985 0.99 

P52566 Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=3 - [GDIR2_HUMAN] 0.984 1.01 

O43447 Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=1 - [PPIH_HUMAN] 0.984 1.01 

Q9P2E9 Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4 - [RRBP1_HUMAN] 0.983 1.23 

P21283 V-type proton ATPase subunit C 1 OS=Homo sapiens GN=ATP6V1C1 PE=1 SV=4 - [VATC1_HUMAN] 0.980 1.06 

P30520 Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens GN=ADSS PE=1 SV=3 - [PURA2_HUMAN] 0.979 0.99 

Q9BUQ8 Probable ATP-dependent RNA helicase DDX23 OS=Homo sapiens GN=DDX23 PE=1 SV=3 - [DDX23_HUMAN] 0.978 0.89 

P27824 Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 - [CALX_HUMAN] 0.978 0.99 

O14737 Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=3 - [PDCD5_HUMAN] 0.976 1.05 

P07741 Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=2 - [APT_HUMAN] 0.976 1.00 

Q9Y3D9 28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=2 - [RT23_HUMAN] 0.975 0.92 

P05198 Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=3 - [IF2A_HUMAN] 0.971 0.98 

Q9BXS5 AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=3 - [AP1M1_HUMAN] 0.970 0.90 

P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4 - [TERA_HUMAN] 0.967 1.00 

P31483 Nucleolysin TIA-1 isoform p40 OS=Homo sapiens GN=TIA1 PE=1 SV=3 - [TIA1_HUMAN] 0.966 1.15 

P07355 Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 - [ANXA2_HUMAN] 0.965 0.99 

Q3KQV9 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=1 SV=2 - [UAP1L_HUMAN] 0.963 1.15 

O60504 Vinexin OS=Homo sapiens GN=SORBS3 PE=1 SV=2 - [VINEX_HUMAN] 0.963 1.15 

Q9Y6D6 Brefeldin A-inhibited guanine nucleotide-exchange protein 1 OS=Homo sapiens GN=ARFGEF1 PE=1 SV=2 - [BIG1_HUMAN] 0.963 1.15 

Q5JTZ9 Alanine--tRNA ligase, mitochondrial OS=Homo sapiens GN=AARS2 PE=1 SV=1 - [SYAM_HUMAN] 0.963 1.15 

P48444 Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=1 SV=1 - [COPD_HUMAN] 0.959 1.06 

P46939 Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=2 - [UTRO_HUMAN] 0.958 1.27 
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P37840 Alpha-synuclein OS=Homo sapiens GN=SNCA PE=1 SV=1 - [SYUA_HUMAN] 0.958 0.62 

Q9UBB4 Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1 - [ATX10_HUMAN] 0.957 1.14 

Q9NZD2 Glycolipid transfer protein OS=Homo sapiens GN=GLTP PE=1 SV=3 - [GLTP_HUMAN] 0.957 1.14 

P53611 Geranylgeranyl transferase type-2 subunit beta OS=Homo sapiens GN=RABGGTB PE=1 SV=2 - [PGTB2_HUMAN] 0.957 1.14 

Q9UGP8 Translocation protein SEC63 homolog OS=Homo sapiens GN=SEC63 PE=1 SV=2 - [SEC63_HUMAN] 0.957 1.14 

P08133 Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 - [ANXA6_HUMAN] 0.957 1.00 

Q9Y281 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 - [COF2_HUMAN] 0.956 1.05 

P40925 Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=4 - [MDHC_HUMAN] 0.954 1.01 

O43684 Mitotic checkpoint protein BUB3 OS=Homo sapiens GN=BUB3 PE=1 SV=1 - [BUB3_HUMAN] 0.953 0.99 

O60502 Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2 - [NCOAT_HUMAN] 0.952 1.18 

P61163 Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=1 - [ACTZ_HUMAN] 0.951 0.99 

P62258 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1 - [1433E_HUMAN] 0.949 1.00 

P04114 Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=2 - [APOB_HUMAN] 0.947 1.30 

P62314 Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=1 - [SMD1_HUMAN] 0.940 1.09 

P50502 Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=2 - [F10A1_HUMAN] 0.940 1.39 

Q16576 Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=1 - [RBBP7_HUMAN] 0.940 1.32 

O60716 Catenin delta-1 OS=Homo sapiens GN=CTNND1 PE=1 SV=1 - [CTND1_HUMAN] 0.939 0.99 

P23246 Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2 - [SFPQ_HUMAN] 0.938 0.94 

P52434 DNA-directed RNA polymerases I, II, and III subunit RPABC3 OS=Homo sapiens GN=POLR2H PE=1 SV=4 - [RPAB3_HUMAN] 0.938 0.96 

O75718 Cartilage-associated protein OS=Homo sapiens GN=CRTAP PE=1 SV=1 - [CRTAP_HUMAN] 0.935 0.95 

Q08J23 tRNA (cytosine(34)-C(5))-methyltransferase OS=Homo sapiens GN=NSUN2 PE=1 SV=2 - [NSUN2_HUMAN] 0.934 1.03 

P84085 ADP-ribosylation factor 5 OS=Homo sapiens GN=ARF5 PE=1 SV=2 - [ARF5_HUMAN] 0.934 1.02 

P11177 Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=3 - [ODPB_HUMAN] 0.934 1.00 

O95881 Thioredoxin domain-containing protein 12 OS=Homo sapiens GN=TXNDC12 PE=1 SV=1 - [TXD12_HUMAN] 0.934 1.00 

P05091 Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=2 - [ALDH2_HUMAN] 0.934 1.00 

Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2 - [SERC_HUMAN] 0.931 1.01 

Q86TI2 Dipeptidyl peptidase 9 OS=Homo sapiens GN=DPP9 PE=1 SV=3 - [DPP9_HUMAN] 0.931 1.34 

Q9NS87 Kinesin-like protein KIF15 OS=Homo sapiens GN=KIF15 PE=1 SV=1 - [KIF15_HUMAN] 0.931 1.34 
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Q8IZP2 Putative protein FAM10A4 OS=Homo sapiens GN=ST13P4 PE=5 SV=1 - [ST134_HUMAN] 0.930 1.21 

Q9P2R7 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=3 - [SUCB1_HUMAN] 0.930 1.01 

Q9ULV4 Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=1 - [COR1C_HUMAN] 0.929 1.01 

P08107 Heat shock 70 kDa protein 1A/1B OS=Homo sapiens GN=HSPA1A PE=1 SV=5 - [HSP71_HUMAN] 0.923 1.01 

P05388 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=1 - [RLA0_HUMAN] 0.922 1.01 

P07954 Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=3 - [FUMH_HUMAN] 0.921 1.08 

P62851 40S ribosomal protein S25 OS=Homo sapiens GN=RPS25 PE=1 SV=1 - [RS25_HUMAN] 0.920 1.00 

Q92896 Golgi apparatus protein 1 OS=Homo sapiens GN=GLG1 PE=1 SV=2 - [GSLG1_HUMAN] 0.917 1.12 

Q15006 ER membrane protein complex subunit 2 OS=Homo sapiens GN=EMC2 PE=1 SV=1 - [EMC2_HUMAN] 0.917 1.12 

Q9Y282 Endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Homo sapiens GN=ERGIC3 PE=1 SV=1 - [ERGI3_HUMAN] 0.917 1.38 

O43432 Eukaryotic translation initiation factor 4 gamma 3 OS=Homo sapiens GN=EIF4G3 PE=1 SV=2 - [IF4G3_HUMAN] 0.917 1.38 

Q13464 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1 - [ROCK1_HUMAN] 0.917 1.38 

Q709C8 Vacuolar protein sorting-associated protein 13C OS=Homo sapiens GN=VPS13C PE=1 SV=1 - [VP13C_HUMAN] 0.917 1.38 

Q86YZ3 Hornerin OS=Homo sapiens GN=HRNR PE=1 SV=2 - [HORN_HUMAN] 0.917 1.38 

O75439 Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=1 SV=2 - [MPPB_HUMAN] 0.917 1.38 

P51148 Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=2 - [RAB5C_HUMAN] 0.915 1.01 

P62241 40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2 - [RS8_HUMAN] 0.915 1.01 

P30042 ES1 protein homolog, mitochondrial OS=Homo sapiens GN=C21orf33 PE=1 SV=3 - [ES1_HUMAN] 0.911 0.69 

Q12874 Splicing factor 3A subunit 3 OS=Homo sapiens GN=SF3A3 PE=1 SV=1 - [SF3A3_HUMAN] 0.911 0.69 

Q96P70 Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 - [IPO9_HUMAN] 0.911 1.04 

P11310 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=1 - [ACADM_HUMAN] 0.907 1.11 

Q15942 Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 - [ZYX_HUMAN] 0.907 1.01 

Q8WXF1 Paraspeckle component 1 OS=Homo sapiens GN=PSPC1 PE=1 SV=1 - [PSPC1_HUMAN] 0.906 1.04 

P13639 Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 - [EF2_HUMAN] 0.904 1.01 

P62280 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=3 - [RS11_HUMAN] 0.904 1.02 

O60333 Kinesin-like protein KIF1B OS=Homo sapiens GN=KIF1B PE=1 SV=5 - [KIF1B_HUMAN] 0.903 1.54 

O15498 Synaptobrevin homolog YKT6 OS=Homo sapiens GN=YKT6 PE=1 SV=1 - [YKT6_HUMAN] 0.902 1.04 

P08237 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=2 - [K6PF_HUMAN] 0.902 1.00 
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P49748 Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=1 - [ACADV_HUMAN] 0.897 1.01 

Q96I24 Far upstream element-binding protein 3 OS=Homo sapiens GN=FUBP3 PE=1 SV=2 - [FUBP3_HUMAN] 0.897 1.51 

Q15645 Pachytene checkpoint protein 2 homolog OS=Homo sapiens GN=TRIP13 PE=1 SV=2 - [PCH2_HUMAN] 0.894 0.98 

Q14008 Cytoskeleton-associated protein 5 OS=Homo sapiens GN=CKAP5 PE=1 SV=3 - [CKAP5_HUMAN] 0.894 1.01 

Q8WTS6 Histone-lysine N-methyltransferase SETD7 OS=Homo sapiens GN=SETD7 PE=1 SV=1 - [SETD7_HUMAN] 0.894 1.43 

Q86TX2 Acyl-coenzyme A thioesterase 1 OS=Homo sapiens GN=ACOT1 PE=1 SV=1 - [ACOT1_HUMAN] 0.894 1.43 

O76054 SEC14-like protein 2 OS=Homo sapiens GN=SEC14L2 PE=1 SV=1 - [S14L2_HUMAN] 0.894 1.43 

O95602 DNA-directed RNA polymerase I subunit RPA1 OS=Homo sapiens GN=POLR1A PE=1 SV=2 - [RPA1_HUMAN] 0.894 1.43 

P05106 Integrin beta-3 OS=Homo sapiens GN=ITGB3 PE=1 SV=2 - [ITB3_HUMAN] 0.894 1.43 

Q8N3C0 Activating signal cointegrator 1 complex subunit 3 OS=Homo sapiens GN=ASCC3 PE=1 SV=3 - [ASCC3_HUMAN] 0.894 1.43 

Q9UGR2 Zinc finger CCCH domain-containing protein 7B OS=Homo sapiens GN=ZC3H7B PE=1 SV=1 - [Z3H7B_HUMAN] 0.894 1.43 

Q9HB71 Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=2 - [CYBP_HUMAN] 0.891 1.03 

P05783 Keratin, type I cytoskeletal 18 OS=Homo sapiens GN=KRT18 PE=1 SV=2 - [K1C18_HUMAN] 0.888 1.02 

O75822 Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=2 - [EIF3J_HUMAN] 0.888 1.03 

Q6UB35 Monofunctional C1-tetrahydrofolate synthase, mitochondrial OS=Homo sapiens GN=MTHFD1L PE=1 SV=1 - [C1TM_HUMAN] 0.888 1.01 

P59998 Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=3 - [ARPC4_HUMAN] 0.888 1.02 

Q14139 Ubiquitin conjugation factor E4 A OS=Homo sapiens GN=UBE4A PE=1 SV=2 - [UBE4A_HUMAN] 0.886 1.11 

Q68EM7 Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=1 - [RHG17_HUMAN] 0.886 1.11 

Q96CS3 FAS-associated factor 2 OS=Homo sapiens GN=FAF2 PE=1 SV=2 - [FAF2_HUMAN] 0.886 1.11 

P42224 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=2 - [STAT1_HUMAN] 0.886 1.02 

P09622 Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=2 - [DLDH_HUMAN] 0.885 1.20 

O95671 N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=3 - [ASML_HUMAN] 0.883 1.61 

Q9UKK3 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=3 - [PARP4_HUMAN] 0.883 1.61 

Q9Y262 Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens GN=EIF3L PE=1 SV=1 - [EIF3L_HUMAN] 0.883 1.02 

P00491 Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 - [PNPH_HUMAN] 0.880 1.01 

P55010 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=2 - [IF5_HUMAN] 0.878 1.01 

P24752 Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=1 - [THIL_HUMAN] 0.877 1.00 

P04179 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=2 - [SODM_HUMAN] 0.875 1.10 



 
 
 
 

cl 
 

P06132 Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=2 - [DCUP_HUMAN] 0.875 1.10 

P43686 26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=2 - [PRS6B_HUMAN] 0.875 1.07 

Q13885 Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1 - [TBB2A_HUMAN] 0.874 1.01 

O00299 Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=4 - [CLIC1_HUMAN] 0.874 1.02 

Q9H0U4 Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=1 - [RAB1B_HUMAN] 0.874 1.02 

P50552 Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=3 - [VASP_HUMAN] 0.870 1.08 

Q9NZM1 Myoferlin OS=Homo sapiens GN=MYOF PE=1 SV=1 - [MYOF_HUMAN] 0.868 1.41 

P10619 Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=2 - [PPGB_HUMAN] 0.868 1.01 

Q9ULT8 E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=3 - [HECD1_HUMAN] 0.867 1.98 

Q14974 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2 - [IMB1_HUMAN] 0.865 1.02 

O95445 Apolipoprotein M OS=Homo sapiens GN=APOM PE=1 SV=2 - [APOM_HUMAN] 0.864 1.05 

P62158 Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 - [CALM_HUMAN] 0.864 1.05 

Q13642 Four and a half LIM domains protein 1 OS=Homo sapiens GN=FHL1 PE=1 SV=4 - [FHL1_HUMAN] 0.864 1.05 

P02649 Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 - [APOE_HUMAN] 0.864 1.05 

P54709 Sodium/potassium-transporting ATPase subunit beta-3 OS=Homo sapiens GN=ATP1B3 PE=1 SV=1 - [AT1B3_HUMAN] 0.856 1.08 

O00429 Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=2 - [DNM1L_HUMAN] 0.855 1.03 

Q5VYS8 Terminal uridylyltransferase 7 OS=Homo sapiens GN=ZCCHC6 PE=1 SV=1 - [TUT7_HUMAN] 0.851 1.71 

Q7Z3U7 Protein MON2 homolog OS=Homo sapiens GN=MON2 PE=1 SV=2 - [MON2_HUMAN] 0.851 1.71 

P56545 C-terminal-binding protein 2 OS=Homo sapiens GN=CTBP2 PE=1 SV=1 - [CTBP2_HUMAN] 0.851 1.71 

O60313 Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=3 - [OPA1_HUMAN] 0.850 1.17 

Q6PIU2 Neutral cholesterol ester hydrolase 1 OS=Homo sapiens GN=NCEH1 PE=1 SV=3 - [NCEH1_HUMAN] 0.849 1.02 

P49189 4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3 - [AL9A1_HUMAN] 0.849 1.04 

Q96G03 Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=4 - [PGM2_HUMAN] 0.846 1.06 

Q99873 Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=2 - [ANM1_HUMAN] 0.845 1.02 

P62249 40S ribosomal protein S16 OS=Homo sapiens GN=RPS16 PE=1 SV=2 - [RS16_HUMAN] 0.844 1.02 

P49589 Cysteine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=3 - [SYCC_HUMAN] 0.843 1.03 

P15880 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=2 - [RS2_HUMAN] 0.841 1.02 

P50452 Serpin B8 OS=Homo sapiens GN=SERPINB8 PE=1 SV=2 - [SPB8_HUMAN] 0.841 1.04 
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P35637 RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=1 - [FUS_HUMAN] 0.840 1.06 

P83731 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1 - [RL24_HUMAN] 0.840 1.06 

O00571 ATP-dependent RNA helicase DDX3X OS=Homo sapiens GN=DDX3X PE=1 SV=3 - [DDX3X_HUMAN] 0.840 1.04 

P13645 Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=6 - [K1C10_HUMAN] 0.839 1.01 

P34932 Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4 - [HSP74_HUMAN] 0.836 1.03 

P61981 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2 - [1433G_HUMAN] 0.834 1.01 

Q9NR45 Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=2 - [SIAS_HUMAN] 0.833 1.10 

Q92974 Rho guanine nucleotide exchange factor 2 OS=Homo sapiens GN=ARHGEF2 PE=1 SV=4 - [ARHG2_HUMAN] 0.833 1.05 

P15924 Desmoplakin OS=Homo sapiens GN=DSP PE=1 SV=3 - [DESP_HUMAN] 0.833 2.47 

P22234 Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=3 - [PUR6_HUMAN] 0.831 1.03 

Q9H3N1 Thioredoxin-related transmembrane protein 1 OS=Homo sapiens GN=TMX1 PE=1 SV=1 - [TMX1_HUMAN] 0.830 1.08 

P53602 Diphosphomevalonate decarboxylase OS=Homo sapiens GN=MVD PE=1 SV=1 - [MVD1_HUMAN] 0.828 1.23 

Q04917 14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4 - [1433F_HUMAN] 0.826 1.01 

P12429 Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 - [ANXA3_HUMAN] 0.825 1.02 

P13073 Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=1 - [COX41_HUMAN] 0.823 0.89 

P62820 Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=3 - [RAB1A_HUMAN] 0.823 1.03 

Q9UKK9 ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=1 - [NUDT5_HUMAN] 0.823 1.03 

P62753 40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=1 - [RS6_HUMAN] 0.822 1.04 

Q96CW1 AP-2 complex subunit mu OS=Homo sapiens GN=AP2M1 PE=1 SV=2 - [AP2M1_HUMAN] 0.821 1.13 

P22061 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=4 - [PIMT_HUMAN] 0.821 1.02 

P19338 Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 - [NUCL_HUMAN] 0.819 1.03 

Q7KZ85 Transcription elongation factor SPT6 OS=Homo sapiens GN=SUPT6H PE=1 SV=2 - [SPT6H_HUMAN] 0.819 1.99 

Q8IZH2 5'-3' exoribonuclease 1 OS=Homo sapiens GN=XRN1 PE=1 SV=1 - [XRN1_HUMAN] 0.819 1.99 

P43243 Matrin-3 OS=Homo sapiens GN=MATR3 PE=1 SV=2 - [MATR3_HUMAN] 0.818 1.05 

Q9Y266 Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=1 - [NUDC_HUMAN] 0.817 1.06 

P32322 Pyrroline-5-carboxylate reductase 1, mitochondrial OS=Homo sapiens GN=PYCR1 PE=1 SV=2 - [P5CR1_HUMAN] 0.814 1.10 

Q9BWU0 Kanadaptin OS=Homo sapiens GN=SLC4A1AP PE=1 SV=1 - [NADAP_HUMAN] 0.814 1.10 

Q16851 UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=5 - [UGPA_HUMAN] 0.810 1.05 
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P09382 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 - [LEG1_HUMAN] 0.810 1.08 

Q9NY33 Dipeptidyl peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=2 - [DPP3_HUMAN] 0.808 1.14 

P17655 Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=6 - [CAN2_HUMAN] 0.808 1.04 

P28066 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3 - [PSA5_HUMAN] 0.807 1.06 

P14625 Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 - [ENPL_HUMAN] 0.807 1.03 

Q14320 Protein FAM50A OS=Homo sapiens GN=FAM50A PE=1 SV=2 - [FA50A_HUMAN] 0.804 0.89 

Q9UG63 ATP-binding cassette sub-family F member 2 OS=Homo sapiens GN=ABCF2 PE=1 SV=2 - [ABCF2_HUMAN] 0.803 0.84 

O43809 Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens GN=NUDT21 PE=1 SV=1 - [CPSF5_HUMAN] 0.803 1.05 

O60841 Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=4 - [IF2P_HUMAN] 0.802 2.51 

P37837 Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 - [TALDO_HUMAN] 0.800 1.01 

Q15819 Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=4 - [UB2V2_HUMAN] 0.799 1.05 

O76031 ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=2 - [CLPX_HUMAN] 0.798 0.99 

P46379 Large proline-rich protein BAG6 OS=Homo sapiens GN=BAG6 PE=1 SV=2 - [BAG6_HUMAN] 0.795 2.27 

Q86XA9 HEAT repeat-containing protein 5A OS=Homo sapiens GN=HEATR5A PE=1 SV=2 - [HTR5A_HUMAN] 0.793 1.88 

Q6P1N9 Putative deoxyribonuclease TATDN1 OS=Homo sapiens GN=TATDN1 PE=1 SV=2 - [TATD1_HUMAN] 0.793 1.88 

Q712K3 Ubiquitin-conjugating enzyme E2 R2 OS=Homo sapiens GN=UBE2R2 PE=1 SV=1 - [UB2R2_HUMAN] 0.793 1.88 

P43007 Neutral amino acid transporter A OS=Homo sapiens GN=SLC1A4 PE=1 SV=1 - [SATT_HUMAN] 0.793 1.88 

O94760 N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=3 - [DDAH1_HUMAN] 0.791 1.06 

Q9UBE0 SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=1 - [SAE1_HUMAN] 0.790 1.07 

P39019 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=2 - [RS19_HUMAN] 0.789 1.04 

Q13247 Serine/arginine-rich splicing factor 6 OS=Homo sapiens GN=SRSF6 PE=1 SV=2 - [SRSF6_HUMAN] 0.783 1.12 

Q9NYL9 Tropomodulin-3 OS=Homo sapiens GN=TMOD3 PE=1 SV=1 - [TMOD3_HUMAN] 0.781 1.13 

Q15003 Condensin complex subunit 2 OS=Homo sapiens GN=NCAPH PE=1 SV=3 - [CND2_HUMAN] 0.780 1.17 

P31948 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=1 - [STIP1_HUMAN] 0.776 1.04 

P38606 V-type proton ATPase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=2 - [VATA_HUMAN] 0.776 1.06 

P30050 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=1 - [RL12_HUMAN] 0.776 1.06 

P80723 Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=2 - [BASP1_HUMAN] 0.776 2.55 

P31040 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=2 - [DHSA_HUMAN] 0.775 1.05 
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Q9BSJ8 Extended synaptotagmin-1 OS=Homo sapiens GN=ESYT1 PE=1 SV=1 - [ESYT1_HUMAN] 0.775 1.04 

P04083 Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2 - [ANXA1_HUMAN] 0.774 1.04 

P62195 26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=1 - [PRS8_HUMAN] 0.774 1.11 

P51911 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 - [CNN1_HUMAN] 0.773 1.32 

Q14697 Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3 - [GANAB_HUMAN] 0.771 1.05 

P50991 T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4 - [TCPD_HUMAN] 0.770 1.03 

P16284 Platelet endothelial cell adhesion molecule OS=Homo sapiens GN=PECAM1 PE=1 SV=1 - [PECA1_HUMAN] 0.767 0.95 

P50990 T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4 - [TCPQ_HUMAN] 0.765 1.04 

P06733 Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 - [ENOA_HUMAN] 0.764 1.02 

P07900 Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=5 - [HS90A_HUMAN] 0.762 1.05 

Q00653 Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=4 - [NFKB2_HUMAN] 0.760 0.92 

P15153 Ras-related C3 botulinum toxin substrate 2 OS=Homo sapiens GN=RAC2 PE=1 SV=1 - [RAC2_HUMAN] 0.760 1.10 

Q9NYF8 Bcl-2-associated transcription factor 1 OS=Homo sapiens GN=BCLAF1 PE=1 SV=2 - [BCLF1_HUMAN] 0.759 1.45 

Q9BV38 WD repeat-containing protein 18 OS=Homo sapiens GN=WDR18 PE=1 SV=2 - [WDR18_HUMAN] 0.758 0.87 

O00273 DNA fragmentation factor subunit alpha OS=Homo sapiens GN=DFFA PE=1 SV=1 - [DFFA_HUMAN] 0.757 1.13 

O95340 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 2 OS=Homo sapiens GN=PAPSS2 PE=1 SV=2 - [PAPS2_HUMAN] 0.757 1.08 

Q9BS26 Endoplasmic reticulum resident protein 44 OS=Homo sapiens GN=ERP44 PE=1 SV=1 - [ERP44_HUMAN] 0.757 1.12 

Q9H488 GDP-fucose protein O-fucosyltransferase 1 OS=Homo sapiens GN=POFUT1 PE=1 SV=1 - [OFUT1_HUMAN] 0.757 1.32 

O60884 DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=1 - [DNJA2_HUMAN] 0.757 1.32 

Q9UM54 Unconventional myosin-VI OS=Homo sapiens GN=MYO6 PE=1 SV=4 - [MYO6_HUMAN] 0.756 2.25 

Q9C0C9 Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE2O PE=1 SV=3 - [UBE2O_HUMAN] 0.756 2.25 

P04637 Cellular tumor antigen p53 OS=Homo sapiens GN=TP53 PE=1 SV=4 - [P53_HUMAN] 0.756 2.25 

P12081 Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=2 - [SYHC_HUMAN] 0.754 1.05 

P98082 Disabled homolog 2 OS=Homo sapiens GN=DAB2 PE=1 SV=3 - [DAB2_HUMAN] 0.753 1.06 

Q9HAV0 Guanine nucleotide-binding protein subunit beta-4 OS=Homo sapiens GN=GNB4 PE=1 SV=3 - [GBB4_HUMAN] 0.753 1.05 

P46977 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A OS=Homo sapiens GN=STT3A PE=1 SV=2 - [STT3A_HUMAN] 0.752 1.18 

P35527 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 - [K1C9_HUMAN] 0.751 1.03 

P33991 DNA replication licensing factor MCM4 OS=Homo sapiens GN=MCM4 PE=1 SV=5 - [MCM4_HUMAN] 0.751 1.11 
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Q6IBS0 Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 - [TWF2_HUMAN] 0.751 1.16 

Q9HC35 Echinoderm microtubule-associated protein-like 4 OS=Homo sapiens GN=EML4 PE=1 SV=3 - [EMAL4_HUMAN] 0.751 1.40 

P13797 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=4 - [PLST_HUMAN] 0.747 1.06 

Q92841 Probable ATP-dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=2 - [DDX17_HUMAN] 0.744 1.12 

Q15833 Syntaxin-binding protein 2 OS=Homo sapiens GN=STXBP2 PE=1 SV=2 - [STXB2_HUMAN] 0.741 1.18 

P13489 Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=2 - [RINI_HUMAN] 0.741 1.07 

Q9Y265 RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=1 - [RUVB1_HUMAN] 0.741 1.07 

Q13404 Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=2 - [UB2V1_HUMAN] 0.740 1.03 

P00492 Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=2 - [HPRT_HUMAN] 0.740 1.03 

P11233 Ras-related protein Ral-A OS=Homo sapiens GN=RALA PE=1 SV=1 - [RALA_HUMAN] 0.740 1.14 

P40121 Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=2 - [CAPG_HUMAN] 0.740 1.03 

P11940 Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=2 - [PABP1_HUMAN] 0.739 1.06 

Q92890 Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=3 - [UFD1_HUMAN] 0.735 1.10 

P04843 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 OS=Homo sapiens GN=RPN1 PE=1 SV=1 - [RPN1_HUMAN] 0.735 1.08 

Q9Y5B9 FACT complex subunit SPT16 OS=Homo sapiens GN=SUPT16H PE=1 SV=1 - [SP16H_HUMAN] 0.735 1.10 

Q15029 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1 - [U5S1_HUMAN] 0.734 1.02 

P52888 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=2 - [THOP1_HUMAN] 0.734 1.11 

P49792 E3 SUMO-protein ligase RanBP2 OS=Homo sapiens GN=RANBP2 PE=1 SV=2 - [RBP2_HUMAN] 0.730 2.62 

Q10713 Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=2 - [MPPA_HUMAN] 0.729 1.18 

P00390 Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=2 - [GSHR_HUMAN] 0.728 1.09 

Q13616 Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=2 - [CUL1_HUMAN] 0.728 1.09 

Q13283 Ras GTPase-activating protein-binding protein 1 OS=Homo sapiens GN=G3BP1 PE=1 SV=1 - [G3BP1_HUMAN] 0.728 1.09 

Q92905 COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=4 - [CSN5_HUMAN] 0.726 1.06 

P48556 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=2 - [PSMD8_HUMAN] 0.726 1.06 

P54687 Branched-chain-amino-acid aminotransferase, cytosolic OS=Homo sapiens GN=BCAT1 PE=1 SV=3 - [BCAT1_HUMAN] 0.726 1.20 

Q99829 Copine-1 OS=Homo sapiens GN=CPNE1 PE=1 SV=1 - [CPNE1_HUMAN] 0.726 1.20 

Q8N1F7 Nuclear pore complex protein Nup93 OS=Homo sapiens GN=NUP93 PE=1 SV=2 - [NUP93_HUMAN] 0.726 1.12 

P61009 Signal peptidase complex subunit 3 OS=Homo sapiens GN=SPCS3 PE=1 SV=1 - [SPCS3_HUMAN] 0.725 1.10 
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P69905 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=2 - [HBA_HUMAN] 0.725 1.10 

P04075 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2 - [ALDOA_HUMAN] 0.725 1.04 

Q16850 Lanosterol 14-alpha demethylase OS=Homo sapiens GN=CYP51A1 PE=1 SV=3 - [CP51A_HUMAN] 0.724 0.81 

O95831 Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=1 - [AIFM1_HUMAN] 0.722 1.60 

P26022 Pentraxin-related protein PTX3 OS=Homo sapiens GN=PTX3 PE=1 SV=3 - [PTX3_HUMAN] 0.721 0.91 

P49368 T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4 - [TCPG_HUMAN] 0.720 1.06 

P17844 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1 - [DDX5_HUMAN] 0.707 1.14 

P12956 X-ray repair cross-complementing protein 6 OS=Homo sapiens GN=XRCC6 PE=1 SV=2 - [XRCC6_HUMAN] 0.707 1.06 

P26885 Peptidyl-prolyl cis-trans isomerase FKBP2 OS=Homo sapiens GN=FKBP2 PE=1 SV=2 - [FKBP2_HUMAN] 0.702 1.16 

Q8N5M4 Tetratricopeptide repeat protein 9C OS=Homo sapiens GN=TTC9C PE=1 SV=1 - [TTC9C_HUMAN] 0.702 1.16 

P50402 Emerin OS=Homo sapiens GN=EMD PE=1 SV=1 - [EMD_HUMAN] 0.702 1.16 

Q08209 Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform OS=Homo sapiens GN=PPP3CA PE=1 SV=1 - [PP2BA_HUMAN] 0.701 0.96 

Q9NZL4 Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=1 - [HPBP1_HUMAN] 0.699 1.20 

Q9Y305 Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=2 - [ACOT9_HUMAN] 0.697 0.90 

Q96HS1 Serine/threonine-protein phosphatase PGAM5, mitochondrial OS=Homo sapiens GN=PGAM5 PE=1 SV=2 - [PGAM5_HUMAN] 0.696 1.18 

P02545 Prelamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 - [LMNA_HUMAN] 0.695 1.14 

Q13630 GDP-L-fucose synthase OS=Homo sapiens GN=TSTA3 PE=1 SV=1 - [FCL_HUMAN] 0.694 1.09 

Q9UL42 Paraneoplastic antigen Ma2 OS=Homo sapiens GN=PNMA2 PE=1 SV=2 - [PNMA2_HUMAN] 0.691 1.01 

O00764 Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=1 - [PDXK_HUMAN] 0.691 1.01 

Q96A35 39S ribosomal protein L24, mitochondrial OS=Homo sapiens GN=MRPL24 PE=1 SV=1 - [RM24_HUMAN] 0.679 0.96 

P61254 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=1 - [RL26_HUMAN] 0.679 1.11 

P20618 Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=2 - [PSB1_HUMAN] 0.678 1.07 

P54920 Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=3 - [SNAA_HUMAN] 0.678 1.07 

Q15907 Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=4 - [RB11B_HUMAN] 0.678 1.07 

O43760 Synaptogyrin-2 OS=Homo sapiens GN=SYNGR2 PE=1 SV=1 - [SNG2_HUMAN] 0.678 1.07 

O15427 Monocarboxylate transporter 4 OS=Homo sapiens GN=SLC16A3 PE=1 SV=1 - [MOT4_HUMAN] 0.678 1.07 

O75821 Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=2 - [EIF3G_HUMAN] 0.678 1.07 

P09211 Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=2 - [GSTP1_HUMAN] 0.678 1.07 
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P15559 NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=1 - [NQO1_HUMAN] 0.678 1.07 

P21291 Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=3 - [CSRP1_HUMAN] 0.678 1.07 

P24844 Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=4 - [MYL9_HUMAN] 0.678 1.07 

P52943 Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=1 - [CRIP2_HUMAN] 0.678 1.07 

P62070 Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=1 - [RRAS2_HUMAN] 0.678 1.07 

P62263 40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=3 - [RS14_HUMAN] 0.678 1.07 

Q14192 Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=3 - [FHL2_HUMAN] 0.678 1.07 

Q9NQ88 Fructose-2,6-bisphosphatase TIGAR OS=Homo sapiens GN=TIGAR PE=1 SV=1 - [TIGAR_HUMAN] 0.678 1.07 

O14908 PDZ domain-containing protein GIPC1 OS=Homo sapiens GN=GIPC1 PE=1 SV=2 - [GIPC1_HUMAN] 0.678 1.07 

Q04206 Transcription factor p65 OS=Homo sapiens GN=RELA PE=1 SV=2 - [TF65_HUMAN] 0.678 1.07 

Q15365 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=2 - [PCBP1_HUMAN] 0.678 1.07 

P35613 Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 - [BASI_HUMAN] 0.678 1.07 

Q15366 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=1 - [PCBP2_HUMAN] 0.678 1.07 

Q9NRV9 Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=1 - [HEBP1_HUMAN] 0.678 1.07 

Q9NUQ9 Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=1 - [FA49B_HUMAN] 0.678 1.07 

Q9NVE4 Coiled-coil domain-containing protein 87 OS=Homo sapiens GN=CCDC87 PE=2 SV=2 - [CCD87_HUMAN] 0.678 1.07 

Q9P253 Vacuolar protein sorting-associated protein 18 homolog OS=Homo sapiens GN=VPS18 PE=1 SV=2 - [VPS18_HUMAN] 0.678 1.07 

O95816 BAG family molecular chaperone regulator 2 OS=Homo sapiens GN=BAG2 PE=1 SV=1 - [BAG2_HUMAN] 0.678 1.12 

O75390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2 - [CISY_HUMAN] 0.677 1.07 

Q13409 Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=3 - [DC1I2_HUMAN] 0.676 1.09 

P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1 - [UB2L3_HUMAN] 0.676 1.09 

Q9BZZ5 Apoptosis inhibitor 5 OS=Homo sapiens GN=API5 PE=1 SV=3 - [API5_HUMAN] 0.675 1.36 

Q16401 26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=3 - [PSMD5_HUMAN] 0.675 1.11 

P14550 Alcohol dehydrogenase [NADP(+)] OS=Homo sapiens GN=AKR1A1 PE=1 SV=3 - [AK1A1_HUMAN] 0.675 1.11 

Q06203 Amidophosphoribosyltransferase OS=Homo sapiens GN=PPAT PE=1 SV=1 - [PUR1_HUMAN] 0.674 1.14 

Q9UHG3 Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=3 - [PCYOX_HUMAN] 0.674 1.18 

O95232 Luc7-like protein 3 OS=Homo sapiens GN=LUC7L3 PE=1 SV=2 - [LC7L3_HUMAN] 0.674 1.18 

Q9BXW7 Cat eye syndrome critical region protein 5 OS=Homo sapiens GN=CECR5 PE=1 SV=1 - [CECR5_HUMAN] 0.674 1.18 
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Q06210 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=3 - [GFPT1_HUMAN] 0.674 1.04 

Q00765 Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=3 - [REEP5_HUMAN] 0.672 1.16 

P53041 Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=1 - [PPP5_HUMAN] 0.670 1.08 

P49321 Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=2 - [NASP_HUMAN] 0.669 1.17 

O75340 Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=1 - [PDCD6_HUMAN] 0.668 1.16 

Q9NSD9 Phenylalanine--tRNA ligase beta subunit OS=Homo sapiens GN=FARSB PE=1 SV=3 - [SYFB_HUMAN] 0.667 1.08 

P60660 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2 - [MYL6_HUMAN] 0.665 1.08 

O75844 CAAX prenyl protease 1 homolog OS=Homo sapiens GN=ZMPSTE24 PE=1 SV=2 - [FACE1_HUMAN] 0.665 1.06 

Q15382 GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=1 - [RHEB_HUMAN] 0.665 1.03 

P08238 Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=4 - [HS90B_HUMAN] 0.663 1.06 

Q16539 Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=3 - [MK14_HUMAN] 0.663 1.05 

P20700 Lamin-B1 OS=Homo sapiens GN=LMNB1 PE=1 SV=2 - [LMNB1_HUMAN] 0.663 1.17 

P49755 Transmembrane emp24 domain-containing protein 10 OS=Homo sapiens GN=TMED10 PE=1 SV=2 - [TMEDA_HUMAN] 0.661 1.12 

P62316 Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=1 - [SMD2_HUMAN] 0.661 1.12 

P63000 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=1 - [RAC1_HUMAN] 0.659 1.08 

A0AVT1 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1 - [UBA6_HUMAN] 0.655 1.18 

Q7L0Y3 Mitochondrial ribonuclease P protein 1 OS=Homo sapiens GN=TRMT10C PE=1 SV=2 - [MRRP1_HUMAN] 0.652 1.14 

P49588 Alanine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2 - [SYAC_HUMAN] 0.652 1.13 

O60506 Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=2 - [HNRPQ_HUMAN] 0.650 1.13 

O15372 Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=1 - [EIF3H_HUMAN] 0.643 1.14 

Q9NZI8 Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=2 - [IF2B1_HUMAN] 0.641 1.16 

P48637 Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=1 - [GSHB_HUMAN] 0.640 1.14 

Q8N8S7 Protein enabled homolog OS=Homo sapiens GN=ENAH PE=1 SV=2 - [ENAH_HUMAN] 0.640 1.35 

Q9UJU6 Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=1 - [DBNL_HUMAN] 0.640 1.21 

Q9BZQ8 Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1 - [NIBAN_HUMAN] 0.639 1.16 

P06744 Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=4 - [G6PI_HUMAN] 0.638 1.10 

Q01813 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=2 - [K6PP_HUMAN] 0.637 1.06 

O75223 Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=1 - [GGCT_HUMAN] 0.637 1.12 
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P28838 Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=3 - [AMPL_HUMAN] 0.635 1.53 

Q9UHB6 LIM domain and actin-binding protein 1 OS=Homo sapiens GN=LIMA1 PE=1 SV=1 - [LIMA1_HUMAN] 0.629 1.03 

Q9Y285 Phenylalanine--tRNA ligase alpha subunit OS=Homo sapiens GN=FARSA PE=1 SV=3 - [SYFA_HUMAN] 0.629 1.56 

Q9GZZ1 N-alpha-acetyltransferase 50 OS=Homo sapiens GN=NAA50 PE=1 SV=1 - [NAA50_HUMAN] 0.628 1.20 

O95486 Protein transport protein Sec24A OS=Homo sapiens GN=SEC24A PE=1 SV=2 - [SC24A_HUMAN] 0.628 1.09 

P48507 Glutamate--cysteine ligase regulatory subunit OS=Homo sapiens GN=GCLM PE=1 SV=1 - [GSH0_HUMAN] 0.628 1.33 

P36405 ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=2 - [ARL3_HUMAN] 0.627 1.30 

Q9HAV4 Exportin-5 OS=Homo sapiens GN=XPO5 PE=1 SV=1 - [XPO5_HUMAN] 0.622 1.28 

Q14914 Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=2 - [PTGR1_HUMAN] 0.620 1.40 

Q8IZ83 Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=2 - [A16A1_HUMAN] 0.620 1.21 

Q12765 Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 - [SCRN1_HUMAN] 0.620 1.25 

P52788 Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2 - [SPSY_HUMAN] 0.620 1.25 

A0FGR8 Extended synaptotagmin-2 OS=Homo sapiens GN=ESYT2 PE=1 SV=1 - [ESYT2_HUMAN] 0.620 1.25 

P55084 Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=3 - [ECHB_HUMAN] 0.619 1.14 

Q8TD16 Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=1 - [BICD2_HUMAN] 0.616 1.30 

P50453 Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=1 - [SPB9_HUMAN] 0.616 1.11 

Q99497 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 - [PARK7_HUMAN] 0.614 1.03 

P46821 Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=2 - [MAP1B_HUMAN] 0.611 1.56 

Q01469 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=3 - [FABP5_HUMAN] 0.611 1.13 

Q99436 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=1 - [PSB7_HUMAN] 0.611 1.13 

O43815 Striatin OS=Homo sapiens GN=STRN PE=1 SV=4 - [STRN_HUMAN] 0.610 3.29 

P11498 Pyruvate carboxylase, mitochondrial OS=Homo sapiens GN=PC PE=1 SV=2 - [PYC_HUMAN] 0.610 3.29 

Q15020 Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1 - [SART3_HUMAN] 0.605 1.26 

O95433 Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=1 - [AHSA1_HUMAN] 0.605 1.13 

P62888 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=2 - [RL30_HUMAN] 0.603 1.12 

Q969T9 WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=1 - [WBP2_HUMAN] 0.603 1.21 

P09132 Signal recognition particle 19 kDa protein OS=Homo sapiens GN=SRP19 PE=1 SV=3 - [SRP19_HUMAN] 0.603 1.21 

Q9UPX0 Protein turtle homolog B OS=Homo sapiens GN=IGSF9B PE=2 SV=2 - [TUTLB_HUMAN] 0.601 1.36 
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Q9Y3P9 Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3 - [RBGP1_HUMAN] 0.593 1.46 

Q9UNS2 COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=3 - [CSN3_HUMAN] 0.593 1.46 

O43390 Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=1 - [HNRPR_HUMAN] 0.592 1.21 

Q14498 RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=2 - [RBM39_HUMAN] 0.592 1.23 

P10155 60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=2 - [RO60_HUMAN] 0.591 1.45 

Q15121 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=2 - [PEA15_HUMAN] 0.591 1.34 

P62277 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2 - [RS13_HUMAN] 0.589 1.02 

Q9NR30 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=5 - [DDX21_HUMAN] 0.587 1.28 

O75828 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=3 - [CBR3_HUMAN] 0.587 1.11 

O43704 Sulfotransferase family cytosolic 1B member 1 OS=Homo sapiens GN=SULT1B1 PE=1 SV=2 - [ST1B1_HUMAN] 0.586 1.20 

P61221 ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=1 - [ABCE1_HUMAN] 0.581 1.04 

Q9BUJ2 Heterogeneous nuclear ribonucleoprotein U-like protein 1 OS=Homo sapiens GN=HNRNPUL1 PE=1 SV=2 - [HNRL1_HUMAN] 0.579 1.53 

P54819 Adenylate kinase 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=2 - [KAD2_HUMAN] 0.577 1.18 

Q9H7Z7 Prostaglandin E synthase 2 OS=Homo sapiens GN=PTGES2 PE=1 SV=1 - [PGES2_HUMAN] 0.576 1.08 

Q8N9N7 Leucine-rich repeat-containing protein 57 OS=Homo sapiens GN=LRRC57 PE=1 SV=1 - [LRC57_HUMAN] 0.576 1.08 

Q9UI14 Prenylated Rab acceptor protein 1 OS=Homo sapiens GN=RABAC1 PE=1 SV=1 - [PRAF1_HUMAN] 0.576 1.08 

P61956 Small ubiquitin-related modifier 2 OS=Homo sapiens GN=SUMO2 PE=1 SV=3 - [SUMO2_HUMAN] 0.576 1.08 

Q9UJW0 Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=1 - [DCTN4_HUMAN] 0.576 1.08 

P04181 Ornithine aminotransferase, mitochondrial OS=Homo sapiens GN=OAT PE=1 SV=1 - [OAT_HUMAN] 0.575 1.14 

P29317 Ephrin type-A receptor 2 OS=Homo sapiens GN=EPHA2 PE=1 SV=2 - [EPHA2_HUMAN] 0.573 1.34 

P23526 Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=4 - [SAHH_HUMAN] 0.572 1.03 

P20337 Ras-related protein Rab-3B OS=Homo sapiens GN=RAB3B PE=1 SV=2 - [RAB3B_HUMAN] 0.571 1.15 

Q15293 Reticulocalbin-1 OS=Homo sapiens GN=RCN1 PE=1 SV=1 - [RCN1_HUMAN] 0.570 1.14 

P18669 Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=2 - [PGAM1_HUMAN] 0.567 1.12 

O75947 ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=3 - [ATP5H_HUMAN] 0.565 1.24 

Q9Y371 Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=1 - [SHLB1_HUMAN] 0.564 1.11 

Q96CV9 Optineurin OS=Homo sapiens GN=OPTN PE=1 SV=2 - [OPTN_HUMAN] 0.564 1.11 

Q96D15 Reticulocalbin-3 OS=Homo sapiens GN=RCN3 PE=1 SV=1 - [RCN3_HUMAN] 0.564 1.11 
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O43852 Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 - [CALU_HUMAN] 0.564 1.27 

O75521 Enoyl-CoA delta isomerase 2, mitochondrial OS=Homo sapiens GN=ECI2 PE=1 SV=4 - [ECI2_HUMAN] 0.563 1.29 

Q99598 Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=1 - [TSNAX_HUMAN] 0.562 1.46 

P26368 Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2 PE=1 SV=4 - [U2AF2_HUMAN] 0.562 1.46 

O95400 CD2 antigen cytoplasmic tail-binding protein 2 OS=Homo sapiens GN=CD2BP2 PE=1 SV=1 - [CD2B2_HUMAN] 0.562 1.46 

Q9UGI8 Testin OS=Homo sapiens GN=TES PE=1 SV=1 - [TES_HUMAN] 0.562 1.46 

P22695 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=3 - [QCR2_HUMAN] 0.562 1.46 

Q00796 Sorbitol dehydrogenase OS=Homo sapiens GN=SORD PE=1 SV=4 - [DHSO_HUMAN] 0.562 1.46 

P26639 Threonine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=3 - [SYTC_HUMAN] 0.562 1.05 

Q9Y3B8 Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=3 - [ORN_HUMAN] 0.562 1.32 

O75935 Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=1 - [DCTN3_HUMAN] 0.561 1.32 

Q9Y5K5 Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=3 - [UCHL5_HUMAN] 0.561 1.32 

Q14195 Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=1 - [DPYL3_HUMAN] 0.559 1.07 

Q9BUT1 3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=2 - [BDH2_HUMAN] 0.558 1.16 

O00425 Insulin-like growth factor 2 mRNA-binding protein 3 OS=Homo sapiens GN=IGF2BP3 PE=1 SV=2 - [IF2B3_HUMAN] 0.555 1.27 

P20073 Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=3 - [ANXA7_HUMAN] 0.555 1.10 

O15269 Serine palmitoyltransferase 1 OS=Homo sapiens GN=SPTLC1 PE=1 SV=1 - [SPTC1_HUMAN] 0.554 1.32 

Q96J02 E3 ubiquitin-protein ligase Itchy homolog OS=Homo sapiens GN=ITCH PE=1 SV=2 - [ITCH_HUMAN] 0.554 1.26 

Q9P0V3 SH3 domain-binding protein 4 OS=Homo sapiens GN=SH3BP4 PE=1 SV=1 - [SH3B4_HUMAN] 0.554 1.26 

P52209 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=3 - [6PGD_HUMAN] 0.554 1.13 

P32455 Interferon-induced guanylate-binding protein 1 OS=Homo sapiens GN=GBP1 PE=1 SV=2 - [GBP1_HUMAN] 0.551 1.11 

P04264 Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=6 - [K2C1_HUMAN] 0.551 1.06 

Q99615 DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=2 - [DNJC7_HUMAN] 0.550 1.45 

P17174 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=3 - [AATC_HUMAN] 0.550 1.08 

O14745 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=4 - [NHRF1_HUMAN] 0.549 1.33 

Q9UHD1 Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=2 - [CHRD1_HUMAN] 0.549 1.26 

P60900 Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=1 - [PSA6_HUMAN] 0.547 1.01 

Q9Y2L1 Exosome complex exonuclease RRP44 OS=Homo sapiens GN=DIS3 PE=1 SV=2 - [RRP44_HUMAN] 0.546 1.22 
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O60701 UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=1 - [UGDH_HUMAN] 0.546 1.15 

Q15042 Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3 - [RB3GP_HUMAN] 0.546 1.39 

P30040 Endoplasmic reticulum resident protein 29 OS=Homo sapiens GN=ERP29 PE=1 SV=4 - [ERP29_HUMAN] 0.546 1.02 

P48047 ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=1 - [ATPO_HUMAN] 0.546 1.02 

O15143 Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=3 - [ARC1B_HUMAN] 0.546 1.02 

P40227 T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=3 - [TCPZ_HUMAN] 0.544 1.10 

P51858 Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=1 - [HDGF_HUMAN] 0.542 1.21 

Q9P2J5 Leucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2 - [SYLC_HUMAN] 0.541 1.29 

Q15738 Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating OS=Homo sapiens GN=NSDHL PE=1 SV=2 - [NSDHL_HUMAN] 0.541 1.77 

P50479 PDZ and LIM domain protein 4 OS=Homo sapiens GN=PDLIM4 PE=1 SV=2 - [PDLI4_HUMAN] 0.541 1.11 

P11279 Lysosome-associated membrane glycoprotein 1 OS=Homo sapiens GN=LAMP1 PE=1 SV=3 - [LAMP1_HUMAN] 0.541 1.11 

P07686 Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=3 - [HEXB_HUMAN] 0.541 1.11 

P78344 Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1 - [IF4G2_HUMAN] 0.541 1.11 

P34897 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=3 - [GLYM_HUMAN] 0.539 1.14 

Q9UNF1 Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=2 - [MAGD2_HUMAN] 0.537 1.36 

P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2 - [LDHA_HUMAN] 0.536 1.08 

Q13126 S-methyl-5'-thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 SV=2 - [MTAP_HUMAN] 0.536 1.34 

P38117 Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=3 - [ETFB_HUMAN] 0.536 1.11 

P14317 Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=3 - [HCLS1_HUMAN] 0.536 1.57 

Q8NC51 Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=2 - [PAIRB_HUMAN] 0.531 1.46 

P55884 Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=3 - [EIF3B_HUMAN] 0.528 1.11 

P0C0S5 Histone H2A.Z OS=Homo sapiens GN=H2AFZ PE=1 SV=2 - [H2AZ_HUMAN] 0.525 1.22 

P43304 Glycerol-3-phosphate dehydrogenase, mitochondrial OS=Homo sapiens GN=GPD2 PE=1 SV=3 - [GPDM_HUMAN] 0.524 1.29 

Q96C01 Protein FAM136A OS=Homo sapiens GN=FAM136A PE=1 SV=1 - [F136A_HUMAN] 0.523 1.46 

Q8IWB7 WD repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=WDFY1 PE=1 SV=1 - [WDFY1_HUMAN] 0.523 1.46 

P62136 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=1 - [PP1A_HUMAN] 0.520 1.17 

Q9BT78 COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=1 - [CSN4_HUMAN] 0.519 1.22 

Q14566 DNA replication licensing factor MCM6 OS=Homo sapiens GN=MCM6 PE=1 SV=1 - [MCM6_HUMAN] 0.519 1.15 
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Q8WW59 SPRY domain-containing protein 4 OS=Homo sapiens GN=SPRYD4 PE=1 SV=2 - [SPRY4_HUMAN] 0.518 1.42 

Q07020 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2 - [RL18_HUMAN] 0.516 1.17 

P09496 Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=1 - [CLCA_HUMAN] 0.516 1.17 

P38646 Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=2 - [GRP75_HUMAN] 0.516 1.11 

P60981 Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 - [DEST_HUMAN] 0.516 1.09 

O60443 Non-syndromic hearing impairment protein 5 OS=Homo sapiens GN=DFNA5 PE=1 SV=2 - [DFNA5_HUMAN] 0.515 1.43 

Q9ULZ3 Apoptosis-associated speck-like protein containing a CARD OS=Homo sapiens GN=PYCARD PE=1 SV=2 - [ASC_HUMAN] 0.515 1.43 

O75131 Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=1 - [CPNE3_HUMAN] 0.515 1.43 

Q16543 Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=1 - [CDC37_HUMAN] 0.513 1.50 

O43237 Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=1 - [DC1L2_HUMAN] 0.510 1.58 

P30566 Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=2 - [PUR8_HUMAN] 0.510 1.58 

Q7KZF4 Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1 - [SND1_HUMAN] 0.507 1.07 

P36551 Coproporphyrinogen-III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=3 - [HEM6_HUMAN] 0.504 1.25 

Q63ZY3 KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=1 - [KANK2_HUMAN] 0.502 1.65 

Q9NVJ2 ADP-ribosylation factor-like protein 8B OS=Homo sapiens GN=ARL8B PE=1 SV=1 - [ARL8B_HUMAN] 0.500 1.19 

P36873 Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=1 - [PP1G_HUMAN] 0.500 1.19 

P62140 Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=3 - [PP1B_HUMAN] 0.500 1.19 

P61247 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=2 - [RS3A_HUMAN] 0.499 1.19 

Q9BV57 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Homo sapiens GN=ADI1 PE=1 SV=1 - [MTND_HUMAN] 0.498 1.59 

P53992 Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=3 - [SC24C_HUMAN] 0.497 1.20 

Q13619 Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 - [CUL4A_HUMAN] 0.495 1.48 

Q9Y2S7 Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=1 - [PDIP2_HUMAN] 0.494 1.50 

P09525 Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4 - [ANXA4_HUMAN] 0.494 1.12 

P08240 Signal recognition particle receptor subunit alpha OS=Homo sapiens GN=SRPR PE=1 SV=2 - [SRPR_HUMAN] 0.492 1.32 

Q06124 Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=2 - [PTN11_HUMAN] 0.492 1.27 

P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2 - [LDHB_HUMAN] 0.492 1.11 

Q99447 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=1 SV=1 - [PCY2_HUMAN] 0.492 2.03 

Q8NCN5 Pyruvate dehydrogenase phosphatase regulatory subunit, mitochondrial OS=Homo sapiens GN=PDPR PE=1 SV=2 - [PDPR_HUMAN] 0.492 2.03 
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P02751 Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=4 - [FINC_HUMAN] 0.491 1.22 

Q13838 Spliceosome RNA helicase DDX39B OS=Homo sapiens GN=DDX39B PE=1 SV=1 - [DX39B_HUMAN] 0.491 1.50 

Q8NBJ5 Procollagen galactosyltransferase 1 OS=Homo sapiens GN=GLT25D1 PE=1 SV=1 - [GT251_HUMAN] 0.489 1.54 

P12814 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2 - [ACTN1_HUMAN] 0.489 1.05 

Q86X55 Histone-arginine methyltransferase CARM1 OS=Homo sapiens GN=CARM1 PE=1 SV=3 - [CARM1_HUMAN] 0.488 1.58 

O14964 Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=1 - [HGS_HUMAN] 0.487 1.26 

P55735 Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=3 - [SEC13_HUMAN] 0.487 1.26 

P07099 Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1 SV=1 - [HYEP_HUMAN] 0.487 1.85 

O95336 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=2 - [6PGL_HUMAN] 0.486 1.26 

P37802 Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 - [TAGL2_HUMAN] 0.484 1.08 

Q9H3P7 Golgi resident protein GCP60 OS=Homo sapiens GN=ACBD3 PE=1 SV=4 - [GCP60_HUMAN] 0.483 1.46 

Q9H9A6 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=1 - [LRC40_HUMAN] 0.482 1.48 

P20290 Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=1 - [BTF3_HUMAN] 0.481 1.23 

Q9H0U3 Magnesium transporter protein 1 OS=Homo sapiens GN=MAGT1 PE=1 SV=1 - [MAGT1_HUMAN] 0.481 1.23 

Q9HC38 Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=1 - [GLOD4_HUMAN] 0.481 1.16 

Q9BWD1 Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=2 - [THIC_HUMAN] 0.481 1.16 

Q92688 Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=1 - [AN32B_HUMAN] 0.479 1.12 

Q86TU7 Histone-lysine N-methyltransferase setd3 OS=Homo sapiens GN=SETD3 PE=1 SV=1 - [SETD3_HUMAN] 0.478 1.72 

Q9H098 Protein FAM107B OS=Homo sapiens GN=FAM107B PE=2 SV=1 - [F107B_HUMAN] 0.478 1.72 

Q15771 Ras-related protein Rab-30 OS=Homo sapiens GN=RAB30 PE=1 SV=2 - [RAB30_HUMAN] 0.477 1.57 

Q15008 26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=1 - [PSMD6_HUMAN] 0.476 1.22 

Q13620 Cullin-4B OS=Homo sapiens GN=CUL4B PE=1 SV=4 - [CUL4B_HUMAN] 0.476 1.17 

O95394 Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=1 - [AGM1_HUMAN] 0.471 1.30 

Q96QU8 Exportin-6 OS=Homo sapiens GN=XPO6 PE=1 SV=1 - [XPO6_HUMAN] 0.466 1.43 

P09493 Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=2 - [TPM1_HUMAN] 0.466 1.07 

P00352 Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=2 - [AL1A1_HUMAN] 0.465 1.66 

P35520 Cystathionine beta-synthase OS=Homo sapiens GN=CBS PE=1 SV=2 - [CBS_HUMAN] 0.465 1.66 

Q7Z739 YTH domain family protein 3 OS=Homo sapiens GN=YTHDF3 PE=1 SV=1 - [YTHD3_HUMAN] 0.465 1.61 
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P51570 Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=1 - [GALK1_HUMAN] 0.464 1.71 

Q07960 Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=1 - [RHG01_HUMAN] 0.464 1.71 

P29992 Guanine nucleotide-binding protein subunit alpha-11 OS=Homo sapiens GN=GNA11 PE=1 SV=2 - [GNA11_HUMAN] 0.461 1.31 

P50148 Guanine nucleotide-binding protein G(q) subunit alpha OS=Homo sapiens GN=GNAQ PE=1 SV=4 - [GNAQ_HUMAN] 0.461 1.66 

Q01518 Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=5 - [CAP1_HUMAN] 0.460 1.13 

Q15555 Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=1 - [MARE2_HUMAN] 0.459 1.34 

P18206 Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 - [VINC_HUMAN] 0.457 1.09 

O43615 Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=2 - [TIM44_HUMAN] 0.455 1.51 

Q05397 Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2 - [FAK1_HUMAN] 0.454 1.39 

P55039 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=1 SV=1 - [DRG2_HUMAN] 0.454 1.39 

P08134 Rho-related GTP-binding protein RhoC OS=Homo sapiens GN=RHOC PE=1 SV=1 - [RHOC_HUMAN] 0.453 1.11 

Q9UHB9 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=2 - [SRP68_HUMAN] 0.452 1.28 

Q9NPQ8 Synembryn-A OS=Homo sapiens GN=RIC8A PE=1 SV=3 - [RIC8A_HUMAN] 0.451 1.54 

O94776 Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1 - [MTA2_HUMAN] 0.450 1.19 

P61326 Protein mago nashi homolog OS=Homo sapiens GN=MAGOH PE=1 SV=1 - [MGN_HUMAN] 0.448 1.69 

Q13131 5'-AMP-activated protein kinase catalytic subunit alpha-1 OS=Homo sapiens GN=PRKAA1 PE=1 SV=4 - [AAPK1_HUMAN] 0.448 1.69 

P19022 Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 - [CADH2_HUMAN] 0.448 1.69 

Q09666 Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2 - [AHNK_HUMAN] 0.443 2.01 

P62917 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=2 - [RL8_HUMAN] 0.442 1.25 

Q96PP9 Guanylate-binding protein 4 OS=Homo sapiens GN=GBP4 PE=1 SV=2 - [GBP4_HUMAN] 0.438 1.77 

P04818 Thymidylate synthase OS=Homo sapiens GN=TYMS PE=1 SV=3 - [TYSY_HUMAN] 0.437 1.22 

Q70UQ0 Inhibitor of nuclear factor kappa-B kinase-interacting protein OS=Homo sapiens GN=IKBIP PE=1 SV=1 - [IKIP_HUMAN] 0.437 1.22 

Q13263 Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=5 - [TIF1B_HUMAN] 0.437 1.08 

P50851 Lipopolysaccharide-responsive and beige-like anchor protein OS=Homo sapiens GN=LRBA PE=1 SV=4 - [LRBA_HUMAN] 0.437 1.69 

P63092 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1 - [GNAS2_HUMAN] 0.436 1.21 

Q9UBR2 Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 - [CATZ_HUMAN] 0.436 1.21 

P23193 Transcription elongation factor A protein 1 OS=Homo sapiens GN=TCEA1 PE=1 SV=2 - [TCEA1_HUMAN] 0.436 1.21 

Q96RP9 Elongation factor G, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=2 - [EFGM_HUMAN] 0.436 1.21 
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P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1 - [RD23B_HUMAN] 0.435 1.89 

Q9H832 Ubiquitin-conjugating enzyme E2 Z OS=Homo sapiens GN=UBE2Z PE=1 SV=2 - [UBE2Z_HUMAN] 0.435 1.89 

P42765 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=2 - [THIM_HUMAN] 0.433 1.08 

O95757 Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=3 - [HS74L_HUMAN] 0.433 1.08 

Q8N1G4 Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=1 - [LRC47_HUMAN] 0.433 1.34 

Q99439 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 - [CNN2_HUMAN] 0.431 1.27 

P61201 COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=1 - [CSN2_HUMAN] 0.431 1.37 

Q01085 Nucleolysin TIAR OS=Homo sapiens GN=TIAL1 PE=1 SV=1 - [TIAR_HUMAN] 0.431 1.37 

Q9Y230 RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=3 - [RUVB2_HUMAN] 0.431 1.25 

P12268 Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=2 - [IMDH2_HUMAN] 0.426 1.22 

P14923 Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=3 - [PLAK_HUMAN] 0.425 1.42 

P40926 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=3 - [MDHM_HUMAN] 0.424 1.18 

P36404 ADP-ribosylation factor-like protein 2 OS=Homo sapiens GN=ARL2 PE=1 SV=4 - [ARL2_HUMAN] 0.424 1.97 

Q9BPX5 Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=1 - [ARP5L_HUMAN] 0.423 1.10 

P62266 40S ribosomal protein S23 OS=Homo sapiens GN=RPS23 PE=1 SV=3 - [RS23_HUMAN] 0.423 1.10 

Q9UBQ7 Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=1 - [GRHPR_HUMAN] 0.423 1.10 

Q9Y5A9 YTH domain family protein 2 OS=Homo sapiens GN=YTHDF2 PE=1 SV=2 - [YTHD2_HUMAN] 0.423 1.10 

P62330 ADP-ribosylation factor 6 OS=Homo sapiens GN=ARF6 PE=1 SV=2 - [ARF6_HUMAN] 0.423 1.10 

Q13257 Mitotic spindle assembly checkpoint protein MAD2A OS=Homo sapiens GN=MAD2L1 PE=1 SV=1 - [MD2L1_HUMAN] 0.423 1.10 

P33992 DNA replication licensing factor MCM5 OS=Homo sapiens GN=MCM5 PE=1 SV=5 - [MCM5_HUMAN] 0.423 1.31 

Q15813 Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=1 - [TBCE_HUMAN] 0.419 1.93 

P14324 Farnesyl pyrophosphate synthase OS=Homo sapiens GN=FDPS PE=1 SV=4 - [FPPS_HUMAN] 0.419 1.15 

P62873 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=3 - [GBB1_HUMAN] 0.419 1.07 

Q9H4M9 EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=2 - [EHD1_HUMAN] 0.417 1.21 

P53990 IST1 homolog OS=Homo sapiens GN=IST1 PE=1 SV=1 - [IST1_HUMAN] 0.416 1.40 

P49023 Paxillin OS=Homo sapiens GN=PXN PE=1 SV=3 - [PAXI_HUMAN] 0.416 1.40 

P07951 Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=1 - [TPM2_HUMAN] 0.416 1.98 

Q5H9R7 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Homo sapiens GN=PPP6R3 PE=1 SV=2 - [PP6R3_HUMAN] 0.416 1.79 
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O95747 Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=1 - [OXSR1_HUMAN] 0.414 1.54 

P62424 60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2 - [RL7A_HUMAN] 0.413 1.36 

Q16527 Cysteine and glycine-rich protein 2 OS=Homo sapiens GN=CSRP2 PE=1 SV=3 - [CSRP2_HUMAN] 0.413 1.28 

Q6P3X3 Tetratricopeptide repeat protein 27 OS=Homo sapiens GN=TTC27 PE=1 SV=1 - [TTC27_HUMAN] 0.413 1.34 

P55145 Mesencephalic astrocyte-derived neurotrophic factor OS=Homo sapiens GN=MANF PE=1 SV=3 - [MANF_HUMAN] 0.410 1.43 

P01892 HLA class I histocompatibility antigen, A-2 alpha chain OS=Homo sapiens GN=HLA-A PE=1 SV=1 - [1A02_HUMAN] 0.410 2.09 

Q16822 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial OS=Homo sapiens GN=PCK2 PE=1 SV=3 - [PCKGM_HUMAN] 0.410 1.96 

Q9BYT8 Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=1 - [NEUL_HUMAN] 0.410 1.38 

P10809 60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=2 - [CH60_HUMAN] 0.410 1.15 

Q9H0B6 Kinesin light chain 2 OS=Homo sapiens GN=KLC2 PE=1 SV=1 - [KLC2_HUMAN] 0.409 2.05 

Q96KP4 Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=2 - [CNDP2_HUMAN] 0.406 1.91 

P28062 Proteasome subunit beta type-8 OS=Homo sapiens GN=PSMB8 PE=1 SV=3 - [PSB8_HUMAN] 0.406 1.27 

Q92520 Protein FAM3C OS=Homo sapiens GN=FAM3C PE=1 SV=1 - [FAM3C_HUMAN] 0.406 1.27 

P55036 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1 - [PSMD4_HUMAN] 0.406 1.27 

Q8TCT9 Minor histocompatibility antigen H13 OS=Homo sapiens GN=HM13 PE=1 SV=1 - [HM13_HUMAN] 0.406 1.27 

Q6DD88 Atlastin-3 OS=Homo sapiens GN=ATL3 PE=1 SV=1 - [ATLA3_HUMAN] 0.406 1.27 

P20340 Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1 SV=3 - [RAB6A_HUMAN] 0.406 1.08 

Q96EA4 Protein Spindly OS=Homo sapiens GN=SPDL1 PE=1 SV=2 - [SPDLY_HUMAN] 0.403 1.78 

P80303 Nucleobindin-2 OS=Homo sapiens GN=NUCB2 PE=1 SV=2 - [NUCB2_HUMAN] 0.403 1.78 

P09417 Dihydropteridine reductase OS=Homo sapiens GN=QDPR PE=1 SV=2 - [DHPR_HUMAN] 0.403 1.78 

Q14691 DNA replication complex GINS protein PSF1 OS=Homo sapiens GN=GINS1 PE=1 SV=1 - [PSF1_HUMAN] 0.403 1.78 

Q9NR56 Muscleblind-like protein 1 OS=Homo sapiens GN=MBNL1 PE=1 SV=2 - [MBNL1_HUMAN] 0.403 1.78 

Q13617 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 - [CUL2_HUMAN] 0.402 1.32 

Q9BY44 Eukaryotic translation initiation factor 2A OS=Homo sapiens GN=EIF2A PE=1 SV=3 - [EIF2A_HUMAN] 0.400 1.46 

Q12906 Interleukin enhancer-binding factor 3 OS=Homo sapiens GN=ILF3 PE=1 SV=3 - [ILF3_HUMAN] 0.400 1.18 

P22626 Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2 - [ROA2_HUMAN] 0.400 1.18 

P09601 Heme oxygenase 1 OS=Homo sapiens GN=HMOX1 PE=1 SV=1 - [HMOX1_HUMAN] 0.397 3.26 

P06865 Beta-hexosaminidase subunit alpha OS=Homo sapiens GN=HEXA PE=1 SV=2 - [HEXA_HUMAN] 0.394 1.94 
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Q9Y5R8 Trafficking protein particle complex subunit 1 OS=Homo sapiens GN=TRAPPC1 PE=1 SV=1 - [TPPC1_HUMAN] 0.394 1.94 

O75874 Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=2 - [IDHC_HUMAN] 0.393 1.20 

Q8NBS9 Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=2 - [TXND5_HUMAN] 0.392 1.04 

P05455 Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=2 - [LA_HUMAN] 0.388 1.31 

P02794 Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=2 - [FRIH_HUMAN] 0.386 1.35 

O15160 DNA-directed RNA polymerases I and III subunit RPAC1 OS=Homo sapiens GN=POLR1C PE=1 SV=1 - [RPAC1_HUMAN] 0.386 1.35 

Q12904 Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 OS=Homo sapiens GN=AIMP1 PE=1 SV=2 - [AIMP1_HUMAN] 0.386 1.35 

Q14108 Lysosome membrane protein 2 OS=Homo sapiens GN=SCARB2 PE=1 SV=2 - [SCRB2_HUMAN] 0.386 1.35 

O14530 Thioredoxin domain-containing protein 9 OS=Homo sapiens GN=TXNDC9 PE=1 SV=2 - [TXND9_HUMAN] 0.386 1.35 

Q9NUQ8 ATP-binding cassette sub-family F member 3 OS=Homo sapiens GN=ABCF3 PE=1 SV=2 - [ABCF3_HUMAN] 0.386 2.03 

Q9NTZ6 RNA-binding protein 12 OS=Homo sapiens GN=RBM12 PE=1 SV=1 - [RBM12_HUMAN] 0.386 1.30 

P0CG48 Polyubiquitin-C OS=Homo sapiens GN=UBC PE=1 SV=3 - [UBC_HUMAN] 0.385 2.11 

Q9NRC6 Spectrin beta chain, non-erythrocytic 5 OS=Homo sapiens GN=SPTBN5 PE=1 SV=1 - [SPTN5_HUMAN] 0.382 2.28 

O43776 Asparagine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=1 - [SYNC_HUMAN] 0.382 1.30 

O75665 Oral-facial-digital syndrome 1 protein OS=Homo sapiens GN=OFD1 PE=1 SV=1 - [OFD1_HUMAN] 0.382 2.01 

Q9BVC6 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=1 - [TM109_HUMAN] 0.382 1.36 

Q13492 Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=2 - [PICAL_HUMAN] 0.382 1.32 

Q8WWM7 Ataxin-2-like protein OS=Homo sapiens GN=ATXN2L PE=1 SV=2 - [ATX2L_HUMAN] 0.381 2.29 

Q8WYA6 Beta-catenin-like protein 1 OS=Homo sapiens GN=CTNNBL1 PE=1 SV=1 - [CTBL1_HUMAN] 0.379 1.55 

Q13177 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=3 - [PAK2_HUMAN] 0.378 2.17 

Q9Y696 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=4 - [CLIC4_HUMAN] 0.378 1.18 

Q13442 28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=1 - [HAP28_HUMAN] 0.378 1.23 

P29692 Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=5 - [EF1D_HUMAN] 0.377 1.13 

Q86YS6 Ras-related protein Rab-43 OS=Homo sapiens GN=RAB43 PE=1 SV=1 - [RAB43_HUMAN] 0.377 2.14 

P30530 Tyrosine-protein kinase receptor UFO OS=Homo sapiens GN=AXL PE=1 SV=3 - [UFO_HUMAN] 0.377 2.14 

P43487 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=1 - [RANG_HUMAN] 0.374 1.08 

O94855 Protein transport protein Sec24D OS=Homo sapiens GN=SEC24D PE=1 SV=2 - [SC24D_HUMAN] 0.374 1.28 

O43681 ATPase ASNA1 OS=Homo sapiens GN=ASNA1 PE=1 SV=2 - [ASNA_HUMAN] 0.373 1.39 
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Q8WX92 Negative elongation factor B OS=Homo sapiens GN=NELFB PE=1 SV=1 - [NELFB_HUMAN] 0.373 1.39 

P49411 Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=2 - [EFTU_HUMAN] 0.370 1.11 

Q07065 Cytoskeleton-associated protein 4 OS=Homo sapiens GN=CKAP4 PE=1 SV=2 - [CKAP4_HUMAN] 0.366 1.20 

P61764 Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=1 - [STXB1_HUMAN] 0.365 2.17 

P50213 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=1 - [IDH3A_HUMAN] 0.364 1.18 

O75351 Vacuolar protein sorting-associated protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=2 - [VPS4B_HUMAN] 0.364 2.06 

Q5JTV8 Torsin-1A-interacting protein 1 OS=Homo sapiens GN=TOR1AIP1 PE=1 SV=2 - [TOIP1_HUMAN] 0.364 2.06 

Q14694 Ubiquitin carboxyl-terminal hydrolase 10 OS=Homo sapiens GN=USP10 PE=1 SV=2 - [UBP10_HUMAN] 0.362 1.83 

P36915 Guanine nucleotide-binding protein-like 1 OS=Homo sapiens GN=GNL1 PE=1 SV=2 - [GNL1_HUMAN] 0.358 2.14 

P20839 Inosine-5'-monophosphate dehydrogenase 1 OS=Homo sapiens GN=IMPDH1 PE=1 SV=2 - [IMDH1_HUMAN] 0.358 2.14 

P61586 Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=1 - [RHOA_HUMAN] 0.357 1.24 

Q13347 Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=1 - [EIF3I_HUMAN] 0.357 1.19 

P68400 Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=1 - [CSK21_HUMAN] 0.357 1.18 

P49418 Amphiphysin OS=Homo sapiens GN=AMPH PE=1 SV=1 - [AMPH_HUMAN] 0.356 2.41 

O15305 Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=1 - [PMM2_HUMAN] 0.356 1.20 

P67775 Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=1 - [PP2AA_HUMAN] 0.356 2.26 

Q9NQW7 Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=3 - [XPP1_HUMAN] 0.350 1.17 

P24941 Cyclin-dependent kinase 2 OS=Homo sapiens GN=CDK2 PE=1 SV=2 - [CDK2_HUMAN] 0.350 1.17 

Q86UP2 Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 - [KTN1_HUMAN] 0.350 2.65 

P31350 Ribonucleoside-diphosphate reductase subunit M2 OS=Homo sapiens GN=RRM2 PE=1 SV=1 - [RIR2_HUMAN] 0.350 1.36 

O95817 BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=3 - [BAG3_HUMAN] 0.349 1.52 

P00558 Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=3 - [PGK1_HUMAN] 0.347 1.06 

Q9Y2Z0 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=3 - [SUGT1_HUMAN] 0.346 1.28 

P36957 
Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST 
PE=1 SV=4 - [ODO2_HUMAN] 0.346 1.28 

Q01844 RNA-binding protein EWS OS=Homo sapiens GN=EWSR1 PE=1 SV=1 - [EWS_HUMAN] 0.345 1.08 

Q9BUF5 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=1 - [TBB6_HUMAN] 0.344 1.11 

P49419 Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=5 - [AL7A1_HUMAN] 0.344 1.86 

Q9H074 Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=1 - [PAIP1_HUMAN] 0.342 2.34 
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P49902 Cytosolic purine 5'-nucleotidase OS=Homo sapiens GN=NT5C2 PE=1 SV=1 - [5NTC_HUMAN] 0.342 2.34 

Q9UL46 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=4 - [PSME2_HUMAN] 0.341 1.13 

Q96I99 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=1 SV=2 - [SUCB2_HUMAN] 0.340 1.41 

Q13242 Serine/arginine-rich splicing factor 9 OS=Homo sapiens GN=SRSF9 PE=1 SV=1 - [SRSF9_HUMAN] 0.339 1.42 

Q9UBS4 DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=1 - [DJB11_HUMAN] 0.338 2.37 

Q93034 Cullin-5 OS=Homo sapiens GN=CUL5 PE=1 SV=4 - [CUL5_HUMAN] 0.338 2.37 

P43034 Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=2 - [LIS1_HUMAN] 0.336 1.18 

O95864 Fatty acid desaturase 2 OS=Homo sapiens GN=FADS2 PE=1 SV=1 - [FADS2_HUMAN] 0.334 2.09 

O14966 Ras-related protein Rab-7L1 OS=Homo sapiens GN=RAB7L1 PE=1 SV=1 - [RAB7L_HUMAN] 0.334 2.09 

Q12981 Vesicle transport protein SEC20 OS=Homo sapiens GN=BNIP1 PE=1 SV=3 - [SEC20_HUMAN] 0.334 2.09 

P18031 Tyrosine-protein phosphatase non-receptor type 1 OS=Homo sapiens GN=PTPN1 PE=1 SV=1 - [PTN1_HUMAN] 0.334 2.09 

O60763 General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2 - [USO1_HUMAN] 0.331 1.24 

P21281 V-type proton ATPase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=3 - [VATB2_HUMAN] 0.331 1.42 

Q15046 Lysine--tRNA ligase OS=Homo sapiens GN=KARS PE=1 SV=3 - [SYK_HUMAN] 0.331 1.34 

O43242 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=2 - [PSMD3_HUMAN] 0.331 1.17 

P22392 Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=1 - [NDKB_HUMAN] 0.328 1.09 

P18085 ADP-ribosylation factor 4 OS=Homo sapiens GN=ARF4 PE=1 SV=3 - [ARF4_HUMAN] 0.328 1.09 

P15531 Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=1 - [NDKA_HUMAN] 0.327 1.21 

Q8TC07 TBC1 domain family member 15 OS=Homo sapiens GN=TBC1D15 PE=1 SV=2 - [TBC15_HUMAN] 0.326 1.43 

Q8WVM8 Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=4 - [SCFD1_HUMAN] 0.326 1.43 

P27816 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=3 - [MAP4_HUMAN] 0.324 1.34 

Q9UBT2 SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=2 - [SAE2_HUMAN] 0.324 1.45 

Q13564 NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=1 - [ULA1_HUMAN] 0.323 1.57 

A6NL28 Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=2 - [TPM3L_HUMAN] 0.323 1.57 

Q9Y6Y8 SEC23-interacting protein OS=Homo sapiens GN=SEC23IP PE=1 SV=1 - [S23IP_HUMAN] 0.323 1.99 

P16070 CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=3 - [CD44_HUMAN] 0.323 1.10 

Q9H0D6 5'-3' exoribonuclease 2 OS=Homo sapiens GN=XRN2 PE=1 SV=1 - [XRN2_HUMAN] 0.323 1.10 

P51452 Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=1 - [DUS3_HUMAN] 0.323 1.10 
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P36542 ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=1 - [ATPG_HUMAN] 0.323 1.10 

P13674 Prolyl 4-hydroxylase subunit alpha-1 OS=Homo sapiens GN=P4HA1 PE=1 SV=2 - [P4HA1_HUMAN] 0.321 2.59 

P02533 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=4 - [K1C14_HUMAN] 0.319 1.13 

P84095 Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=1 - [RHOG_HUMAN] 0.319 2.43 

P43490 Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=1 - [NAMPT_HUMAN] 0.318 1.61 

Q9P258 Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=2 - [RCC2_HUMAN] 0.316 1.50 

Q9BZE1 39S ribosomal protein L37, mitochondrial OS=Homo sapiens GN=MRPL37 PE=1 SV=2 - [RM37_HUMAN] 0.314 1.47 

Q9HD42 Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=1 - [CHM1A_HUMAN] 0.314 1.47 

Q12965 Unconventional myosin-Ie OS=Homo sapiens GN=MYO1E PE=1 SV=2 - [MYO1E_HUMAN] 0.314 1.47 

P14618 Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM PE=1 SV=4 - [KPYM_HUMAN] 0.313 1.13 

O14974 Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1 - [MYPT1_HUMAN] 0.313 3.16 

P52732 Kinesin-like protein KIF11 OS=Homo sapiens GN=KIF11 PE=1 SV=2 - [KIF11_HUMAN] 0.313 1.46 

P23588 Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=2 - [IF4B_HUMAN] 0.312 1.70 

O00505 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=2 - [IMA3_HUMAN] 0.310 2.60 

Q92888 Rho guanine nucleotide exchange factor 1 OS=Homo sapiens GN=ARHGEF1 PE=1 SV=2 - [ARHG1_HUMAN] 0.309 1.40 

Q10471 Polypeptide N-acetylgalactosaminyltransferase 2 OS=Homo sapiens GN=GALNT2 PE=1 SV=1 - [GALT2_HUMAN] 0.309 1.58 

Q15386 Ubiquitin-protein ligase E3C OS=Homo sapiens GN=UBE3C PE=1 SV=3 - [UBE3C_HUMAN] 0.307 1.36 

O60343 TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2 - [TBCD4_HUMAN] 0.307 1.36 

P51991 Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2 - [ROA3_HUMAN] 0.307 1.34 

Q13596 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=3 - [SNX1_HUMAN] 0.307 1.34 

P08559 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=3 - [ODPA_HUMAN] 0.307 1.34 

Q9UNZ2 NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=2 - [NSF1C_HUMAN] 0.306 1.60 

Q8IVL6 Prolyl 3-hydroxylase 3 OS=Homo sapiens GN=LEPREL2 PE=1 SV=1 - [P3H3_HUMAN] 0.305 1.70 

Q8NE71 ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=2 - [ABCF1_HUMAN] 0.305 1.48 

O75663 TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=2 - [TIPRL_HUMAN] 0.301 1.35 

P09960 Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=2 - [LKHA4_HUMAN] 0.299 1.60 

Q07866 Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=2 - [KLC1_HUMAN] 0.297 1.47 

E9PAV3 Nascent polypeptide-associated complex subunit alpha, muscle-specific form OS=Homo sapiens GN=NACA PE=1 SV=1 - [NACAM_HUMAN] 0.296 1.23 
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Q96AG4 Leucine-rich repeat-containing protein 59 OS=Homo sapiens GN=LRRC59 PE=1 SV=1 - [LRC59_HUMAN] 0.296 1.23 

Q8WUM4 Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=1 - [PDC6I_HUMAN] 0.295 1.21 

P23497 Nuclear autoantigen Sp-100 OS=Homo sapiens GN=SP100 PE=1 SV=3 - [SP100_HUMAN] 0.294 2.38 

Q9Y6E0 Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=1 - [STK24_HUMAN] 0.294 2.38 

Q9BQ04 RNA-binding protein 4B OS=Homo sapiens GN=RBM4B PE=1 SV=1 - [RBM4B_HUMAN] 0.292 2.88 

Q10472 Polypeptide N-acetylgalactosaminyltransferase 1 OS=Homo sapiens GN=GALNT1 PE=1 SV=1 - [GALT1_HUMAN] 0.286 2.13 

O00116 Alkyldihydroxyacetonephosphate synthase, peroxisomal OS=Homo sapiens GN=AGPS PE=1 SV=1 - [ADAS_HUMAN] 0.284 1.44 

Q32MZ4 Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens GN=LRRFIP1 PE=1 SV=2 - [LRRF1_HUMAN] 0.283 2.07 

P46060 Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=1 - [RAGP1_HUMAN] 0.282 1.23 

Q9BPW8 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=1 - [NIPS1_HUMAN] 0.282 1.56 

Q9UIJ7 GTP:AMP phosphotransferase, mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=4 - [KAD3_HUMAN] 0.280 1.09 

P54577 Tyrosine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4 - [SYYC_HUMAN] 0.277 1.31 

Q8N983 39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=1 - [RM43_HUMAN] 0.277 1.26 

Q9NQC3 Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 - [RTN4_HUMAN] 0.276 1.24 

P36776 Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=1 SV=2 - [LONM_HUMAN] 0.276 1.16 

O76003 Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=2 - [GLRX3_HUMAN] 0.275 1.50 

P62495 Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=3 - [ERF1_HUMAN] 0.274 1.20 

P30154 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A beta isoform OS=Homo sapiens GN=PPP2R1B PE=1 SV=3 - [2AAB_HUMAN] 0.273 1.17 

Q9BRX2 Protein pelota homolog OS=Homo sapiens GN=PELO PE=1 SV=2 - [PELO_HUMAN] 0.271 2.66 

Q0ZGT2 Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 - [NEXN_HUMAN] 0.266 1.41 

O75794 Cell division cycle protein 123 homolog OS=Homo sapiens GN=CDC123 PE=1 SV=1 - [CD123_HUMAN] 0.266 1.41 

Q13547 Histone deacetylase 1 OS=Homo sapiens GN=HDAC1 PE=1 SV=1 - [HDAC1_HUMAN] 0.266 1.41 

Q13363 C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=2 - [CTBP1_HUMAN] 0.266 1.41 

P52294 Importin subunit alpha-5 OS=Homo sapiens GN=KPNA1 PE=1 SV=3 - [IMA5_HUMAN] 0.266 2.88 

P31689 DnaJ homolog subfamily A member 1 OS=Homo sapiens GN=DNAJA1 PE=1 SV=2 - [DNJA1_HUMAN] 0.262 1.57 

P49915 GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=1 - [GUAA_HUMAN] 0.261 1.23 

P18858 DNA ligase 1 OS=Homo sapiens GN=LIG1 PE=1 SV=1 - [DNLI1_HUMAN] 0.260 3.19 

O60664 Perilipin-3 OS=Homo sapiens GN=PLIN3 PE=1 SV=3 - [PLIN3_HUMAN] 0.260 1.46 
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O00541 Pescadillo homolog OS=Homo sapiens GN=PES1 PE=1 SV=1 - [PESC_HUMAN] 0.258 2.69 

P16278 Beta-galactosidase OS=Homo sapiens GN=GLB1 PE=1 SV=2 - [BGAL_HUMAN] 0.258 2.69 

Q13057 Bifunctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 SV=4 - [COASY_HUMAN] 0.258 2.94 

Q9UMS4 Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=1 - [PRP19_HUMAN] 0.250 1.27 

P55786 Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2 - [PSA_HUMAN] 0.248 1.13 

Q9Y6M1 Insulin-like growth factor 2 mRNA-binding protein 2 OS=Homo sapiens GN=IGF2BP2 PE=1 SV=2 - [IF2B2_HUMAN] 0.247 1.72 

O60256 Phosphoribosyl pyrophosphate synthase-associated protein 2 OS=Homo sapiens GN=PRPSAP2 PE=1 SV=1 - [KPRB_HUMAN] 0.247 1.43 

P26196 Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=2 - [DDX6_HUMAN] 0.246 1.80 

P48643 T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1 - [TCPE_HUMAN] 0.244 1.32 

P51809 Vesicle-associated membrane protein 7 OS=Homo sapiens GN=VAMP7 PE=1 SV=3 - [VAMP7_HUMAN] 0.242 1.66 

Q9HDC9 Adipocyte plasma membrane-associated protein OS=Homo sapiens GN=APMAP PE=1 SV=2 - [APMAP_HUMAN] 0.241 1.22 

P49591 Serine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=3 - [SYSC_HUMAN] 0.240 1.63 

Q9H2J4 Phosducin-like protein 3 OS=Homo sapiens GN=PDCL3 PE=1 SV=1 - [PDCL3_HUMAN] 0.239 3.01 

Q13451 Peptidyl-prolyl cis-trans isomerase FKBP5 OS=Homo sapiens GN=FKBP5 PE=1 SV=2 - [FKBP5_HUMAN] 0.236 2.71 

P52306 Rap1 GTPase-GDP dissociation stimulator 1 OS=Homo sapiens GN=RAP1GDS1 PE=1 SV=3 - [GDS1_HUMAN] 0.236 3.39 

Q16222 UDP-N-acetylhexosamine pyrophosphorylase OS=Homo sapiens GN=UAP1 PE=1 SV=3 - [UAP1_HUMAN] 0.232 1.27 

P17980 26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=3 - [PRS6A_HUMAN] 0.228 1.43 

Q9UI42 Carboxypeptidase A4 OS=Homo sapiens GN=CPA4 PE=1 SV=2 - [CBPA4_HUMAN] 0.228 3.08 

Q8N5M9 Protein jagunal homolog 1 OS=Homo sapiens GN=JAGN1 PE=1 SV=1 - [JAGN1_HUMAN] 0.223 1.59 

Q16540 39S ribosomal protein L23, mitochondrial OS=Homo sapiens GN=MRPL23 PE=1 SV=1 - [RM23_HUMAN] 0.223 1.59 

Q96DI7 U5 small nuclear ribonucleoprotein 40 kDa protein OS=Homo sapiens GN=SNRNP40 PE=1 SV=1 - [SNR40_HUMAN] 0.223 1.59 

Q99832 T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=2 - [TCPH_HUMAN] 0.221 1.22 

P08758 Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=2 - [ANXA5_HUMAN] 0.220 1.14 

O00161 Synaptosomal-associated protein 23 OS=Homo sapiens GN=SNAP23 PE=1 SV=1 - [SNP23_HUMAN] 0.219 1.31 

P42771 Cyclin-dependent kinase inhibitor 2A, isoforms 1/2/3 OS=Homo sapiens GN=CDKN2A PE=1 SV=2 - [CD2A1_HUMAN] 0.219 1.31 

Q9Y3B7 39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=1 SV=1 - [RM11_HUMAN] 0.219 1.31 

P30876 DNA-directed RNA polymerase II subunit RPB2 OS=Homo sapiens GN=POLR2B PE=1 SV=1 - [RPB2_HUMAN] 0.218 1.43 

P11216 Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=5 - [PYGB_HUMAN] 0.216 1.24 
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Q15417 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 - [CNN3_HUMAN] 0.216 1.18 

P11172 Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=1 - [UMPS_HUMAN] 0.214 1.33 

P51572 B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3 - [BAP31_HUMAN] 0.214 1.33 

Q13435 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=2 - [SF3B2_HUMAN] 0.205 1.62 

P13798 Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=4 - [ACPH_HUMAN] 0.200 1.17 

P33316 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=4 - [DUT_HUMAN] 0.200 1.17 

Q99426 Tubulin-folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=2 - [TBCB_HUMAN] 0.200 1.17 

Q9P0L0 Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=3 - [VAPA_HUMAN] 0.200 1.17 

O43252 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 OS=Homo sapiens GN=PAPSS1 PE=1 SV=2 - [PAPS1_HUMAN] 0.200 1.17 

P50995 Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1 - [ANX11_HUMAN] 0.200 1.31 

O94906 Pre-mRNA-processing factor 6 OS=Homo sapiens GN=PRPF6 PE=1 SV=1 - [PRP6_HUMAN] 0.199 1.33 

Q8IWE2 Protein NOXP20 OS=Homo sapiens GN=FAM114A1 PE=1 SV=2 - [NXP20_HUMAN] 0.199 1.33 

P46459 Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=3 - [NSF_HUMAN] 0.197 1.14 

Q02218 2-oxoglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3 - [ODO1_HUMAN] 0.197 1.29 

P67809 Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=3 - [YBOX1_HUMAN] 0.195 1.70 

P08754 Guanine nucleotide-binding protein G(k) subunit alpha OS=Homo sapiens GN=GNAI3 PE=1 SV=3 - [GNAI3_HUMAN] 0.195 1.24 

Q8TF05 Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Homo sapiens GN=PPP4R1 PE=1 SV=1 - [PP4R1_HUMAN] 0.194 1.96 

Q86VS8 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=2 - [HOOK3_HUMAN] 0.194 1.96 

P26373 60S ribosomal protein L13 OS=Homo sapiens GN=RPL13 PE=1 SV=4 - [RL13_HUMAN] 0.192 1.31 

P16152 Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=3 - [CBR1_HUMAN] 0.191 1.28 

O14828 Secretory carrier-associated membrane protein 3 OS=Homo sapiens GN=SCAMP3 PE=1 SV=3 - [SCAM3_HUMAN] 0.185 1.47 

P61225 Ras-related protein Rap-2b OS=Homo sapiens GN=RAP2B PE=1 SV=1 - [RAP2B_HUMAN] 0.185 1.47 

Q9Y2B0 Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=1 - [CNPY2_HUMAN] 0.185 1.53 

P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1 - [CTNB1_HUMAN] 0.185 1.13 

P31153 S-adenosylmethionine synthase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=1 - [METK2_HUMAN] 0.184 1.33 

O00203 AP-3 complex subunit beta-1 OS=Homo sapiens GN=AP3B1 PE=1 SV=3 - [AP3B1_HUMAN] 0.183 1.55 

Q96A33 Coiled-coil domain-containing protein 47 OS=Homo sapiens GN=CCDC47 PE=1 SV=1 - [CCD47_HUMAN] 0.181 3.13 

Q14019 Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=3 - [COTL1_HUMAN] 0.180 1.13 
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O00186 Syntaxin-binding protein 3 OS=Homo sapiens GN=STXBP3 PE=1 SV=2 - [STXB3_HUMAN] 0.176 2.44 

Q01433 AMP deaminase 2 OS=Homo sapiens GN=AMPD2 PE=1 SV=2 - [AMPD2_HUMAN] 0.176 2.44 

Q9NTX5 Ethylmalonyl-CoA decarboxylase OS=Homo sapiens GN=ECHDC1 PE=1 SV=2 - [ECHD1_HUMAN] 0.174 4.21 

P07339 Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 - [CATD_HUMAN] 0.173 1.17 

P04844 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Homo sapiens GN=RPN2 PE=1 SV=3 - [RPN2_HUMAN] 0.171 1.37 

Q9BTT0 Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=1 - [AN32E_HUMAN] 0.171 1.37 

Q15642 Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=3 - [CIP4_HUMAN] 0.171 1.37 

P00505 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=3 - [AATM_HUMAN] 0.169 1.26 

Q9UN86 Ras GTPase-activating protein-binding protein 2 OS=Homo sapiens GN=G3BP2 PE=1 SV=2 - [G3BP2_HUMAN] 0.169 3.50 

O75477 Erlin-1 OS=Homo sapiens GN=ERLIN1 PE=1 SV=1 - [ERLN1_HUMAN] 0.164 1.60 

P62750 60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1 - [RL23A_HUMAN] 0.163 1.35 

O95202 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=1 - [LETM1_HUMAN] 0.162 1.57 

Q8WW12 PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=2 - [PCNP_HUMAN] 0.161 1.22 

Q96CN7 Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=3 - [ISOC1_HUMAN] 0.161 1.22 

P19388 DNA-directed RNA polymerases I, II, and III subunit RPABC1 OS=Homo sapiens GN=POLR2E PE=1 SV=4 - [RPAB1_HUMAN] 0.161 1.22 

Q9Y6W5 Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=3 - [WASF2_HUMAN] 0.161 1.22 

Q9BRF8 Calcineurin-like phosphoesterase domain-containing protein 1 OS=Homo sapiens GN=CPPED1 PE=1 SV=3 - [CPPED_HUMAN] 0.160 1.45 

Q27J81 Inverted formin-2 OS=Homo sapiens GN=INF2 PE=1 SV=2 - [INF2_HUMAN] 0.157 3.54 

P09651 Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=5 - [ROA1_HUMAN] 0.154 1.19 

P16949 Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 - [STMN1_HUMAN] 0.151 1.16 

Q9Y4L1 Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 - [HYOU1_HUMAN] 0.149 1.06 

P40616 ADP-ribosylation factor-like protein 1 OS=Homo sapiens GN=ARL1 PE=1 SV=1 - [ARL1_HUMAN] 0.148 1.43 

Q9Y2W1 Thyroid hormone receptor-associated protein 3 OS=Homo sapiens GN=THRAP3 PE=1 SV=2 - [TR150_HUMAN] 0.148 1.43 

Q3ZCQ8 Mitochondrial import inner membrane translocase subunit TIM50 OS=Homo sapiens GN=TIMM50 PE=1 SV=2 - [TIM50_HUMAN] 0.148 1.43 

Q9NR28 Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1 - [DBLOH_HUMAN] 0.148 1.43 

P04004 Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 - [VTNC_HUMAN] 0.148 1.72 

Q15181 Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=2 - [IPYR_HUMAN] 0.146 1.31 

Q9NR12 PDZ and LIM domain protein 7 OS=Homo sapiens GN=PDLIM7 PE=1 SV=1 - [PDLI7_HUMAN] 0.143 1.48 
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Q12792 Twinfilin-1 OS=Homo sapiens GN=TWF1 PE=1 SV=3 - [TWF1_HUMAN] 0.143 1.48 

Q5M9N0 Coiled-coil domain-containing protein 158 OS=Homo sapiens GN=CCDC158 PE=1 SV=2 - [CD158_HUMAN] 0.141 3.91 

P37268 Squalene synthase OS=Homo sapiens GN=FDFT1 PE=1 SV=1 - [FDFT_HUMAN] 0.141 1.50 

Q05682 Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=3 - [CALD1_HUMAN] 0.140 1.33 

P39748 Flap endonuclease 1 OS=Homo sapiens GN=FEN1 PE=1 SV=1 - [FEN1_HUMAN] 0.140 1.37 

O00233 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=1 SV=3 - [PSMD9_HUMAN] 0.138 1.19 

P10515 
Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 SV=3 
- [ODP2_HUMAN] 0.138 1.19 

P08243 Asparagine synthetase [glutamine-hydrolyzing] OS=Homo sapiens GN=ASNS PE=1 SV=4 - [ASNS_HUMAN] 0.137 2.06 

O75534 Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=2 - [CSDE1_HUMAN] 0.132 1.41 

Q15459 Splicing factor 3A subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1 - [SF3A1_HUMAN] 0.127 1.40 

P12004 Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1 - [PCNA_HUMAN] 0.123 1.15 

P30153 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4 - [2AAA_HUMAN] 0.123 1.25 

Q9H6Z4 Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=1 - [RANB3_HUMAN] 0.118 4.70 

O15355 Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=1 - [PPM1G_HUMAN] 0.115 1.38 

P19367 Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3 - [HXK1_HUMAN] 0.112 5.07 

P29966 Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=4 - [MARCS_HUMAN] 0.111 1.56 

Q13561 Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=4 - [DCTN2_HUMAN] 0.110 1.70 

O75695 Protein XRP2 OS=Homo sapiens GN=RP2 PE=1 SV=4 - [XRP2_HUMAN] 0.110 1.62 

P46108 Adapter molecule crk OS=Homo sapiens GN=CRK PE=1 SV=2 - [CRK_HUMAN] 0.110 1.62 

Q01581 Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Homo sapiens GN=HMGCS1 PE=1 SV=2 - [HMCS1_HUMAN] 0.110 5.12 

O60231 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Homo sapiens GN=DHX16 PE=1 SV=2 - [DHX16_HUMAN] 0.105 1.52 

Q9NZL9 Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=1 - [MAT2B_HUMAN] 0.103 1.23 

Q13185 Chromobox protein homolog 3 OS=Homo sapiens GN=CBX3 PE=1 SV=4 - [CBX3_HUMAN] 0.103 1.23 

Q9H4A4 Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=1 SV=2 - [AMPB_HUMAN] 0.103 1.25 

O60749 Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=2 - [SNX2_HUMAN] 0.100 1.31 

O15400 Syntaxin-7 OS=Homo sapiens GN=STX7 PE=1 SV=4 - [STX7_HUMAN] 0.100 2.52 

Q96EY8 Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=1 - [MMAB_HUMAN] 0.100 2.52 

P49257 Protein ERGIC-53 OS=Homo sapiens GN=LMAN1 PE=1 SV=2 - [LMAN1_HUMAN] 0.099 2.68 
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P35237 Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 - [SPB6_HUMAN] 0.095 1.35 

P23142 Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=4 - [FBLN1_HUMAN] 0.095 1.58 

P53999 Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=3 - [TCP4_HUMAN] 0.094 1.52 

P61081 NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=1 - [UBC12_HUMAN] 0.094 1.21 

P06756 Integrin alpha-V OS=Homo sapiens GN=ITGAV PE=1 SV=2 - [ITAV_HUMAN] 0.093 1.33 

P52907 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=3 - [CAZA1_HUMAN] 0.089 1.25 

Q14764 Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=4 - [MVP_HUMAN] 0.088 1.09 

Q9BV20 Methylthioribose-1-phosphate isomerase OS=Homo sapiens GN=MRI1 PE=1 SV=1 - [MTNA_HUMAN] 0.087 1.92 

P25789 Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=1 - [PSA4_HUMAN] 0.087 1.41 

P24539 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=2 - [AT5F1_HUMAN] 0.081 1.22 

Q9BQA1 Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=1 - [MEP50_HUMAN] 0.081 1.22 

P56537 Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=1 - [IF6_HUMAN] 0.081 1.22 

Q01105 Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 - [SET_HUMAN] 0.081 1.22 

Q13405 39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=1 SV=1 - [RM49_HUMAN] 0.081 1.22 

Q9NPD8 Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens GN=UBE2T PE=1 SV=1 - [UBE2T_HUMAN] 0.081 1.22 

P52292 Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1 - [IMA2_HUMAN] 0.080 1.23 

P30101 Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=4 - [PDIA3_HUMAN] 0.079 1.06 

O00487 26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=1 - [PSDE_HUMAN] 0.078 1.70 

Q1KMD3 Heterogeneous nuclear ribonucleoprotein U-like protein 2 OS=Homo sapiens GN=HNRNPUL2 PE=1 SV=1 - [HNRL2_HUMAN] 0.074 2.11 

P04899 Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Homo sapiens GN=GNAI2 PE=1 SV=3 - [GNAI2_HUMAN] 0.072 1.31 

Q8IVM0 Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=1 - [CCD50_HUMAN] 0.071 1.65 

Q15785 Mitochondrial import receptor subunit TOM34 OS=Homo sapiens GN=TOMM34 PE=1 SV=2 - [TOM34_HUMAN] 0.071 1.75 

Q14166 Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=2 - [TTL12_HUMAN] 0.071 1.75 

P17987 T-complex protein 1 subunit alpha OS=Homo sapiens GN=TCP1 PE=1 SV=1 - [TCPA_HUMAN] 0.066 1.24 

P11047 Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=3 - [LAMC1_HUMAN] 0.065 2.92 

Q15084 Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=1 - [PDIA6_HUMAN] 0.062 1.30 

Q13740 CD166 antigen OS=Homo sapiens GN=ALCAM PE=1 SV=2 - [CD166_HUMAN] 0.061 1.44 

O14744 Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=4 - [ANM5_HUMAN] 0.061 1.26 
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P50224 Sulfotransferase 1A3/1A4 OS=Homo sapiens GN=SULT1A3 PE=1 SV=1 - [ST1A3_HUMAN] 0.061 1.28 

P62854 40S ribosomal protein S26 OS=Homo sapiens GN=RPS26 PE=1 SV=3 - [RS26_HUMAN] 0.061 1.28 

Q8TC12 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=2 - [RDH11_HUMAN] 0.061 1.28 

Q99720 Sigma non-opioid intracellular receptor 1 OS=Homo sapiens GN=SIGMAR1 PE=1 SV=1 - [SGMR1_HUMAN] 0.061 1.28 

Q9NZJ9 Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=2 - [NUDT4_HUMAN] 0.061 1.28 

Q96DB5 Regulator of microtubule dynamics protein 1 OS=Homo sapiens GN=RMDN1 PE=1 SV=1 - [RMD1_HUMAN] 0.061 1.28 

Q99536 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=2 - [VAT1_HUMAN] 0.061 1.28 

P61086 Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=3 - [UBE2K_HUMAN] 0.060 1.26 

O60684 Importin subunit alpha-7 OS=Homo sapiens GN=KPNA6 PE=1 SV=1 - [IMA7_HUMAN] 0.056 2.05 

P49736 DNA replication licensing factor MCM2 OS=Homo sapiens GN=MCM2 PE=1 SV=4 - [MCM2_HUMAN] 0.053 1.13 

Q4KWH8 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 OS=Homo sapiens GN=PLCH1 PE=1 SV=1 - [PLCH1_HUMAN] 0.051 1.92 

Q9NXH9 tRNA (guanine(26)-N(2))-dimethyltransferase OS=Homo sapiens GN=TRMT1 PE=1 SV=1 - [TRM1_HUMAN] 0.051 1.92 

    
    

    
 
 
 

Upregulated protein in 18 hr 20% stretch 

Identifier Description p.value ratio 

P02538 Keratin, type II cytoskeletal 6A OS=Homo sapiens GN=KRT6A PE=1 SV=3 - [K2C6A_HUMAN] 0.002 33.49 

P08779 Keratin, type I cytoskeletal 16 OS=Homo sapiens GN=KRT16 PE=1 SV=4 - [K1C16_HUMAN] 0.004 30.51 

P46939 Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=2 - [UTRO_HUMAN] 0.000 29.22 

P04114 Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=2 - [APOB_HUMAN] 0.000 21.27 

Q9ULT8 E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=3 - [HECD1_HUMAN] 0.004 20.67 

Q8IVF2 Protein AHNAK2 OS=Homo sapiens GN=AHNAK2 PE=1 SV=2 - [AHNK2_HUMAN] 0.016 17.99 

Q8IUD2 ELKS/Rab6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1 - [RB6I2_HUMAN] 0.002 17.69 

P30622 CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=2 - [CLIP1_HUMAN] 0.002 17.69 

Q7Z3U7 Protein MON2 homolog OS=Homo sapiens GN=MON2 PE=1 SV=2 - [MON2_HUMAN] 0.007 17.49 

Q14789 Golgin subfamily B member 1 OS=Homo sapiens GN=GOLGB1 PE=1 SV=2 - [GOGB1_HUMAN] 0.005 16.79 
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Q08378 Golgin subfamily A member 3 OS=Homo sapiens GN=GOLGA3 PE=1 SV=2 - [GOGA3_HUMAN] 0.007 15.31 

Q7KZ85 Transcription elongation factor SPT6 OS=Homo sapiens GN=SUPT6H PE=1 SV=2 - [SPT6H_HUMAN] 0.006 14.51 

Q13439 Golgin subfamily A member 4 OS=Homo sapiens GN=GOLGA4 PE=1 SV=1 - [GOGA4_HUMAN] 0.006 14.51 

Q13464 Rho-associated protein kinase 1 OS=Homo sapiens GN=ROCK1 PE=1 SV=1 - [ROCK1_HUMAN] 0.006 14.51 

Q16576 Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=1 - [RBBP7_HUMAN] 0.001 14.21 

O94915 Protein furry homolog-like OS=Homo sapiens GN=FRYL PE=1 SV=2 - [FRYL_HUMAN] 0.001 14.21 

O60841 Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=4 - [IF2P_HUMAN] 0.004 13.81 

Q9UBF2 Coatomer subunit gamma-2 OS=Homo sapiens GN=COPG2 PE=1 SV=1 - [COPG2_HUMAN] 0.004 13.81 

O14787 Transportin-2 OS=Homo sapiens GN=TNPO2 PE=1 SV=3 - [TNPO2_HUMAN] 0.000 13.32 

P05106 Integrin beta-3 OS=Homo sapiens GN=ITGB3 PE=1 SV=2 - [ITB3_HUMAN] 0.000 13.32 

O15027 Protein transport protein Sec16A OS=Homo sapiens GN=SEC16A PE=1 SV=3 - [SC16A_HUMAN] 0.009 12.92 

O95786 Probable ATP-dependent RNA helicase DDX58 OS=Homo sapiens GN=DDX58 PE=1 SV=2 - [DDX58_HUMAN] 0.023 12.72 

Q9UKK3 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=3 - [PARP4_HUMAN] 0.001 12.62 

Q63HN8 E3 ubiquitin-protein ligase RNF213 OS=Homo sapiens GN=RNF213 PE=1 SV=3 - [RN213_HUMAN] 0.019 12.02 

P21127 Cyclin-dependent kinase 11B OS=Homo sapiens GN=CDK11B PE=1 SV=3 - [CD11B_HUMAN] 0.003 11.93 

Q13418 Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=2 - [ILK_HUMAN] 0.015 11.33 

A5YKK6 CCR4-NOT transcription complex subunit 1 OS=Homo sapiens GN=CNOT1 PE=1 SV=2 - [CNOT1_HUMAN] 0.015 11.33 

P80723 Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=2 - [BASP1_HUMAN] 0.007 11.23 

O60306 Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=4 - [AQR_HUMAN] 0.007 11.23 

Q96K76 Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=3 - [UBP47_HUMAN] 0.007 11.23 

Q9H3S7 Tyrosine-protein phosphatase non-receptor type 23 OS=Homo sapiens GN=PTPN23 PE=1 SV=1 - [PTN23_HUMAN] 0.039 11.13 

P46379 Large proline-rich protein BAG6 OS=Homo sapiens GN=BAG6 PE=1 SV=2 - [BAG6_HUMAN] 0.001 11.03 

P62979 Ubiquitin-40S ribosomal protein S27a OS=Homo sapiens GN=RPS27A PE=1 SV=2 - [RS27A_HUMAN] 0.001 11.03 

P78347 General transcription factor II-I OS=Homo sapiens GN=GTF2I PE=1 SV=2 - [GTF2I_HUMAN] 0.033 10.43 

Q8IX12 Cell division cycle and apoptosis regulator protein 1 OS=Homo sapiens GN=CCAR1 PE=1 SV=2 - [CCAR1_HUMAN] 0.003 10.34 

Q9NS87 Kinesin-like protein KIF15 OS=Homo sapiens GN=KIF15 PE=1 SV=1 - [KIF15_HUMAN] 0.000 10.14 

Q14683 Structural maintenance of chromosomes protein 1A OS=Homo sapiens GN=SMC1A PE=1 SV=2 - [SMC1A_HUMAN] 0.000 10.14 

Q14C86 GTPase-activating protein and VPS9 domain-containing protein 1 OS=Homo sapiens GN=GAPVD1 PE=1 SV=2 - [GAPD1_HUMAN] 0.000 10.14 
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O95163 Elongator complex protein 1 OS=Homo sapiens GN=IKBKAP PE=1 SV=3 - [ELP1_HUMAN] 0.007 9.94 

Q86VI3 Ras GTPase-activating-like protein IQGAP3 OS=Homo sapiens GN=IQGAP3 PE=1 SV=2 - [IQGA3_HUMAN] 0.007 9.94 

Q9NVA2 Septin-11 OS=Homo sapiens GN=SEPT11 PE=1 SV=3 - [SEP11_HUMAN] 0.027 9.74 

Q9Y282 Endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Homo sapiens GN=ERGIC3 PE=1 SV=1 - [ERGI3_HUMAN] 0.000 9.44 

P56545 C-terminal-binding protein 2 OS=Homo sapiens GN=CTBP2 PE=1 SV=1 - [CTBP2_HUMAN] 0.000 9.44 

P61011 Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=1 - [SRP54_HUMAN] 0.000 9.44 

O95487 Protein transport protein Sec24B OS=Homo sapiens GN=SEC24B PE=1 SV=2 - [SC24B_HUMAN] 0.003 9.24 

P30837 Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=1 SV=3 - [AL1B1_HUMAN] 0.003 9.24 

P82094 TATA element modulatory factor OS=Homo sapiens GN=TMF1 PE=1 SV=2 - [TMF1_HUMAN] 0.003 9.24 

Q86TI2 Dipeptidyl peptidase 9 OS=Homo sapiens GN=DPP9 PE=1 SV=3 - [DPP9_HUMAN] 0.021 9.04 

P20020 Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=3 - [AT2B1_HUMAN] 0.021 9.04 

P78357 Contactin-associated protein 1 OS=Homo sapiens GN=CNTNAP1 PE=1 SV=1 - [CNTP1_HUMAN] 0.021 9.04 

Q9BSJ2 Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=2 - [GCP2_HUMAN] 0.021 9.04 

Q5GLZ8 Probable E3 ubiquitin-protein ligase HERC4 OS=Homo sapiens GN=HERC4 PE=1 SV=1 - [HERC4_HUMAN] 0.021 9.04 

Q14571 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=2 - [ITPR2_HUMAN] 0.020 8.95 

Q14671 Pumilio homolog 1 OS=Homo sapiens GN=PUM1 PE=1 SV=3 - [PUM1_HUMAN] 0.003 8.75 

Q3KQU3 MAP7 domain-containing protein 1 OS=Homo sapiens GN=MAP7D1 PE=1 SV=1 - [MA7D1_HUMAN] 0.003 8.75 

Q3V6T2 Girdin OS=Homo sapiens GN=CCDC88A PE=1 SV=2 - [GRDN_HUMAN] 0.001 8.55 

P01112 GTPase HRas OS=Homo sapiens GN=HRAS PE=1 SV=1 - [RASH_HUMAN] 0.001 8.55 

Q3KQV9 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=1 SV=2 - [UAP1L_HUMAN] 0.001 8.55 

Q5JRX3 Presequence protease, mitochondrial OS=Homo sapiens GN=PITRM1 PE=1 SV=3 - [PREP_HUMAN] 0.001 8.55 

O75439 Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=1 SV=2 - [MPPB_HUMAN] 0.001 8.55 

Q6NYC8 Phostensin OS=Homo sapiens GN=PPP1R18 PE=1 SV=1 - [PPR18_HUMAN] 0.001 8.55 

Q14669 E3 ubiquitin-protein ligase TRIP12 OS=Homo sapiens GN=TRIP12 PE=1 SV=1 - [TRIPC_HUMAN] 0.015 8.35 

O75150 E3 ubiquitin-protein ligase BRE1B OS=Homo sapiens GN=RNF40 PE=1 SV=4 - [BRE1B_HUMAN] 0.015 8.35 

P22681 E3 ubiquitin-protein ligase CBL OS=Homo sapiens GN=CBL PE=1 SV=2 - [CBL_HUMAN] 0.015 8.35 

P04424 Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=4 - [ARLY_HUMAN] 0.012 8.05 

P09972 Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=2 - [ALDOC_HUMAN] 0.012 8.05 
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Q9Y4K0 Lysyl oxidase homolog 2 OS=Homo sapiens GN=LOXL2 PE=1 SV=1 - [LOXL2_HUMAN] 0.000 7.85 

P50748 Kinetochore-associated protein 1 OS=Homo sapiens GN=KNTC1 PE=1 SV=1 - [KNTC1_HUMAN] 0.008 7.65 

P83881 60S ribosomal protein L36a OS=Homo sapiens GN=RPL36A PE=1 SV=2 - [RL36A_HUMAN] 0.008 7.65 

Q6YHK3 CD109 antigen OS=Homo sapiens GN=CD109 PE=1 SV=2 - [CD109_HUMAN] 0.008 7.65 

Q8IZH2 5'-3' exoribonuclease 1 OS=Homo sapiens GN=XRN1 PE=1 SV=1 - [XRN1_HUMAN] 0.008 7.65 

Q92620 Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Homo sapiens GN=DHX38 PE=1 SV=2 - [PRP16_HUMAN] 0.045 7.45 

Q9UBB4 Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1 - [ATX10_HUMAN] 0.004 7.16 

O94788 Retinal dehydrogenase 2 OS=Homo sapiens GN=ALDH1A2 PE=1 SV=3 - [AL1A2_HUMAN] 0.004 7.16 

Q9H993 UPF0364 protein C6orf211 OS=Homo sapiens GN=C6orf211 PE=1 SV=1 - [CF211_HUMAN] 0.003 6.96 

P11234 Ras-related protein Ral-B OS=Homo sapiens GN=RALB PE=1 SV=1 - [RALB_HUMAN] 0.003 6.96 

P30405 Peptidyl-prolyl cis-trans isomerase F, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=1 - [PPIF_HUMAN] 0.003 6.96 

O60524 Nuclear export mediator factor NEMF OS=Homo sapiens GN=NEMF PE=1 SV=4 - [NEMF_HUMAN] 0.003 6.96 

Q05209 Tyrosine-protein phosphatase non-receptor type 12 OS=Homo sapiens GN=PTPN12 PE=1 SV=3 - [PTN12_HUMAN] 0.003 6.96 

Q658Y4 Protein FAM91A1 OS=Homo sapiens GN=FAM91A1 PE=1 SV=3 - [F91A1_HUMAN] 0.003 6.96 

P40123 Adenylyl cyclase-associated protein 2 OS=Homo sapiens GN=CAP2 PE=1 SV=1 - [CAP2_HUMAN] 0.034 6.76 

Q9C0E2 Exportin-4 OS=Homo sapiens GN=XPO4 PE=1 SV=2 - [XPO4_HUMAN] 0.034 6.76 

O95602 DNA-directed RNA polymerase I subunit RPA1 OS=Homo sapiens GN=POLR1A PE=1 SV=2 - [RPA1_HUMAN] 0.034 6.76 

Q9Y2R9 28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=2 - [RT07_HUMAN] 0.018 6.46 

O95801 Tetratricopeptide repeat protein 4 OS=Homo sapiens GN=TTC4 PE=1 SV=3 - [TTC4_HUMAN] 0.018 6.46 

P30419 Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 PE=1 SV=2 - [NMT1_HUMAN] 0.018 6.46 

Q12802 A-kinase anchor protein 13 OS=Homo sapiens GN=AKAP13 PE=1 SV=2 - [AKP13_HUMAN] 0.018 6.46 

Q9HBL0 Tensin-1 OS=Homo sapiens GN=TNS1 PE=1 SV=2 - [TENS1_HUMAN] 0.018 6.46 

Q9UGR2 Zinc finger CCCH domain-containing protein 7B OS=Homo sapiens GN=ZC3H7B PE=1 SV=1 - [Z3H7B_HUMAN] 0.018 6.46 

Q8WUI4 Histone deacetylase 7 OS=Homo sapiens GN=HDAC7 PE=1 SV=2 - [HDAC7_HUMAN] 0.000 6.26 

Q9C0C9 Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE2O PE=1 SV=3 - [UBE2O_HUMAN] 0.000 6.26 

Q9Y2D5 A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=3 - [AKAP2_HUMAN] 0.000 6.26 

Q15276 Rab GTPase-binding effector protein 1 OS=Homo sapiens GN=RABEP1 PE=1 SV=2 - [RABE1_HUMAN] 0.000 6.26 

Q86UU1 Pleckstrin homology-like domain family B member 1 OS=Homo sapiens GN=PHLDB1 PE=1 SV=1 - [PHLB1_HUMAN] 0.000 6.26 
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Q9HC36 RNA methyltransferase-like protein 1 OS=Homo sapiens GN=RNMTL1 PE=1 SV=2 - [RMTL1_HUMAN] 0.000 6.26 

Q9NZD2 Glycolipid transfer protein OS=Homo sapiens GN=GLTP PE=1 SV=3 - [GLTP_HUMAN] 0.000 6.26 

Q9UNK0 Syntaxin-8 OS=Homo sapiens GN=STX8 PE=1 SV=2 - [STX8_HUMAN] 0.000 6.26 

P41240 Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=1 - [CSK_HUMAN] 0.000 6.26 

Q06033 Inter-alpha-trypsin inhibitor heavy chain H3 OS=Homo sapiens GN=ITIH3 PE=1 SV=2 - [ITIH3_HUMAN] 0.000 6.26 

Q8WU90 Zinc finger CCCH domain-containing protein 15 OS=Homo sapiens GN=ZC3H15 PE=1 SV=1 - [ZC3HF_HUMAN] 0.000 6.26 

Q9H553 Alpha-1,3/1,6-mannosyltransferase ALG2 OS=Homo sapiens GN=ALG2 PE=1 SV=1 - [ALG2_HUMAN] 0.000 6.26 

O15230 Laminin subunit alpha-5 OS=Homo sapiens GN=LAMA5 PE=1 SV=8 - [LAMA5_HUMAN] 0.000 6.26 

Q9Y6A5 Transforming acidic coiled-coil-containing protein 3 OS=Homo sapiens GN=TACC3 PE=1 SV=1 - [TACC3_HUMAN] 0.000 6.26 

P10586 Receptor-type tyrosine-protein phosphatase F OS=Homo sapiens GN=PTPRF PE=1 SV=2 - [PTPRF_HUMAN] 0.022 6.06 

Q4V328 GRIP1-associated protein 1 OS=Homo sapiens GN=GRIPAP1 PE=1 SV=1 - [GRAP1_HUMAN] 0.022 6.06 

Q9Y624 Junctional adhesion molecule A OS=Homo sapiens GN=F11R PE=1 SV=1 - [JAM1_HUMAN] 0.022 6.06 

Q5JTH9 RRP12-like protein OS=Homo sapiens GN=RRP12 PE=1 SV=2 - [RRP12_HUMAN] 0.022 6.06 

Q8IYB3 Serine/arginine repetitive matrix protein 1 OS=Homo sapiens GN=SRRM1 PE=1 SV=2 - [SRRM1_HUMAN] 0.022 6.06 

Q9P289 Serine/threonine-protein kinase MST4 OS=Homo sapiens GN=MST4 PE=1 SV=2 - [MST4_HUMAN] 0.005 5.57 

Q6YP21 Kynurenine--oxoglutarate transaminase 3 OS=Homo sapiens GN=CCBL2 PE=1 SV=1 - [KAT3_HUMAN] 0.005 5.57 

O43149 Zinc finger ZZ-type and EF-hand domain-containing protein 1 OS=Homo sapiens GN=ZZEF1 PE=1 SV=6 - [ZZEF1_HUMAN] 0.005 5.57 

O76054 SEC14-like protein 2 OS=Homo sapiens GN=SEC14L2 PE=1 SV=1 - [S14L2_HUMAN] 0.005 5.57 

Q00577 Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=2 - [PURA_HUMAN] 0.005 5.57 

Q9H4L7 
SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1 OS=Homo sapiens 
GN=SMARCAD1 PE=1 SV=2 - [SMRCD_HUMAN] 0.005 5.57 

Q8WZA0 Protein LZIC OS=Homo sapiens GN=LZIC PE=1 SV=1 - [LZIC_HUMAN] 0.010 5.37 

O00139 Kinesin-like protein KIF2A OS=Homo sapiens GN=KIF2A PE=1 SV=3 - [KIF2A_HUMAN] 0.010 5.37 

O14657 Torsin-1B OS=Homo sapiens GN=TOR1B PE=1 SV=2 - [TOR1B_HUMAN] 0.010 5.37 

P04637 Cellular tumor antigen p53 OS=Homo sapiens GN=TP53 PE=1 SV=4 - [P53_HUMAN] 0.010 5.37 

P49770 Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=3 - [EI2BB_HUMAN] 0.010 5.37 

Q13190 Syntaxin-5 OS=Homo sapiens GN=STX5 PE=1 SV=2 - [STX5_HUMAN] 0.010 5.37 

Q5T6F2 Ubiquitin-associated protein 2 OS=Homo sapiens GN=UBAP2 PE=1 SV=1 - [UBAP2_HUMAN] 0.010 5.37 

Q9UI12 V-type proton ATPase subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=1 - [VATH_HUMAN] 0.010 5.37 
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Q96LR5 Ubiquitin-conjugating enzyme E2 E2 OS=Homo sapiens GN=UBE2E2 PE=1 SV=1 - [UB2E2_HUMAN] 0.010 5.37 

O75717 WD repeat and HMG-box DNA-binding protein 1 OS=Homo sapiens GN=WDHD1 PE=1 SV=1 - [WDHD1_HUMAN] 0.010 5.37 

O95630 STAM-binding protein OS=Homo sapiens GN=STAMBP PE=1 SV=1 - [STABP_HUMAN] 0.010 5.37 

Q5T1M5 FK506-binding protein 15 OS=Homo sapiens GN=FKBP15 PE=1 SV=2 - [FKB15_HUMAN] 0.010 5.37 

Q8WUF5 RelA-associated inhibitor OS=Homo sapiens GN=PPP1R13L PE=1 SV=4 - [IASPP_HUMAN] 0.010 5.37 

Q96SU4 Oxysterol-binding protein-related protein 9 OS=Homo sapiens GN=OSBPL9 PE=1 SV=2 - [OSBL9_HUMAN] 0.010 5.37 

Q13107 Ubiquitin carboxyl-terminal hydrolase 4 OS=Homo sapiens GN=USP4 PE=1 SV=3 - [UBP4_HUMAN] 0.010 5.37 

P52701 DNA mismatch repair protein Msh6 OS=Homo sapiens GN=MSH6 PE=1 SV=2 - [MSH6_HUMAN] 0.028 4.47 

P50552 Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=3 - [VASP_HUMAN] 0.022 3.43 

O60884 DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=1 - [DNJA2_HUMAN] 0.026 3.31 

Q9NZM1 Myoferlin OS=Homo sapiens GN=MYOF PE=1 SV=1 - [MYOF_HUMAN] 0.041 3.04 

O14974 Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1 - [MYPT1_HUMAN] 0.046 3.04 

O14964 Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=1 - [HGS_HUMAN] 0.013 3.02 

Q09666 Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2 - [AHNK_HUMAN] 0.044 2.92 

P28838 Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=3 - [AMPL_HUMAN] 0.026 2.75 

P23381 Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=2 - [SYWC_HUMAN] 0.020 2.44 

Q9BR76 Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 - [COR1B_HUMAN] 0.021 2.39 

O15460 Prolyl 4-hydroxylase subunit alpha-2 OS=Homo sapiens GN=P4HA2 PE=1 SV=1 - [P4HA2_HUMAN] 0.001 2.36 

Q99653 Calcineurin B homologous protein 1 OS=Homo sapiens GN=CHP1 PE=1 SV=3 - [CHP1_HUMAN] 0.014 2.32 

Q8IVD9 NudC domain-containing protein 3 OS=Homo sapiens GN=NUDCD3 PE=1 SV=3 - [NUDC3_HUMAN] 0.014 2.32 

Q8TF05 Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Homo sapiens GN=PPP4R1 PE=1 SV=1 - [PP4R1_HUMAN] 0.039 2.22 

Q96CS3 FAS-associated factor 2 OS=Homo sapiens GN=FAF2 PE=1 SV=2 - [FAF2_HUMAN] 0.000 2.09 

Q9ULV4 Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=1 - [COR1C_HUMAN] 0.012 2.06 

Q2NL82 Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens GN=TSR1 PE=1 SV=1 - [TSR1_HUMAN] 0.035 1.95 

Q9P258 Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=2 - [RCC2_HUMAN] 0.000 1.90 

Q02790 Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Homo sapiens GN=FKBP4 PE=1 SV=3 - [FKBP4_HUMAN] 0.014 1.90 

P46977 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A OS=Homo sapiens GN=STT3A PE=1 SV=2 - [STT3A_HUMAN] 0.018 1.76 

Q00169 Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=2 - [PIPNA_HUMAN] 0.048 1.75 
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Q14914 Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=2 - [PTGR1_HUMAN] 0.048 1.75 

Q7L2H7 Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=1 - [EIF3M_HUMAN] 0.048 1.75 

P53602 Diphosphomevalonate decarboxylase OS=Homo sapiens GN=MVD PE=1 SV=1 - [MVD1_HUMAN] 0.012 1.71 

Q13283 Ras GTPase-activating protein-binding protein 1 OS=Homo sapiens GN=G3BP1 PE=1 SV=1 - [G3BP1_HUMAN] 0.000 1.68 

P27816 Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=3 - [MAP4_HUMAN] 0.015 1.66 

O95486 Protein transport protein Sec24A OS=Homo sapiens GN=SEC24A PE=1 SV=2 - [SC24A_HUMAN] 0.031 1.63 

Q9Y6Y8 SEC23-interacting protein OS=Homo sapiens GN=SEC23IP PE=1 SV=1 - [S23IP_HUMAN] 0.014 1.58 

Q12965 Unconventional myosin-Ie OS=Homo sapiens GN=MYO1E PE=1 SV=2 - [MYO1E_HUMAN] 0.003 1.57 

Q9UBW8 COP9 signalosome complex subunit 7a OS=Homo sapiens GN=COPS7A PE=1 SV=1 - [CSN7A_HUMAN] 0.003 1.57 

P54578 Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=3 - [UBP14_HUMAN] 0.031 1.57 

P30520 Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens GN=ADSS PE=1 SV=3 - [PURA2_HUMAN] 0.031 1.57 

O60763 General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2 - [USO1_HUMAN] 0.015 1.56 

P49888 Estrogen sulfotransferase OS=Homo sapiens GN=SULT1E1 PE=1 SV=1 - [ST1E1_HUMAN] 0.042 1.55 

P49589 Cysteine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=3 - [SYCC_HUMAN] 0.041 1.50 

P34897 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=3 - [GLYM_HUMAN] 0.014 1.49 

P12268 Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=2 - [IMDH2_HUMAN] 0.047 1.46 

Q02750 Dual specificity mitogen-activated protein kinase kinase 1 OS=Homo sapiens GN=MAP2K1 PE=1 SV=2 - [MP2K1_HUMAN] 0.005 1.42 

P78371 T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4 - [TCPB_HUMAN] 0.032 1.38 

O95757 Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=3 - [HS74L_HUMAN] 0.024 1.38 

P30530 Tyrosine-protein kinase receptor UFO OS=Homo sapiens GN=AXL PE=1 SV=3 - [UFO_HUMAN] 0.020 1.35 

P12081 Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=2 - [SYHC_HUMAN] 0.002 1.31 

O43617 Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=1 - [TPPC3_HUMAN] 0.001 1.30 

P14868 Aspartate--tRNA ligase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=2 - [SYDC_HUMAN] 0.005 1.29 

P32322 Pyrroline-5-carboxylate reductase 1, mitochondrial OS=Homo sapiens GN=PYCR1 PE=1 SV=2 - [P5CR1_HUMAN] 0.000 1.25 

P42677 40S ribosomal protein S27 OS=Homo sapiens GN=RPS27 PE=1 SV=3 - [RS27_HUMAN] 0.000 1.25 

P57088 Transmembrane protein 33 OS=Homo sapiens GN=TMEM33 PE=1 SV=2 - [TMM33_HUMAN] 0.000 1.25 

Q86Y56 HEAT repeat-containing protein 2 OS=Homo sapiens GN=HEATR2 PE=1 SV=4 - [HEAT2_HUMAN] 0.000 1.25 

Q969V3 Nicalin OS=Homo sapiens GN=NCLN PE=1 SV=2 - [NCLN_HUMAN] 0.000 1.25 
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Q9BWD1 Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=2 - [THIC_HUMAN] 0.002 1.21 

P60900 Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=1 - [PSA6_HUMAN] 0.022 1.15 

Q7KZF4 Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1 - [SND1_HUMAN] 0.001 1.14 

P11766 Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=4 - [ADHX_HUMAN] 0.047 1.12 

P19022 Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 - [CADH2_HUMAN] 0.047 1.12 

Q86YS6 Ras-related protein Rab-43 OS=Homo sapiens GN=RAB43 PE=1 SV=1 - [RAB43_HUMAN] 0.047 1.12 

O75436 Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=2 - [VP26A_HUMAN] 0.047 1.12 

P22307 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=2 - [NLTP_HUMAN] 0.018 1.07 

P35249 Replication factor C subunit 4 OS=Homo sapiens GN=RFC4 PE=1 SV=2 - [RFC4_HUMAN] 0.018 1.07 

Downregulated protein in 18 hr 20% stretch 

Identifier Description p.value ratio 

Q8WZ42 Titin OS=Homo sapiens GN=TTN PE=1 SV=4 - [TITIN_HUMAN] 0.001 60.37 

Q5TZA2 Rootletin OS=Homo sapiens GN=CROCC PE=1 SV=1 - [CROCC_HUMAN] 0.003 21.39 

Q96I24 Far upstream element-binding protein 3 OS=Homo sapiens GN=FUBP3 PE=1 SV=2 - [FUBP3_HUMAN] 0.008 17.60 

Q13596 Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=3 - [SNX1_HUMAN] 0.002 13.84 

P0CG48 Polyubiquitin-C OS=Homo sapiens GN=UBC PE=1 SV=3 - [UBC_HUMAN] 0.004 12.57 

Q9UQ88 Cyclin-dependent kinase 11A OS=Homo sapiens GN=CDK11A PE=1 SV=4 - [CD11A_HUMAN] 0.012 11.33 

Q8WXF1 Paraspeckle component 1 OS=Homo sapiens GN=PSPC1 PE=1 SV=1 - [PSPC1_HUMAN] 0.003 11.32 

O14979 Heterogeneous nuclear ribonucleoprotein D-like OS=Homo sapiens GN=HNRPDL PE=1 SV=3 - [HNRDL_HUMAN] 0.006 10.06 

Q969Q0 60S ribosomal protein L36a-like OS=Homo sapiens GN=RPL36AL PE=1 SV=3 - [RL36L_HUMAN] 0.006 10.06 

Q9NXH9 tRNA (guanine(26)-N(2))-dimethyltransferase OS=Homo sapiens GN=TRMT1 PE=1 SV=1 - [TRM1_HUMAN] 0.021 8.80 

P15586 N-acetylglucosamine-6-sulfatase OS=Homo sapiens GN=GNS PE=1 SV=3 - [GNS_HUMAN] 0.004 1.93 

P46776 60S ribosomal protein L27a OS=Homo sapiens GN=RPL27A PE=1 SV=2 - [RL27A_HUMAN] 0.004 1.93 

Q15293 Reticulocalbin-1 OS=Homo sapiens GN=RCN1 PE=1 SV=1 - [RCN1_HUMAN] 0.003 1.66 

P62140 Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=3 - [PP1B_HUMAN] 0.023 1.63 

P51153 Ras-related protein Rab-13 OS=Homo sapiens GN=RAB13 PE=1 SV=1 - [RAB13_HUMAN] 0.008 1.59 

O75340 Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=1 - [PDCD6_HUMAN] 0.044 1.58 

Q9NR30 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=5 - [DDX21_HUMAN] 0.038 1.53 



 
 
 
 

clxxxv 
 

Q9Y3D6 Mitochondrial fission 1 protein OS=Homo sapiens GN=FIS1 PE=1 SV=2 - [FIS1_HUMAN] 0.011 1.50 

Q9UHY7 Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=1 - [ENOPH_HUMAN] 0.011 1.50 

Q9NQ88 Fructose-2,6-bisphosphatase TIGAR OS=Homo sapiens GN=TIGAR PE=1 SV=1 - [TIGAR_HUMAN] 0.011 1.50 

Q9HB07 UPF0160 protein MYG1, mitochondrial OS=Homo sapiens GN=C12orf10 PE=1 SV=2 - [MYG1_HUMAN] 0.006 1.40 

P09382 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 - [LEG1_HUMAN] 0.036 1.36 

Q15185 Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=1 - [TEBP_HUMAN] 0.030 1.36 

P40925 Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=4 - [MDHC_HUMAN] 0.042 1.35 

Q99714 3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=3 - [HCD2_HUMAN] 0.048 1.29 

P40429 60S ribosomal protein L13a OS=Homo sapiens GN=RPL13A PE=1 SV=2 - [RL13A_HUMAN] 0.014 1.28 

Q96IJ6 Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=1 SV=1 - [GMPPA_HUMAN] 0.014 1.28 

P28066 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3 - [PSA5_HUMAN] 0.014 1.28 

O14818 Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=1 - [PSA7_HUMAN] 0.044 1.28 

Q96FW1 Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2 - [OTUB1_HUMAN] 0.001 1.28 

P62280 40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=3 - [RS11_HUMAN] 0.016 1.27 

P62258 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1 - [1433E_HUMAN] 0.039 1.27 

O00299 Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=4 - [CLIC1_HUMAN] 0.045 1.21 

P13645 Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=6 - [K1C10_HUMAN] 0.040 1.16 

Q9NRV9 Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=1 - [HEBP1_HUMAN] 0.033 1.15 

P00441 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=2 - [SODC_HUMAN] 0.033 1.15 

P15374 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1 - [UCHL3_HUMAN] 0.033 1.15 

P28070 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4 - [PSB4_HUMAN] 0.033 1.15 

Q13148 TAR DNA-binding protein 43 OS=Homo sapiens GN=TARDBP PE=1 SV=1 - [TADBP_HUMAN] 0.033 1.15 

Q14697 Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3 - [GANAB_HUMAN] 0.021 1.14 

P62241 40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2 - [RS8_HUMAN] 0.005 1.13 

P62158 Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 - [CALM_HUMAN] 0.001 1.12 

Q9Y2Q3 Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=3 - [GSTK1_HUMAN] 0.001 1.12 

Q9GZT3 SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=1 - [SLIRP_HUMAN] 0.001 1.12 

P0C0S5 Histone H2A.Z OS=Homo sapiens GN=H2AFZ PE=1 SV=2 - [H2AZ_HUMAN] 0.001 1.12 
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P17931 Galectin-3 OS=Homo sapiens GN=LGALS3 PE=1 SV=5 - [LEG3_HUMAN] 0.001 1.12 

P60983 Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=2 - [GMFB_HUMAN] 0.001 1.12 

P02649 Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 - [APOE_HUMAN] 0.001 1.12 

Q13642 Four and a half LIM domains protein 1 OS=Homo sapiens GN=FHL1 PE=1 SV=4 - [FHL1_HUMAN] 0.001 1.12 

P62805 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 - [H4_HUMAN] 0.007 1.11 

P23528 Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 - [COF1_HUMAN] 0.044 1.01 

Unchanged protein in 18 hr 20% stretch 

Identifier Description p.value ratio 

Q15942 Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 - [ZYX_HUMAN] 0.050 0.69 

Q9NZL9 Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=1 - [MAT2B_HUMAN] 0.051 0.72 

P36873 Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=1 - [PP1G_HUMAN] 0.055 0.57 

P61764 Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=1 - [STXB1_HUMAN] 0.057 0.19 

Q9H0U3 Magnesium transporter protein 1 OS=Homo sapiens GN=MAGT1 PE=1 SV=1 - [MAGT1_HUMAN] 0.058 0.50 

P00491 Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 - [PNPH_HUMAN] 0.060 0.71 

P83731 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1 - [RL24_HUMAN] 0.060 0.62 

Q9UKK9 ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=1 - [NUDT5_HUMAN] 0.062 0.78 

P62136 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=1 - [PP1A_HUMAN] 0.065 0.61 

P61106 Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=4 - [RAB14_HUMAN] 0.067 0.74 

Q01130 Serine/arginine-rich splicing factor 2 OS=Homo sapiens GN=SRSF2 PE=1 SV=4 - [SRSF2_HUMAN] 0.068 0.56 

O14908 PDZ domain-containing protein GIPC1 OS=Homo sapiens GN=GIPC1 PE=1 SV=2 - [GIPC1_HUMAN] 0.074 0.65 

Q9BYD1 39S ribosomal protein L13, mitochondrial OS=Homo sapiens GN=MRPL13 PE=1 SV=1 - [RM13_HUMAN] 0.074 0.65 

Q53GQ0 Estradiol 17-beta-dehydrogenase 12 OS=Homo sapiens GN=HSD17B12 PE=1 SV=2 - [DHB12_HUMAN] 0.074 0.65 

Q15370 Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=1 - [ELOB_HUMAN] 0.074 0.65 

P01111 GTPase NRas OS=Homo sapiens GN=NRAS PE=1 SV=1 - [RASN_HUMAN] 0.077 0.71 

P33316 Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=4 - [DUT_HUMAN] 0.077 0.71 

Q9H3N1 Thioredoxin-related transmembrane protein 1 OS=Homo sapiens GN=TMX1 PE=1 SV=1 - [TMX1_HUMAN] 0.080 0.62 

P10301 Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=1 - [RRAS_HUMAN] 0.083 0.71 

Q9UKD2 mRNA turnover protein 4 homolog OS=Homo sapiens GN=MRTO4 PE=1 SV=2 - [MRT4_HUMAN] 0.085 0.54 
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P29218 Inositol monophosphatase 1 OS=Homo sapiens GN=IMPA1 PE=1 SV=1 - [IMPA1_HUMAN] 0.085 0.54 

Q10472 Polypeptide N-acetylgalactosaminyltransferase 1 OS=Homo sapiens GN=GALNT1 PE=1 SV=1 - [GALT1_HUMAN] 0.090 0.13 

Q6PIU2 Neutral cholesterol ester hydrolase 1 OS=Homo sapiens GN=NCEH1 PE=1 SV=3 - [NCEH1_HUMAN] 0.093 0.85 

P07741 Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=2 - [APT_HUMAN] 0.093 0.85 

P12236 ADP/ATP translocase 3 OS=Homo sapiens GN=SLC25A6 PE=1 SV=4 - [ADT3_HUMAN] 0.093 0.83 

P27695 DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=2 - [APEX1_HUMAN] 0.094 0.69 

O15173 Membrane-associated progesterone receptor component 2 OS=Homo sapiens GN=PGRMC2 PE=1 SV=1 - [PGRC2_HUMAN] 0.096 0.83 

Q9UMY4 Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 - [SNX12_HUMAN] 0.096 0.83 

Q9UKM9 RNA-binding protein Raly OS=Homo sapiens GN=RALY PE=1 SV=1 - [RALY_HUMAN] 0.099 0.57 

P08195 4F2 cell-surface antigen heavy chain OS=Homo sapiens GN=SLC3A2 PE=1 SV=3 - [4F2_HUMAN] 0.102 0.71 

Q8IZ83 Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=2 - [A16A1_HUMAN] 0.104 0.49 

P43487 Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=1 - [RANG_HUMAN] 0.107 0.92 

P78330 Phosphoserine phosphatase OS=Homo sapiens GN=PSPH PE=1 SV=2 - [SERB_HUMAN] 0.107 0.92 

P19525 Interferon-induced, double-stranded RNA-activated protein kinase OS=Homo sapiens GN=EIF2AK2 PE=1 SV=2 - [E2AK2_HUMAN] 0.107 0.18 

P37837 Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 - [TALDO_HUMAN] 0.109 0.81 

P30040 Endoplasmic reticulum resident protein 29 OS=Homo sapiens GN=ERP29 PE=1 SV=4 - [ERP29_HUMAN] 0.110 0.84 

P84085 ADP-ribosylation factor 5 OS=Homo sapiens GN=ARF5 PE=1 SV=2 - [ARF5_HUMAN] 0.114 0.79 

Q9NVE4 Coiled-coil domain-containing protein 87 OS=Homo sapiens GN=CCDC87 PE=2 SV=2 - [CCD87_HUMAN] 0.120 0.77 

P10809 60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=2 - [CH60_HUMAN] 0.120 0.64 

Q92890 Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=3 - [UFD1_HUMAN] 0.120 0.62 

P09496 Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=1 - [CLCA_HUMAN] 0.122 0.79 

P32119 Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5 - [PRDX2_HUMAN] 0.123 0.74 

P25786 Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=1 - [PSA1_HUMAN] 0.124 0.79 

Q01813 6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=2 - [K6PP_HUMAN] 0.125 0.62 

P12814 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2 - [ACTN1_HUMAN] 0.128 0.87 

Q96HC4 PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=5 - [PDLI5_HUMAN] 0.129 0.73 

Q06830 Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1 - [PRDX1_HUMAN] 0.129 0.79 

E9PAV3 Nascent polypeptide-associated complex subunit alpha, muscle-specific form OS=Homo sapiens GN=NACA PE=1 SV=1 - [NACAM_HUMAN] 0.129 0.84 
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Q7L1Q6 Basic leucine zipper and W2 domain-containing protein 1 OS=Homo sapiens GN=BZW1 PE=1 SV=1 - [BZW1_HUMAN] 0.130 0.79 

P19623 Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=1 - [SPEE_HUMAN] 0.132 0.79 

P26583 High mobility group protein B2 OS=Homo sapiens GN=HMGB2 PE=1 SV=2 - [HMGB2_HUMAN] 0.132 0.79 

P30048 Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=3 - [PRDX3_HUMAN] 0.132 0.79 

Q92747 Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=2 - [ARC1A_HUMAN] 0.132 0.79 

P30086 Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=3 - [PEBP1_HUMAN] 0.132 0.79 

P46777 60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=3 - [RL5_HUMAN] 0.133 0.83 

P23284 Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=2 - [PPIB_HUMAN] 0.133 0.84 

P61160 Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=1 - [ARP2_HUMAN] 0.136 0.79 

Q6PCE3 Glucose 1,6-bisphosphate synthase OS=Homo sapiens GN=PGM2L1 PE=1 SV=3 - [PGM2L_HUMAN] 0.138 0.24 

P62820 Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=3 - [RAB1A_HUMAN] 0.140 0.83 

Q9NVJ2 ADP-ribosylation factor-like protein 8B OS=Homo sapiens GN=ARL8B PE=1 SV=1 - [ARL8B_HUMAN] 0.144 0.79 

P11908 Ribose-phosphate pyrophosphokinase 2 OS=Homo sapiens GN=PRPS2 PE=1 SV=2 - [PRPS2_HUMAN] 0.144 0.84 

P04083 Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2 - [ANXA1_HUMAN] 0.149 0.79 

Q9Y3F4 Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=1 - [STRAP_HUMAN] 0.152 0.73 

O94826 Mitochondrial import receptor subunit TOM70 OS=Homo sapiens GN=TOMM70A PE=1 SV=1 - [TOM70_HUMAN] 0.154 0.24 

P60866 40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=1 - [RS20_HUMAN] 0.155 0.78 

Q9HA64 Ketosamine-3-kinase OS=Homo sapiens GN=FN3KRP PE=1 SV=2 - [KT3K_HUMAN] 0.155 0.78 

O96005 Cleft lip and palate transmembrane protein 1 OS=Homo sapiens GN=CLPTM1 PE=1 SV=1 - [CLPT1_HUMAN] 0.155 0.78 

Q96C19 EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=1 - [EFHD2_HUMAN] 0.155 0.87 

P06493 Cyclin-dependent kinase 1 OS=Homo sapiens GN=CDK1 PE=1 SV=3 - [CDK1_HUMAN] 0.156 0.75 

P04792 Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=2 - [HSPB1_HUMAN] 0.157 0.82 

Q02543 60S ribosomal protein L18a OS=Homo sapiens GN=RPL18A PE=1 SV=2 - [RL18A_HUMAN] 0.158 0.59 

P63104 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1 - [1433Z_HUMAN] 0.159 0.82 

O75083 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=4 - [WDR1_HUMAN] 0.161 0.73 

Q9Y6W5 Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=3 - [WASF2_HUMAN] 0.161 0.27 

P08865 40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=4 - [RSSA_HUMAN] 0.164 0.78 

O43704 Sulfotransferase family cytosolic 1B member 1 OS=Homo sapiens GN=SULT1B1 PE=1 SV=2 - [ST1B1_HUMAN] 0.164 0.63 
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P99999 Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=2 - [CYC_HUMAN] 0.165 0.74 

P15531 Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=1 - [NDKA_HUMAN] 0.165 0.75 

P07910 Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=4 - [HNRPC_HUMAN] 0.166 0.70 

O75396 Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=4 - [SC22B_HUMAN] 0.169 0.75 

Q92905 COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=4 - [CSN5_HUMAN] 0.169 0.74 

Q00688 Peptidyl-prolyl cis-trans isomerase FKBP3 OS=Homo sapiens GN=FKBP3 PE=1 SV=1 - [FKBP3_HUMAN] 0.170 0.73 

P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2 - [LDHB_HUMAN] 0.173 0.77 

P49207 60S ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=3 - [RL34_HUMAN] 0.173 0.72 

Q9BUT1 3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=2 - [BDH2_HUMAN] 0.175 0.70 

P46782 40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=4 - [RS5_HUMAN] 0.175 0.71 

P56537 Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=1 - [IF6_HUMAN] 0.176 0.70 

Q9BTT0 Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=1 - [AN32E_HUMAN] 0.176 0.70 

Q92945 Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=4 - [FUBP2_HUMAN] 0.176 0.75 

Q13492 Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=2 - [PICAL_HUMAN] 0.177 0.49 

O15498 Synaptobrevin homolog YKT6 OS=Homo sapiens GN=YKT6 PE=1 SV=1 - [YKT6_HUMAN] 0.177 0.78 

Q9NQC3 Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 - [RTN4_HUMAN] 0.178 0.69 

Q9Y5M8 Signal recognition particle receptor subunit beta OS=Homo sapiens GN=SRPRB PE=1 SV=3 - [SRPRB_HUMAN] 0.184 0.72 

P02768 Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 - [ALBU_HUMAN] 0.188 0.59 

P60891 Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=2 - [PRPS1_HUMAN] 0.189 0.78 

P15153 Ras-related C3 botulinum toxin substrate 2 OS=Homo sapiens GN=RAC2 PE=1 SV=1 - [RAC2_HUMAN] 0.191 0.73 

Q9Y6M1 Insulin-like growth factor 2 mRNA-binding protein 2 OS=Homo sapiens GN=IGF2BP2 PE=1 SV=2 - [IF2B2_HUMAN] 0.192 0.24 

Q9UJ70 N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=4 - [NAGK_HUMAN] 0.192 0.82 

P04844 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Homo sapiens GN=RPN2 PE=1 SV=3 - [RPN2_HUMAN] 0.194 0.78 

Q9Y3B4 Pre-mRNA branch site protein p14 OS=Homo sapiens GN=SF3B14 PE=1 SV=1 - [PM14_HUMAN] 0.194 0.78 

P53990 IST1 homolog OS=Homo sapiens GN=IST1 PE=1 SV=1 - [IST1_HUMAN] 0.194 0.78 

Q8NI35 InaD-like protein OS=Homo sapiens GN=INADL PE=1 SV=3 - [INADL_HUMAN] 0.195 0.67 

Q9H910 Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=1 - [HN1L_HUMAN] 0.195 0.67 

P48507 Glutamate--cysteine ligase regulatory subunit OS=Homo sapiens GN=GCLM PE=1 SV=1 - [GSH0_HUMAN] 0.197 0.65 
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Q9BY44 Eukaryotic translation initiation factor 2A OS=Homo sapiens GN=EIF2A PE=1 SV=3 - [EIF2A_HUMAN] 0.198 0.26 

P43307 Translocon-associated protein subunit alpha OS=Homo sapiens GN=SSR1 PE=1 SV=3 - [SSRA_HUMAN] 0.200 0.80 

P09211 Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=2 - [GSTP1_HUMAN] 0.200 0.80 

Q9Y6B6 GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=1 - [SAR1B_HUMAN] 0.200 0.80 

O00754 Lysosomal alpha-mannosidase OS=Homo sapiens GN=MAN2B1 PE=1 SV=3 - [MA2B1_HUMAN] 0.200 0.80 

O43760 Synaptogyrin-2 OS=Homo sapiens GN=SYNGR2 PE=1 SV=1 - [SNG2_HUMAN] 0.200 0.80 

P62847 40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=1 - [RS24_HUMAN] 0.200 0.80 

Q15005 Signal peptidase complex subunit 2 OS=Homo sapiens GN=SPCS2 PE=1 SV=3 - [SPCS2_HUMAN] 0.200 0.80 

Q86X83 COMM domain-containing protein 2 OS=Homo sapiens GN=COMMD2 PE=1 SV=2 - [COMD2_HUMAN] 0.200 0.80 

O95445 Apolipoprotein M OS=Homo sapiens GN=APOM PE=1 SV=2 - [APOM_HUMAN] 0.200 0.80 

P24844 Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=4 - [MYL9_HUMAN] 0.200 0.80 

P42766 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=2 - [RL35_HUMAN] 0.200 0.80 

P62070 Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=1 - [RRAS2_HUMAN] 0.200 0.80 

P62263 40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=3 - [RS14_HUMAN] 0.200 0.80 

Q9H0U4 Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=1 - [RAB1B_HUMAN] 0.200 0.80 

Q9NUQ9 Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=1 - [FA49B_HUMAN] 0.200 0.80 

P35613 Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 - [BASI_HUMAN] 0.200 0.80 

Q96QR8 Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=3 - [PURB_HUMAN] 0.200 0.80 

P24534 Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=3 - [EF1B_HUMAN] 0.200 0.80 

P08758 Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=2 - [ANXA5_HUMAN] 0.203 0.81 

Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2 - [SERC_HUMAN] 0.204 0.74 

P53597 Succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=1 SV=4 - [SUCA_HUMAN] 0.205 0.78 

P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2 - [LDHA_HUMAN] 0.206 0.82 

P05388 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=1 - [RLA0_HUMAN] 0.210 0.73 

O43324 Eukaryotic translation elongation factor 1 epsilon-1 OS=Homo sapiens GN=EEF1E1 PE=1 SV=1 - [MCA3_HUMAN] 0.210 0.84 

Q92542 Nicastrin OS=Homo sapiens GN=NCSTN PE=1 SV=2 - [NICA_HUMAN] 0.216 0.62 

P17844 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1 - [DDX5_HUMAN] 0.218 0.31 

P13010 X-ray repair cross-complementing protein 5 OS=Homo sapiens GN=XRCC5 PE=1 SV=3 - [XRCC5_HUMAN] 0.220 0.88 
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P63208 S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=2 - [SKP1_HUMAN] 0.222 0.67 

Q14498 RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=2 - [RBM39_HUMAN] 0.222 0.28 

P62701 40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=2 - [RS4X_HUMAN] 0.222 0.81 

P08240 Signal recognition particle receptor subunit alpha OS=Homo sapiens GN=SRPR PE=1 SV=2 - [SRPR_HUMAN] 0.227 0.32 

P07355 Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 - [ANXA2_HUMAN] 0.230 0.69 

O00429 Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=2 - [DNM1L_HUMAN] 0.231 0.36 

P19338 Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 - [NUCL_HUMAN] 0.233 0.76 

P48449 Lanosterol synthase OS=Homo sapiens GN=LSS PE=1 SV=1 - [ERG7_HUMAN] 0.234 0.29 

P37802 Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 - [TAGL2_HUMAN] 0.235 0.85 

P20290 Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=1 - [BTF3_HUMAN] 0.238 0.61 

P62314 Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=1 - [SMD1_HUMAN] 0.238 0.61 

P13987 CD59 glycoprotein OS=Homo sapiens GN=CD59 PE=1 SV=1 - [CD59_HUMAN] 0.238 0.77 

O43252 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 OS=Homo sapiens GN=PAPSS1 PE=1 SV=2 - [PAPS1_HUMAN] 0.239 0.30 

P39019 40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=2 - [RS19_HUMAN] 0.243 0.86 

Q9UNM6 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=2 - [PSD13_HUMAN] 0.243 0.86 

Q9BZE4 Nucleolar GTP-binding protein 1 OS=Homo sapiens GN=GTPBP4 PE=1 SV=3 - [NOG1_HUMAN] 0.243 0.32 

P26639 Threonine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=3 - [SYTC_HUMAN] 0.250 0.77 

P51571 Translocon-associated protein subunit delta OS=Homo sapiens GN=SSR4 PE=1 SV=1 - [SSRD_HUMAN] 0.250 0.67 

P62753 40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=1 - [RS6_HUMAN] 0.250 0.67 

O43707 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2 - [ACTN4_HUMAN] 0.253 0.89 

Q99798 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=2 - [ACON_HUMAN] 0.255 0.57 

P12429 Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 - [ANXA3_HUMAN] 0.255 0.82 

P60174 Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=3 - [TPIS_HUMAN] 0.257 0.81 

Q15181 Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=2 - [IPYR_HUMAN] 0.259 0.73 

Q13619 Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 - [CUL4A_HUMAN] 0.262 0.82 

O15144 Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=1 - [ARPC2_HUMAN] 0.262 0.86 

P28074 Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=3 - [PSB5_HUMAN] 0.262 0.86 

Q15758 Neutral amino acid transporter B(0) OS=Homo sapiens GN=SLC1A5 PE=1 SV=2 - [AAAT_HUMAN] 0.262 0.56 
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P61289 Proteasome activator complex subunit 3 OS=Homo sapiens GN=PSME3 PE=1 SV=1 - [PSME3_HUMAN] 0.263 0.84 

Q96CX2 BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=1 - [KCD12_HUMAN] 0.265 0.90 

O43390 Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=1 - [HNRPR_HUMAN] 0.266 0.28 

P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1 - [HSP7C_HUMAN] 0.267 0.44 

P54709 Sodium/potassium-transporting ATPase subunit beta-3 OS=Homo sapiens GN=ATP1B3 PE=1 SV=1 - [AT1B3_HUMAN] 0.269 0.61 

P14317 Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=3 - [HCLS1_HUMAN] 0.280 0.36 

Q8IZP2 Putative protein FAM10A4 OS=Homo sapiens GN=ST13P4 PE=5 SV=1 - [ST134_HUMAN] 0.280 0.36 

Q14677 Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=1 - [EPN4_HUMAN] 0.280 0.36 

Q14738 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=1 - [2A5D_HUMAN] 0.280 0.36 

P15880 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=2 - [RS2_HUMAN] 0.280 0.83 

P30050 60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=1 - [RL12_HUMAN] 0.283 0.72 

P09960 Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=2 - [LKHA4_HUMAN] 0.285 0.27 

Q96HS1 Serine/threonine-protein phosphatase PGAM5, mitochondrial OS=Homo sapiens GN=PGAM5 PE=1 SV=2 - [PGAM5_HUMAN] 0.286 0.72 

P11021 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=2 - [GRP78_HUMAN] 0.287 0.43 

Q9NSD9 Phenylalanine--tRNA ligase beta subunit OS=Homo sapiens GN=FARSB PE=1 SV=3 - [SYFB_HUMAN] 0.287 0.29 

P49368 T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4 - [TCPG_HUMAN] 0.288 0.37 

Q96KK5 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3 - [H2A1H_HUMAN] 0.289 0.41 

O60749 Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=2 - [SNX2_HUMAN] 0.291 0.33 

P13639 Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 - [EF2_HUMAN] 0.292 0.87 

P13798 Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=4 - [ACPH_HUMAN] 0.293 0.36 

Q13409 Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=3 - [DC1I2_HUMAN] 0.293 0.36 

Q9H4A4 Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=1 SV=2 - [AMPB_HUMAN] 0.293 0.36 

Q9UHB9 Signal recognition particle 68 kDa protein OS=Homo sapiens GN=SRP68 PE=1 SV=2 - [SRP68_HUMAN] 0.295 0.31 

P04406 Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3 - [G3P_HUMAN] 0.301 0.86 

Q86Y82 Syntaxin-12 OS=Homo sapiens GN=STX12 PE=1 SV=1 - [STX12_HUMAN] 0.302 0.70 

Q969X5 Endoplasmic reticulum-Golgi intermediate compartment protein 1 OS=Homo sapiens GN=ERGIC1 PE=1 SV=1 - [ERGI1_HUMAN] 0.302 0.70 

P46926 Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA1 PE=1 SV=1 - [GNPI1_HUMAN] 0.303 0.40 

P35637 RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=1 - [FUS_HUMAN] 0.303 0.40 
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Q01844 RNA-binding protein EWS OS=Homo sapiens GN=EWSR1 PE=1 SV=1 - [EWS_HUMAN] 0.303 0.40 

P38606 V-type proton ATPase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=2 - [VATA_HUMAN] 0.305 0.33 

P22314 Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3 - [UBA1_HUMAN] 0.306 0.87 

O00425 Insulin-like growth factor 2 mRNA-binding protein 3 OS=Homo sapiens GN=IGF2BP3 PE=1 SV=2 - [IF2B3_HUMAN] 0.307 0.33 

Q8WX92 Negative elongation factor B OS=Homo sapiens GN=NELFB PE=1 SV=1 - [NELFB_HUMAN] 0.307 0.36 

Q92841 Probable ATP-dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=2 - [DDX17_HUMAN] 0.308 0.30 

P67812 Signal peptidase complex catalytic subunit SEC11A OS=Homo sapiens GN=SEC11A PE=1 SV=1 - [SC11A_HUMAN] 0.309 0.85 

O43776 Asparagine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=1 - [SYNC_HUMAN] 0.311 0.31 

P63279 SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=1 - [UBC9_HUMAN] 0.312 0.77 

Q92820 Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=2 - [GGH_HUMAN] 0.312 0.77 

Q14974 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2 - [IMB1_HUMAN] 0.312 0.93 

Q04206 Transcription factor p65 OS=Homo sapiens GN=RELA PE=1 SV=2 - [TF65_HUMAN] 0.313 0.39 

P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1 - [ACTB_HUMAN] 0.313 0.90 

O60506 Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=2 - [HNRPQ_HUMAN] 0.317 0.41 

P15151 Poliovirus receptor OS=Homo sapiens GN=PVR PE=1 SV=2 - [PVR_HUMAN] 0.317 0.53 

Q8NBS9 Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=2 - [TXND5_HUMAN] 0.318 0.89 

Q16630 Cleavage and polyadenylation specificity factor subunit 6 OS=Homo sapiens GN=CPSF6 PE=1 SV=2 - [CPSF6_HUMAN] 0.320 0.40 

Q9Y3Z3 SAM domain and HD domain-containing protein 1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=2 - [SAMH1_HUMAN] 0.322 0.35 

P04843 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 OS=Homo sapiens GN=RPN1 PE=1 SV=1 - [RPN1_HUMAN] 0.322 0.31 

O43865 Putative adenosylhomocysteinase 2 OS=Homo sapiens GN=AHCYL1 PE=1 SV=2 - [SAHH2_HUMAN] 0.322 0.39 

Q4KWH8 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 OS=Homo sapiens GN=PLCH1 PE=1 SV=1 - [PLCH1_HUMAN] 0.322 0.41 

Q9UG63 ATP-binding cassette sub-family F member 2 OS=Homo sapiens GN=ABCF2 PE=1 SV=2 - [ABCF2_HUMAN] 0.322 0.39 

P62913 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2 - [RL11_HUMAN] 0.323 0.85 

P31942 Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens GN=HNRNPH3 PE=1 SV=2 - [HNRH3_HUMAN] 0.323 0.85 

P35268 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=2 - [RL22_HUMAN] 0.323 0.85 

Q9Y696 Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=4 - [CLIC4_HUMAN] 0.323 0.80 

P07737 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 - [PROF1_HUMAN] 0.325 0.94 

P63000 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=1 - [RAC1_HUMAN] 0.327 0.89 
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P22392 Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=1 - [NDKB_HUMAN] 0.327 0.89 

P27824 Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 - [CALX_HUMAN] 0.328 0.34 

P15170 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1 - [ERF3A_HUMAN] 0.329 0.37 

O94776 Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1 - [MTA2_HUMAN] 0.329 0.37 

P62714 Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=1 - [PP2AB_HUMAN] 0.329 0.38 

Q04917 14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4 - [1433F_HUMAN] 0.329 0.83 

Q13310 Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=1 - [PABP4_HUMAN] 0.330 0.34 

P14314 Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=2 - [GLU2B_HUMAN] 0.331 0.34 

P07900 Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=5 - [HS90A_HUMAN] 0.332 0.86 

P05141 ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=7 - [ADT2_HUMAN] 0.333 0.87 

P46060 Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=1 - [RAGP1_HUMAN] 0.333 0.50 

Q8N1G4 Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=1 - [LRC47_HUMAN] 0.334 0.37 

Q8TAT6 Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=3 - [NPL4_HUMAN] 0.336 0.35 

P26038 Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 - [MOES_HUMAN] 0.337 0.38 

P68371 Tubulin beta-4B chain OS=Homo sapiens GN=TUBB4B PE=1 SV=1 - [TBB4B_HUMAN] 0.337 0.84 

P07437 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2 - [TBB5_HUMAN] 0.337 0.84 

Q07866 Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=2 - [KLC1_HUMAN] 0.337 0.34 

P13804 Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=1 - [ETFA_HUMAN] 0.337 0.80 

P38646 Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=2 - [GRP75_HUMAN] 0.337 0.33 

Q06323 Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=1 - [PSME1_HUMAN] 0.338 0.84 

P10515 
Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLAT PE=1 
SV=3 - [ODP2_HUMAN] 0.341 0.43 

Q15637 Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=4 - [SF01_HUMAN] 0.341 0.43 

P08107 Heat shock 70 kDa protein 1A/1B OS=Homo sapiens GN=HSPA1A PE=1 SV=5 - [HSP71_HUMAN] 0.341 0.33 

P49023 Paxillin OS=Homo sapiens GN=PXN PE=1 SV=3 - [PAXI_HUMAN] 0.342 0.45 

Q96CV9 Optineurin OS=Homo sapiens GN=OPTN PE=1 SV=2 - [OPTN_HUMAN] 0.342 0.45 

Q96RP9 Elongation factor G, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=2 - [EFGM_HUMAN] 0.342 0.45 

P00387 NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=3 - [NB5R3_HUMAN] 0.343 0.84 

Q04760 Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=4 - [LGUL_HUMAN] 0.344 0.79 
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P05198 Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=3 - [IF2A_HUMAN] 0.344 0.80 

P17987 T-complex protein 1 subunit alpha OS=Homo sapiens GN=TCP1 PE=1 SV=1 - [TCPA_HUMAN] 0.344 0.46 

Q14247 Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=2 - [SRC8_HUMAN] 0.345 0.35 

Q9Y262 Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens GN=EIF3L PE=1 SV=1 - [EIF3L_HUMAN] 0.346 0.36 

P48643 T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1 - [TCPE_HUMAN] 0.347 0.34 

P48556 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=2 - [PSMD8_HUMAN] 0.348 0.89 

P29401 Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 - [TKT_HUMAN] 0.349 0.35 

O14744 Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=4 - [ANM5_HUMAN] 0.350 0.39 

Q9H9A6 Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=1 - [LRC40_HUMAN] 0.350 0.39 

O00571 ATP-dependent RNA helicase DDX3X OS=Homo sapiens GN=DDX3X PE=1 SV=3 - [DDX3X_HUMAN] 0.350 0.36 

P41250 Glycine--tRNA ligase OS=Homo sapiens GN=GARS PE=1 SV=3 - [SYG_HUMAN] 0.351 0.36 

P54136 Arginine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=2 - [SYRC_HUMAN] 0.355 0.37 

P12956 X-ray repair cross-complementing protein 6 OS=Homo sapiens GN=XRCC6 PE=1 SV=2 - [XRCC6_HUMAN] 0.355 0.37 

O43684 Mitotic checkpoint protein BUB3 OS=Homo sapiens GN=BUB3 PE=1 SV=1 - [BUB3_HUMAN] 0.355 0.76 

Q96AY3 Peptidyl-prolyl cis-trans isomerase FKBP10 OS=Homo sapiens GN=FKBP10 PE=1 SV=1 - [FKB10_HUMAN] 0.355 0.44 

O00303 Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=1 - [EIF3F_HUMAN] 0.356 0.80 

Q9HAV0 Guanine nucleotide-binding protein subunit beta-4 OS=Homo sapiens GN=GNB4 PE=1 SV=3 - [GBB4_HUMAN] 0.356 0.80 

Q15833 Syntaxin-binding protein 2 OS=Homo sapiens GN=STXBP2 PE=1 SV=2 - [STXB2_HUMAN] 0.357 0.41 

Q86UX7 Fermitin family homolog 3 OS=Homo sapiens GN=FERMT3 PE=1 SV=1 - [URP2_HUMAN] 0.357 0.41 

O95831 Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=1 - [AIFM1_HUMAN] 0.358 0.33 

P08133 Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 - [ANXA6_HUMAN] 0.358 0.35 

P31939 Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3 - [PUR9_HUMAN] 0.358 0.38 

P11940 Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=2 - [PABP1_HUMAN] 0.359 0.38 

P31948 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=1 - [STIP1_HUMAN] 0.359 0.38 

P13797 Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=4 - [PLST_HUMAN] 0.360 0.36 

P17655 Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=6 - [CAN2_HUMAN] 0.360 0.41 

P08238 Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=4 - [HS90B_HUMAN] 0.361 0.88 

Q01995 Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 - [TAGL_HUMAN] 0.362 0.87 
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O95340 Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 2 OS=Homo sapiens GN=PAPSS2 PE=1 SV=2 - [PAPS2_HUMAN] 0.364 0.39 

Q06210 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=3 - [GFPT1_HUMAN] 0.364 0.40 

Q96AE4 Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=3 - [FUBP1_HUMAN] 0.365 0.39 

Q9UNF1 Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=2 - [MAGD2_HUMAN] 0.366 0.44 

Q07065 Cytoskeleton-associated protein 4 OS=Homo sapiens GN=CKAP4 PE=1 SV=2 - [CKAP4_HUMAN] 0.366 0.38 

P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4 - [TERA_HUMAN] 0.366 0.88 

O76094 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=3 - [SRP72_HUMAN] 0.366 0.40 

P02545 Prelamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 - [LMNA_HUMAN] 0.367 0.46 

P49748 Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=1 - [ACADV_HUMAN] 0.367 0.40 

P60660 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2 - [MYL6_HUMAN] 0.368 0.85 

Q13404 Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=2 - [UB2V1_HUMAN] 0.368 0.85 

P13667 Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=2 - [PDIA4_HUMAN] 0.368 0.39 

Q8WVM8 Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=4 - [SCFD1_HUMAN] 0.369 0.47 

Q9H3P7 Golgi resident protein GCP60 OS=Homo sapiens GN=ACBD3 PE=1 SV=4 - [GCP60_HUMAN] 0.369 0.47 

P54652 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=1 - [HSP72_HUMAN] 0.369 0.39 

O15355 Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=1 - [PPM1G_HUMAN] 0.370 0.42 

P16070 CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=3 - [CD44_HUMAN] 0.371 0.59 

O95394 Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=1 - [AGM1_HUMAN] 0.373 0.44 

Q99497 Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 - [PARK7_HUMAN] 0.373 0.92 

Q9NTK5 Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=2 - [OLA1_HUMAN] 0.373 0.92 

P54819 Adenylate kinase 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=2 - [KAD2_HUMAN] 0.373 0.80 

P35241 Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 - [RADI_HUMAN] 0.373 0.39 

P15311 Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 - [EZRI_HUMAN] 0.374 0.38 

O43809 Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens GN=NUDT21 PE=1 SV=1 - [CPSF5_HUMAN] 0.374 0.85 

P06748 Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2 - [NPM_HUMAN] 0.374 0.85 

P24941 Cyclin-dependent kinase 2 OS=Homo sapiens GN=CDK2 PE=1 SV=2 - [CDK2_HUMAN] 0.374 0.84 

Q15907 Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=4 - [RB11B_HUMAN] 0.375 0.80 

Q9BRX8 Redox-regulatory protein FAM213A OS=Homo sapiens GN=FAM213A PE=1 SV=3 - [F213A_HUMAN] 0.376 0.70 
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Q13885 Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1 - [TBB2A_HUMAN] 0.376 0.87 

Q96AC1 Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=1 - [FERM2_HUMAN] 0.377 0.38 

Q15286 Ras-related protein Rab-35 OS=Homo sapiens GN=RAB35 PE=1 SV=1 - [RAB35_HUMAN] 0.377 0.80 

P23396 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2 - [RS3_HUMAN] 0.378 0.83 

O15371 Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=1 - [EIF3D_HUMAN] 0.379 0.44 

P35232 Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 - [PHB_HUMAN] 0.379 0.61 

O00469 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens GN=PLOD2 PE=1 SV=2 - [PLOD2_HUMAN] 0.379 0.84 

Q16555 Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=1 - [DPYL2_HUMAN] 0.382 0.44 

P43304 Glycerol-3-phosphate dehydrogenase, mitochondrial OS=Homo sapiens GN=GPD2 PE=1 SV=3 - [GPDM_HUMAN] 0.383 0.47 

P17858 6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=6 - [K6PL_HUMAN] 0.384 0.44 

Q9UEW8 STE20/SPS1-related proline-alanine-rich protein kinase OS=Homo sapiens GN=STK39 PE=1 SV=3 - [STK39_HUMAN] 0.385 0.47 

P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3 - [HNRPM_HUMAN] 0.385 0.30 

P17812 CTP synthase 1 OS=Homo sapiens GN=CTPS1 PE=1 SV=2 - [PYRG1_HUMAN] 0.385 0.44 

P62906 60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=2 - [RL10A_HUMAN] 0.386 0.84 

P33993 DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4 - [MCM7_HUMAN] 0.387 0.44 

Q13151 Heterogeneous nuclear ribonucleoprotein A0 OS=Homo sapiens GN=HNRNPA0 PE=1 SV=1 - [ROA0_HUMAN] 0.388 0.73 

Q14195 Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=1 - [DPYL3_HUMAN] 0.388 0.45 

Q9UHB6 LIM domain and actin-binding protein 1 OS=Homo sapiens GN=LIMA1 PE=1 SV=1 - [LIMA1_HUMAN] 0.390 0.67 

Q9HB71 Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=2 - [CYBP_HUMAN] 0.390 0.93 

Q9H0B6 Kinesin light chain 2 OS=Homo sapiens GN=KLC2 PE=1 SV=1 - [KLC2_HUMAN] 0.392 0.47 

Q9NQW7 Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=3 - [XPP1_HUMAN] 0.392 0.47 

O00116 Alkyldihydroxyacetonephosphate synthase, peroxisomal OS=Homo sapiens GN=AGPS PE=1 SV=1 - [ADAS_HUMAN] 0.393 0.50 

Q99873 Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=2 - [ANM1_HUMAN] 0.394 0.88 

P27694 Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=2 - [RFA1_HUMAN] 0.394 0.44 

P07384 Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=1 - [CAN1_HUMAN] 0.394 0.43 

P53992 Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=3 - [SC24C_HUMAN] 0.394 0.88 

P27348 14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=1 - [1433T_HUMAN] 0.396 0.85 

P22626 Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2 - [ROA2_HUMAN] 0.397 0.83 
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P46459 Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=3 - [NSF_HUMAN] 0.397 0.47 

P14625 Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 - [ENPL_HUMAN] 0.398 0.93 

Q14258 E3 ubiquitin/ISG15 ligase TRIM25 OS=Homo sapiens GN=TRIM25 PE=1 SV=2 - [TRI25_HUMAN] 0.399 0.47 

Q92688 Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=1 - [AN32B_HUMAN] 0.399 0.84 

Q15046 Lysine--tRNA ligase OS=Homo sapiens GN=KARS PE=1 SV=3 - [SYK_HUMAN] 0.399 0.47 

Q04446 1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=3 - [GLGB_HUMAN] 0.399 0.46 

P08243 Asparagine synthetase [glutamine-hydrolyzing] OS=Homo sapiens GN=ASNS PE=1 SV=4 - [ASNS_HUMAN] 0.400 0.43 

P46779 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=3 - [RL28_HUMAN] 0.400 0.88 

P20700 Lamin-B1 OS=Homo sapiens GN=LMNB1 PE=1 SV=2 - [LMNB1_HUMAN] 0.400 0.48 

P51665 26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=2 - [PSD7_HUMAN] 0.401 0.90 

P09661 U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=2 - [RU2A_HUMAN] 0.401 0.90 

Q08945 FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=1 - [SSRP1_HUMAN] 0.401 0.46 

Q12931 Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=3 - [TRAP1_HUMAN] 0.401 0.46 

P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1 - [UB2L3_HUMAN] 0.402 0.80 

O95202 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=1 - [LETM1_HUMAN] 0.403 0.45 

P61353 60S ribosomal protein L27 OS=Homo sapiens GN=RPL27 PE=1 SV=2 - [RL27_HUMAN] 0.405 0.80 

O95573 Long-chain-fatty-acid--CoA ligase 3 OS=Homo sapiens GN=ACSL3 PE=1 SV=3 - [ACSL3_HUMAN] 0.406 0.47 

O60488 Long-chain-fatty-acid--CoA ligase 4 OS=Homo sapiens GN=ACSL4 PE=1 SV=2 - [ACSL4_HUMAN] 0.407 0.48 

Q9UH65 Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=1 - [SWP70_HUMAN] 0.407 0.50 

Q96G03 Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=4 - [PGM2_HUMAN] 0.407 0.50 

Q99729 Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=2 - [ROAA_HUMAN] 0.410 0.76 

P51858 Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=1 - [HDGF_HUMAN] 0.410 0.73 

Q16629 Serine/arginine-rich splicing factor 7 OS=Homo sapiens GN=SRSF7 PE=1 SV=1 - [SRSF7_HUMAN] 0.411 0.67 

Q8NEM2 SHC SH2 domain-binding protein 1 OS=Homo sapiens GN=SHCBP1 PE=1 SV=3 - [SHCBP_HUMAN] 0.412 0.53 

P61221 ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=1 - [ABCE1_HUMAN] 0.413 0.50 

P52566 Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=3 - [GDIR2_HUMAN] 0.413 0.86 

Q9P0L0 Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=3 - [VAPA_HUMAN] 0.413 0.86 

Q07020 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2 - [RL18_HUMAN] 0.413 0.86 



 
 
 
 

cxcix 
 

O76031 ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=2 - [CLPX_HUMAN] 0.413 0.51 

Q9UHY1 Nuclear receptor-binding protein OS=Homo sapiens GN=NRBP1 PE=1 SV=1 - [NRBP_HUMAN] 0.413 0.51 

P54886 Delta-1-pyrroline-5-carboxylate synthase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=2 - [P5CS_HUMAN] 0.414 0.79 

P82930 28S ribosomal protein S34, mitochondrial OS=Homo sapiens GN=MRPS34 PE=1 SV=2 - [RT34_HUMAN] 0.414 0.56 

P02786 Transferrin receptor protein 1 OS=Homo sapiens GN=TFRC PE=1 SV=2 - [TFR1_HUMAN] 0.417 0.81 

P32455 Interferon-induced guanylate-binding protein 1 OS=Homo sapiens GN=GBP1 PE=1 SV=2 - [GBP1_HUMAN] 0.418 0.51 

Q99832 T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=2 - [TCPH_HUMAN] 0.420 0.82 

P51114 Fragile X mental retardation syndrome-related protein 1 OS=Homo sapiens GN=FXR1 PE=1 SV=3 - [FXR1_HUMAN] 0.420 0.53 

Q9UL46 Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=4 - [PSME2_HUMAN] 0.422 0.89 

Q12905 Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1 SV=2 - [ILF2_HUMAN] 0.422 0.89 

Q13347 Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=1 - [EIF3I_HUMAN] 0.422 0.85 

P47813 Eukaryotic translation initiation factor 1A, X-chromosomal OS=Homo sapiens GN=EIF1AX PE=1 SV=2 - [IF1AX_HUMAN] 0.423 0.80 

Q8N392 Rho GTPase-activating protein 18 OS=Homo sapiens GN=ARHGAP18 PE=1 SV=3 - [RHG18_HUMAN] 0.424 0.53 

O94808 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2 OS=Homo sapiens GN=GFPT2 PE=1 SV=3 - [GFPT2_HUMAN] 0.424 0.55 

Q8TC07 TBC1 domain family member 15 OS=Homo sapiens GN=TBC1D15 PE=1 SV=2 - [TBC15_HUMAN] 0.424 0.55 

P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3 - [GBLP_HUMAN] 0.426 0.89 

P42126 Enoyl-CoA delta isomerase 1, mitochondrial OS=Homo sapiens GN=ECI1 PE=1 SV=1 - [ECI1_HUMAN] 0.428 0.75 

P49915 GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=1 - [GUAA_HUMAN] 0.431 0.53 

Q9NZI8 Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=2 - [IF2B1_HUMAN] 0.432 0.54 

Q10471 Polypeptide N-acetylgalactosaminyltransferase 2 OS=Homo sapiens GN=GALNT2 PE=1 SV=1 - [GALT2_HUMAN] 0.432 0.47 

O00148 ATP-dependent RNA helicase DDX39A OS=Homo sapiens GN=DDX39A PE=1 SV=2 - [DX39A_HUMAN] 0.436 0.55 

P16435 NADPH--cytochrome P450 reductase OS=Homo sapiens GN=POR PE=1 SV=2 - [NCPR_HUMAN] 0.436 0.55 

P84103 Serine/arginine-rich splicing factor 3 OS=Homo sapiens GN=SRSF3 PE=1 SV=1 - [SRSF3_HUMAN] 0.436 0.83 

P15559 NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=1 - [NQO1_HUMAN] 0.438 0.76 

P21980 Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=2 - [TGM2_HUMAN] 0.439 0.51 

Q92520 Protein FAM3C OS=Homo sapiens GN=FAM3C PE=1 SV=1 - [FAM3C_HUMAN] 0.439 0.64 

P61006 Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=1 - [RAB8A_HUMAN] 0.440 0.84 

Q9BUQ8 Probable ATP-dependent RNA helicase DDX23 OS=Homo sapiens GN=DDX23 PE=1 SV=3 - [DDX23_HUMAN] 0.442 0.77 



 
 
 
 

cc 
 

P62424 60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2 - [RL7A_HUMAN] 0.443 0.84 

P38117 Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=3 - [ETFB_HUMAN] 0.447 0.86 

P54577 Tyrosine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4 - [SYYC_HUMAN] 0.450 0.56 

Q14847 LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=2 - [LASP1_HUMAN] 0.451 0.91 

P62879 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=3 - [GBB2_HUMAN] 0.452 0.85 

P48047 ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=1 - [ATPO_HUMAN] 0.452 0.85 

P51148 Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=2 - [RAB5C_HUMAN] 0.452 0.85 

P30154 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A beta isoform OS=Homo sapiens GN=PPP2R1B PE=1 SV=3 - [2AAB_HUMAN] 0.453 0.59 

Q9NY33 Dipeptidyl peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=2 - [DPP3_HUMAN] 0.453 0.59 

Q13131 5'-AMP-activated protein kinase catalytic subunit alpha-1 OS=Homo sapiens GN=PRKAA1 PE=1 SV=4 - [AAPK1_HUMAN] 0.456 0.61 

P04075 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2 - [ALDOA_HUMAN] 0.457 0.86 

Q02809 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 OS=Homo sapiens GN=PLOD1 PE=1 SV=2 - [PLOD1_HUMAN] 0.458 0.56 

Q14166 Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=2 - [TTL12_HUMAN] 0.458 0.53 

P40939 Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=2 - [ECHA_HUMAN] 0.461 0.59 

Q8NBJ5 Procollagen galactosyltransferase 1 OS=Homo sapiens GN=GLT25D1 PE=1 SV=1 - [GT251_HUMAN] 0.462 0.60 

Q9BQ04 RNA-binding protein 4B OS=Homo sapiens GN=RBM4B PE=1 SV=1 - [RBM4B_HUMAN] 0.463 0.59 

P42765 3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=2 - [THIM_HUMAN] 0.468 0.89 

P31946 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3 - [1433B_HUMAN] 0.468 0.87 

P14324 Farnesyl pyrophosphate synthase OS=Homo sapiens GN=FDPS PE=1 SV=4 - [FPPS_HUMAN] 0.469 0.81 

Q15642 Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=3 - [CIP4_HUMAN] 0.471 0.62 

P20337 Ras-related protein Rab-3B OS=Homo sapiens GN=RAB3B PE=1 SV=2 - [RAB3B_HUMAN] 0.472 0.81 

Q06124 Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=2 - [PTN11_HUMAN] 0.479 0.64 

P23588 Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=2 - [IF4B_HUMAN] 0.479 0.64 

Q13257 Mitotic spindle assembly checkpoint protein MAD2A OS=Homo sapiens GN=MAD2L1 PE=1 SV=1 - [MD2L1_HUMAN] 0.479 0.87 

Q9H444 Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=1 - [CHM4B_HUMAN] 0.479 0.87 

Q15041 ADP-ribosylation factor-like protein 6-interacting protein 1 OS=Homo sapiens GN=ARL6IP1 PE=1 SV=2 - [AR6P1_HUMAN] 0.479 0.87 

P24539 ATP synthase subunit b, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=2 - [AT5F1_HUMAN] 0.479 0.87 

P11177 Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=3 - [ODPB_HUMAN] 0.479 0.87 
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P42771 Cyclin-dependent kinase inhibitor 2A, isoforms 1/2/3 OS=Homo sapiens GN=CDKN2A PE=1 SV=2 - [CD2A1_HUMAN] 0.481 0.87 

P59998 Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=3 - [ARPC4_HUMAN] 0.481 0.87 

P36542 ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=1 - [ATPG_HUMAN] 0.481 0.87 

P14923 Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=3 - [PLAK_HUMAN] 0.482 0.65 

P46781 40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=3 - [RS9_HUMAN] 0.482 0.86 

Q12906 Interleukin enhancer-binding factor 3 OS=Homo sapiens GN=ILF3 PE=1 SV=3 - [ILF3_HUMAN] 0.482 0.89 

P31040 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=2 - [DHSA_HUMAN] 0.483 0.65 

P30153 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4 - [2AAA_HUMAN] 0.486 0.79 

P60520 Gamma-aminobutyric acid receptor-associated protein-like 2 OS=Homo sapiens GN=GABARAPL2 PE=1 SV=1 - [GBRL2_HUMAN] 0.486 0.81 

Q9Y3U8 60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=3 - [RL36_HUMAN] 0.486 0.81 

Q9BYT8 Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=1 - [NEUL_HUMAN] 0.486 0.61 

P36639 7,8-dihydro-8-oxoguanine triphosphatase OS=Homo sapiens GN=NUDT1 PE=1 SV=3 - [8ODP_HUMAN] 0.489 0.87 

P62829 60S ribosomal protein L23 OS=Homo sapiens GN=RPL23 PE=1 SV=1 - [RL23_HUMAN] 0.489 0.87 

P21964 Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=2 - [COMT_HUMAN] 0.489 0.87 

Q9NZ01 Very-long-chain enoyl-CoA reductase OS=Homo sapiens GN=TECR PE=1 SV=1 - [TECR_HUMAN] 0.489 0.87 

O43447 Peptidyl-prolyl cis-trans isomerase H OS=Homo sapiens GN=PPIH PE=1 SV=1 - [PPIH_HUMAN] 0.489 0.92 

Q15126 Phosphomevalonate kinase OS=Homo sapiens GN=PMVK PE=1 SV=3 - [PMVK_HUMAN] 0.489 0.92 

Q99426 Tubulin-folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=2 - [TBCB_HUMAN] 0.489 0.92 

P62873 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=3 - [GBB1_HUMAN] 0.490 0.86 

P55145 Mesencephalic astrocyte-derived neurotrophic factor OS=Homo sapiens GN=MANF PE=1 SV=3 - [MANF_HUMAN] 0.492 0.89 

P63092 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1 - [GNAS2_HUMAN] 0.492 0.66 

P48147 Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=2 - [PPCE_HUMAN] 0.494 0.47 

Q8TCT9 Minor histocompatibility antigen H13 OS=Homo sapiens GN=HM13 PE=1 SV=1 - [HM13_HUMAN] 0.495 0.63 

P60842 Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=1 - [IF4A1_HUMAN] 0.496 0.91 

Q05682 Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=3 - [CALD1_HUMAN] 0.497 0.84 

O15427 Monocarboxylate transporter 4 OS=Homo sapiens GN=SLC16A3 PE=1 SV=1 - [MOT4_HUMAN] 0.498 0.81 

Q14232 Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=1 - [EI2BA_HUMAN] 0.499 0.90 

Q00325 Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=2 - [MPCP_HUMAN] 0.499 0.90 
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P30043 Flavin reductase (NADPH) OS=Homo sapiens GN=BLVRB PE=1 SV=3 - [BLVRB_HUMAN] 0.502 0.79 

Q9BRF8 Calcineurin-like phosphoesterase domain-containing protein 1 OS=Homo sapiens GN=CPPED1 PE=1 SV=3 - [CPPED_HUMAN] 0.503 0.67 

P62081 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1 - [RS7_HUMAN] 0.506 0.89 

O15143 Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=3 - [ARC1B_HUMAN] 0.506 0.95 

Q15365 Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=2 - [PCBP1_HUMAN] 0.506 0.95 

Q9H223 EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=1 - [EHD4_HUMAN] 0.507 0.66 

P52888 Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=2 - [THOP1_HUMAN] 0.509 0.70 

P29692 Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=5 - [EF1D_HUMAN] 0.509 0.88 

Q9NZN4 EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=2 - [EHD2_HUMAN] 0.510 0.70 

O15400 Syntaxin-7 OS=Homo sapiens GN=STX7 PE=1 SV=4 - [STX7_HUMAN] 0.510 0.50 

P04259 Keratin, type II cytoskeletal 6B OS=Homo sapiens GN=KRT6B PE=1 SV=5 - [K2C6B_HUMAN] 0.512 0.76 

P51659 Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=3 - [DHB4_HUMAN] 0.514 0.71 

P39656 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Homo sapiens GN=DDOST PE=1 SV=4 - [OST48_HUMAN] 0.515 0.85 

P14866 Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=2 - [HNRPL_HUMAN] 0.522 0.72 

P30041 Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=3 - [PRDX6_HUMAN] 0.527 0.81 

O75477 Erlin-1 OS=Homo sapiens GN=ERLIN1 PE=1 SV=1 - [ERLN1_HUMAN] 0.530 0.65 

Q15436 Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=2 - [SC23A_HUMAN] 0.531 0.67 

Q15366 Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=1 - [PCBP2_HUMAN] 0.533 0.92 

P40926 Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=3 - [MDHM_HUMAN] 0.533 0.82 

Q07812 Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=1 - [BAX_HUMAN] 0.535 0.84 

Q8IVM0 Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=1 - [CCD50_HUMAN] 0.539 0.86 

O75821 Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=2 - [EIF3G_HUMAN] 0.539 0.88 

P25325 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=3 - [THTM_HUMAN] 0.539 0.88 

Q8TDX7 Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=1 - [NEK7_HUMAN] 0.539 0.88 

Q9Y5P6 Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=1 SV=2 - [GMPPB_HUMAN] 0.539 0.88 

P37268 Squalene synthase OS=Homo sapiens GN=FDFT1 PE=1 SV=1 - [FDFT_HUMAN] 0.540 0.76 

P37108 Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=2 - [SRP14_HUMAN] 0.541 0.84 

Q9Y3D9 28S ribosomal protein S23, mitochondrial OS=Homo sapiens GN=MRPS23 PE=1 SV=2 - [RT23_HUMAN] 0.541 0.84 
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Q09028 Histone-binding protein RBBP4 OS=Homo sapiens GN=RBBP4 PE=1 SV=3 - [RBBP4_HUMAN] 0.545 0.77 

Q96EK5 KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=1 - [KBP_HUMAN] 0.547 0.71 

Q6IBS0 Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 - [TWF2_HUMAN] 0.548 0.70 

Q9BUF5 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=1 - [TBB6_HUMAN] 0.548 0.94 

P09525 Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4 - [ANXA4_HUMAN] 0.549 0.79 

P35221 Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1 - [CTNA1_HUMAN] 0.549 0.94 

Q9Y281 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 - [COF2_HUMAN] 0.549 0.84 

Q09161 Nuclear cap-binding protein subunit 1 OS=Homo sapiens GN=NCBP1 PE=1 SV=1 - [NCBP1_HUMAN] 0.551 0.68 

Q9H2U2 Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=2 - [IPYR2_HUMAN] 0.552 0.70 

P61224 Ras-related protein Rap-1b OS=Homo sapiens GN=RAP1B PE=1 SV=1 - [RAP1B_HUMAN] 0.556 0.86 

Q96HE7 ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=2 - [ERO1A_HUMAN] 0.558 0.82 

O95197 Reticulon-3 OS=Homo sapiens GN=RTN3 PE=1 SV=2 - [RTN3_HUMAN] 0.558 0.77 

Q8IWE2 Protein NOXP20 OS=Homo sapiens GN=FAM114A1 PE=1 SV=2 - [NXP20_HUMAN] 0.562 0.80 

Q9BZQ8 Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1 - [NIBAN_HUMAN] 0.563 0.79 

Q9BTE3 Mini-chromosome maintenance complex-binding protein OS=Homo sapiens GN=MCMBP PE=1 SV=2 - [MCMBP_HUMAN] 0.563 0.71 

Q15067 Peroxisomal acyl-coenzyme A oxidase 1 OS=Homo sapiens GN=ACOX1 PE=1 SV=3 - [ACOX1_HUMAN] 0.569 0.81 

Q9GZN8 UPF0687 protein C20orf27 OS=Homo sapiens GN=C20orf27 PE=1 SV=3 - [CT027_HUMAN] 0.573 0.87 

P62256 Ubiquitin-conjugating enzyme E2 H OS=Homo sapiens GN=UBE2H PE=1 SV=1 - [UBE2H_HUMAN] 0.573 0.87 

Q9UBQ0 Vacuolar protein sorting-associated protein 29 OS=Homo sapiens GN=VPS29 PE=1 SV=1 - [VPS29_HUMAN] 0.573 0.87 

Q5T200 Zinc finger CCCH domain-containing protein 13 OS=Homo sapiens GN=ZC3H13 PE=1 SV=1 - [ZC3HD_HUMAN] 0.574 0.82 

O75663 TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=2 - [TIPRL_HUMAN] 0.575 0.77 

P54920 Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=3 - [SNAA_HUMAN] 0.577 0.86 

Q9NRC6 Spectrin beta chain, non-erythrocytic 5 OS=Homo sapiens GN=SPTBN5 PE=1 SV=1 - [SPTN5_HUMAN] 0.582 0.96 

P09493 Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=2 - [TPM1_HUMAN] 0.587 0.90 

P53999 Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=3 - [TCP4_HUMAN] 0.591 0.80 

Q9BPX5 Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=1 - [ARP5L_HUMAN] 0.591 0.89 

Q6IAA8 Ragulator complex protein LAMTOR1 OS=Homo sapiens GN=LAMTOR1 PE=1 SV=2 - [LTOR1_HUMAN] 0.591 0.89 

P69905 Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=2 - [HBA_HUMAN] 0.591 0.89 
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Q13405 39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=1 SV=1 - [RM49_HUMAN] 0.591 0.89 

P61009 Signal peptidase complex subunit 3 OS=Homo sapiens GN=SPCS3 PE=1 SV=1 - [SPCS3_HUMAN] 0.591 0.89 

Q9Y371 Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=1 - [SHLB1_HUMAN] 0.591 0.89 

P11233 Ras-related protein Ral-A OS=Homo sapiens GN=RALA PE=1 SV=1 - [RALA_HUMAN] 0.591 0.79 

Q13547 Histone deacetylase 1 OS=Homo sapiens GN=HDAC1 PE=1 SV=1 - [HDAC1_HUMAN] 0.595 0.83 

Q8N8S7 Protein enabled homolog OS=Homo sapiens GN=ENAH PE=1 SV=2 - [ENAH_HUMAN] 0.595 0.83 

Q96J02 E3 ubiquitin-protein ligase Itchy homolog OS=Homo sapiens GN=ITCH PE=1 SV=2 - [ITCH_HUMAN] 0.595 0.86 

P10768 S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=2 - [ESTD_HUMAN] 0.597 0.78 

Q96EY7 Pentatricopeptide repeat domain-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=3 - [PTCD3_HUMAN] 0.597 0.81 

P02765 Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 - [FETUA_HUMAN] 0.598 0.89 

P09874 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4 - [PARP1_HUMAN] 0.604 0.84 

P25705 ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=1 - [ATPA_HUMAN] 0.606 0.94 

Q86XP3 ATP-dependent RNA helicase DDX42 OS=Homo sapiens GN=DDX42 PE=1 SV=1 - [DDX42_HUMAN] 0.607 0.79 

Q9P000 COMM domain-containing protein 9 OS=Homo sapiens GN=COMMD9 PE=1 SV=2 - [COMD9_HUMAN] 0.607 0.79 

Q9UI30 tRNA methyltransferase 112 homolog OS=Homo sapiens GN=TRMT112 PE=1 SV=1 - [TR112_HUMAN] 0.607 0.79 

P50995 Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1 - [ANX11_HUMAN] 0.611 0.93 

P06730 Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=2 - [IF4E_HUMAN] 0.613 0.84 

P09651 Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=5 - [ROA1_HUMAN] 0.613 0.94 

P35527 Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 - [K1C9_HUMAN] 0.614 0.90 

P78346 Ribonuclease P protein subunit p30 OS=Homo sapiens GN=RPP30 PE=1 SV=1 - [RPP30_HUMAN] 0.619 0.67 

O15145 Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=3 - [ARPC3_HUMAN] 0.622 0.90 

Q13442 28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=1 - [HAP28_HUMAN] 0.627 0.82 

Q9H7C9 Mth938 domain-containing protein OS=Homo sapiens GN=AAMDC PE=1 SV=1 - [AAMDC_HUMAN] 0.627 0.82 

P62937 Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=2 - [PPIA_HUMAN] 0.627 0.94 

P19105 Myosin regulatory light chain 12A OS=Homo sapiens GN=MYL12A PE=1 SV=2 - [ML12A_HUMAN] 0.633 0.94 

P62851 40S ribosomal protein S25 OS=Homo sapiens GN=RPS25 PE=1 SV=1 - [RS25_HUMAN] 0.633 0.94 

P40261 Nicotinamide N-methyltransferase OS=Homo sapiens GN=NNMT PE=1 SV=1 - [NNMT_HUMAN] 0.633 0.94 

Q9Y263 Phospholipase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 SV=2 - [PLAP_HUMAN] 0.641 0.86 
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P61247 40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=2 - [RS3A_HUMAN] 0.642 0.91 

P18124 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=1 - [RL7_HUMAN] 0.645 0.89 

Q8TED1 Probable glutathione peroxidase 8 OS=Homo sapiens GN=GPX8 PE=1 SV=2 - [GPX8_HUMAN] 0.648 0.85 

Q14019 Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=3 - [COTL1_HUMAN] 0.649 0.91 

P04264 Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=6 - [K2C1_HUMAN] 0.651 0.97 

P60953 Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=2 - [CDC42_HUMAN] 0.652 0.85 

Q99996 A-kinase anchor protein 9 OS=Homo sapiens GN=AKAP9 PE=1 SV=3 - [AKAP9_HUMAN] 0.656 1.02 

Q13185 Chromobox protein homolog 3 OS=Homo sapiens GN=CBX3 PE=1 SV=4 - [CBX3_HUMAN] 0.659 0.92 

O75947 ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=3 - [ATP5H_HUMAN] 0.660 0.81 

Q9BVK6 Transmembrane emp24 domain-containing protein 9 OS=Homo sapiens GN=TMED9 PE=1 SV=2 - [TMED9_HUMAN] 0.661 0.92 

P61019 Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1 - [RAB2A_HUMAN] 0.662 0.94 

P50452 Serpin B8 OS=Homo sapiens GN=SERPINB8 PE=1 SV=2 - [SPB8_HUMAN] 0.663 0.92 

P13693 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=1 - [TCTP_HUMAN] 0.665 0.89 

Q13162 Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=1 - [PRDX4_HUMAN] 0.665 0.89 

P25789 Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=1 - [PSA4_HUMAN] 0.666 0.85 

Q9Y224 UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=1 - [CN166_HUMAN] 0.668 0.77 

Q9Y2B0 Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=1 - [CNPY2_HUMAN] 0.669 0.87 

P50914 60S ribosomal protein L14 OS=Homo sapiens GN=RPL14 PE=1 SV=4 - [RL14_HUMAN] 0.669 0.87 

Q8WUM4 Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=1 - [PDC6I_HUMAN] 0.669 0.93 

Q9Y5Z4 Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=1 - [HEBP2_HUMAN] 0.669 0.76 

Q96QU8 Exportin-6 OS=Homo sapiens GN=XPO6 PE=1 SV=1 - [XPO6_HUMAN] 0.674 0.99 

Q9Y2V2 Calcium-regulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 PE=1 SV=2 - [CHSP1_HUMAN] 0.675 0.86 

P31949 Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2 - [S10AB_HUMAN] 0.675 0.87 

Q9Y6V0 Protein piccolo OS=Homo sapiens GN=PCLO PE=1 SV=4 - [PCLO_HUMAN] 0.676 0.86 

Q9UBP6 tRNA (guanine-N(7)-)-methyltransferase OS=Homo sapiens GN=METTL1 PE=1 SV=1 - [TRMB_HUMAN] 0.676 0.86 

P62910 60S ribosomal protein L32 OS=Homo sapiens GN=RPL32 PE=1 SV=2 - [RL32_HUMAN] 0.679 0.94 

P11802 Cyclin-dependent kinase 4 OS=Homo sapiens GN=CDK4 PE=1 SV=2 - [CDK4_HUMAN] 0.679 0.94 

P61619 Protein transport protein Sec61 subunit alpha isoform 1 OS=Homo sapiens GN=SEC61A1 PE=1 SV=2 - [S61A1_HUMAN] 0.679 0.94 
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P49411 Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=2 - [EFTU_HUMAN] 0.679 0.95 

Q9NZL4 Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=1 - [HPBP1_HUMAN] 0.683 0.89 

P05161 Ubiquitin-like protein ISG15 OS=Homo sapiens GN=ISG15 PE=1 SV=5 - [ISG15_HUMAN] 0.683 0.89 

P28072 Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4 - [PSB6_HUMAN] 0.683 0.89 

Q15363 Transmembrane emp24 domain-containing protein 2 OS=Homo sapiens GN=TMED2 PE=1 SV=1 - [TMED2_HUMAN] 0.683 0.89 

O75695 Protein XRP2 OS=Homo sapiens GN=RP2 PE=1 SV=4 - [XRP2_HUMAN] 0.683 0.89 

O95571 Protein ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=2 - [ETHE1_HUMAN] 0.683 0.89 

P20674 Cytochrome c oxidase subunit 5A, mitochondrial OS=Homo sapiens GN=COX5A PE=1 SV=2 - [COX5A_HUMAN] 0.683 0.89 

Q8WZA9 Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=1 - [IRGQ_HUMAN] 0.684 0.83 

Q9BS40 Latexin OS=Homo sapiens GN=LXN PE=1 SV=2 - [LXN_HUMAN] 0.687 0.89 

Q9UBQ5 Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=1 - [EIF3K_HUMAN] 0.687 0.89 

P58546 Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=2 - [MTPN_HUMAN] 0.687 0.89 

P16152 Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=3 - [CBR1_HUMAN] 0.687 0.88 

O14828 Secretory carrier-associated membrane protein 3 OS=Homo sapiens GN=SCAMP3 PE=1 SV=3 - [SCAM3_HUMAN] 0.688 0.82 

Q16763 Ubiquitin-conjugating enzyme E2 S OS=Homo sapiens GN=UBE2S PE=1 SV=2 - [UBE2S_HUMAN] 0.688 0.82 

P62269 40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=3 - [RS18_HUMAN] 0.688 0.95 

P18085 ADP-ribosylation factor 4 OS=Homo sapiens GN=ARF4 PE=1 SV=3 - [ARF4_HUMAN] 0.694 0.94 

P08670 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 - [VIME_HUMAN] 0.698 0.96 

P15121 Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3 - [ALDR_HUMAN] 0.698 0.94 

P21266 Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=3 - [GSTM3_HUMAN] 0.706 0.97 

Q13620 Cullin-4B OS=Homo sapiens GN=CUL4B PE=1 SV=4 - [CUL4B_HUMAN] 0.706 0.92 

P67936 Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=3 - [TPM4_HUMAN] 0.707 0.92 

P42224 Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=2 - [STAT1_HUMAN] 0.711 0.94 

O00170 AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=2 - [AIP_HUMAN] 0.715 0.93 

Q8IXB1 DnaJ homolog subfamily C member 10 OS=Homo sapiens GN=DNAJC10 PE=1 SV=2 - [DJC10_HUMAN] 0.720 0.79 

P36543 V-type proton ATPase subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=1 - [VATE1_HUMAN] 0.723 0.92 

P27797 Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 - [CALR_HUMAN] 0.725 0.90 

Q92499 ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=2 - [DDX1_HUMAN] 0.727 0.74 
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Q5VTR2 E3 ubiquitin-protein ligase BRE1A OS=Homo sapiens GN=RNF20 PE=1 SV=2 - [BRE1A_HUMAN] 0.728 1.18 

P14618 Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM PE=1 SV=4 - [KPYM_HUMAN] 0.728 0.95 

P16949 Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 - [STMN1_HUMAN] 0.731 0.91 

P18077 60S ribosomal protein L35a OS=Homo sapiens GN=RPL35A PE=1 SV=2 - [RL35A_HUMAN] 0.731 0.91 

P50416 Carnitine O-palmitoyltransferase 1, liver isoform OS=Homo sapiens GN=CPT1A PE=1 SV=2 - [CPT1A_HUMAN] 0.731 0.94 

O00186 Syntaxin-binding protein 3 OS=Homo sapiens GN=STXBP3 PE=1 SV=2 - [STXB3_HUMAN] 0.736 0.99 

Q9UNN5 FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=2 - [FAF1_HUMAN] 0.736 0.99 

P32969 60S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=1 - [RL9_HUMAN] 0.737 0.90 

P61020 Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=1 - [RAB5B_HUMAN] 0.737 0.90 

P47755 F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=3 - [CAZA2_HUMAN] 0.737 0.94 

P68431 Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2 - [H31_HUMAN] 0.737 0.94 

Q07955 Serine/arginine-rich splicing factor 1 OS=Homo sapiens GN=SRSF1 PE=1 SV=2 - [SRSF1_HUMAN] 0.743 0.94 

P62249 40S ribosomal protein S16 OS=Homo sapiens GN=RPS16 PE=1 SV=2 - [RS16_HUMAN] 0.749 0.96 

P09012 U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=3 - [SNRPA_HUMAN] 0.750 0.92 

P43121 Cell surface glycoprotein MUC18 OS=Homo sapiens GN=MCAM PE=1 SV=2 - [MUC18_HUMAN] 0.755 0.98 

P08729 Keratin, type II cytoskeletal 7 OS=Homo sapiens GN=KRT7 PE=1 SV=5 - [K2C7_HUMAN] 0.759 0.96 

Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1 - [TBA1A_HUMAN] 0.761 0.91 

Q9NPQ8 Synembryn-A OS=Homo sapiens GN=RIC8A PE=1 SV=3 - [RIC8A_HUMAN] 0.762 0.97 

Q15393 Splicing factor 3B subunit 3 OS=Homo sapiens GN=SF3B3 PE=1 SV=4 - [SF3B3_HUMAN] 0.768 0.95 

Q8IY92 Structure-specific endonuclease subunit SLX4 OS=Homo sapiens GN=SLX4 PE=1 SV=3 - [SLX4_HUMAN] 0.769 0.99 

Q96AG4 Leucine-rich repeat-containing protein 59 OS=Homo sapiens GN=LRRC59 PE=1 SV=1 - [LRC59_HUMAN] 0.769 0.94 

Q7RTV0 PHD finger-like domain-containing protein 5A OS=Homo sapiens GN=PHF5A PE=1 SV=1 - [PHF5A_HUMAN] 0.772 0.93 

P11279 Lysosome-associated membrane glycoprotein 1 OS=Homo sapiens GN=LAMP1 PE=1 SV=3 - [LAMP1_HUMAN] 0.772 0.93 

Q9BRA2 Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=1 - [TXD17_HUMAN] 0.772 0.93 

Q9ULC3 Ras-related protein Rab-23 OS=Homo sapiens GN=RAB23 PE=1 SV=1 - [RAB23_HUMAN] 0.772 0.93 

P45880 Voltage-dependent anion-selective channel protein 2 OS=Homo sapiens GN=VDAC2 PE=1 SV=2 - [VDAC2_HUMAN] 0.772 0.93 

Q9NZJ9 Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=2 - [NUDT4_HUMAN] 0.772 0.93 

Q9UM00 Transmembrane and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=TMCO1 PE=1 SV=1 - [TMCO1_HUMAN] 0.772 0.93 
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Q96F85 CB1 cannabinoid receptor-interacting protein 1 OS=Homo sapiens GN=CNRIP1 PE=1 SV=1 - [CNRP1_HUMAN] 0.772 0.93 

P06756 Integrin alpha-V OS=Homo sapiens GN=ITGAV PE=1 SV=2 - [ITAV_HUMAN] 0.774 0.96 

P61081 NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=1 - [UBC12_HUMAN] 0.774 0.94 

P17174 Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=3 - [AATC_HUMAN] 0.779 0.96 

P20340 Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1 SV=3 - [RAB6A_HUMAN] 0.784 0.96 

P62277 40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2 - [RS13_HUMAN] 0.785 0.95 

P52907 F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=3 - [CAZA1_HUMAN] 0.791 0.93 

P48739 Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=2 - [PIPNB_HUMAN] 0.793 0.93 

Q96EY8 Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Homo sapiens GN=MMAB PE=1 SV=1 - [MMAB_HUMAN] 0.798 0.70 

Q13242 Serine/arginine-rich splicing factor 9 OS=Homo sapiens GN=SRSF9 PE=1 SV=1 - [SRSF9_HUMAN] 0.798 0.85 

P18858 DNA ligase 1 OS=Homo sapiens GN=LIG1 PE=1 SV=1 - [DNLI1_HUMAN] 0.799 0.98 

P06733 Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 - [ENOA_HUMAN] 0.802 0.98 

P68366 Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1 - [TBA4A_HUMAN] 0.804 0.91 

P55884 Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=3 - [EIF3B_HUMAN] 0.804 0.99 

P39687 Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=1 - [AN32A_HUMAN] 0.808 0.97 

P08237 6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=2 - [K6PF_HUMAN] 0.808 0.94 

P06753 Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=2 - [TPM3_HUMAN] 0.809 0.96 

Q8NF91 Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=4 - [SYNE1_HUMAN] 0.822 0.89 

P60981 Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 - [DEST_HUMAN] 0.826 0.96 

P09936 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2 - [UCHL1_HUMAN] 0.827 0.90 

O95372 Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=1 SV=1 - [LYPA2_HUMAN] 0.828 0.96 

Q9NPD8 Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens GN=UBE2T PE=1 SV=1 - [UBE2T_HUMAN] 0.832 0.96 

Q9BQA1 Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=1 - [MEP50_HUMAN] 0.832 0.96 

Q9Y5A9 YTH domain family protein 2 OS=Homo sapiens GN=YTHDF2 PE=1 SV=2 - [YTHD2_HUMAN] 0.832 0.96 

Q969U7 Proteasome assembly chaperone 2 OS=Homo sapiens GN=PSMG2 PE=1 SV=1 - [PSMG2_HUMAN] 0.832 0.96 

Q15631 Translin OS=Homo sapiens GN=TSN PE=1 SV=1 - [TSN_HUMAN] 0.833 0.98 

P22061 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=4 - [PIMT_HUMAN] 0.833 0.98 

Q99613 Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1 - [EIF3C_HUMAN] 0.833 0.98 



 
 
 
 

ccix 
 

P25398 40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=3 - [RS12_HUMAN] 0.834 0.96 

P52565 Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=3 - [GDIR1_HUMAN] 0.835 0.94 

P04004 Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 - [VTNC_HUMAN] 0.835 0.90 

P61225 Ras-related protein Rap-2b OS=Homo sapiens GN=RAP2B PE=1 SV=1 - [RAP2B_HUMAN] 0.835 0.90 

Q3ZCQ8 Mitochondrial import inner membrane translocase subunit TIM50 OS=Homo sapiens GN=TIMM50 PE=1 SV=2 - [TIM50_HUMAN] 0.835 0.90 

P27105 Erythrocyte band 7 integral membrane protein OS=Homo sapiens GN=STOM PE=1 SV=3 - [STOM_HUMAN] 0.835 0.90 

P55769 NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=3 - [NH2L1_HUMAN] 0.835 0.90 

P24043 Laminin subunit alpha-2 OS=Homo sapiens GN=LAMA2 PE=1 SV=4 - [LAMA2_HUMAN] 0.838 0.89 

Q92734 Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=2 - [TFG_HUMAN] 0.838 0.89 

Q14558 Phosphoribosyl pyrophosphate synthase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=2 - [KPRA_HUMAN] 0.839 0.96 

O00233 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=1 SV=3 - [PSMD9_HUMAN] 0.839 0.96 

P0CW22 40S ribosomal protein S17-like OS=Homo sapiens GN=RPS17L PE=3 SV=1 - [RS17L_HUMAN] 0.839 0.96 

Q9NP72 Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=1 - [RAB18_HUMAN] 0.840 0.96 

Q15691 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=3 - [MARE1_HUMAN] 0.842 0.98 

P26373 60S ribosomal protein L13 OS=Homo sapiens GN=RPL13 PE=1 SV=4 - [RL13_HUMAN] 0.850 1.01 

P30085 UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=3 - [KCY_HUMAN] 0.851 0.98 

P63241 Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2 - [IF5A1_HUMAN] 0.851 0.98 

Q9BUL8 Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=1 - [PDC10_HUMAN] 0.851 0.98 

P08754 Guanine nucleotide-binding protein G(k) subunit alpha OS=Homo sapiens GN=GNAI3 PE=1 SV=3 - [GNAI3_HUMAN] 0.853 0.94 

P17813 Endoglin OS=Homo sapiens GN=ENG PE=1 SV=2 - [EGLN_HUMAN] 0.854 0.96 

Q9UBT2 SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=2 - [SAE2_HUMAN] 0.856 0.98 

P35908 Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=2 - [K22E_HUMAN] 0.858 0.98 

P23526 Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=4 - [SAHH_HUMAN] 0.862 0.99 

O15305 Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=1 - [PMM2_HUMAN] 0.863 0.96 

P23246 Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2 - [SFPQ_HUMAN] 0.864 0.94 

P47897 Glutamine--tRNA ligase OS=Homo sapiens GN=QARS PE=1 SV=1 - [SYQ_HUMAN] 0.868 0.92 

Q9Y6A4 UPF0468 protein C16orf80 OS=Homo sapiens GN=C16orf80 PE=1 SV=1 - [CP080_HUMAN] 0.868 1.03 

Q9UHD8 Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 - [SEPT9_HUMAN] 0.873 1.06 
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P46934 E3 ubiquitin-protein ligase NEDD4 OS=Homo sapiens GN=NEDD4 PE=1 SV=4 - [NEDD4_HUMAN] 0.874 0.86 

P49720 Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=2 - [PSB3_HUMAN] 0.878 1.02 

P50213 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=1 - [IDH3A_HUMAN] 0.879 0.99 

P61026 Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=1 - [RAB10_HUMAN] 0.885 0.92 

P08559 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=3 - [ODPA_HUMAN] 0.887 0.94 

Q92900 Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2 - [RENT1_HUMAN] 0.889 0.96 

P18206 Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 - [VINC_HUMAN] 0.890 0.99 

Q6IQ22 Ras-related protein Rab-12 OS=Homo sapiens GN=RAB12 PE=1 SV=3 - [RAB12_HUMAN] 0.891 0.97 

Q13637 Ras-related protein Rab-32 OS=Homo sapiens GN=RAB32 PE=1 SV=3 - [RAB32_HUMAN] 0.897 0.99 

P10599 Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 - [THIO_HUMAN] 0.900 0.93 

P12004 Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1 - [PCNA_HUMAN] 0.903 0.99 

P49755 Transmembrane emp24 domain-containing protein 10 OS=Homo sapiens GN=TMED10 PE=1 SV=2 - [TMEDA_HUMAN] 0.914 0.95 

O00151 PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=4 - [PDLI1_HUMAN] 0.915 0.95 

P27635 60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=4 - [RL10_HUMAN] 0.915 0.95 

Q96IU4 Alpha/beta hydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=1 - [ABHEB_HUMAN] 0.916 0.95 

Q10567 AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=1 SV=2 - [AP1B1_HUMAN] 0.918 0.98 

P52943 Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=1 - [CRIP2_HUMAN] 0.921 0.99 

P51149 Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=1 - [RAB7A_HUMAN] 0.923 0.97 

P51809 Vesicle-associated membrane protein 7 OS=Homo sapiens GN=VAMP7 PE=1 SV=3 - [VAMP7_HUMAN] 0.925 0.90 

Q99536 Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=2 - [VAT1_HUMAN] 0.928 0.99 

Q9H4M9 EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=2 - [EHD1_HUMAN] 0.936 1.02 

P62266 40S ribosomal protein S23 OS=Homo sapiens GN=RPS23 PE=1 SV=3 - [RS23_HUMAN] 0.937 0.98 

O95881 Thioredoxin domain-containing protein 12 OS=Homo sapiens GN=TXNDC12 PE=1 SV=1 - [TXD12_HUMAN] 0.937 0.98 

P35080 Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 - [PROF2_HUMAN] 0.937 0.98 

P21333 Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 - [FLNA_HUMAN] 0.938 0.98 

P21926 CD9 antigen OS=Homo sapiens GN=CD9 PE=1 SV=4 - [CD9_HUMAN] 0.939 0.98 

Q9UBM7 7-dehydrocholesterol reductase OS=Homo sapiens GN=DHCR7 PE=1 SV=1 - [DHCR7_HUMAN] 0.939 0.98 

P39023 60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=2 - [RL3_HUMAN] 0.942 0.93 
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P29966 Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=4 - [MARCS_HUMAN] 0.942 0.98 

Q9Y266 Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=1 - [NUDC_HUMAN] 0.943 1.03 

Q15417 Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 - [CNN3_HUMAN] 0.943 0.99 

O75828 Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=3 - [CBR3_HUMAN] 0.943 0.99 

Q9NZB2 Constitutive coactivator of PPAR-gamma-like protein 1 OS=Homo sapiens GN=FAM120A PE=1 SV=2 - [F120A_HUMAN] 0.948 0.99 

P04632 Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=1 - [CPNS1_HUMAN] 0.948 0.99 

O00273 DNA fragmentation factor subunit alpha OS=Homo sapiens GN=DFFA PE=1 SV=1 - [DFFA_HUMAN] 0.949 0.99 

P62750 60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1 - [RL23A_HUMAN] 0.950 0.99 

P04899 Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Homo sapiens GN=GNAI2 PE=1 SV=3 - [GNAI2_HUMAN] 0.956 0.97 

Q99829 Copine-1 OS=Homo sapiens GN=CPNE1 PE=1 SV=1 - [CPNE1_HUMAN] 0.959 1.06 

O00159 Unconventional myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=4 - [MYO1C_HUMAN] 0.966 0.95 

Q6P587 Acylpyruvase FAHD1, mitochondrial OS=Homo sapiens GN=FAHD1 PE=1 SV=2 - [FAHD1_HUMAN] 0.967 1.66 

O75822 Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=2 - [EIF3J_HUMAN] 0.969 0.97 

Q7Z7H5 Transmembrane emp24 domain-containing protein 4 OS=Homo sapiens GN=TMED4 PE=1 SV=1 - [TMED4_HUMAN] 0.969 0.97 

Q01105 Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 - [SET_HUMAN] 0.969 1.01 

Q96D15 Reticulocalbin-3 OS=Homo sapiens GN=RCN3 PE=1 SV=1 - [RCN3_HUMAN] 0.969 1.01 

O00743 Serine/threonine-protein phosphatase 6 catalytic subunit OS=Homo sapiens GN=PPP6C PE=1 SV=1 - [PPP6_HUMAN] 0.970 1.01 

Q96A35 39S ribosomal protein L24, mitochondrial OS=Homo sapiens GN=MRPL24 PE=1 SV=1 - [RM24_HUMAN] 0.970 0.97 

P61254 60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=1 - [RL26_HUMAN] 0.972 0.98 

O75874 Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=2 - [IDHC_HUMAN] 0.973 1.00 

Q9BVC6 Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=1 - [TM109_HUMAN] 0.974 0.94 

Q9BPW8 Protein NipSnap homolog 1 OS=Homo sapiens GN=NIPSNAP1 PE=1 SV=1 - [NIPS1_HUMAN] 0.975 1.01 

Q9NRN7 L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=2 - [ADPPT_HUMAN] 0.975 1.01 

Q9H9B4 Sideroflexin-1 OS=Homo sapiens GN=SFXN1 PE=1 SV=4 - [SFXN1_HUMAN] 0.975 1.01 

Q9NQG5 Regulation of nuclear pre-mRNA domain-containing protein 1B OS=Homo sapiens GN=RPRD1B PE=1 SV=1 - [RPR1B_HUMAN] 0.975 1.01 

Q14192 Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=3 - [FHL2_HUMAN] 0.977 1.05 

P29992 Guanine nucleotide-binding protein subunit alpha-11 OS=Homo sapiens GN=GNA11 PE=1 SV=2 - [GNA11_HUMAN] 0.979 0.96 

Q99961 Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=1 - [SH3G1_HUMAN] 0.979 0.96 
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Q12792 Twinfilin-1 OS=Homo sapiens GN=TWF1 PE=1 SV=3 - [TWF1_HUMAN] 0.979 0.96 

P22234 Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=3 - [PUR6_HUMAN] 0.980 1.02 

Q9Y296 Trafficking protein particle complex subunit 4 OS=Homo sapiens GN=TRAPPC4 PE=1 SV=1 - [TPPC4_HUMAN] 0.983 1.17 

P46783 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=1 - [RS10_HUMAN] 0.984 1.01 

O00487 26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=1 - [PSDE_HUMAN] 0.985 1.11 

Q13263 Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=5 - [TIF1B_HUMAN] 0.988 1.00 

Q99623 Prohibitin-2 OS=Homo sapiens GN=PHB2 PE=1 SV=2 - [PHB2_HUMAN] 0.991 0.98 

P39748 Flap endonuclease 1 OS=Homo sapiens GN=FEN1 PE=1 SV=1 - [FEN1_HUMAN] 0.995 1.04 

P21283 V-type proton ATPase subunit C 1 OS=Homo sapiens GN=ATP6V1C1 PE=1 SV=4 - [VATC1_HUMAN] 0.995 1.04 

P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1 - [CTNB1_HUMAN] 0.998 1.01 

P51991 Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2 - [ROA3_HUMAN] 0.995 1.02 

P63010 AP-2 complex subunit beta OS=Homo sapiens GN=AP2B1 PE=1 SV=1 - [AP2B1_HUMAN] 0.994 0.98 

Q13907 Isopentenyl-diphosphate Delta-isomerase 1 OS=Homo sapiens GN=IDI1 PE=1 SV=2 - [IDI1_HUMAN] 0.991 1.02 

Q9UQ35 Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2 - [SRRM2_HUMAN] 0.985 0.92 

Q02878 60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=3 - [RL6_HUMAN] 0.984 1.01 

Q12907 Vesicular integral-membrane protein VIP36 OS=Homo sapiens GN=LMAN2 PE=1 SV=1 - [LMAN2_HUMAN] 0.982 1.00 

Q9UQ80 Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=3 - [PA2G4_HUMAN] 0.982 1.02 

Q15019 Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 - [SEPT2_HUMAN] 0.980 1.08 

Q9Y2Q9 28S ribosomal protein S28, mitochondrial OS=Homo sapiens GN=MRPS28 PE=1 SV=1 - [RT28_HUMAN] 0.978 0.90 

P25787 Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=2 - [PSA2_HUMAN] 0.975 0.98 

P61604 10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=2 - [CH10_HUMAN] 0.975 0.98 

P06576 ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=3 - [ATPB_HUMAN] 0.970 1.01 

P62917 60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=2 - [RL8_HUMAN] 0.970 1.05 

P07339 Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 - [CATD_HUMAN] 0.968 1.01 

Q96TA1 Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=3 - [NIBL1_HUMAN] 0.963 0.99 

Q7L014 Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens GN=DDX46 PE=1 SV=2 - [DDX46_HUMAN] 0.963 1.05 

Q08257 Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=1 - [QOR_HUMAN] 0.955 0.99 

O14737 Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=3 - [PDCD5_HUMAN] 0.954 0.99 
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Q9NR28 Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1 - [DBLOH_HUMAN] 0.952 1.05 

P43034 Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=2 - [LIS1_HUMAN] 0.949 1.03 

Q13200 26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3 - [PSMD2_HUMAN] 0.945 1.01 

O60493 Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=3 - [SNX3_HUMAN] 0.945 1.03 

O00410 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 - [IPO5_HUMAN] 0.943 1.02 

P43243 Matrin-3 OS=Homo sapiens GN=MATR3 PE=1 SV=2 - [MATR3_HUMAN] 0.938 1.01 

P53004 Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=2 - [BIEA_HUMAN] 0.934 1.00 

Q14764 Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=4 - [MVP_HUMAN] 0.933 1.03 

Q9Y678 Coatomer subunit gamma-1 OS=Homo sapiens GN=COPG1 PE=1 SV=1 - [COPG1_HUMAN] 0.930 1.00 

P55036 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1 - [PSMD4_HUMAN] 0.928 0.99 

P28062 Proteasome subunit beta type-8 OS=Homo sapiens GN=PSMB8 PE=1 SV=3 - [PSB8_HUMAN] 0.928 0.99 

Q16527 Cysteine and glycine-rich protein 2 OS=Homo sapiens GN=CSRP2 PE=1 SV=3 - [CSRP2_HUMAN] 0.928 0.99 

Q13867 Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=1 - [BLMH_HUMAN] 0.928 0.99 

Q96QK1 Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=2 - [VPS35_HUMAN] 0.926 1.01 

P09429 High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=3 - [HMGB1_HUMAN] 0.922 0.99 

O43396 Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=3 - [TXNL1_HUMAN] 0.921 1.02 

Q9BYN8 28S ribosomal protein S26, mitochondrial OS=Homo sapiens GN=MRPS26 PE=1 SV=1 - [RT26_HUMAN] 0.921 1.02 

P21291 Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=3 - [CSRP1_HUMAN] 0.921 1.02 

O75608 Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=1 - [LYPA1_HUMAN] 0.921 1.02 

P61326 Protein mago nashi homolog OS=Homo sapiens GN=MAGOH PE=1 SV=1 - [MGN_HUMAN] 0.921 1.02 

A6NL28 Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=2 - [TPM3L_HUMAN] 0.917 0.95 

P36404 ADP-ribosylation factor-like protein 2 OS=Homo sapiens GN=ARL2 PE=1 SV=4 - [ARL2_HUMAN] 0.917 0.95 

O43175 D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=4 - [SERA_HUMAN] 0.916 1.02 

O94979 Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3 - [SC31A_HUMAN] 0.914 1.02 

P25788 Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 - [PSA3_HUMAN] 0.911 1.03 

Q14103 Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=1 - [HNRPD_HUMAN] 0.910 1.04 

Q14165 Malectin OS=Homo sapiens GN=MLEC PE=1 SV=1 - [MLEC_HUMAN] 0.905 1.15 

O00442 RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCA PE=1 SV=1 - [RTCA_HUMAN] 0.900 0.98 
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P78417 Glutathione S-transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=2 - [GSTO1_HUMAN] 0.898 1.03 

P00492 Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=2 - [HPRT_HUMAN] 0.892 1.02 

P06396 Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 - [GELS_HUMAN] 0.892 1.01 

Q13126 S-methyl-5'-thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 SV=2 - [MTAP_HUMAN] 0.890 1.11 

P55786 Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2 - [PSA_HUMAN] 0.887 1.01 

P62826 GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3 - [RAN_HUMAN] 0.886 1.03 

P61586 Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=1 - [RHOA_HUMAN] 0.883 1.01 

Q7L5N1 COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=1 - [CSN6_HUMAN] 0.880 1.01 

Q14240 Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=2 - [IF4A2_HUMAN] 0.878 1.04 

Q14696 LDLR chaperone MESD OS=Homo sapiens GN=MESDC2 PE=1 SV=2 - [MESD_HUMAN] 0.875 1.01 

P61758 Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=3 - [PFD3_HUMAN] 0.875 1.01 

Q9Y3B7 39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=1 SV=1 - [RM11_HUMAN] 0.875 1.01 

P51452 Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=1 - [DUS3_HUMAN] 0.875 1.01 

Q92530 Proteasome inhibitor PI31 subunit OS=Homo sapiens GN=PSMF1 PE=1 SV=2 - [PSMF1_HUMAN] 0.875 1.02 

P36405 ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=2 - [ARL3_HUMAN] 0.875 1.02 

O75489 NADH dehydrogenase [ubiquinone] iron-sulfur protein 3, mitochondrial OS=Homo sapiens GN=NDUFS3 PE=1 SV=1 - [NDUS3_HUMAN] 0.870 1.13 

Q96DB5 Regulator of microtubule dynamics protein 1 OS=Homo sapiens GN=RMDN1 PE=1 SV=1 - [RMD1_HUMAN] 0.870 1.13 

Q96IZ0 PRKC apoptosis WT1 regulator protein OS=Homo sapiens GN=PAWR PE=1 SV=1 - [PAWR_HUMAN] 0.868 1.08 

Q99720 Sigma non-opioid intracellular receptor 1 OS=Homo sapiens GN=SIGMAR1 PE=1 SV=1 - [SGMR1_HUMAN] 0.868 1.08 

P61077 Ubiquitin-conjugating enzyme E2 D3 OS=Homo sapiens GN=UBE2D3 PE=1 SV=1 - [UB2D3_HUMAN] 0.868 1.08 

P61916 Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=1 - [NPC2_HUMAN] 0.868 1.08 

Q13630 GDP-L-fucose synthase OS=Homo sapiens GN=TSTA3 PE=1 SV=1 - [FCL_HUMAN] 0.867 1.03 

O43592 Exportin-T OS=Homo sapiens GN=XPOT PE=1 SV=2 - [XPOT_HUMAN] 0.865 1.06 

P02511 Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=2 - [CRYAB_HUMAN] 0.863 1.02 

P50454 Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2 - [SERPH_HUMAN] 0.862 1.04 

O60716 Catenin delta-1 OS=Homo sapiens GN=CTNND1 PE=1 SV=1 - [CTND1_HUMAN] 0.861 1.02 

Q15020 Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1 - [SART3_HUMAN] 0.851 1.04 

P00505 Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=3 - [AATM_HUMAN] 0.850 1.07 
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Q9NR45 Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=2 - [SIAS_HUMAN] 0.843 1.07 

Q9NT62 Ubiquitin-like-conjugating enzyme ATG3 OS=Homo sapiens GN=ATG3 PE=1 SV=1 - [ATG3_HUMAN] 0.843 1.07 

Q00653 Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=4 - [NFKB2_HUMAN] 0.841 1.10 

Q92973 Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=2 - [TNPO1_HUMAN] 0.840 1.03 

O95782 AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=3 - [AP2A1_HUMAN] 0.839 1.00 

Q53FA7 Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=2 - [QORX_HUMAN] 0.837 1.07 

P61086 Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=3 - [UBE2K_HUMAN] 0.835 1.02 

P04818 Thymidylate synthase OS=Homo sapiens GN=TYMS PE=1 SV=3 - [TYSY_HUMAN] 0.835 1.07 

P52306 Rap1 GTPase-GDP dissociation stimulator 1 OS=Homo sapiens GN=RAP1GDS1 PE=1 SV=3 - [GDS1_HUMAN] 0.831 0.91 

P27361 Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=4 - [MK03_HUMAN] 0.830 1.03 

Q9HC38 Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=1 - [GLOD4_HUMAN] 0.829 1.10 

P20339 Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=2 - [RAB5A_HUMAN] 0.825 1.07 

Q92930 Ras-related protein Rab-8B OS=Homo sapiens GN=RAB8B PE=1 SV=2 - [RAB8B_HUMAN] 0.825 1.03 

Q9Y4L1 Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 - [HYOU1_HUMAN] 0.822 1.04 

Q14315 Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=3 - [FLNC_HUMAN] 0.819 1.04 

Q9BPX3 Condensin complex subunit 3 OS=Homo sapiens GN=NCAPG PE=1 SV=1 - [CND3_HUMAN] 0.813 1.11 

O00422 Histone deacetylase complex subunit SAP18 OS=Homo sapiens GN=SAP18 PE=1 SV=1 - [SAP18_HUMAN] 0.812 1.29 

O00231 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=3 - [PSD11_HUMAN] 0.808 1.04 

P20618 Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=2 - [PSB1_HUMAN] 0.806 1.07 

P48735 Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=2 - [IDHP_HUMAN] 0.801 1.06 

O43399 Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=2 - [TPD54_HUMAN] 0.798 1.05 

P53618 Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3 - [COPB_HUMAN] 0.796 1.08 

P35606 Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2 - [COPB2_HUMAN] 0.790 1.04 

P46778 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=2 - [RL21_HUMAN] 0.788 1.08 

P55060 Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 - [XPO2_HUMAN] 0.786 1.04 

Q9UFN0 Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=2 - [NPS3A_HUMAN] 0.783 1.24 

P00568 Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=3 - [KAD1_HUMAN] 0.782 1.05 

P23921 Ribonucleoside-diphosphate reductase large subunit OS=Homo sapiens GN=RRM1 PE=1 SV=1 - [RIR1_HUMAN] 0.782 1.08 
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P00558 Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=3 - [PGK1_HUMAN] 0.781 1.05 

Q8N5M4 Tetratricopeptide repeat protein 9C OS=Homo sapiens GN=TTC9C PE=1 SV=1 - [TTC9C_HUMAN] 0.781 1.07 

Q01469 Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=3 - [FABP5_HUMAN] 0.781 1.05 

Q9BV20 Methylthioribose-1-phosphate isomerase OS=Homo sapiens GN=MRI1 PE=1 SV=1 - [MTNA_HUMAN] 0.773 1.05 

P04183 Thymidine kinase, cytosolic OS=Homo sapiens GN=TK1 PE=1 SV=2 - [KITH_HUMAN] 0.773 1.09 

Q9UDR5 Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1 - [AASS_HUMAN] 0.771 1.04 

P45877 Peptidyl-prolyl cis-trans isomerase C OS=Homo sapiens GN=PPIC PE=1 SV=1 - [PPIC_HUMAN] 0.771 1.04 

Q13526 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=1 - [PIN1_HUMAN] 0.771 1.04 

Q16775 Hydroxyacylglutathione hydrolase, mitochondrial OS=Homo sapiens GN=HAGH PE=1 SV=2 - [GLO2_HUMAN] 0.771 1.04 

Q92882 Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=2 - [OSTF1_HUMAN] 0.771 1.04 

Q04323 UBX domain-containing protein 1 OS=Homo sapiens GN=UBXN1 PE=1 SV=2 - [UBXN1_HUMAN] 0.768 1.07 

P28161 Glutathione S-transferase Mu 2 OS=Homo sapiens GN=GSTM2 PE=1 SV=2 - [GSTM2_HUMAN] 0.768 1.07 

P55957 BH3-interacting domain death agonist OS=Homo sapiens GN=BID PE=1 SV=1 - [BID_HUMAN] 0.768 1.07 

Q16774 Guanylate kinase OS=Homo sapiens GN=GUK1 PE=1 SV=2 - [KGUA_HUMAN] 0.768 1.07 

Q53GG5 PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=1 SV=1 - [PDLI3_HUMAN] 0.768 1.07 

Q9UJW0 Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=1 - [DCTN4_HUMAN] 0.768 1.07 

Q9Y4C2 Protein FAM115A OS=Homo sapiens GN=FAM115A PE=1 SV=3 - [F115A_HUMAN] 0.768 1.07 

P33176 Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1 - [KINH_HUMAN] 0.766 1.05 

Q9UPX0 Protein turtle homolog B OS=Homo sapiens GN=IGSF9B PE=2 SV=2 - [TUTLB_HUMAN] 0.766 1.04 

Q8N983 39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=1 - [RM43_HUMAN] 0.765 1.04 

Q14444 Caprin-1 OS=Homo sapiens GN=CAPRIN1 PE=1 SV=2 - [CAPR1_HUMAN] 0.765 1.04 

P83916 Chromobox protein homolog 1 OS=Homo sapiens GN=CBX1 PE=1 SV=1 - [CBX1_HUMAN] 0.765 1.04 

Q9HCE1 Putative helicase MOV-10 OS=Homo sapiens GN=MOV10 PE=1 SV=2 - [MOV10_HUMAN] 0.762 1.05 

P47895 Aldehyde dehydrogenase family 1 member A3 OS=Homo sapiens GN=ALDH1A3 PE=1 SV=2 - [AL1A3_HUMAN] 0.762 1.05 

Q15084 Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=1 - [PDIA6_HUMAN] 0.759 1.04 

Q00765 Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=3 - [REEP5_HUMAN] 0.757 1.07 

Q9P0V3 SH3 domain-binding protein 4 OS=Homo sapiens GN=SH3BP4 PE=1 SV=1 - [SH3B4_HUMAN] 0.756 1.10 

Q92598 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 - [HS105_HUMAN] 0.753 1.05 
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P31153 S-adenosylmethionine synthase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=1 - [METK2_HUMAN] 0.750 1.17 

Q9NRX2 39S ribosomal protein L17, mitochondrial OS=Homo sapiens GN=MRPL17 PE=1 SV=1 - [RM17_HUMAN] 0.750 1.47 

O75190 DnaJ homolog subfamily B member 6 OS=Homo sapiens GN=DNAJB6 PE=1 SV=2 - [DNJB6_HUMAN] 0.748 0.96 

Q99460 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2 - [PSMD1_HUMAN] 0.744 1.09 

Q15233 Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4 - [NONO_HUMAN] 0.741 1.11 

P62993 Growth factor receptor-bound protein 2 OS=Homo sapiens GN=GRB2 PE=1 SV=1 - [GRB2_HUMAN] 0.741 1.11 

O43681 ATPase ASNA1 OS=Homo sapiens GN=ASNA1 PE=1 SV=2 - [ASNA_HUMAN] 0.739 1.09 

P08134 Rho-related GTP-binding protein RhoC OS=Homo sapiens GN=RHOC PE=1 SV=1 - [RHOC_HUMAN] 0.739 1.05 

P52292 Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1 - [IMA2_HUMAN] 0.736 1.16 

P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1 - [EF1A1_HUMAN] 0.734 1.07 

P24666 Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=3 - [PPAC_HUMAN] 0.732 1.09 

O60256 Phosphoribosyl pyrophosphate synthase-associated protein 2 OS=Homo sapiens GN=PRPSAP2 PE=1 SV=1 - [KPRB_HUMAN] 0.732 1.12 

P13861 cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=2 - [KAP2_HUMAN] 0.728 1.08 

Q9BTV4 Transmembrane protein 43 OS=Homo sapiens GN=TMEM43 PE=1 SV=1 - [TMM43_HUMAN] 0.728 1.13 

Q70UQ0 Inhibitor of nuclear factor kappa-B kinase-interacting protein OS=Homo sapiens GN=IKBIP PE=1 SV=1 - [IKIP_HUMAN] 0.727 1.17 

Q05397 Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2 - [FAK1_HUMAN] 0.726 1.23 

O75794 Cell division cycle protein 123 homolog OS=Homo sapiens GN=CDC123 PE=1 SV=1 - [CD123_HUMAN] 0.726 1.23 

Q9UJZ1 Stomatin-like protein 2 OS=Homo sapiens GN=STOML2 PE=1 SV=1 - [STML2_HUMAN] 0.724 1.08 

O75347 Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=3 - [TBCA_HUMAN] 0.724 1.08 

P62888 60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=2 - [RL30_HUMAN] 0.724 1.08 

Q9UNZ2 NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=2 - [NSF1C_HUMAN] 0.719 1.17 

O75521 Enoyl-CoA delta isomerase 2, mitochondrial OS=Homo sapiens GN=ECI2 PE=1 SV=4 - [ECI2_HUMAN] 0.718 1.31 

P14550 Alcohol dehydrogenase [NADP(+)] OS=Homo sapiens GN=AKR1A1 PE=1 SV=3 - [AK1A1_HUMAN] 0.716 1.14 

Q9NUJ1 Mycophenolic acid acyl-glucuronide esterase, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=1 - [ABHDA_HUMAN] 0.716 1.11 

P61421 V-type proton ATPase subunit d 1 OS=Homo sapiens GN=ATP6V0D1 PE=1 SV=1 - [VA0D1_HUMAN] 0.716 1.11 

P01008 Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 - [ANT3_HUMAN] 0.715 1.10 

Q9Y2S7 Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=1 - [PDIP2_HUMAN] 0.713 0.93 

Q12974 Protein tyrosine phosphatase type IVA 2 OS=Homo sapiens GN=PTP4A2 PE=1 SV=1 - [TP4A2_HUMAN] 0.713 1.11 
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Q9HD15 Steroid receptor RNA activator 1 OS=Homo sapiens GN=SRA1 PE=1 SV=1 - [SRA1_HUMAN] 0.713 1.11 

Q9BZX2 Uridine-cytidine kinase 2 OS=Homo sapiens GN=UCK2 PE=1 SV=1 - [UCK2_HUMAN] 0.712 1.15 

P42574 Caspase-3 OS=Homo sapiens GN=CASP3 PE=1 SV=2 - [CASP3_HUMAN] 0.712 1.15 

P53621 Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2 - [COPA_HUMAN] 0.710 1.10 

P16615 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1 - [AT2A2_HUMAN] 0.702 1.07 

P18669 Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=2 - [PGAM1_HUMAN] 0.700 1.07 

Q15819 Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=4 - [UB2V2_HUMAN] 0.700 1.07 

P05023 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1 - [AT1A1_HUMAN] 0.691 1.09 

P07996 Thrombospondin-1 OS=Homo sapiens GN=THBS1 PE=1 SV=2 - [TSP1_HUMAN] 0.690 1.08 

P49354 Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=1 - [FNTA_HUMAN] 0.689 1.69 

Q15382 GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=1 - [RHEB_HUMAN] 0.680 1.03 

O15397 Importin-8 OS=Homo sapiens GN=IPO8 PE=1 SV=2 - [IPO8_HUMAN] 0.680 1.39 

O94925 Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=1 - [GLSK_HUMAN] 0.678 1.22 

Q9Y5K5 Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Homo sapiens GN=UCHL5 PE=1 SV=3 - [UCHL5_HUMAN] 0.677 1.12 

P57740 Nuclear pore complex protein Nup107 OS=Homo sapiens GN=NUP107 PE=1 SV=1 - [NU107_HUMAN] 0.675 0.95 

Q15031 Probable leucine--tRNA ligase, mitochondrial OS=Homo sapiens GN=LARS2 PE=1 SV=2 - [SYLM_HUMAN] 0.675 1.29 

O43747 AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=5 - [AP1G1_HUMAN] 0.675 1.10 

P05556 Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=2 - [ITB1_HUMAN] 0.674 1.08 

P42285 Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=3 - [SK2L2_HUMAN] 0.672 1.12 

P55209 Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=1 - [NP1L1_HUMAN] 0.669 1.09 

P52597 Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=3 - [HNRPF_HUMAN] 0.669 1.09 

Q9UIJ7 GTP:AMP phosphotransferase, mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=4 - [KAD3_HUMAN] 0.663 1.05 

Q6UXN9 WD repeat-containing protein 82 OS=Homo sapiens GN=WDR82 PE=1 SV=1 - [WDR82_HUMAN] 0.663 1.15 

Q13616 Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=2 - [CUL1_HUMAN] 0.663 1.15 

P35579 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 - [MYH9_HUMAN] 0.663 1.11 

P30046 D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=3 - [DOPD_HUMAN] 0.663 1.09 

Q9UBQ7 Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=1 - [GRHPR_HUMAN] 0.663 1.09 

Q15102 Platelet-activating factor acetylhydrolase IB subunit gamma OS=Homo sapiens GN=PAFAH1B3 PE=1 SV=1 - [PA1B3_HUMAN] 0.663 1.09 
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Q03252 Lamin-B2 OS=Homo sapiens GN=LMNB2 PE=1 SV=3 - [LMNB2_HUMAN] 0.659 1.04 

Q15813 Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=1 - [TBCE_HUMAN] 0.659 1.17 

Q9NR12 PDZ and LIM domain protein 7 OS=Homo sapiens GN=PDLIM7 PE=1 SV=1 - [PDLI7_HUMAN] 0.659 1.21 

P18621 60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3 - [RL17_HUMAN] 0.658 1.07 

P19784 Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=1 - [CSK22_HUMAN] 0.658 1.07 

P08579 U2 small nuclear ribonucleoprotein B'' OS=Homo sapiens GN=SNRPB2 PE=1 SV=1 - [RU2B_HUMAN] 0.658 1.07 

Q7Z4W1 L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=2 - [DCXR_HUMAN] 0.658 1.07 

P36551 Coproporphyrinogen-III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=3 - [HEM6_HUMAN] 0.657 1.38 

Q9NYL9 Tropomodulin-3 OS=Homo sapiens GN=TMOD3 PE=1 SV=1 - [TMOD3_HUMAN] 0.657 1.38 

P53396 ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3 - [ACLY_HUMAN] 0.656 1.05 

P38159 RNA-binding motif protein, X chromosome OS=Homo sapiens GN=RBMX PE=1 SV=3 - [RBMX_HUMAN] 0.650 1.08 

Q6UB35 Monofunctional C1-tetrahydrofolate synthase, mitochondrial OS=Homo sapiens GN=MTHFD1L PE=1 SV=1 - [C1TM_HUMAN] 0.650 1.13 

P19367 Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3 - [HXK1_HUMAN] 0.648 1.05 

Q9BV57 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Homo sapiens GN=ADI1 PE=1 SV=1 - [MTND_HUMAN] 0.648 1.05 

Q9H773 dCTP pyrophosphatase 1 OS=Homo sapiens GN=DCTPP1 PE=1 SV=1 - [DCTP1_HUMAN] 0.648 1.07 

O60664 Perilipin-3 OS=Homo sapiens GN=PLIN3 PE=1 SV=3 - [PLIN3_HUMAN] 0.645 1.18 

P23142 Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=4 - [FBLN1_HUMAN] 0.645 1.12 

P40616 ADP-ribosylation factor-like protein 1 OS=Homo sapiens GN=ARL1 PE=1 SV=1 - [ARL1_HUMAN] 0.645 1.12 

P35610 Sterol O-acyltransferase 1 OS=Homo sapiens GN=SOAT1 PE=1 SV=3 - [SOAT1_HUMAN] 0.637 1.11 

P08621 U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens GN=SNRNP70 PE=1 SV=2 - [RU17_HUMAN] 0.635 1.22 

P50453 Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=1 - [SPB9_HUMAN] 0.632 1.06 

Q9BXJ9 N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens GN=NAA15 PE=1 SV=1 - [NAA15_HUMAN] 0.632 1.15 

Q15121 Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=2 - [PEA15_HUMAN] 0.632 1.29 

Q9P2R7 Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=3 - [SUCB1_HUMAN] 0.621 1.08 

P62899 60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=1 - [RL31_HUMAN] 0.621 1.08 

Q13951 Core-binding factor subunit beta OS=Homo sapiens GN=CBFB PE=1 SV=2 - [PEBB_HUMAN] 0.618 1.21 

Q9BV86 N-terminal Xaa-Pro-Lys N-methyltransferase 1 OS=Homo sapiens GN=NTMT1 PE=1 SV=3 - [NTM1A_HUMAN] 0.618 1.21 

O14579 Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=1 SV=3 - [COPE_HUMAN] 0.617 1.08 
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Q9UMS4 Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=1 - [PRP19_HUMAN] 0.617 1.09 

Q8WX93 Palladin OS=Homo sapiens GN=PALLD PE=1 SV=3 - [PALLD_HUMAN] 0.616 1.20 

P43246 DNA mismatch repair protein Msh2 OS=Homo sapiens GN=MSH2 PE=1 SV=1 - [MSH2_HUMAN] 0.615 1.28 

P84095 Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=1 - [RHOG_HUMAN] 0.615 1.23 

Q14157 Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2 - [UBP2L_HUMAN] 0.613 1.35 

P23919 Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=4 - [KTHY_HUMAN] 0.612 1.11 

P45974 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2 - [UBP5_HUMAN] 0.612 1.11 

Q8WXX5 DnaJ homolog subfamily C member 9 OS=Homo sapiens GN=DNAJC9 PE=1 SV=1 - [DNJC9_HUMAN] 0.608 1.18 

P62316 Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=1 - [SMD2_HUMAN] 0.605 1.15 

Q99436 Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=1 - [PSB7_HUMAN] 0.605 1.15 

Q08211 ATP-dependent RNA helicase A OS=Homo sapiens GN=DHX9 PE=1 SV=4 - [DHX9_HUMAN] 0.605 1.21 

Q9UHD1 Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=2 - [CHRD1_HUMAN] 0.604 1.18 

O75368 SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=1 - [SH3L1_HUMAN] 0.604 1.18 

Q9BZZ5 Apoptosis inhibitor 5 OS=Homo sapiens GN=API5 PE=1 SV=3 - [API5_HUMAN] 0.601 1.39 

Q6PKG0 La-related protein 1 OS=Homo sapiens GN=LARP1 PE=1 SV=2 - [LARP1_HUMAN] 0.600 1.81 

Q9BQ52 Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=2 - [RNZ2_HUMAN] 0.600 1.81 

O15042 U2 snRNP-associated SURP motif-containing protein OS=Homo sapiens GN=U2SURP PE=1 SV=2 - [SR140_HUMAN] 0.596 1.34 

O95373 Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 - [IPO7_HUMAN] 0.591 1.17 

P06737 Glycogen phosphorylase, liver form OS=Homo sapiens GN=PYGL PE=1 SV=4 - [PYGL_HUMAN] 0.590 1.16 

P50402 Emerin OS=Homo sapiens GN=EMD PE=1 SV=1 - [EMD_HUMAN] 0.590 1.29 

Q9HDC9 Adipocyte plasma membrane-associated protein OS=Homo sapiens GN=APMAP PE=1 SV=2 - [APMAP_HUMAN] 0.588 1.14 

P00390 Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=2 - [GSHR_HUMAN] 0.588 1.28 

O95861 3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=1 SV=1 - [BPNT1_HUMAN] 0.588 1.28 

Q9Y3B8 Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=3 - [ORN_HUMAN] 0.588 1.28 

Q8N5K1 CDGSH iron-sulfur domain-containing protein 2 OS=Homo sapiens GN=CISD2 PE=1 SV=1 - [CISD2_HUMAN] 0.583 1.19 

O15372 Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=1 - [EIF3H_HUMAN] 0.583 1.19 

Q96I99 Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=1 SV=2 - [SUCB2_HUMAN] 0.583 1.19 

Q6P3X3 Tetratricopeptide repeat protein 27 OS=Homo sapiens GN=TTC27 PE=1 SV=1 - [TTC27_HUMAN] 0.583 1.29 
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O43813 LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=1 - [LANC1_HUMAN] 0.581 1.44 

Q01581 Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Homo sapiens GN=HMGCS1 PE=1 SV=2 - [HMCS1_HUMAN] 0.580 1.28 

Q93034 Cullin-5 OS=Homo sapiens GN=CUL5 PE=1 SV=4 - [CUL5_HUMAN] 0.579 1.44 

Q15771 Ras-related protein Rab-30 OS=Homo sapiens GN=RAB30 PE=1 SV=2 - [RAB30_HUMAN] 0.571 1.25 

Q99439 Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 - [CNN2_HUMAN] 0.565 1.25 

O43852 Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 - [CALU_HUMAN] 0.561 1.35 

P21796 Voltage-dependent anion-selective channel protein 1 OS=Homo sapiens GN=VDAC1 PE=1 SV=2 - [VDAC1_HUMAN] 0.556 1.34 

P51116 Fragile X mental retardation syndrome-related protein 2 OS=Homo sapiens GN=FXR2 PE=1 SV=2 - [FXR2_HUMAN] 0.554 1.34 

P28482 Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=3 - [MK01_HUMAN] 0.553 1.15 

P54687 Branched-chain-amino-acid aminotransferase, cytosolic OS=Homo sapiens GN=BCAT1 PE=1 SV=3 - [BCAT1_HUMAN] 0.553 1.41 

Q9UBR2 Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 - [CATZ_HUMAN] 0.551 1.21 

P19388 DNA-directed RNA polymerases I, II, and III subunit RPABC1 OS=Homo sapiens GN=POLR2E PE=1 SV=4 - [RPAB1_HUMAN] 0.551 1.21 

P62330 ADP-ribosylation factor 6 OS=Homo sapiens GN=ARF6 PE=1 SV=2 - [ARF6_HUMAN] 0.551 1.21 

Q8WW12 PEST proteolytic signal-containing nuclear protein OS=Homo sapiens GN=PCNP PE=1 SV=2 - [PCNP_HUMAN] 0.551 1.21 

Q00610 Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5 - [CLH1_HUMAN] 0.551 1.16 

P61201 COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=1 - [CSN2_HUMAN] 0.550 1.33 

P47756 F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=4 - [CAPZB_HUMAN] 0.550 1.21 

P11586 C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3 - [C1TC_HUMAN] 0.550 1.05 

O95292 Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=3 - [VAPB_HUMAN] 0.547 1.17 

O95864 Fatty acid desaturase 2 OS=Homo sapiens GN=FADS2 PE=1 SV=1 - [FADS2_HUMAN] 0.546 1.67 

Q9BQE5 Apolipoprotein L2 OS=Homo sapiens GN=APOL2 PE=1 SV=1 - [APOL2_HUMAN] 0.540 1.25 

Q86VX2 COMM domain-containing protein 7 OS=Homo sapiens GN=COMMD7 PE=1 SV=2 - [COMD7_HUMAN] 0.540 1.25 

Q96A65 Exocyst complex component 4 OS=Homo sapiens GN=EXOC4 PE=1 SV=1 - [EXOC4_HUMAN] 0.539 1.72 

O15031 Plexin-B2 OS=Homo sapiens GN=PLXNB2 PE=1 SV=3 - [PLXB2_HUMAN] 0.539 1.72 

Q9H269 Vacuolar protein sorting-associated protein 16 homolog OS=Homo sapiens GN=VPS16 PE=1 SV=2 - [VPS16_HUMAN] 0.539 1.72 

Q9BZF1 Oxysterol-binding protein-related protein 8 OS=Homo sapiens GN=OSBPL8 PE=1 SV=3 - [OSBL8_HUMAN] 0.538 1.49 

Q03135 Caveolin-1 OS=Homo sapiens GN=CAV1 PE=1 SV=4 - [CAV1_HUMAN] 0.536 1.25 

P22087 rRNA 2'-O-methyltransferase fibrillarin OS=Homo sapiens GN=FBL PE=1 SV=2 - [FBRL_HUMAN] 0.536 1.25 
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Q16540 39S ribosomal protein L23, mitochondrial OS=Homo sapiens GN=MRPL23 PE=1 SV=1 - [RM23_HUMAN] 0.536 1.25 

Q32P28 Prolyl 3-hydroxylase 1 OS=Homo sapiens GN=LEPRE1 PE=1 SV=2 - [P3H1_HUMAN] 0.535 1.13 

P50570 Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 - [DYN2_HUMAN] 0.535 1.45 

P62333 26S protease regulatory subunit 10B OS=Homo sapiens GN=PSMC6 PE=1 SV=1 - [PRS10_HUMAN] 0.534 1.20 

Q9UMS0 NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Homo sapiens GN=NFU1 PE=1 SV=2 - [NFU1_HUMAN] 0.532 1.39 

A6NCE7 Microtubule-associated proteins 1A/1B light chain 3 beta 2 OS=Homo sapiens GN=MAP1LC3B2 PE=2 SV=1 - [MP3B2_HUMAN] 0.531 1.39 

Q9Y6E0 Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=1 - [STK24_HUMAN] 0.531 1.39 

Q8TEX9 Importin-4 OS=Homo sapiens GN=IPO4 PE=1 SV=2 - [IPO4_HUMAN] 0.529 1.19 

Q9UNS2 COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=3 - [CSN3_HUMAN] 0.528 1.89 

P04181 Ornithine aminotransferase, mitochondrial OS=Homo sapiens GN=OAT PE=1 SV=1 - [OAT_HUMAN] 0.527 1.15 

O75935 Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=1 - [DCTN3_HUMAN] 0.524 1.35 

Q15785 Mitochondrial import receptor subunit TOM34 OS=Homo sapiens GN=TOMM34 PE=1 SV=2 - [TOM34_HUMAN] 0.522 1.54 

P50991 T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4 - [TCPD_HUMAN] 0.520 1.06 

P67809 Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=3 - [YBOX1_HUMAN] 0.520 1.33 

Q5M9N0 Coiled-coil domain-containing protein 158 OS=Homo sapiens GN=CCDC158 PE=1 SV=2 - [CD158_HUMAN] 0.517 1.43 

Q9BTE7 DCN1-like protein 5 OS=Homo sapiens GN=DCUN1D5 PE=1 SV=1 - [DCNL5_HUMAN] 0.516 1.95 

P50395 Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=2 - [GDIB_HUMAN] 0.515 1.19 

P11441 Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=1 - [UBL4A_HUMAN] 0.515 1.51 

Q68EM7 Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=1 - [RHG17_HUMAN] 0.514 1.72 

Q99747 Gamma-soluble NSF attachment protein OS=Homo sapiens GN=NAPG PE=1 SV=1 - [SNAG_HUMAN] 0.513 1.11 

P06132 Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=2 - [DCUP_HUMAN] 0.513 1.11 

Q4G0F5 Vacuolar protein sorting-associated protein 26B OS=Homo sapiens GN=VPS26B PE=1 SV=2 - [VP26B_HUMAN] 0.513 1.11 

Q8NBX0 Saccharopine dehydrogenase-like oxidoreductase OS=Homo sapiens GN=SCCPDH PE=1 SV=1 - [SCPDL_HUMAN] 0.513 1.11 

Q9BWU0 Kanadaptin OS=Homo sapiens GN=SLC4A1AP PE=1 SV=1 - [NADAP_HUMAN] 0.513 1.11 

Q9H7Z7 Prostaglandin E synthase 2 OS=Homo sapiens GN=PTGES2 PE=1 SV=1 - [PGES2_HUMAN] 0.513 1.11 

P98179 Putative RNA-binding protein 3 OS=Homo sapiens GN=RBM3 PE=1 SV=1 - [RBM3_HUMAN] 0.513 1.11 

Q3MHD2 Protein LSM12 homolog OS=Homo sapiens GN=LSM12 PE=1 SV=2 - [LSM12_HUMAN] 0.513 1.11 

Q9NVS9 Pyridoxine-5'-phosphate oxidase OS=Homo sapiens GN=PNPO PE=1 SV=1 - [PNPO_HUMAN] 0.513 1.11 
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Q9UI14 Prenylated Rab acceptor protein 1 OS=Homo sapiens GN=RABAC1 PE=1 SV=1 - [PRAF1_HUMAN] 0.513 1.11 

P28340 DNA polymerase delta catalytic subunit OS=Homo sapiens GN=POLD1 PE=1 SV=2 - [DPOD1_HUMAN] 0.512 1.40 

Q9BTW9 Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=1 SV=2 - [TBCD_HUMAN] 0.512 1.38 

P60510 Serine/threonine-protein phosphatase 4 catalytic subunit OS=Homo sapiens GN=PPP4C PE=1 SV=1 - [PP4C_HUMAN] 0.511 1.16 

Q15717 ELAV-like protein 1 OS=Homo sapiens GN=ELAVL1 PE=1 SV=2 - [ELAV1_HUMAN] 0.511 1.16 

P13807 Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=2 - [GYS1_HUMAN] 0.511 1.16 

Q86VP6 Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2 - [CAND1_HUMAN] 0.506 1.17 

Q96CN7 Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=3 - [ISOC1_HUMAN] 0.505 1.16 

Q9Y2W1 Thyroid hormone receptor-associated protein 3 OS=Homo sapiens GN=THRAP3 PE=1 SV=2 - [TR150_HUMAN] 0.503 1.22 

Q7L0Y3 Mitochondrial ribonuclease P protein 1 OS=Homo sapiens GN=TRMT10C PE=1 SV=2 - [MRRP1_HUMAN] 0.503 1.25 

P62854 40S ribosomal protein S26 OS=Homo sapiens GN=RPS26 PE=1 SV=3 - [RS26_HUMAN] 0.503 1.16 

O75369 Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=2 - [FLNB_HUMAN] 0.501 1.18 

O43615 Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=2 - [TIM44_HUMAN] 0.491 1.65 

Q96RS6 NudC domain-containing protein 1 OS=Homo sapiens GN=NUDCD1 PE=1 SV=2 - [NUDC1_HUMAN] 0.490 1.22 

Q9NVD7 Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=1 - [PARVA_HUMAN] 0.490 1.20 

Q8N3K9 Cardiomyopathy-associated protein 5 OS=Homo sapiens GN=CMYA5 PE=1 SV=3 - [CMYA5_HUMAN] 0.489 1.54 

P25205 DNA replication licensing factor MCM3 OS=Homo sapiens GN=MCM3 PE=1 SV=3 - [MCM3_HUMAN] 0.489 1.09 

Q9Y265 RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=1 - [RUVB1_HUMAN] 0.485 1.06 

Q9Y570 Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=3 - [PPME1_HUMAN] 0.483 1.19 

P19387 DNA-directed RNA polymerase II subunit RPB3 OS=Homo sapiens GN=POLR2C PE=1 SV=2 - [RPB3_HUMAN] 0.483 1.61 

Q9UDY4 DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=1 - [DNJB4_HUMAN] 0.482 1.20 

P18031 Tyrosine-protein phosphatase non-receptor type 1 OS=Homo sapiens GN=PTPN1 PE=1 SV=1 - [PTN1_HUMAN] 0.481 1.62 

P13995 
Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial OS=Homo sapiens GN=MTHFD2 PE=1 SV=2 - 
[MTDC_HUMAN] 0.481 1.19 

P82933 28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=2 - [RT09_HUMAN] 0.481 1.19 

O75832 26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=1 - [PSD10_HUMAN] 0.481 1.19 

P12277 Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=1 - [KCRB_HUMAN] 0.481 1.19 

P17661 Desmin OS=Homo sapiens GN=DES PE=1 SV=3 - [DESM_HUMAN] 0.477 1.56 

Q7L576 Cytoplasmic FMR1-interacting protein 1 OS=Homo sapiens GN=CYFIP1 PE=1 SV=1 - [CYFP1_HUMAN] 0.476 1.71 
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Q8TC12 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=2 - [RDH11_HUMAN] 0.473 1.19 

O75323 Protein NipSnap homolog 2 OS=Homo sapiens GN=GBAS PE=1 SV=1 - [NIPS2_HUMAN] 0.473 1.19 

Q9BQ67 Glutamate-rich WD repeat-containing protein 1 OS=Homo sapiens GN=GRWD1 PE=1 SV=1 - [GRWD1_HUMAN] 0.473 1.19 

Q9P2T1 GMP reductase 2 OS=Homo sapiens GN=GMPR2 PE=1 SV=1 - [GMPR2_HUMAN] 0.473 1.19 

P11047 Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=3 - [LAMC1_HUMAN] 0.473 1.45 

Q9NSE4 Isoleucine--tRNA ligase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2 - [SYIM_HUMAN] 0.473 1.38 

Q27J81 Inverted formin-2 OS=Homo sapiens GN=INF2 PE=1 SV=2 - [INF2_HUMAN] 0.473 1.57 

Q05639 Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=1 - [EF1A2_HUMAN] 0.472 1.60 

Q00839 Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=6 - [HNRPU_HUMAN] 0.471 1.18 

O43488 Aflatoxin B1 aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 PE=1 SV=3 - [ARK72_HUMAN] 0.470 1.56 

P09497 Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=1 - [CLCB_HUMAN] 0.470 1.56 

P20742 Pregnancy zone protein OS=Homo sapiens GN=PZP PE=1 SV=4 - [PZP_HUMAN] 0.470 1.56 

Q9H0D6 5'-3' exoribonuclease 2 OS=Homo sapiens GN=XRN2 PE=1 SV=1 - [XRN2_HUMAN] 0.469 1.29 

Q12981 Vesicle transport protein SEC20 OS=Homo sapiens GN=BNIP1 PE=1 SV=3 - [SEC20_HUMAN] 0.468 1.57 

O00622 Protein CYR61 OS=Homo sapiens GN=CYR61 PE=1 SV=1 - [CYR61_HUMAN] 0.468 1.57 

P05121 Plasminogen activator inhibitor 1 OS=Homo sapiens GN=SERPINE1 PE=1 SV=1 - [PAI1_HUMAN] 0.467 1.28 

P55735 Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=3 - [SEC13_HUMAN] 0.466 1.29 

Q9HD42 Charged multivesicular body protein 1a OS=Homo sapiens GN=CHMP1A PE=1 SV=1 - [CHM1A_HUMAN] 0.466 1.29 

P10644 cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=1 - [KAP0_HUMAN] 0.464 1.76 

Q13564 NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=1 - [ULA1_HUMAN] 0.464 1.38 

O60684 Importin subunit alpha-7 OS=Homo sapiens GN=KPNA6 PE=1 SV=1 - [IMA7_HUMAN] 0.462 1.41 

P04040 Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 - [CATA_HUMAN] 0.461 1.24 

P17980 26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=3 - [PRS6A_HUMAN] 0.461 1.07 

P62244 40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=2 - [RS15A_HUMAN] 0.461 1.07 

O00505 Importin subunit alpha-3 OS=Homo sapiens GN=KPNA3 PE=1 SV=2 - [IMA3_HUMAN] 0.459 1.76 

O00161 Synaptosomal-associated protein 23 OS=Homo sapiens GN=SNAP23 PE=1 SV=1 - [SNP23_HUMAN] 0.459 1.10 

Q13509 Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=2 - [TBB3_HUMAN] 0.458 1.68 

P58107 Epiplakin OS=Homo sapiens GN=EPPK1 PE=1 SV=2 - [EPIPL_HUMAN] 0.453 1.76 
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Q8TBC4 NEDD8-activating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 PE=1 SV=2 - [UBA3_HUMAN] 0.453 1.47 

Q9UN86 Ras GTPase-activating protein-binding protein 2 OS=Homo sapiens GN=G3BP2 PE=1 SV=2 - [G3BP2_HUMAN] 0.450 1.84 

Q8N1F7 Nuclear pore complex protein Nup93 OS=Homo sapiens GN=NUP93 PE=1 SV=2 - [NUP93_HUMAN] 0.450 1.24 

Q15029 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1 - [U5S1_HUMAN] 0.449 1.07 

P49591 Serine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=3 - [SYSC_HUMAN] 0.449 1.36 

Q96KP4 Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=2 - [CNDP2_HUMAN] 0.447 1.73 

P07686 Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=3 - [HEXB_HUMAN] 0.446 1.24 

P08648 Integrin alpha-5 OS=Homo sapiens GN=ITGA5 PE=1 SV=2 - [ITA5_HUMAN] 0.446 1.20 

Q13217 DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=1 - [DNJC3_HUMAN] 0.446 1.39 

Q99615 DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=2 - [DNJC7_HUMAN] 0.445 1.69 

P51398 28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=1 - [RT29_HUMAN] 0.444 1.92 

Q9H3U1 Protein unc-45 homolog A OS=Homo sapiens GN=UNC45A PE=1 SV=1 - [UN45A_HUMAN] 0.443 1.27 

Q9GZZ1 N-alpha-acetyltransferase 50 OS=Homo sapiens GN=NAA50 PE=1 SV=1 - [NAA50_HUMAN] 0.443 1.29 

Q16512 Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=2 - [PKN1_HUMAN] 0.442 1.92 

P50148 Guanine nucleotide-binding protein G(q) subunit alpha OS=Homo sapiens GN=GNAQ PE=1 SV=4 - [GNAQ_HUMAN] 0.441 1.71 

P52298 Nuclear cap-binding protein subunit 2 OS=Homo sapiens GN=NCBP2 PE=1 SV=1 - [NCBP2_HUMAN] 0.441 1.39 

O60762 Dolichol-phosphate mannosyltransferase OS=Homo sapiens GN=DPM1 PE=1 SV=1 - [DPM1_HUMAN] 0.441 1.39 

O75390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2 - [CISY_HUMAN] 0.440 1.11 

Q9HCS7 Pre-mRNA-splicing factor SYF1 OS=Homo sapiens GN=XAB2 PE=1 SV=2 - [SYF1_HUMAN] 0.440 1.88 

P61163 Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=1 - [ACTZ_HUMAN] 0.439 1.37 

Q9NUP9 Protein lin-7 homolog C OS=Homo sapiens GN=LIN7C PE=1 SV=1 - [LIN7C_HUMAN] 0.439 1.75 

O15511 Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=3 - [ARPC5_HUMAN] 0.439 1.27 

Q7L9L4 MOB kinase activator 1B OS=Homo sapiens GN=MOB1B PE=1 SV=3 - [MOB1B_HUMAN] 0.439 1.27 

P26641 Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3 - [EF1G_HUMAN] 0.438 1.16 

A6NHL2 Tubulin alpha chain-like 3 OS=Homo sapiens GN=TUBAL3 PE=1 SV=2 - [TBAL3_HUMAN] 0.437 1.75 

Q9Y305 Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=2 - [ACOT9_HUMAN] 0.437 1.75 

P01023 Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 - [A2MG_HUMAN] 0.435 1.23 

P46108 Adapter molecule crk OS=Homo sapiens GN=CRK PE=1 SV=2 - [CRK_HUMAN] 0.433 1.28 
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Q05086 Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=4 - [UBE3A_HUMAN] 0.433 1.46 

P67775 Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=1 - [PP2AA_HUMAN] 0.432 1.81 

Q6DD88 Atlastin-3 OS=Homo sapiens GN=ATL3 PE=1 SV=1 - [ATLA3_HUMAN] 0.431 1.32 

P61088 Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1 - [UBE2N_HUMAN] 0.431 1.28 

P21399 Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=3 - [ACOC_HUMAN] 0.430 1.29 

Q9Y314 Nitric oxide synthase-interacting protein OS=Homo sapiens GN=NOSIP PE=1 SV=1 - [NOSIP_HUMAN] 0.430 1.74 

Q96T76 MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2 - [MMS19_HUMAN] 0.428 1.34 

P49736 DNA replication licensing factor MCM2 OS=Homo sapiens GN=MCM2 PE=1 SV=4 - [MCM2_HUMAN] 0.426 1.06 

P07951 Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=1 - [TPM2_HUMAN] 0.424 1.93 

Q8IVL6 Prolyl 3-hydroxylase 3 OS=Homo sapiens GN=LEPREL2 PE=1 SV=1 - [P3H3_HUMAN] 0.424 1.43 

P20073 Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=3 - [ANXA7_HUMAN] 0.424 1.16 

P51911 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 - [CNN1_HUMAN] 0.424 1.34 

P49327 Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=3 - [FAS_HUMAN] 0.422 1.38 

P50990 T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4 - [TCPQ_HUMAN] 0.421 1.22 

P13674 Prolyl 4-hydroxylase subunit alpha-1 OS=Homo sapiens GN=P4HA1 PE=1 SV=2 - [P4HA1_HUMAN] 0.421 2.05 

O94851 Protein-methionine sulfoxide oxidase MICAL2 OS=Homo sapiens GN=MICAL2 PE=1 SV=1 - [MICA2_HUMAN] 0.420 2.22 

P68402 Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=1 - [PA1B2_HUMAN] 0.417 1.34 

P78527 DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3 - [PRKDC_HUMAN] 0.417 2.11 

Q01085 Nucleolysin TIAR OS=Homo sapiens GN=TIAL1 PE=1 SV=1 - [TIAR_HUMAN] 0.415 1.63 

Q15257 Serine/threonine-protein phosphatase 2A activator OS=Homo sapiens GN=PPP2R4 PE=1 SV=3 - [PTPA_HUMAN] 0.413 1.39 

Q9NSV4 Protein diaphanous homolog 3 OS=Homo sapiens GN=DIAPH3 PE=1 SV=4 - [DIAP3_HUMAN] 0.413 2.90 

O75665 Oral-facial-digital syndrome 1 protein OS=Homo sapiens GN=OFD1 PE=1 SV=1 - [OFD1_HUMAN] 0.413 1.93 

P38919 Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=4 - [IF4A3_HUMAN] 0.412 1.25 

O00461 Golgi integral membrane protein 4 OS=Homo sapiens GN=GOLIM4 PE=1 SV=1 - [GOLI4_HUMAN] 0.412 1.34 

Q16531 DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1 - [DDB1_HUMAN] 0.411 1.16 

O76003 Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=2 - [GLRX3_HUMAN] 0.409 1.49 

P68400 Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=1 - [CSK21_HUMAN] 0.409 1.15 

Q15404 Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=3 - [RSU1_HUMAN] 0.409 1.15 
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Q9UHV9 Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=1 - [PFD2_HUMAN] 0.409 1.15 

O43464 Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=2 - [HTRA2_HUMAN] 0.406 1.79 

Q92626 Peroxidasin homolog OS=Homo sapiens GN=PXDN PE=1 SV=2 - [PXDN_HUMAN] 0.406 1.79 

Q9UBG0 C-type mannose receptor 2 OS=Homo sapiens GN=MRC2 PE=1 SV=2 - [MRC2_HUMAN] 0.406 1.79 

P49773 Histidine triad nucleotide-binding protein 1 OS=Homo sapiens GN=HINT1 PE=1 SV=2 - [HINT1_HUMAN] 0.406 1.79 

P09543 2',3'-cyclic-nucleotide 3'-phosphodiesterase OS=Homo sapiens GN=CNP PE=1 SV=2 - [CN37_HUMAN] 0.406 1.73 

Q6P2Q9 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=2 - [PRP8_HUMAN] 0.404 2.15 

P50750 Cyclin-dependent kinase 9 OS=Homo sapiens GN=CDK9 PE=1 SV=3 - [CDK9_HUMAN] 0.404 1.79 

Q9BW83 Intraflagellar transport protein 27 homolog OS=Homo sapiens GN=IFT27 PE=1 SV=1 - [IFT27_HUMAN] 0.404 1.79 

Q9BYC9 39S ribosomal protein L20, mitochondrial OS=Homo sapiens GN=MRPL20 PE=1 SV=1 - [RM20_HUMAN] 0.404 1.79 

Q9UII2 ATPase inhibitor, mitochondrial OS=Homo sapiens GN=ATPIF1 PE=1 SV=1 - [ATIF1_HUMAN] 0.404 1.79 

P07814 Bifunctional glutamate/proline--tRNA ligase OS=Homo sapiens GN=EPRS PE=1 SV=5 - [SYEP_HUMAN] 0.403 1.61 

P55039 Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=1 SV=1 - [DRG2_HUMAN] 0.403 1.64 

Q12765 Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 - [SCRN1_HUMAN] 0.403 1.64 

Q9UNF0 Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens GN=PACSIN2 PE=1 SV=2 - [PACN2_HUMAN] 0.403 1.91 

Q01518 Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=5 - [CAP1_HUMAN] 0.399 1.20 

O14745 Na(+)/H(+) exchange regulatory cofactor NHE-RF1 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=4 - [NHRF1_HUMAN] 0.398 1.19 

O14980 Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 - [XPO1_HUMAN] 0.396 1.20 

Q13838 Spliceosome RNA helicase DDX39B OS=Homo sapiens GN=DDX39B PE=1 SV=1 - [DX39B_HUMAN] 0.396 2.09 

Q15555 Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=1 - [MARE2_HUMAN] 0.393 1.53 

Q9Y490 Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 - [TLN1_HUMAN] 0.392 1.22 

Q9NZ08 Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3 - [ERAP1_HUMAN] 0.392 1.53 

Q5VW32 BRO1 domain-containing protein BROX OS=Homo sapiens GN=BROX PE=1 SV=1 - [BROX_HUMAN] 0.391 2.01 

Q9BRX2 Protein pelota homolog OS=Homo sapiens GN=PELO PE=1 SV=2 - [PELO_HUMAN] 0.389 2.02 

P26640 Valine--tRNA ligase OS=Homo sapiens GN=VARS PE=1 SV=4 - [SYVC_HUMAN] 0.387 1.75 

P31350 Ribonucleoside-diphosphate reductase subunit M2 OS=Homo sapiens GN=RRM2 PE=1 SV=1 - [RIR2_HUMAN] 0.385 1.46 

Q9UP83 Conserved oligomeric Golgi complex subunit 5 OS=Homo sapiens GN=COG5 PE=1 SV=3 - [COG5_HUMAN] 0.384 1.85 

Q86U90 YrdC domain-containing protein, mitochondrial OS=Homo sapiens GN=YRDC PE=1 SV=1 - [YRDC_HUMAN] 0.384 1.85 
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Q96P70 Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 - [IPO9_HUMAN] 0.384 1.45 

P30044 Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=4 - [PRDX5_HUMAN] 0.384 1.05 

O95865 N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=1 - [DDAH2_HUMAN] 0.384 1.05 

P26440 Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=1 - [IVD_HUMAN] 0.383 1.51 

Q96M27 Protein PRRC1 OS=Homo sapiens GN=PRRC1 PE=1 SV=1 - [PRRC1_HUMAN] 0.383 1.51 

Q9NQR4 Omega-amidase NIT2 OS=Homo sapiens GN=NIT2 PE=1 SV=1 - [NIT2_HUMAN] 0.383 1.51 

P36957 
Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo sapiens GN=DLST 
PE=1 SV=4 - [ODO2_HUMAN] 0.382 1.28 

Q9HC35 Echinoderm microtubule-associated protein-like 4 OS=Homo sapiens GN=EML4 PE=1 SV=3 - [EMAL4_HUMAN] 0.381 1.52 

P49590 Probable histidine--tRNA ligase, mitochondrial OS=Homo sapiens GN=HARS2 PE=1 SV=1 - [SYHM_HUMAN] 0.381 2.07 

Q13045 Protein flightless-1 homolog OS=Homo sapiens GN=FLII PE=1 SV=2 - [FLII_HUMAN] 0.381 2.24 

Q96A33 Coiled-coil domain-containing protein 47 OS=Homo sapiens GN=CCDC47 PE=1 SV=1 - [CCD47_HUMAN] 0.379 1.97 

Q9UBS4 DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=1 - [DJB11_HUMAN] 0.379 1.97 

Q9UKE5 TRAF2 and NCK-interacting protein kinase OS=Homo sapiens GN=TNIK PE=1 SV=1 - [TNIK_HUMAN] 0.379 1.97 

Q15155 Nodal modulator 1 OS=Homo sapiens GN=NOMO1 PE=1 SV=5 - [NOMO1_HUMAN] 0.376 2.27 

Q13308 Inactive tyrosine-protein kinase 7 OS=Homo sapiens GN=PTK7 PE=1 SV=2 - [PTK7_HUMAN] 0.376 2.02 

P07237 Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=3 - [PDIA1_HUMAN] 0.374 1.24 

Q13158 Protein FADD OS=Homo sapiens GN=FADD PE=1 SV=1 - [FADD_HUMAN] 0.373 2.02 

Q9GZQ3 COMM domain-containing protein 5 OS=Homo sapiens GN=COMMD5 PE=1 SV=1 - [COMD5_HUMAN] 0.373 2.02 

Q9NXG2 THUMP domain-containing protein 1 OS=Homo sapiens GN=THUMPD1 PE=1 SV=2 - [THUM1_HUMAN] 0.373 2.02 

O00764 Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=1 - [PDXK_HUMAN] 0.373 2.02 

Q16698 2,4-dienoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=DECR1 PE=1 SV=1 - [DECR_HUMAN] 0.373 2.02 

P26006 Integrin alpha-3 OS=Homo sapiens GN=ITGA3 PE=1 SV=5 - [ITA3_HUMAN] 0.372 2.38 

A0AVT1 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1 - [UBA6_HUMAN] 0.372 1.39 

Q9C0C2 182 kDa tankyrase-1-binding protein OS=Homo sapiens GN=TNKS1BP1 PE=1 SV=4 - [TB182_HUMAN] 0.372 1.67 

Q8NCW5 NAD(P)H-hydrate epimerase OS=Homo sapiens GN=APOA1BP PE=1 SV=2 - [NNRE_HUMAN] 0.372 1.67 

Q9Y2A7 Nck-associated protein 1 OS=Homo sapiens GN=NCKAP1 PE=1 SV=1 - [NCKP1_HUMAN] 0.370 1.70 

Q8IWB7 WD repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=WDFY1 PE=1 SV=1 - [WDFY1_HUMAN] 0.369 2.24 

Q5VWZ2 Lysophospholipase-like protein 1 OS=Homo sapiens GN=LYPLAL1 PE=1 SV=3 - [LYPL1_HUMAN] 0.369 2.24 
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Q8N766 ER membrane protein complex subunit 1 OS=Homo sapiens GN=EMC1 PE=1 SV=1 - [EMC1_HUMAN] 0.368 1.70 

Q99575 Ribonucleases P/MRP protein subunit POP1 OS=Homo sapiens GN=POP1 PE=1 SV=2 - [POP1_HUMAN] 0.368 1.46 

Q58FF6 Putative heat shock protein HSP 90-beta 4 OS=Homo sapiens GN=HSP90AB4P PE=5 SV=1 - [H90B4_HUMAN] 0.367 2.21 

Q14694 Ubiquitin carboxyl-terminal hydrolase 10 OS=Homo sapiens GN=USP10 PE=1 SV=2 - [UBP10_HUMAN] 0.367 1.35 

P35237 Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 - [SPB6_HUMAN] 0.364 1.33 

Q93008 Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=3 - [USP9X_HUMAN] 0.361 2.64 

P36578 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=5 - [RL4_HUMAN] 0.360 1.45 

P51812 Ribosomal protein S6 kinase alpha-3 OS=Homo sapiens GN=RPS6KA3 PE=1 SV=1 - [KS6A3_HUMAN] 0.357 2.25 

Q8WUP2 Filamin-binding LIM protein 1 OS=Homo sapiens GN=FBLIM1 PE=1 SV=2 - [FBLI1_HUMAN] 0.357 2.25 

Q2TAL8 Glutamine-rich protein 1 OS=Homo sapiens GN=QRICH1 PE=1 SV=1 - [QRIC1_HUMAN] 0.357 2.25 

O00592 Podocalyxin OS=Homo sapiens GN=PODXL PE=1 SV=2 - [PODXL_HUMAN] 0.357 2.25 

Q16647 Prostacyclin synthase OS=Homo sapiens GN=PTGIS PE=1 SV=1 - [PTGIS_HUMAN] 0.357 2.25 

Q13561 Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=4 - [DCTN2_HUMAN] 0.356 1.48 

Q9BT78 COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=1 - [CSN4_HUMAN] 0.356 1.19 

O43491 Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1 - [E41L2_HUMAN] 0.354 2.33 

Q7L2E3 Putative ATP-dependent RNA helicase DHX30 OS=Homo sapiens GN=DHX30 PE=1 SV=1 - [DHX30_HUMAN] 0.352 2.00 

Q96RW7 Hemicentin-1 OS=Homo sapiens GN=HMCN1 PE=1 SV=2 - [HMCN1_HUMAN] 0.351 2.18 

P50851 Lipopolysaccharide-responsive and beige-like anchor protein OS=Homo sapiens GN=LRBA PE=1 SV=4 - [LRBA_HUMAN] 0.349 2.19 

Q15056 Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=5 - [IF4H_HUMAN] 0.348 1.20 

P20810 Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4 - [ICAL_HUMAN] 0.347 2.15 

P49257 Protein ERGIC-53 OS=Homo sapiens GN=LMAN1 PE=1 SV=2 - [LMAN1_HUMAN] 0.347 1.69 

P20042 Eukaryotic translation initiation factor 2 subunit 2 OS=Homo sapiens GN=EIF2S2 PE=1 SV=2 - [IF2B_HUMAN] 0.347 1.42 

P09132 Signal recognition particle 19 kDa protein OS=Homo sapiens GN=SRP19 PE=1 SV=3 - [SRP19_HUMAN] 0.345 2.16 

Q969T9 WW domain-binding protein 2 OS=Homo sapiens GN=WBP2 PE=1 SV=1 - [WBP2_HUMAN] 0.345 2.16 

P27708 CAD protein OS=Homo sapiens GN=CAD PE=1 SV=3 - [PYR1_HUMAN] 0.344 2.36 

O00154 Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens GN=ACOT7 PE=1 SV=3 - [BACH_HUMAN] 0.343 1.09 

O75533 Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=3 - [SF3B1_HUMAN] 0.343 2.78 

Q9H9Q2 COP9 signalosome complex subunit 7b OS=Homo sapiens GN=COPS7B PE=1 SV=1 - [CSN7B_HUMAN] 0.342 1.39 
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O60502 Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2 - [NCOAT_HUMAN] 0.342 2.36 

Q8TEQ6 Gem-associated protein 5 OS=Homo sapiens GN=GEMIN5 PE=1 SV=3 - [GEMI5_HUMAN] 0.341 2.34 

P42704 Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3 - [LPPRC_HUMAN] 0.340 2.00 

O43242 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=2 - [PSMD3_HUMAN] 0.336 1.18 

P40938 Replication factor C subunit 3 OS=Homo sapiens GN=RFC3 PE=1 SV=2 - [RFC3_HUMAN] 0.336 1.39 

Q9NYL4 Peptidyl-prolyl cis-trans isomerase FKBP11 OS=Homo sapiens GN=FKBP11 PE=1 SV=1 - [FKB11_HUMAN] 0.336 1.39 

P82979 SAP domain-containing ribonucleoprotein OS=Homo sapiens GN=SARNP PE=1 SV=3 - [SARNP_HUMAN] 0.336 1.39 

P67870 Casein kinase II subunit beta OS=Homo sapiens GN=CSNK2B PE=1 SV=1 - [CSK2B_HUMAN] 0.335 1.57 

O75643 U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=2 - [U520_HUMAN] 0.335 2.42 

P25685 DnaJ homolog subfamily B member 1 OS=Homo sapiens GN=DNAJB1 PE=1 SV=4 - [DNJB1_HUMAN] 0.332 1.30 

Q00341 Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=2 - [VIGLN_HUMAN] 0.332 2.93 

Q8N163 DBIRD complex subunit KIAA1967 OS=Homo sapiens GN=KIAA1967 PE=1 SV=2 - [K1967_HUMAN] 0.331 1.22 

Q08752 Peptidyl-prolyl cis-trans isomerase D OS=Homo sapiens GN=PPID PE=1 SV=3 - [PPID_HUMAN] 0.331 2.41 

P30101 Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=4 - [PDIA3_HUMAN] 0.331 1.10 

P11216 Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=5 - [PYGB_HUMAN] 0.329 1.09 

Q02818 Nucleobindin-1 OS=Homo sapiens GN=NUCB1 PE=1 SV=4 - [NUCB1_HUMAN] 0.329 2.41 

P13647 Keratin, type II cytoskeletal 5 OS=Homo sapiens GN=KRT5 PE=1 SV=3 - [K2C5_HUMAN] 0.328 1.26 

Q16539 Mitogen-activated protein kinase 14 OS=Homo sapiens GN=MAPK14 PE=1 SV=3 - [MK14_HUMAN] 0.328 2.09 

Q7Z3B4 Nucleoporin p54 OS=Homo sapiens GN=NUP54 PE=1 SV=2 - [NUP54_HUMAN] 0.328 2.09 

Q8NF37 Lysophosphatidylcholine acyltransferase 1 OS=Homo sapiens GN=LPCAT1 PE=1 SV=2 - [PCAT1_HUMAN] 0.328 2.09 

Q9H074 Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=1 - [PAIP1_HUMAN] 0.328 2.09 

Q9UBE0 SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=1 - [SAE1_HUMAN] 0.327 1.28 

O75165 DnaJ homolog subfamily C member 13 OS=Homo sapiens GN=DNAJC13 PE=1 SV=5 - [DJC13_HUMAN] 0.326 3.64 

Q9UI42 Carboxypeptidase A4 OS=Homo sapiens GN=CPA4 PE=1 SV=2 - [CBPA4_HUMAN] 0.326 2.46 

Q15008 26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=1 - [PSMD6_HUMAN] 0.326 1.19 

P22090 40S ribosomal protein S4, Y isoform 1 OS=Homo sapiens GN=RPS4Y1 PE=1 SV=2 - [RS4Y1_HUMAN] 0.325 2.49 

O00232 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=3 - [PSD12_HUMAN] 0.324 1.43 

Q92621 Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=3 - [NU205_HUMAN] 0.322 3.11 
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P51570 Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=1 - [GALK1_HUMAN] 0.321 2.36 

Q9H2M9 Rab3 GTPase-activating protein non-catalytic subunit OS=Homo sapiens GN=RAB3GAP2 PE=1 SV=1 - [RBGPR_HUMAN] 0.320 3.02 

O75694 Nuclear pore complex protein Nup155 OS=Homo sapiens GN=NUP155 PE=1 SV=1 - [NU155_HUMAN] 0.320 4.33 

Q9NTZ6 RNA-binding protein 12 OS=Homo sapiens GN=RBM12 PE=1 SV=1 - [RBM12_HUMAN] 0.319 1.51 

O75116 Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=4 - [ROCK2_HUMAN] 0.319 2.79 

Q14980 Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2 - [NUMA1_HUMAN] 0.319 1.25 

Q9NTJ3 Structural maintenance of chromosomes protein 4 OS=Homo sapiens GN=SMC4 PE=1 SV=2 - [SMC4_HUMAN] 0.319 2.55 

P61981 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2 - [1433G_HUMAN] 0.315 1.15 

P26022 Pentraxin-related protein PTX3 OS=Homo sapiens GN=PTX3 PE=1 SV=3 - [PTX3_HUMAN] 0.315 2.75 

Q9BVG4 UPF0368 protein Cxorf26 OS=Homo sapiens GN=CXorf26 PE=1 SV=1 - [CX026_HUMAN] 0.314 1.61 

P49903 Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=2 - [SPS1_HUMAN] 0.314 1.61 

O95336 6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=2 - [6PGL_HUMAN] 0.313 1.48 

Q9BUJ2 Heterogeneous nuclear ribonucleoprotein U-like protein 1 OS=Homo sapiens GN=HNRNPUL1 PE=1 SV=2 - [HNRL1_HUMAN] 0.311 1.42 

Q86UP2 Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 - [KTN1_HUMAN] 0.310 3.08 

P05455 Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=2 - [LA_HUMAN] 0.310 1.32 

Q13247 Serine/arginine-rich splicing factor 6 OS=Homo sapiens GN=SRSF6 PE=1 SV=2 - [SRSF6_HUMAN] 0.310 1.27 

Q9H488 GDP-fucose protein O-fucosyltransferase 1 OS=Homo sapiens GN=POFUT1 PE=1 SV=1 - [OFUT1_HUMAN] 0.309 1.92 

P61158 Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=3 - [ARP3_HUMAN] 0.304 1.16 

Q02218 2-oxoglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3 - [ODO1_HUMAN] 0.304 1.47 

Q9UIA9 Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 - [XPO7_HUMAN] 0.304 1.31 

Q2M389 WASH complex subunit 7 OS=Homo sapiens GN=KIAA1033 PE=1 SV=2 - [WASH7_HUMAN] 0.302 2.58 

Q96M96 FYVE, RhoGEF and PH domain-containing protein 4 OS=Homo sapiens GN=FGD4 PE=1 SV=2 - [FGD4_HUMAN] 0.302 2.58 

Q16850 Lanosterol 14-alpha demethylase OS=Homo sapiens GN=CYP51A1 PE=1 SV=3 - [CP51A_HUMAN] 0.301 2.54 

Q13098 COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=4 - [CSN1_HUMAN] 0.300 1.45 

Q6FI81 Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 - [CPIN1_HUMAN] 0.300 1.45 

P41227 N-alpha-acetyltransferase 10 OS=Homo sapiens GN=NAA10 PE=1 SV=1 - [NAA10_HUMAN] 0.299 2.32 

P62495 Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=3 - [ERF1_HUMAN] 0.299 1.29 

Q92538 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1 OS=Homo sapiens GN=GBF1 PE=1 SV=2 - [GBF1_HUMAN] 0.294 3.28 
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Q9Y606 tRNA pseudouridine synthase A, mitochondrial OS=Homo sapiens GN=PUS1 PE=1 SV=3 - [TRUA_HUMAN] 0.293 2.38 

P12955 Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=3 - [PEPD_HUMAN] 0.292 1.73 

Q5JTV8 Torsin-1A-interacting protein 1 OS=Homo sapiens GN=TOR1AIP1 PE=1 SV=2 - [TOIP1_HUMAN] 0.291 2.39 

O75351 Vacuolar protein sorting-associated protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=2 - [VPS4B_HUMAN] 0.291 2.39 

O60610 Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 - [DIAP1_HUMAN] 0.291 3.37 

Q12768 WASH complex subunit strumpellin OS=Homo sapiens GN=KIAA0196 PE=1 SV=1 - [STRUM_HUMAN] 0.290 1.29 

P46940 Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1 - [IQGA1_HUMAN] 0.290 1.31 

Q8TCG1 Protein CIP2A OS=Homo sapiens GN=KIAA1524 PE=1 SV=2 - [CIP2A_HUMAN] 0.290 2.03 

Q7Z7L1 Schlafen family member 11 OS=Homo sapiens GN=SLFN11 PE=1 SV=2 - [SLN11_HUMAN] 0.289 3.17 

Q9Y6G9 Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=3 - [DC1L1_HUMAN] 0.288 2.70 

Q15021 Condensin complex subunit 1 OS=Homo sapiens GN=NCAPD2 PE=1 SV=3 - [CND1_HUMAN] 0.285 2.23 

Q15149 Plectin OS=Homo sapiens GN=PLEC PE=1 SV=3 - [PLEC_HUMAN] 0.285 1.95 

Q9Y5L0 Transportin-3 OS=Homo sapiens GN=TNPO3 PE=1 SV=3 - [TNPO3_HUMAN] 0.283 1.38 

Q08379 Golgin subfamily A member 2 OS=Homo sapiens GN=GOLGA2 PE=1 SV=3 - [GOGA2_HUMAN] 0.281 2.13 

Q9Y315 Putative deoxyribose-phosphate aldolase OS=Homo sapiens GN=DERA PE=1 SV=2 - [DEOC_HUMAN] 0.281 1.71 

Q02952 A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=4 - [AKA12_HUMAN] 0.280 3.07 

Q9HAV4 Exportin-5 OS=Homo sapiens GN=XPO5 PE=1 SV=1 - [XPO5_HUMAN] 0.279 1.96 

Q9Y376 Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=1 - [CAB39_HUMAN] 0.279 1.34 

O60443 Non-syndromic hearing impairment protein 5 OS=Homo sapiens GN=DFNA5 PE=1 SV=2 - [DFNA5_HUMAN] 0.278 2.55 

Q9UHX1 Poly(U)-binding-splicing factor PUF60 OS=Homo sapiens GN=PUF60 PE=1 SV=1 - [PUF60_HUMAN] 0.278 2.55 

O75131 Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=1 - [CPNE3_HUMAN] 0.278 2.55 

P35520 Cystathionine beta-synthase OS=Homo sapiens GN=CBS PE=1 SV=2 - [CBS_HUMAN] 0.278 2.55 

P49721 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=1 - [PSB2_HUMAN] 0.277 1.31 

Q07157 Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3 - [ZO1_HUMAN] 0.276 3.49 

Q92616 Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=6 - [GCN1L_HUMAN] 0.272 2.48 

Q92974 Rho guanine nucleotide exchange factor 2 OS=Homo sapiens GN=ARHGEF2 PE=1 SV=4 - [ARHG2_HUMAN] 0.272 1.27 

P12931 Proto-oncogene tyrosine-protein kinase Src OS=Homo sapiens GN=SRC PE=1 SV=3 - [SRC_HUMAN] 0.271 2.69 

Q9UL42 Paraneoplastic antigen Ma2 OS=Homo sapiens GN=PNMA2 PE=1 SV=2 - [PNMA2_HUMAN] 0.271 2.69 
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O00264 Membrane-associated progesterone receptor component 1 OS=Homo sapiens GN=PGRMC1 PE=1 SV=3 - [PGRC1_HUMAN] 0.271 1.26 

P07099 Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1 SV=1 - [HYEP_HUMAN] 0.269 3.26 

P22059 Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=1 - [OSBP1_HUMAN] 0.268 2.78 

P42892 Endothelin-converting enzyme 1 OS=Homo sapiens GN=ECE1 PE=1 SV=2 - [ECE1_HUMAN] 0.268 1.40 

P40763 Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=2 - [STAT3_HUMAN] 0.267 1.40 

Q63ZY3 KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=1 - [KANK2_HUMAN] 0.267 1.40 

Q8WWI1 LIM domain only protein 7 OS=Homo sapiens GN=LMO7 PE=1 SV=3 - [LMO7_HUMAN] 0.267 3.06 

O15294 UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3 - [OGT1_HUMAN] 0.266 2.79 

Q15435 Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=1 - [PP1R7_HUMAN] 0.265 1.55 

Q7Z6Z7 E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3 - [HUWE1_HUMAN] 0.262 4.57 

P15144 Aminopeptidase N OS=Homo sapiens GN=ANPEP PE=1 SV=4 - [AMPN_HUMAN] 0.262 3.22 

Q5W0V3 Protein FAM160B1 OS=Homo sapiens GN=FAM160B1 PE=2 SV=1 - [F16B1_HUMAN] 0.260 2.61 

P30566 Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=2 - [PUR8_HUMAN] 0.260 2.99 

P00352 Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=2 - [AL1A1_HUMAN] 0.258 2.62 

O60271 C-Jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4 - [JIP4_HUMAN] 0.258 4.00 

Q14204 Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5 - [DYHC1_HUMAN] 0.257 1.84 

P09622 Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=2 - [DLDH_HUMAN] 0.257 1.56 

O00267 Transcription elongation factor SPT5 OS=Homo sapiens GN=SUPT5H PE=1 SV=1 - [SPT5H_HUMAN] 0.255 3.10 

P30626 Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 - [SORCN_HUMAN] 0.252 1.17 

O94760 N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=3 - [DDAH1_HUMAN] 0.252 1.17 

P19174 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1 OS=Homo sapiens GN=PLCG1 PE=1 SV=1 - [PLCG1_HUMAN] 0.251 3.15 

Q16881 Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=3 - [TRXR1_HUMAN] 0.251 1.38 

Q9NZT2 Opioid growth factor receptor OS=Homo sapiens GN=OGFR PE=1 SV=3 - [OGFR_HUMAN] 0.250 3.33 

O95232 Luc7-like protein 3 OS=Homo sapiens GN=LUC7L3 PE=1 SV=2 - [LC7L3_HUMAN] 0.247 2.89 

Q2TAY7 WD40 repeat-containing protein SMU1 OS=Homo sapiens GN=SMU1 PE=1 SV=2 - [SMU1_HUMAN] 0.247 2.89 

Q9P2E9 Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4 - [RRBP1_HUMAN] 0.246 2.12 

O95347 Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=2 - [SMC2_HUMAN] 0.245 2.80 

Q01650 Large neutral amino acids transporter small subunit 1 OS=Homo sapiens GN=SLC7A5 PE=1 SV=2 - [LAT1_HUMAN] 0.243 1.31 
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Q14203 Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3 - [DCTN1_HUMAN] 0.243 3.29 

P98082 Disabled homolog 2 OS=Homo sapiens GN=DAB2 PE=1 SV=3 - [DAB2_HUMAN] 0.242 1.17 

P19823 Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=2 - [ITIH2_HUMAN] 0.242 1.57 

P52788 Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2 - [SPSY_HUMAN] 0.241 1.76 

O95747 Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=1 - [OXSR1_HUMAN] 0.241 2.03 

O95433 Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=1 - [AHSA1_HUMAN] 0.241 1.41 

Q9Y230 RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=3 - [RUVB2_HUMAN] 0.241 1.52 

Q9Y6E2 Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=1 - [BZW2_HUMAN] 0.240 1.23 

Q6NZI2 Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=1 - [PTRF_HUMAN] 0.238 1.38 

P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1 - [RD23B_HUMAN] 0.238 2.85 

P16298 Serine/threonine-protein phosphatase 2B catalytic subunit beta isoform OS=Homo sapiens GN=PPP3CB PE=1 SV=2 - [PP2BB_HUMAN] 0.238 2.85 

P20839 Inosine-5'-monophosphate dehydrogenase 1 OS=Homo sapiens GN=IMPDH1 PE=1 SV=2 - [IMDH1_HUMAN] 0.238 3.34 

P51572 B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3 - [BAP31_HUMAN] 0.238 1.60 

P21281 V-type proton ATPase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=3 - [VATB2_HUMAN] 0.238 1.60 

Q9Y3I0 tRNA-splicing ligase RtcB homolog OS=Homo sapiens GN=C22orf28 PE=1 SV=1 - [RTCB_HUMAN] 0.237 1.61 

Q13451 Peptidyl-prolyl cis-trans isomerase FKBP5 OS=Homo sapiens GN=FKBP5 PE=1 SV=2 - [FKBP5_HUMAN] 0.237 2.92 

P30084 Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=4 - [ECHM_HUMAN] 0.236 1.17 

Q9NYU2 UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGGT1 PE=1 SV=3 - [UGGG1_HUMAN] 0.236 3.43 

Q9Y5B9 FACT complex subunit SPT16 OS=Homo sapiens GN=SUPT16H PE=1 SV=1 - [SP16H_HUMAN] 0.235 1.24 

Q9UPN3 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=4 - [MACF1_HUMAN] 0.234 5.43 

P02792 Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=2 - [FRIL_HUMAN] 0.234 1.31 

P41091 Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=3 - [IF2G_HUMAN] 0.232 1.34 

Q8NC51 Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=2 - [PAIRB_HUMAN] 0.231 3.61 

O15067 Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=4 - [PUR4_HUMAN] 0.231 2.09 

Q9Y3P9 Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3 - [RBGP1_HUMAN] 0.231 3.13 

Q14CX7 N-alpha-acetyltransferase 25, NatB auxiliary subunit OS=Homo sapiens GN=NAA25 PE=1 SV=1 - [NAA25_HUMAN] 0.230 1.25 

Q9BUH6 Uncharacterized protein C9orf142 OS=Homo sapiens GN=C9orf142 PE=1 SV=2 - [CI142_HUMAN] 0.230 1.25 

P04179 Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=2 - [SODM_HUMAN] 0.230 1.81 
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P35580 Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=3 - [MYH10_HUMAN] 0.229 1.68 

P31689 DnaJ homolog subfamily A member 1 OS=Homo sapiens GN=DNAJA1 PE=1 SV=2 - [DNJA1_HUMAN] 0.228 1.44 

Q9BS26 Endoplasmic reticulum resident protein 44 OS=Homo sapiens GN=ERP44 PE=1 SV=1 - [ERP44_HUMAN] 0.228 1.44 

P33992 DNA replication licensing factor MCM5 OS=Homo sapiens GN=MCM5 PE=1 SV=5 - [MCM5_HUMAN] 0.227 1.14 

Q9UNH7 Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=1 - [SNX6_HUMAN] 0.227 3.82 

Q16181 Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 - [SEPT7_HUMAN] 0.226 1.42 

Q9BRX5 DNA replication complex GINS protein PSF3 OS=Homo sapiens GN=GINS3 PE=1 SV=1 - [PSF3_HUMAN] 0.226 1.42 

O75844 CAAX prenyl protease 1 homolog OS=Homo sapiens GN=ZMPSTE24 PE=1 SV=2 - [FACE1_HUMAN] 0.225 3.09 

Q9NTJ5 Phosphatidylinositide phosphatase SAC1 OS=Homo sapiens GN=SACM1L PE=1 SV=2 - [SAC1_HUMAN] 0.225 3.09 

P31150 Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=2 - [GDIA_HUMAN] 0.225 1.70 

Q9P2R3 Ankyrin repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=ANKFY1 PE=1 SV=2 - [ANFY1_HUMAN] 0.224 2.53 

O75718 Cartilage-associated protein OS=Homo sapiens GN=CRTAP PE=1 SV=1 - [CRTAP_HUMAN] 0.223 1.61 

Q9Y3A5 Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=4 - [SBDS_HUMAN] 0.223 1.08 

Q07960 Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=1 - [RHG01_HUMAN] 0.221 3.68 

P62195 26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=1 - [PRS8_HUMAN] 0.220 1.28 

Q93009 Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens GN=USP7 PE=1 SV=2 - [UBP7_HUMAN] 0.218 1.77 

Q5VYK3 Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2 - [ECM29_HUMAN] 0.214 5.01 

P40121 Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=2 - [CAPG_HUMAN] 0.214 1.16 

Q13618 Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 - [CUL3_HUMAN] 0.213 2.37 

Q15075 Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=2 - [EEA1_HUMAN] 0.213 4.86 

Q9Y4E8 Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3 - [UBP15_HUMAN] 0.212 3.54 

P22102 Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1 - [PUR2_HUMAN] 0.211 1.24 

Q6P2E9 Enhancer of mRNA-decapping protein 4 OS=Homo sapiens GN=EDC4 PE=1 SV=1 - [EDC4_HUMAN] 0.211 4.40 

P62191 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1 - [PRS4_HUMAN] 0.208 1.33 

O43765 Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1 - [SGTA_HUMAN] 0.208 1.35 

Q13363 C-terminal-binding protein 1 OS=Homo sapiens GN=CTBP1 PE=1 SV=2 - [CTBP1_HUMAN] 0.207 1.46 

O43294 Transforming growth factor beta-1-induced transcript 1 protein OS=Homo sapiens GN=TGFB1I1 PE=1 SV=2 - [TGFI1_HUMAN] 0.204 1.56 

P40937 Replication factor C subunit 5 OS=Homo sapiens GN=RFC5 PE=1 SV=1 - [RFC5_HUMAN] 0.204 1.56 
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Q08J23 tRNA (cytosine(34)-C(5))-methyltransferase OS=Homo sapiens GN=NSUN2 PE=1 SV=2 - [NSUN2_HUMAN] 0.204 1.56 

P11172 Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=1 - [UMPS_HUMAN] 0.203 1.48 

Q13085 Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA PE=1 SV=2 - [ACACA_HUMAN] 0.201 4.90 

O60231 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Homo sapiens GN=DHX16 PE=1 SV=2 - [DHX16_HUMAN] 0.200 1.44 

O75534 Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=2 - [CSDE1_HUMAN] 0.200 1.67 

P02533 Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=4 - [K1C14_HUMAN] 0.199 1.29 

Q12904 Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 OS=Homo sapiens GN=AIMP1 PE=1 SV=2 - [AIMP1_HUMAN] 0.198 1.57 

O14530 Thioredoxin domain-containing protein 9 OS=Homo sapiens GN=TXNDC9 PE=1 SV=2 - [TXND9_HUMAN] 0.198 1.57 

P02794 Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=2 - [FRIH_HUMAN] 0.198 1.57 

P50583 Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Homo sapiens GN=NUDT2 PE=1 SV=3 - [AP4A_HUMAN] 0.198 1.57 

Q06203 Amidophosphoribosyltransferase OS=Homo sapiens GN=PPAT PE=1 SV=1 - [PUR1_HUMAN] 0.198 1.57 

O43847 Nardilysin OS=Homo sapiens GN=NRD1 PE=1 SV=2 - [NRDC_HUMAN] 0.196 1.30 

P24752 Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=1 - [THIL_HUMAN] 0.196 1.44 

P26196 Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=2 - [DDX6_HUMAN] 0.195 1.68 

Q12849 G-rich sequence factor 1 OS=Homo sapiens GN=GRSF1 PE=1 SV=3 - [GRSF1_HUMAN] 0.192 2.68 

O14653 Golgi SNAP receptor complex member 2 OS=Homo sapiens GN=GOSR2 PE=1 SV=2 - [GOSR2_HUMAN] 0.192 2.68 

Q13435 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=2 - [SF3B2_HUMAN] 0.192 1.83 

P29144 Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4 - [TPP2_HUMAN] 0.191 5.12 

P61313 60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=2 - [RL15_HUMAN] 0.191 1.35 

Q9NZ32 Actin-related protein 10 OS=Homo sapiens GN=ACTR10 PE=1 SV=1 - [ARP10_HUMAN] 0.190 2.26 

Q5SRE5 Nucleoporin NUP188 homolog OS=Homo sapiens GN=NUP188 PE=1 SV=1 - [NU188_HUMAN] 0.190 4.07 

Q99447 Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=1 SV=1 - [PCY2_HUMAN] 0.190 2.69 

Q9NVE7 Pantothenate kinase 4 OS=Homo sapiens GN=PANK4 PE=1 SV=1 - [PANK4_HUMAN] 0.190 2.69 

Q15843 NEDD8 OS=Homo sapiens GN=NEDD8 PE=1 SV=1 - [NEDD8_HUMAN] 0.190 2.69 

Q8NCA5 Protein FAM98A OS=Homo sapiens GN=FAM98A PE=1 SV=1 - [FA98A_HUMAN] 0.190 2.69 

O15269 Serine palmitoyltransferase 1 OS=Homo sapiens GN=SPTLC1 PE=1 SV=1 - [SPTC1_HUMAN] 0.188 2.26 

Q0ZGT2 Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 - [NEXN_HUMAN] 0.187 1.66 

Q12874 Splicing factor 3A subunit 3 OS=Homo sapiens GN=SF3A3 PE=1 SV=1 - [SF3A3_HUMAN] 0.186 3.73 
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Q16543 Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=1 - [CDC37_HUMAN] 0.184 2.31 

P23258 Tubulin gamma-1 chain OS=Homo sapiens GN=TUBG1 PE=1 SV=2 - [TBG1_HUMAN] 0.184 3.03 

P26368 Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2 PE=1 SV=4 - [U2AF2_HUMAN] 0.184 3.03 

P30042 ES1 protein homolog, mitochondrial OS=Homo sapiens GN=C21orf33 PE=1 SV=3 - [ES1_HUMAN] 0.184 3.03 

Q14320 Protein FAM50A OS=Homo sapiens GN=FAM50A PE=1 SV=2 - [FA50A_HUMAN] 0.184 3.03 

P22695 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=3 - [QCR2_HUMAN] 0.184 3.03 

P20936 Ras GTPase-activating protein 1 OS=Homo sapiens GN=RASA1 PE=1 SV=1 - [RASA1_HUMAN] 0.183 3.38 

Q7Z2Z2 Elongation factor Tu GTP-binding domain-containing protein 1 OS=Homo sapiens GN=EFTUD1 PE=1 SV=2 - [ETUD1_HUMAN] 0.183 2.12 

O14929 Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1 - [HAT1_HUMAN] 0.181 2.30 

Q14008 Cytoskeleton-associated protein 5 OS=Homo sapiens GN=CKAP5 PE=1 SV=3 - [CKAP5_HUMAN] 0.180 1.77 

Q15003 Condensin complex subunit 2 OS=Homo sapiens GN=NCAPH PE=1 SV=3 - [CND2_HUMAN] 0.180 1.60 

Q8IV08 Phospholipase D3 OS=Homo sapiens GN=PLD3 PE=1 SV=1 - [PLD3_HUMAN] 0.179 1.42 

Q99733 Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=1 - [NP1L4_HUMAN] 0.179 1.42 

Q16851 UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=5 - [UGPA_HUMAN] 0.177 1.71 

Q1KMD3 Heterogeneous nuclear ribonucleoprotein U-like protein 2 OS=Homo sapiens GN=HNRNPUL2 PE=1 SV=1 - [HNRL2_HUMAN] 0.177 1.58 

Q5JSH3 WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1 - [WDR44_HUMAN] 0.177 2.78 

Q9NZU5 LIM and cysteine-rich domains protein 1 OS=Homo sapiens GN=LMCD1 PE=1 SV=1 - [LMCD1_HUMAN] 0.177 2.78 

Q9NRL3 Striatin-4 OS=Homo sapiens GN=STRN4 PE=1 SV=2 - [STRN4_HUMAN] 0.177 2.78 

P29317 Ephrin type-A receptor 2 OS=Homo sapiens GN=EPHA2 PE=1 SV=2 - [EPHA2_HUMAN] 0.177 1.60 

P55263 Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=2 - [ADK_HUMAN] 0.176 1.56 

P53041 Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=1 - [PPP5_HUMAN] 0.176 4.31 

P63151 Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=1 - [2ABA_HUMAN] 0.175 2.17 

O43237 Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=1 - [DC1L2_HUMAN] 0.175 3.92 

Q9UDY2 Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=2 - [ZO2_HUMAN] 0.175 6.74 

Q8N668 COMM domain-containing protein 1 OS=Homo sapiens GN=COMMD1 PE=1 SV=1 - [COMD1_HUMAN] 0.175 2.79 

Q9H8Y8 Golgi reassembly-stacking protein 2 OS=Homo sapiens GN=GORASP2 PE=1 SV=3 - [GORS2_HUMAN] 0.175 2.79 

Q9UH62 Armadillo repeat-containing X-linked protein 3 OS=Homo sapiens GN=ARMCX3 PE=1 SV=1 - [ARMX3_HUMAN] 0.175 2.79 

Q7Z4V5 Hepatoma-derived growth factor-related protein 2 OS=Homo sapiens GN=HDGFRP2 PE=1 SV=1 - [HDGR2_HUMAN] 0.175 2.79 
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Q15057 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 2 OS=Homo sapiens GN=ACAP2 PE=1 SV=3 - [ACAP2_HUMAN] 0.175 2.79 

P56192 Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2 - [SYMC_HUMAN] 0.175 1.18 

P09104 Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=3 - [ENOG_HUMAN] 0.173 1.80 

Q9Y3B3 Transmembrane emp24 domain-containing protein 7 OS=Homo sapiens GN=TMED7 PE=1 SV=2 - [TMED7_HUMAN] 0.173 1.32 

A0FGR8 Extended synaptotagmin-2 OS=Homo sapiens GN=ESYT2 PE=1 SV=1 - [ESYT2_HUMAN] 0.173 1.54 

Q86VS8 Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=2 - [HOOK3_HUMAN] 0.172 1.43 

P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3 - [PRS7_HUMAN] 0.171 1.27 

P41252 Isoleucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=2 - [SYIC_HUMAN] 0.171 1.91 

Q9H0U6 39S ribosomal protein L18, mitochondrial OS=Homo sapiens GN=MRPL18 PE=1 SV=1 - [RM18_HUMAN] 0.168 3.23 

Q14152 Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1 - [EIF3A_HUMAN] 0.167 2.14 

P50613 Cyclin-dependent kinase 7 OS=Homo sapiens GN=CDK7 PE=1 SV=1 - [CDK7_HUMAN] 0.166 1.74 

P51159 Ras-related protein Rab-27A OS=Homo sapiens GN=RAB27A PE=1 SV=3 - [RB27A_HUMAN] 0.166 1.74 

Q15645 Pachytene checkpoint protein 2 homolog OS=Homo sapiens GN=TRIP13 PE=1 SV=2 - [PCH2_HUMAN] 0.166 1.64 

Q5T4S7 E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1 - [UBR4_HUMAN] 0.164 3.70 

Q9HAV7 GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=2 - [GRPE1_HUMAN] 0.162 1.33 

P10155 60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=2 - [RO60_HUMAN] 0.162 4.38 

Q08209 Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform OS=Homo sapiens GN=PPP3CA PE=1 SV=1 - [PP2BA_HUMAN] 0.156 4.45 

Q9UL25 Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=3 - [RAB21_HUMAN] 0.156 1.53 

P11717 Cation-independent mannose-6-phosphate receptor OS=Homo sapiens GN=IGF2R PE=1 SV=3 - [MPRI_HUMAN] 0.153 6.00 

Q04637 Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=4 - [IF4G1_HUMAN] 0.152 2.15 

P23193 Transcription elongation factor A protein 1 OS=Homo sapiens GN=TCEA1 PE=1 SV=2 - [TCEA1_HUMAN] 0.152 1.49 

P48444 Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=1 SV=1 - [COPD_HUMAN] 0.151 1.51 

Q15042 Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3 - [RB3GP_HUMAN] 0.150 5.54 

P78344 Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1 - [IF4G2_HUMAN] 0.148 1.54 

Q9Y2J2 Band 4.1-like protein 3 OS=Homo sapiens GN=EPB41L3 PE=1 SV=2 - [E41L3_HUMAN] 0.148 1.34 

Q9Y2L1 Exosome complex exonuclease RRP44 OS=Homo sapiens GN=DIS3 PE=1 SV=2 - [RRP44_HUMAN] 0.147 1.47 

P12270 Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=3 - [TPR_HUMAN] 0.146 3.85 

O60701 UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=1 - [UGDH_HUMAN] 0.145 1.14 
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Q5SW79 Centrosomal protein of 170 kDa OS=Homo sapiens GN=CEP170 PE=1 SV=1 - [CE170_HUMAN] 0.145 7.25 

O43143 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=2 - [DHX15_HUMAN] 0.144 1.36 

O43719 HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=1 - [HTSF1_HUMAN] 0.143 3.13 

P60228 Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=1 - [EIF3E_HUMAN] 0.143 1.29 

P48637 Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=1 - [GSHB_HUMAN] 0.143 1.90 

P17612 cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=2 - [KAPCA_HUMAN] 0.143 1.38 

P57678 Gem-associated protein 4 OS=Homo sapiens GN=GEMIN4 PE=1 SV=2 - [GEMI4_HUMAN] 0.143 1.38 

Q6UVK1 Chondroitin sulfate proteoglycan 4 OS=Homo sapiens GN=CSPG4 PE=1 SV=2 - [CSPG4_HUMAN] 0.139 6.89 

P34932 Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4 - [HSP74_HUMAN] 0.138 1.15 

P01024 Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 - [CO3_HUMAN] 0.138 1.85 

O94906 Pre-mRNA-processing factor 6 OS=Homo sapiens GN=PRPF6 PE=1 SV=1 - [PRP6_HUMAN] 0.138 1.91 

P36507 Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=1 - [MP2K2_HUMAN] 0.138 1.32 

Q16658 Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 - [FSCN1_HUMAN] 0.137 1.42 

Q16643 Drebrin OS=Homo sapiens GN=DBN1 PE=1 SV=4 - [DREB_HUMAN] 0.137 1.48 

Q96CW1 AP-2 complex subunit mu OS=Homo sapiens GN=AP2M1 PE=1 SV=2 - [AP2M1_HUMAN] 0.136 1.75 

Q8NE71 ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=2 - [ABCF1_HUMAN] 0.134 1.67 

O43795 Unconventional myosin-Ib OS=Homo sapiens GN=MYO1B PE=2 SV=3 - [MYO1B_HUMAN] 0.132 3.47 

Q8TD16 Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=1 - [BICD2_HUMAN] 0.132 1.81 

Q9UJU6 Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=1 - [DBNL_HUMAN] 0.131 1.76 

Q00059 Transcription factor A, mitochondrial OS=Homo sapiens GN=TFAM PE=1 SV=1 - [TFAM_HUMAN] 0.130 3.48 

P55084 Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=3 - [ECHB_HUMAN] 0.130 1.24 

Q13740 CD166 antigen OS=Homo sapiens GN=ALCAM PE=1 SV=2 - [CD166_HUMAN] 0.128 1.42 

Q32MZ4 Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens GN=LRRFIP1 PE=1 SV=2 - [LRRF1_HUMAN] 0.127 2.67 

P02751 Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=4 - [FINC_HUMAN] 0.125 1.54 

Q16222 UDP-N-acetylhexosamine pyrophosphorylase OS=Homo sapiens GN=UAP1 PE=1 SV=3 - [UAP1_HUMAN] 0.123 1.22 

Q13813 Spectrin alpha chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTAN1 PE=1 SV=3 - [SPTN1_HUMAN] 0.121 2.42 

Q13425 Beta-2-syntrophin OS=Homo sapiens GN=SNTB2 PE=1 SV=1 - [SNTB2_HUMAN] 0.120 5.86 

Q9NR50 Translation initiation factor eIF-2B subunit gamma OS=Homo sapiens GN=EIF2B3 PE=1 SV=1 - [EI2BG_HUMAN] 0.120 5.86 
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P31749 RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=2 - [AKT1_HUMAN] 0.120 5.86 

Q96KG9 N-terminal kinase-like protein OS=Homo sapiens GN=SCYL1 PE=1 SV=1 - [NTKL_HUMAN] 0.120 5.86 

P40227 T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=3 - [TCPZ_HUMAN] 0.116 1.21 

O75153 Clustered mitochondria protein homolog OS=Homo sapiens GN=CLUH PE=1 SV=2 - [CLU_HUMAN] 0.115 7.11 

Q14160 Protein scribble homolog OS=Homo sapiens GN=SCRIB PE=1 SV=4 - [SCRIB_HUMAN] 0.115 9.34 

P13489 Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=2 - [RINI_HUMAN] 0.114 1.36 

P50479 PDZ and LIM domain protein 4 OS=Homo sapiens GN=PDLIM4 PE=1 SV=2 - [PDLI4_HUMAN] 0.112 1.57 

O75223 Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=1 - [GGCT_HUMAN] 0.112 1.57 

P49419 Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=5 - [AL7A1_HUMAN] 0.112 2.13 

P07954 Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=3 - [FUMH_HUMAN] 0.112 1.52 

Q13895 Bystin OS=Homo sapiens GN=BYSL PE=1 SV=3 - [BYST_HUMAN] 0.112 3.92 

Q01082 Spectrin beta chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2 - [SPTB2_HUMAN] 0.111 2.52 

O95810 Serum deprivation-response protein OS=Homo sapiens GN=SDPR PE=1 SV=3 - [SDPR_HUMAN] 0.110 3.93 

Q9UHG3 Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=3 - [PCYOX_HUMAN] 0.110 3.93 

Q15738 Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating OS=Homo sapiens GN=NSDHL PE=1 SV=2 - [NSDHL_HUMAN] 0.109 1.96 

Q13724 Mannosyl-oligosaccharide glucosidase OS=Homo sapiens GN=MOGS PE=1 SV=5 - [MOGS_HUMAN] 0.108 1.43 

Q13011 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=2 - [ECH1_HUMAN] 0.108 1.43 

Q9NYF8 Bcl-2-associated transcription factor 1 OS=Homo sapiens GN=BCLAF1 PE=1 SV=2 - [BCLF1_HUMAN] 0.107 2.19 

P42566 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=2 - [EPS15_HUMAN] 0.107 2.19 

P26599 Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=1 - [PTBP1_HUMAN] 0.105 1.42 

Q92552 28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=1 SV=3 - [RT27_HUMAN] 0.105 1.42 

P49840 Glycogen synthase kinase-3 alpha OS=Homo sapiens GN=GSK3A PE=1 SV=2 - [GSK3A_HUMAN] 0.102 5.17 

P51784 Ubiquitin carboxyl-terminal hydrolase 11 OS=Homo sapiens GN=USP11 PE=1 SV=3 - [UBP11_HUMAN] 0.102 5.17 

O43815 Striatin OS=Homo sapiens GN=STRN PE=1 SV=4 - [STRN_HUMAN] 0.102 5.17 

P30533 Alpha-2-macroglobulin receptor-associated protein OS=Homo sapiens GN=LRPAP1 PE=1 SV=1 - [AMRP_HUMAN] 0.102 5.17 

Q8N684 Cleavage and polyadenylation specificity factor subunit 7 OS=Homo sapiens GN=CPSF7 PE=1 SV=1 - [CPSF7_HUMAN] 0.102 5.17 

Q9BXP5 Serrate RNA effector molecule homolog OS=Homo sapiens GN=SRRT PE=1 SV=1 - [SRRT_HUMAN] 0.102 1.59 

O43493 Trans-Golgi network integral membrane protein 2 OS=Homo sapiens GN=TGOLN2 PE=1 SV=2 - [TGON2_HUMAN] 0.102 4.83 
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P33991 DNA replication licensing factor MCM4 OS=Homo sapiens GN=MCM4 PE=1 SV=5 - [MCM4_HUMAN] 0.101 1.54 

P55010 Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=2 - [IF5_HUMAN] 0.098 1.92 

Q9UGI8 Testin OS=Homo sapiens GN=TES PE=1 SV=1 - [TES_HUMAN] 0.097 4.63 

P49189 4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3 - [AL9A1_HUMAN] 0.097 1.33 

Q9Y295 Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens GN=DRG1 PE=1 SV=1 - [DRG1_HUMAN] 0.097 1.69 

Q14997 Proteasome activator complex subunit 4 OS=Homo sapiens GN=PSME4 PE=1 SV=2 - [PSME4_HUMAN] 0.096 12.32 

Q01433 AMP deaminase 2 OS=Homo sapiens GN=AMPD2 PE=1 SV=2 - [AMPD2_HUMAN] 0.095 3.40 

P00367 Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=2 - [DHE3_HUMAN] 0.094 2.10 

Q15386 Ubiquitin-protein ligase E3C OS=Homo sapiens GN=UBE3C PE=1 SV=3 - [UBE3C_HUMAN] 0.094 1.48 

Q6ZS17 Protein FAM65A OS=Homo sapiens GN=FAM65A PE=1 SV=1 - [FA65A_HUMAN] 0.092 7.55 

Q9H857 5'-nucleotidase domain-containing protein 2 OS=Homo sapiens GN=NT5DC2 PE=1 SV=1 - [NT5D2_HUMAN] 0.091 4.73 

Q92896 Golgi apparatus protein 1 OS=Homo sapiens GN=GLG1 PE=1 SV=2 - [GSLG1_HUMAN] 0.090 2.86 

P11310 Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADM PE=1 SV=1 - [ACADM_HUMAN] 0.089 1.83 

Q16401 26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=3 - [PSMD5_HUMAN] 0.089 1.30 

O60313 Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=3 - [OPA1_HUMAN] 0.088 2.00 

P31943 Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=4 - [HNRH1_HUMAN] 0.088 1.45 

Q92888 Rho guanine nucleotide exchange factor 1 OS=Homo sapiens GN=ARHGEF1 PE=1 SV=2 - [ARHG1_HUMAN] 0.087 1.50 

P30876 DNA-directed RNA polymerase II subunit RPB2 OS=Homo sapiens GN=POLR2B PE=1 SV=1 - [RPB2_HUMAN] 0.085 1.83 

Q9Y2Z0 Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=3 - [SUGT1_HUMAN] 0.085 1.40 

P43490 Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=1 - [NAMPT_HUMAN] 0.085 2.11 

P52209 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=3 - [6PGD_HUMAN] 0.084 1.20 

O00203 AP-3 complex subunit beta-1 OS=Homo sapiens GN=AP3B1 PE=1 SV=3 - [AP3B1_HUMAN] 0.083 1.67 

Q8N6T3 ADP-ribosylation factor GTPase-activating protein 1 OS=Homo sapiens GN=ARFGAP1 PE=1 SV=2 - [ARFG1_HUMAN] 0.083 1.39 

Q8N9N7 Leucine-rich repeat-containing protein 57 OS=Homo sapiens GN=LRRC57 PE=1 SV=1 - [LRC57_HUMAN] 0.083 1.39 

Q16186 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2 - [ADRM1_HUMAN] 0.083 1.39 

P52732 Kinesin-like protein KIF11 OS=Homo sapiens GN=KIF11 PE=1 SV=2 - [KIF11_HUMAN] 0.083 1.48 

Q9H2U1 Probable ATP-dependent RNA helicase DHX36 OS=Homo sapiens GN=DHX36 PE=1 SV=2 - [DHX36_HUMAN] 0.080 6.12 

P05091 Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=2 - [ALDH2_HUMAN] 0.079 1.58 
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Q5H9R7 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Homo sapiens GN=PPP6R3 PE=1 SV=2 - [PP6R3_HUMAN] 0.078 2.42 

Q8WWM7 Ataxin-2-like protein OS=Homo sapiens GN=ATXN2L PE=1 SV=2 - [ATX2L_HUMAN] 0.078 5.52 

Q9UBC2 Epidermal growth factor receptor substrate 15-like 1 OS=Homo sapiens GN=EPS15L1 PE=1 SV=1 - [EP15R_HUMAN] 0.078 2.98 

Q12841 Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=1 - [FSTL1_HUMAN] 0.078 1.79 

O94855 Protein transport protein Sec24D OS=Homo sapiens GN=SEC24D PE=1 SV=2 - [SC24D_HUMAN] 0.078 1.79 

P14735 Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=4 - [IDE_HUMAN] 0.077 5.96 

P0CB43 Protein FAM203B OS=Homo sapiens GN=FAM203B PE=2 SV=1 - [F203B_HUMAN] 0.077 6.66 

Q5JRA6 Melanoma inhibitory activity protein 3 OS=Homo sapiens GN=MIA3 PE=1 SV=1 - [MIA3_HUMAN] 0.077 6.66 

P05787 Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=7 - [K2C8_HUMAN] 0.077 1.67 

Q9P253 Vacuolar protein sorting-associated protein 18 homolog OS=Homo sapiens GN=VPS18 PE=1 SV=2 - [VPS18_HUMAN] 0.076 1.22 

P07942 Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=2 - [LAMB1_HUMAN] 0.074 2.19 

P55809 Succinyl-CoA:3-ketoacid coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=1 - [SCOT1_HUMAN] 0.074 5.86 

Q15459 Splicing factor 3A subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1 - [SF3A1_HUMAN] 0.073 1.69 

Q9Y285 Phenylalanine--tRNA ligase alpha subunit OS=Homo sapiens GN=FARSA PE=1 SV=3 - [SYFA_HUMAN] 0.073 5.87 

P49588 Alanine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2 - [SYAC_HUMAN] 0.072 1.31 

O60343 TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2 - [TBCD4_HUMAN] 0.072 2.07 

Q9NZJ4 Sacsin OS=Homo sapiens GN=SACS PE=1 SV=2 - [SACS_HUMAN] 0.069 16.00 

P11413 Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=4 - [G6PD_HUMAN] 0.068 1.45 

P49321 Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=2 - [NASP_HUMAN] 0.066 1.55 

Q14566 DNA replication licensing factor MCM6 OS=Homo sapiens GN=MCM6 PE=1 SV=1 - [MCM6_HUMAN] 0.065 1.15 

P06744 Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=4 - [G6PI_HUMAN] 0.064 1.17 

Q9BSJ8 Extended synaptotagmin-1 OS=Homo sapiens GN=ESYT1 PE=1 SV=1 - [ESYT1_HUMAN] 0.062 1.18 

Q9UI26 Importin-11 OS=Homo sapiens GN=IPO11 PE=1 SV=1 - [IPO11_HUMAN] 0.061 2.19 

Q9BXS5 AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=3 - [AP1M1_HUMAN] 0.059 2.25 

Q14344 Guanine nucleotide-binding protein subunit alpha-13 OS=Homo sapiens GN=GNA13 PE=1 SV=2 - [GNA13_HUMAN] 0.058 5.76 

Q9BXR0 Queuine tRNA-ribosyltransferase OS=Homo sapiens GN=QTRT1 PE=1 SV=3 - [TGT_HUMAN] 0.058 5.76 

Q06481 Amyloid-like protein 2 OS=Homo sapiens GN=APLP2 PE=1 SV=2 - [APLP2_HUMAN] 0.058 5.76 

P36776 Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=1 SV=2 - [LONM_HUMAN] 0.056 1.30 
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Q04837 Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=1 - [SSBP_HUMAN] 0.056 1.13 

Q9NR31 GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=1 - [SAR1A_HUMAN] 0.056 1.13 

Q9UM54 Unconventional myosin-VI OS=Homo sapiens GN=MYO6 PE=1 SV=4 - [MYO6_HUMAN] 0.055 8.15 

Q9NUU7 ATP-dependent RNA helicase DDX19A OS=Homo sapiens GN=DDX19A PE=1 SV=1 - [DD19A_HUMAN] 0.055 1.71 

Q13617 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 - [CUL2_HUMAN] 0.055 1.78 

P49792 E3 SUMO-protein ligase RanBP2 OS=Homo sapiens GN=RANBP2 PE=1 SV=2 - [RBP2_HUMAN] 0.054 13.22 

O95816 BAG family molecular chaperone regulator 2 OS=Homo sapiens GN=BAG2 PE=1 SV=1 - [BAG2_HUMAN] 0.052 1.67 

Q9P2J5 Leucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2 - [SYLC_HUMAN] 0.051 1.60 

Q10713 Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=2 - [MPPA_HUMAN] 0.051 8.96 

P61978 Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=1 - [HNRPK_HUMAN] 0.051 1.50 

P46821 Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=2 - [MAP1B_HUMAN] 0.051 2.59 
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Appendix 2  
List of proteins for research paper 3-17-estradiol differentially changes the human cerebral endothelial cell proteome upon exposure to cyclic 
stretch 
 

Name Uniprot 

DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3 P78527 

Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=4 P02751 

Prelamin-A/C OS=Homo sapiens GN=LMNA PE=1 SV=1 P02545 

Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2 Q9UHD8 

Plectin OS=Homo sapiens GN=PLEC PE=1 SV=3 Q15149 

Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=5 Q14204 

N-acetyl-D-glucosamine kinase OS=Homo sapiens GN=NAGK PE=1 SV=4 Q9UJ70 

Prostaglandin reductase 1 OS=Homo sapiens GN=PTGR1 PE=1 SV=2 Q14914 

BTB/POZ domain-containing protein KCTD12 OS=Homo sapiens GN=KCTD12 PE=1 SV=1 Q96CX2 

Proteasome subunit alpha type-7 OS=Homo sapiens GN=PSMA7 PE=1 SV=1 O14818 

Heme oxygenase 1 OS=Homo sapiens GN=HMOX1 PE=1 SV=1 P09601 

Aldehyde dehydrogenase family 1 member A3 OS=Homo sapiens GN=ALDH1A3 PE=1 SV=2 P47895 

Interferon-induced GTP-binding protein Mx1 OS=Homo sapiens GN=MX1 PE=1 SV=4 P20591 

Septin-2 OS=Homo sapiens GN=SEPT2 PE=1 SV=1 Q15019 

Arginine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=RARS PE=1 SV=2 P54136 

COP9 signalosome complex subunit 4 OS=Homo sapiens GN=COPS4 PE=1 SV=1 Q9BT78 

Transcription initiation factor IIB OS=Homo sapiens GN=GTF2B PE=1 SV=1 Q00403 

Ribosome-binding protein 1 OS=Homo sapiens GN=RRBP1 PE=1 SV=4 Q9P2E9 

Retinal dehydrogenase 2 OS=Homo sapiens GN=ALDH1A2 PE=1 SV=3 O94788 

Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=3 P34897 

T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4 P50991 

Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3 P22314 

Glucose-6-phosphate isomerase OS=Homo sapiens GN=GPI PE=1 SV=4 P06744 

Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=1 P02649 
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Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=3 P08559 

Transforming acidic coiled-coil-containing protein 3 OS=Homo sapiens GN=TACC3 PE=1 SV=1 Q9Y6A5 

LIM domain only protein 7 OS=Homo sapiens GN=LMO7 PE=1 SV=3 Q8WWI1 

Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3 P26641 

SH3 domain-binding glutamic acid-rich-like protein 3 OS=Homo sapiens GN=SH3BGRL3 PE=1 SV=1 Q9H299 

Kinesin-1 heavy chain OS=Homo sapiens GN=KIF5B PE=1 SV=1 P33176 

Keratin, type II cytoskeletal 1 OS=Homo sapiens GN=KRT1 PE=1 SV=6 P04264 

Protein-lysine 6-oxidase OS=Homo sapiens GN=LOX PE=1 SV=2 P28300 

Protein FAM98B OS=Homo sapiens GN=FAM98B PE=1 SV=1 Q52LJ0 

Septin-7 OS=Homo sapiens GN=SEPT7 PE=1 SV=2 Q16181 

Protein bicaudal D homolog 2 OS=Homo sapiens GN=BICD2 PE=1 SV=1 Q8TD16 

Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2 Q09666 

Prefoldin subunit 3 OS=Homo sapiens GN=VBP1 PE=1 SV=3 P61758 

Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2 P62805 

Nuclear pore complex protein Nup93 OS=Homo sapiens GN=NUP93 PE=1 SV=2 Q8N1F7 

Purine nucleoside phosphorylase OS=Homo sapiens GN=PNP PE=1 SV=2 P00491 

Septin-11 OS=Homo sapiens GN=SEPT11 PE=1 SV=3 Q9NVA2 

Matrin-3 OS=Homo sapiens GN=MATR3 PE=1 SV=2 P43243 

6-phosphofructokinase, muscle type OS=Homo sapiens GN=PFKM PE=1 SV=2 P08237 

Peroxiredoxin-6 OS=Homo sapiens GN=PRDX6 PE=1 SV=3 P30041 

Signal transducer and activator of transcription 3 OS=Homo sapiens GN=STAT3 PE=1 SV=2 P40763 

Transmembrane 9 superfamily member 4 OS=Homo sapiens GN=TM9SF4 PE=1 SV=2 Q92544 

Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=3 Q93008 

E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=3 Q9ULT8 

Unconventional myosin-Ic OS=Homo sapiens GN=MYO1C PE=1 SV=4 O00159 

Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2 O75390 

Na(+)/H(+) exchange regulatory cofactor NHE-RF1 OS=Homo sapiens GN=SLC9A3R1 PE=1 SV=4 O14745 

Rho GTPase-activating protein 18 OS=Homo sapiens GN=ARHGAP18 PE=1 SV=3 Q8N392 
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Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens GN=ACOT7 PE=1 SV=3 O00154 

Cell surface glycoprotein MUC18 OS=Homo sapiens GN=MCAM PE=1 SV=2 P43121 

ATP synthase subunit alpha, mitochondrial OS=Homo sapiens GN=ATP5A1 PE=1 SV=1 P25705 

Plasminogen activator inhibitor 1 OS=Homo sapiens GN=SERPINE1 PE=1 SV=1 P05121 

26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens GN=PSMD13 PE=1 SV=2 Q9UNM6 

Zinc finger CCCH-type antiviral protein 1 OS=Homo sapiens GN=ZC3HAV1 PE=1 SV=3 Q7Z2W4 

Cytoplasmic FMR1-interacting protein 1 OS=Homo sapiens GN=CYFIP1 PE=1 SV=1 Q7L576 

Protein NOXP20 OS=Homo sapiens GN=FAM114A1 PE=1 SV=2 Q8IWE2 

Palmdelphin OS=Homo sapiens GN=PALMD PE=1 SV=1 Q9NP74 

Methionine aminopeptidase 2 OS=Homo sapiens GN=METAP2 PE=1 SV=1 P50579 

Proteasome activator complex subunit 1 OS=Homo sapiens GN=PSME1 PE=1 SV=1 Q06323 

Neutral alpha-glucosidase AB OS=Homo sapiens GN=GANAB PE=1 SV=3 Q14697 

Annexin A6 OS=Homo sapiens GN=ANXA6 PE=1 SV=3 P08133 

Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=2 P02792 

GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3 P62826 

Cadherin-2 OS=Homo sapiens GN=CDH2 PE=1 SV=4 P19022 

ATP synthase subunit d, mitochondrial OS=Homo sapiens GN=ATP5H PE=1 SV=3 O75947 

Band 4.1-like protein 3 OS=Homo sapiens GN=EPB41L3 PE=1 SV=2 Q9Y2J2 

Syntaxin-binding protein 2 OS=Homo sapiens GN=STXBP2 PE=1 SV=2 Q15833 

cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens GN=PRKAR2A PE=1 SV=2 P13861 

Polyadenylate-binding protein 2 OS=Homo sapiens GN=PABPN1 PE=1 SV=3 Q86U42 

Heat shock 70 kDa protein 1A/1B OS=Homo sapiens GN=HSPA1A PE=1 SV=5 P08107 

Mitotic checkpoint protein BUB3 OS=Homo sapiens GN=BUB3 PE=1 SV=1 O43684 

Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=1 P06703 

Serine/arginine-rich splicing factor 1 OS=Homo sapiens GN=SRSF1 PE=1 SV=2 Q07955 

Enolase-phosphatase E1 OS=Homo sapiens GN=ENOPH1 PE=1 SV=1 Q9UHY7 

Uridine 5'-monophosphate synthase OS=Homo sapiens GN=UMPS PE=1 SV=1 P11172 

Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=6 P17655 
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Proteasome subunit alpha type-1 OS=Homo sapiens GN=PSMA1 PE=1 SV=1 P25786 

Ubiquitin/ISG15-conjugating enzyme E2 L6 OS=Homo sapiens GN=UBE2L6 PE=1 SV=4 O14933 

Extended synaptotagmin-1 OS=Homo sapiens GN=ESYT1 PE=1 SV=1 Q9BSJ8 

Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=1 Q15084 

Lactotransferrin OS=Homo sapiens GN=LTF PE=1 SV=6 P02788 

DnaJ homolog subfamily A member 2 OS=Homo sapiens GN=DNAJA2 PE=1 SV=1 O60884 

Fumarate hydratase, mitochondrial OS=Homo sapiens GN=FH PE=1 SV=3 P07954 

Cytosolic non-specific dipeptidase OS=Homo sapiens GN=CNDP2 PE=1 SV=2 Q96KP4 

NAD-dependent malic enzyme, mitochondrial OS=Homo sapiens GN=ME2 PE=1 SV=1 P23368 

Caveolin-1 OS=Homo sapiens GN=CAV1 PE=1 SV=4 Q03135 

Actin-related protein 3 OS=Homo sapiens GN=ACTR3 PE=1 SV=3 P61158 

Leucine-rich repeat-containing protein 40 OS=Homo sapiens GN=LRRC40 PE=1 SV=1 Q9H9A6 

Protein FAM49B OS=Homo sapiens GN=FAM49B PE=1 SV=1 Q9NUQ9 

Plastin-3 OS=Homo sapiens GN=PLS3 PE=1 SV=4 P13797 

Golgin subfamily A member 2 OS=Homo sapiens GN=GOLGA2 PE=1 SV=3 Q08379 

ATP synthase subunit beta, mitochondrial OS=Homo sapiens GN=ATP5B PE=1 SV=3 P06576 

Calreticulin OS=Homo sapiens GN=CALR PE=1 SV=1 P27797 

Tripeptidyl-peptidase 2 OS=Homo sapiens GN=TPP2 PE=1 SV=4 P29144 

60S ribosomal protein L38 OS=Homo sapiens GN=RPL38 PE=1 SV=2 P63173 

RuvB-like 2 OS=Homo sapiens GN=RUVBL2 PE=1 SV=3 Q9Y230 

Calnexin OS=Homo sapiens GN=CANX PE=1 SV=2 P27824 

Mannosyl-oligosaccharide glucosidase OS=Homo sapiens GN=MOGS PE=1 SV=5 Q13724 

Cytochrome c oxidase subunit 5B, mitochondrial OS=Homo sapiens GN=COX5B PE=1 SV=2 P10606 

Enoyl-CoA delta isomerase 1, mitochondrial OS=Homo sapiens GN=ECI1 PE=1 SV=1 P42126 

COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=1 Q7L5N1 

Ras-related protein R-Ras2 OS=Homo sapiens GN=RRAS2 PE=1 SV=1 P62070 

Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2 P09382 

Alpha-taxilin OS=Homo sapiens GN=TXLNA PE=1 SV=3 P40222 
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WD repeat-containing protein 44 OS=Homo sapiens GN=WDR44 PE=1 SV=1 Q5JSH3 

Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=3 P51659 

SUMO-conjugating enzyme UBC9 OS=Homo sapiens GN=UBE2I PE=1 SV=1 P63279 

Isoleucine--tRNA ligase, mitochondrial OS=Homo sapiens GN=IARS2 PE=1 SV=2 Q9NSE4 

Disks large-associated protein 4 OS=Homo sapiens GN=DLGAP4 PE=1 SV=3 Q9Y2H0 

Twinfilin-2 OS=Homo sapiens GN=TWF2 PE=1 SV=2 Q6IBS0 

60S ribosomal protein L19 OS=Homo sapiens GN=RPL19 PE=1 SV=1 P84098 

ATP-dependent RNA helicase DDX1 OS=Homo sapiens GN=DDX1 PE=1 SV=2 Q92499 

Drebrin OS=Homo sapiens GN=DBN1 PE=1 SV=4 Q16643 

Tyrosine--tRNA ligase, mitochondrial OS=Homo sapiens GN=YARS2 PE=1 SV=2 Q9Y2Z4 

Annexin A3 OS=Homo sapiens GN=ANXA3 PE=1 SV=3 P12429 

Cyclin-K OS=Homo sapiens GN=CCNK PE=1 SV=2 O75909 

Oligoribonuclease, mitochondrial OS=Homo sapiens GN=REXO2 PE=1 SV=3 Q9Y3B8 

MICAL-like protein 1 OS=Homo sapiens GN=MICALL1 PE=1 SV=2 Q8N3F8 

Ribosome biogenesis protein BOP1 OS=Homo sapiens GN=BOP1 PE=1 SV=2 Q14137 

26S protease regulatory subunit 10B OS=Homo sapiens GN=PSMC6 PE=1 SV=1 P62333 

Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1 P50995 

Exportin-2 OS=Homo sapiens GN=CSE1L PE=1 SV=3 P55060 

C-Jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens GN=SPAG9 PE=1 SV=4 O60271 

Remodeling and spacing factor 1 OS=Homo sapiens GN=RSF1 PE=1 SV=2 Q96T23 

6-phosphofructokinase type C OS=Homo sapiens GN=PFKP PE=1 SV=2 Q01813 

Electron transfer flavoprotein subunit alpha, mitochondrial OS=Homo sapiens GN=ETFA PE=1 SV=1 P13804 

Cytochrome c OS=Homo sapiens GN=CYCS PE=1 SV=2 P99999 

Chromobox protein homolog 1 OS=Homo sapiens GN=CBX1 PE=1 SV=1 P83916 

Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 OS=Homo sapiens GN=AIMP1 PE=1 SV=2 Q12904 

Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=3 Q96QV6 

Replication factor C subunit 4 OS=Homo sapiens GN=RFC4 PE=1 SV=2 P35249 

Vacuolar protein sorting-associated protein 18 homolog OS=Homo sapiens GN=VPS18 PE=1 SV=2 Q9P253 



 
 
 
 

ccxlix 
 

Nodal modulator 2 OS=Homo sapiens GN=NOMO2 PE=1 SV=1 Q5JPE7 

14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1 P62258 

Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 P02765 

Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=4 P40925 

Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=1 O43390 

RelA-associated inhibitor OS=Homo sapiens GN=PPP1R13L PE=1 SV=4 Q8WUF5 

Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLA2 PE=1 SV=3 Q9P2R7 

Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens GN=EIF3E PE=1 SV=1 P60228 

Pleckstrin homology-like domain family B member 1 OS=Homo sapiens GN=PHLDB1 PE=1 SV=1 Q86UU1 

Nuclear cap-binding protein subunit 1 OS=Homo sapiens GN=NCBP1 PE=1 SV=1 Q09161 

4F2 cell-surface antigen heavy chain OS=Homo sapiens GN=SLC3A2 PE=1 SV=3 P08195 

Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=2 P06132 

1,4-alpha-glucan-branching enzyme OS=Homo sapiens GN=GBE1 PE=1 SV=3 Q04446 

V-type proton ATPase subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=1 Q9UI12 

Serine palmitoyltransferase 2 OS=Homo sapiens GN=SPTLC2 PE=1 SV=1 O15270 

Early endosome antigen 1 OS=Homo sapiens GN=EEA1 PE=1 SV=2 Q15075 

Dynactin subunit 3 OS=Homo sapiens GN=DCTN3 PE=1 SV=1 O75935 

Glutaminase kidney isoform, mitochondrial OS=Homo sapiens GN=GLS PE=1 SV=1 O94925 

Phosphoribosyl pyrophosphate synthase-associated protein 2 OS=Homo sapiens GN=PRPSAP2 PE=1 SV=1 O60256 

Actin-related protein 2 OS=Homo sapiens GN=ACTR2 PE=1 SV=1 P61160 

Protein-glutamine gamma-glutamyltransferase 2 OS=Homo sapiens GN=TGM2 PE=1 SV=2 P21980 

Apolipoprotein B-100 OS=Homo sapiens GN=APOB PE=1 SV=2 P04114 

Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=1 P49748 

Clustered mitochondria protein homolog OS=Homo sapiens GN=CLUH PE=1 SV=2 O75153 

Lysosome membrane protein 2 OS=Homo sapiens GN=SCARB2 PE=1 SV=2 Q14108 

Spectrin beta chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTBN1 PE=1 SV=2 Q01082 

EH domain-containing protein 2 OS=Homo sapiens GN=EHD2 PE=1 SV=2 Q9NZN4 

Phosphatidylinositide phosphatase SAC1 OS=Homo sapiens GN=SACM1L PE=1 SV=2 Q9NTJ5 



 
 
 
 

ccl 
 

Prolyl 3-hydroxylase 1 OS=Homo sapiens GN=LEPRE1 PE=1 SV=2 Q32P28 

Keratin, type I cytoskeletal 18 OS=Homo sapiens GN=KRT18 PE=1 SV=2 P05783 

Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1 P15374 

Microtubule-associated protein RP/EB family member 2 OS=Homo sapiens GN=MAPRE2 PE=1 SV=1 Q15555 

Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=3 P21291 

Protein phosphatase 1 regulatory subunit 7 OS=Homo sapiens GN=PPP1R7 PE=1 SV=1 Q15435 

Zyxin OS=Homo sapiens GN=ZYX PE=1 SV=1 Q15942 

Dynamin-1-like protein OS=Homo sapiens GN=DNM1L PE=1 SV=2 O00429 

NEDD8-activating enzyme E1 regulatory subunit OS=Homo sapiens GN=NAE1 PE=1 SV=1 Q13564 

AP-3 complex subunit sigma-1 OS=Homo sapiens GN=AP3S1 PE=1 SV=1 Q92572 

Apoptotic chromatin condensation inducer in the nucleus OS=Homo sapiens GN=ACIN1 PE=1 SV=2 Q9UKV3 

Protein enabled homolog OS=Homo sapiens GN=ENAH PE=1 SV=2 Q8N8S7 

Protein transport protein Sec16A OS=Homo sapiens GN=SEC16A PE=1 SV=3 O15027 

KH domain-containing, RNA-binding, signal transduction-associated protein 1 OS=Homo sapiens GN=KHDRBS1 PE=1 SV=1 Q07666 

Vacuolar protein sorting-associated protein 29 OS=Homo sapiens GN=VPS29 PE=1 SV=1 Q9UBQ0 

Intercellular adhesion molecule 1 OS=Homo sapiens GN=ICAM1 PE=1 SV=2 P05362 

Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3 P10599 

Glycogen synthase kinase-3 beta OS=Homo sapiens GN=GSK3B PE=1 SV=2 P49841 

N-acetylglucosamine-6-sulfatase OS=Homo sapiens GN=GNS PE=1 SV=3 P15586 

Inhibitor of nuclear factor kappa-B kinase-interacting protein OS=Homo sapiens GN=IKBIP PE=1 SV=1 Q70UQ0 

Mitochondrial fission 1 protein OS=Homo sapiens GN=FIS1 PE=1 SV=2 Q9Y3D6 

Laminin subunit gamma-1 OS=Homo sapiens GN=LAMC1 PE=1 SV=3 P11047 

Cellular tumor antigen p53 OS=Homo sapiens GN=TP53 PE=1 SV=4 P04637 

RNA-binding protein 12 OS=Homo sapiens GN=RBM12 PE=1 SV=1 Q9NTZ6 

Latexin OS=Homo sapiens GN=LXN PE=1 SV=2 Q9BS40 

26S protease regulatory subunit 6B OS=Homo sapiens GN=PSMC4 PE=1 SV=2 P43686 

Condensin complex subunit 2 OS=Homo sapiens GN=NCAPH PE=1 SV=3 Q15003 

Collagen alpha-2(V) chain OS=Homo sapiens GN=COL5A2 PE=1 SV=3 P05997 



 
 
 
 

ccli 
 

Integrin beta-3 OS=Homo sapiens GN=ITGB3 PE=1 SV=2 P05106 

Mesoderm-specific transcript homolog protein OS=Homo sapiens GN=MEST PE=2 SV=2 Q5EB52 

Autophagy-related protein 16-1 OS=Homo sapiens GN=ATG16L1 PE=1 SV=2 Q676U5 

ER membrane protein complex subunit 1 OS=Homo sapiens GN=EMC1 PE=1 SV=1 Q8N766 

Elongation factor 1-delta OS=Homo sapiens GN=EEF1D PE=1 SV=5 P29692 

Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens GN=HNRNPK PE=1 SV=1 P61978 

Yorkie homolog OS=Homo sapiens GN=YAP1 PE=1 SV=2 P46937 

Endophilin-A2 OS=Homo sapiens GN=SH3GL1 PE=1 SV=1 Q99961 

SLIT-ROBO Rho GTPase-activating protein 2 OS=Homo sapiens GN=SRGAP2 PE=1 SV=2 O75044 

Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1 Q9NR28 

Heat shock protein 75 kDa, mitochondrial OS=Homo sapiens GN=TRAP1 PE=1 SV=3 Q12931 

Hemoglobin subunit alpha OS=Homo sapiens GN=HBA1 PE=1 SV=2 P69905 

Integrin alpha-V OS=Homo sapiens GN=ITGAV PE=1 SV=2 P06756 

Amphiphysin OS=Homo sapiens GN=AMPH PE=1 SV=1 P49418 

X-ray repair cross-complementing protein 6 OS=Homo sapiens GN=XRCC6 PE=1 SV=2 P12956 

Signal transducer and activator of transcription 1-alpha/beta OS=Homo sapiens GN=STAT1 PE=1 SV=2 P42224 

Branched-chain-amino-acid aminotransferase, cytosolic OS=Homo sapiens GN=BCAT1 PE=1 SV=3 P54687 

Splicing factor 45 OS=Homo sapiens GN=RBM17 PE=1 SV=1 Q96I25 

AP-2 complex subunit alpha-2 OS=Homo sapiens GN=AP2A2 PE=1 SV=2 O94973 

Flotillin-2 OS=Homo sapiens GN=FLOT2 PE=1 SV=2 Q14254 

Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=4 O00410 

BH3-interacting domain death agonist OS=Homo sapiens GN=BID PE=1 SV=1 P55957 

26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=3 P17980 

ELAV-like protein 1 OS=Homo sapiens GN=ELAVL1 PE=1 SV=2 Q15717 

Utrophin OS=Homo sapiens GN=UTRN PE=1 SV=2 P46939 

HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=1 O43719 

Methylosome protein 50 OS=Homo sapiens GN=WDR77 PE=1 SV=1 Q9BQA1 

Nucleobindin-1 OS=Homo sapiens GN=NUCB1 PE=1 SV=4 Q02818 
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Smoothelin OS=Homo sapiens GN=SMTN PE=1 SV=7 P53814 

MAP7 domain-containing protein 1 OS=Homo sapiens GN=MAP7D1 PE=1 SV=1 Q3KQU3 

Trafficking protein particle complex subunit 5 OS=Homo sapiens GN=TRAPPC5 PE=1 SV=1 Q8IUR0 

Dystonin OS=Homo sapiens GN=DST PE=1 SV=4 Q03001 

Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=2 Q6P2Q9 

Annexin A7 OS=Homo sapiens GN=ANXA7 PE=1 SV=3 P20073 

Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens GN=LUC7L2 PE=1 SV=2 Q9Y383 

Serine/threonine-protein phosphatase 2A activator OS=Homo sapiens GN=PPP2R4 PE=1 SV=3 Q15257 

Aflatoxin B1 aldehyde reductase member 2 OS=Homo sapiens GN=AKR7A2 PE=1 SV=3 O43488 

Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=1 P09496 

Serpin B9 OS=Homo sapiens GN=SERPINB9 PE=1 SV=1 P50453 

Tumor protein D54 OS=Homo sapiens GN=TPD52L2 PE=1 SV=2 O43399 

Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens GN=PAIP1 PE=1 SV=1 Q9H074 

Acyl carrier protein, mitochondrial OS=Homo sapiens GN=NDUFAB1 PE=1 SV=3 O14561 

Oxysterol-binding protein-related protein 8 OS=Homo sapiens GN=OSBPL8 PE=1 SV=3 Q9BZF1 

Histone H2B type 1-L OS=Homo sapiens GN=HIST1H2BL PE=1 SV=3 Q99880 

Guanine nucleotide-binding protein subunit beta-4 OS=Homo sapiens GN=GNB4 PE=1 SV=3 Q9HAV0 

Protein FAM50A OS=Homo sapiens GN=FAM50A PE=1 SV=2 Q14320 

Peptidyl-prolyl cis-trans isomerase FKBP5 OS=Homo sapiens GN=FKBP5 PE=1 SV=2 Q13451 

Ephrin type-A receptor 2 OS=Homo sapiens GN=EPHA2 PE=1 SV=2 P29317 

Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3 P63244 

COP9 signalosome complex subunit 1 OS=Homo sapiens GN=GPS1 PE=1 SV=4 Q13098 

FH1/FH2 domain-containing protein 1 OS=Homo sapiens GN=FHOD1 PE=1 SV=3 Q9Y613 

Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens GN=PEBP1 PE=1 SV=3 P30086 

ATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=2 O76031 

Cytosolic Fe-S cluster assembly factor NUBP2 OS=Homo sapiens GN=NUBP2 PE=1 SV=1 Q9Y5Y2 

40S ribosomal protein S25 OS=Homo sapiens GN=RPS25 PE=1 SV=1 P62851 

Importin subunit alpha-4 OS=Homo sapiens GN=KPNA3 PE=1 SV=2 O00505 
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Small acidic protein OS=Homo sapiens GN=SMAP PE=1 SV=1 O00193 

ELKS/Rab6-interacting/CAST family member 1 OS=Homo sapiens GN=ERC1 PE=1 SV=1 Q8IUD2 

Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=3 P49327 

E3 ubiquitin-protein ligase Itchy homolog OS=Homo sapiens GN=ITCH PE=1 SV=2 Q96J02 

Glutamine-rich protein 1 OS=Homo sapiens GN=QRICH1 PE=1 SV=1 Q2TAL8 

Phosphoglycerate kinase 1 OS=Homo sapiens GN=PGK1 PE=1 SV=3 P00558 

Serpin B6 OS=Homo sapiens GN=SERPINB6 PE=1 SV=3 P35237 

Parafibromin OS=Homo sapiens GN=CDC73 PE=1 SV=1 Q6P1J9 

Reticulocalbin-2 OS=Homo sapiens GN=RCN2 PE=1 SV=1 Q14257 

Mitochondrial import inner membrane translocase subunit TIM50 OS=Homo sapiens GN=TIMM50 PE=1 SV=2 Q3ZCQ8 

Squamous cell carcinoma antigen recognized by T-cells 3 OS=Homo sapiens GN=SART3 PE=1 SV=1 Q15020 

Glycine cleavage system H protein, mitochondrial OS=Homo sapiens GN=GCSH PE=1 SV=2 P23434 

Fatty aldehyde dehydrogenase OS=Homo sapiens GN=ALDH3A2 PE=1 SV=1 P51648 

Nuclear pore complex protein Nup85 OS=Homo sapiens GN=NUP85 PE=1 SV=1 Q9BW27 

Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=4 O60841 

Cadherin-5 OS=Homo sapiens GN=CDH5 PE=1 SV=5 P33151 

Copper chaperone for superoxide dismutase OS=Homo sapiens GN=CCS PE=1 SV=1 O14618 

Cytoplasmic dynein 1 light intermediate chain 2 OS=Homo sapiens GN=DYNC1LI2 PE=1 SV=1 O43237 

Membrane-associated progesterone receptor component 2 OS=Homo sapiens GN=PGRMC2 PE=1 SV=1 O15173 

Ribonucleoside-diphosphate reductase subunit M2 OS=Homo sapiens GN=RRM2 PE=1 SV=1 P31350 

DNA primase large subunit OS=Homo sapiens GN=PRIM2 PE=1 SV=2 P49643 

Xaa-Pro aminopeptidase 1 OS=Homo sapiens GN=XPNPEP1 PE=1 SV=3 Q9NQW7 

Sodium/potassium-transporting ATPase subunit beta-1 OS=Homo sapiens GN=ATP1B1 PE=1 SV=1 P05026 

Prenylcysteine oxidase 1 OS=Homo sapiens GN=PCYOX1 PE=1 SV=3 Q9UHG3 

Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH4A1 PE=1 SV=3 P30038 

Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3 P53618 

MMS19 nucleotide excision repair protein homolog OS=Homo sapiens GN=MMS19 PE=1 SV=2 Q96T76 

Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens GN=CAND1 PE=1 SV=2 Q86VP6 
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TRIO and F-actin-binding protein OS=Homo sapiens GN=TRIOBP PE=1 SV=3 Q9H2D6 

Guanine nucleotide-binding protein G(q) subunit alpha OS=Homo sapiens GN=GNAQ PE=1 SV=4 P50148 

Aladin OS=Homo sapiens GN=AAAS PE=1 SV=1 Q9NRG9 

Nuclear pore complex protein Nup214 OS=Homo sapiens GN=NUP214 PE=1 SV=2 P35658 

Symplekin OS=Homo sapiens GN=SYMPK PE=1 SV=2 Q92797 

Coatomer subunit delta OS=Homo sapiens GN=ARCN1 PE=1 SV=1 P48444 

Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens GN=SNRPD1 PE=1 SV=1 P62314 

AP-2 complex subunit alpha-1 OS=Homo sapiens GN=AP2A1 PE=1 SV=3 O95782 

Ubiquitin-conjugating enzyme E2 R1 OS=Homo sapiens GN=CDC34 PE=1 SV=2 P49427 

2-oxoglutarate and iron-dependent oxygenase domain-containing protein 1 OS=Homo sapiens GN=OGFOD1 PE=1 SV=1 Q8N543 

Translocon-associated protein subunit delta OS=Homo sapiens GN=SSR4 PE=1 SV=1 P51571 

Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens GN=ANP32B PE=1 SV=1 Q92688 

Rho guanine nucleotide exchange factor 2 OS=Homo sapiens GN=ARHGEF2 PE=1 SV=4 Q92974 

Filamin-C OS=Homo sapiens GN=FLNC PE=1 SV=3 Q14315 

Cytoplasmic aconitate hydratase OS=Homo sapiens GN=ACO1 PE=1 SV=3 P21399 

Phosphatidylinositol-binding clathrin assembly protein OS=Homo sapiens GN=PICALM PE=1 SV=2 Q13492 

Mini-chromosome maintenance complex-binding protein OS=Homo sapiens GN=MCMBP PE=1 SV=2 Q9BTE3 

RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=2 Q14498 

Adenylate kinase 2, mitochondrial OS=Homo sapiens GN=AK2 PE=1 SV=2 P54819 

ATP synthase subunit O, mitochondrial OS=Homo sapiens GN=ATP5O PE=1 SV=1 P48047 

Stomatin-like protein 2, mitochondrial OS=Homo sapiens GN=STOML2 PE=1 SV=1 Q9UJZ1 

Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=3 P24534 

Tripartite motif-containing protein 59 OS=Homo sapiens GN=TRIM59 PE=2 SV=1 Q8IWR1 

Microtubule-associated protein 1S OS=Homo sapiens GN=MAP1S PE=1 SV=2 Q66K74 

Tyrosine-protein kinase receptor UFO OS=Homo sapiens GN=AXL PE=1 SV=3 P30530 

Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=4 Q01995 

TATA element modulatory factor OS=Homo sapiens GN=TMF1 PE=1 SV=2 P82094 

Phosphoacetylglucosamine mutase OS=Homo sapiens GN=PGM3 PE=1 SV=1 O95394 
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DNA polymerase alpha catalytic subunit OS=Homo sapiens GN=POLA1 PE=1 SV=2 P09884 

Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=4 Q8WVM8 

Chromobox protein homolog 5 OS=Homo sapiens GN=CBX5 PE=1 SV=1 P45973 

Fibrillin-1 OS=Homo sapiens GN=FBN1 PE=1 SV=3 P35555 

DNA replication licensing factor MCM6 OS=Homo sapiens GN=MCM6 PE=1 SV=1 Q14566 

Reticulon-4 OS=Homo sapiens GN=RTN4 PE=1 SV=2 Q9NQC3 

Eukaryotic initiation factor 4A-I OS=Homo sapiens GN=EIF4A1 PE=1 SV=1 P60842 

Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Homo sapiens GN=PPP1CC PE=1 SV=1 P36873 

Ataxin-2-like protein OS=Homo sapiens GN=ATXN2L PE=1 SV=2 Q8WWM7 

Telomere length regulation protein TEL2 homolog OS=Homo sapiens GN=TELO2 PE=1 SV=2 Q9Y4R8 

Integrin-linked protein kinase OS=Homo sapiens GN=ILK PE=1 SV=2 Q13418 

Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=1 Q99598 

Myosin regulatory light polypeptide 9 OS=Homo sapiens GN=MYL9 PE=1 SV=4 P24844 

Protein DJ-1 OS=Homo sapiens GN=PARK7 PE=1 SV=2 Q99497 

3'(2'),5'-bisphosphate nucleotidase 1 OS=Homo sapiens GN=BPNT1 PE=1 SV=1 O95861 

DnaJ homolog subfamily C member 3 OS=Homo sapiens GN=DNAJC3 PE=1 SV=1 Q13217 

Disintegrin and metalloproteinase domain-containing protein 9 OS=Homo sapiens GN=ADAM9 PE=1 SV=1 Q13443 

Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Homo sapiens GN=FKBP4 PE=1 SV=3 Q02790 

Importin-9 OS=Homo sapiens GN=IPO9 PE=1 SV=3 Q96P70 

Unconventional myosin-Ie OS=Homo sapiens GN=MYO1E PE=1 SV=2 Q12965 

Tubulin beta-4B chain OS=Homo sapiens GN=TUBB4B PE=1 SV=1 P68371 

Hsc70-interacting protein OS=Homo sapiens GN=ST13 PE=1 SV=2 P50502 

Arf-GAP domain and FG repeat-containing protein 1 OS=Homo sapiens GN=AGFG1 PE=1 SV=2 P52594 

Proteasome subunit beta type-1 OS=Homo sapiens GN=PSMB1 PE=1 SV=2 P20618 

Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=2 P14866 

Endoglin OS=Homo sapiens GN=ENG PE=1 SV=2 P17813 

Cdc42-interacting protein 4 OS=Homo sapiens GN=TRIP10 PE=1 SV=3 Q15642 

Exportin-5 OS=Homo sapiens GN=XPO5 PE=1 SV=1 Q9HAV4 
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Stathmin OS=Homo sapiens GN=STMN1 PE=1 SV=3 P16949 

Proliferation-associated protein 2G4 OS=Homo sapiens GN=PA2G4 PE=1 SV=3 Q9UQ80 

Long-chain-fatty-acid--CoA ligase 3 OS=Homo sapiens GN=ACSL3 PE=1 SV=3 O95573 

Golgin subfamily A member 3 OS=Homo sapiens GN=GOLGA3 PE=1 SV=2 Q08378 

Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=2 P23381 

Uncharacterized protein C19orf43 OS=Homo sapiens GN=C19orf43 PE=1 SV=1 Q9BQ61 

Cullin-4B OS=Homo sapiens GN=CUL4B PE=1 SV=4 Q13620 

Mitochondrial-processing peptidase subunit beta OS=Homo sapiens GN=PMPCB PE=1 SV=2 O75439 

Cysteine and glycine-rich protein 2 OS=Homo sapiens GN=CSRP2 PE=1 SV=3 Q16527 

Tubulin-specific chaperone E OS=Homo sapiens GN=TBCE PE=1 SV=1 Q15813 

Rho GDP-dissociation inhibitor 2 OS=Homo sapiens GN=ARHGDIB PE=1 SV=3 P52566 

Guanine nucleotide-binding protein G(k) subunit alpha OS=Homo sapiens GN=GNAI3 PE=1 SV=3 P08754 

ATP synthase subunit e, mitochondrial OS=Homo sapiens GN=ATP5I PE=1 SV=2 P56385 

Ester hydrolase C11orf54 OS=Homo sapiens GN=C11orf54 PE=1 SV=1 Q9H0W9 

Nucleosome assembly protein 1-like 4 OS=Homo sapiens GN=NAP1L4 PE=1 SV=1 Q99733 

Thyroid receptor-interacting protein 11 OS=Homo sapiens GN=TRIP11 PE=1 SV=3 Q15643 

Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Homo sapiens GN=ANP32A PE=1 SV=1 P39687 

Programmed cell death protein 10 OS=Homo sapiens GN=PDCD10 PE=1 SV=1 Q9BUL8 

Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=3 P21266 

ATP-dependent RNA helicase DDX24 OS=Homo sapiens GN=DDX24 PE=1 SV=1 Q9GZR7 

Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1 OS=Homo sapiens GN=GBF1 PE=1 SV=2 Q92538 

Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3 P01023 

Rho-associated protein kinase 2 OS=Homo sapiens GN=ROCK2 PE=1 SV=4 O75116 

Glycogen phosphorylase, brain form OS=Homo sapiens GN=PYGB PE=1 SV=5 P11216 

Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=2 P19823 

Synaptogyrin-2 OS=Homo sapiens GN=SYNGR2 PE=1 SV=1 O43760 

Myeloid differentiation primary response protein MyD88 OS=Homo sapiens GN=MYD88 PE=1 SV=1 Q99836 

40S ribosomal protein S9 OS=Homo sapiens GN=RPS9 PE=1 SV=3 P46781 



 
 
 
 

cclvii 
 

Erlin-1 OS=Homo sapiens GN=ERLIN1 PE=1 SV=1 O75477 

Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=3 O75533 

Atlastin-3 OS=Homo sapiens GN=ATL3 PE=1 SV=1 Q6DD88 

Dynamin-2 OS=Homo sapiens GN=DNM2 PE=1 SV=2 P50570 

Galactokinase OS=Homo sapiens GN=GALK1 PE=1 SV=1 P51570 

Peptidyl-prolyl cis-trans isomerase FKBP3 OS=Homo sapiens GN=FKBP3 PE=1 SV=1 Q00688 

Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 1 OS=Homo sapiens GN=PAPSS1 PE=1 SV=2 O43252 

Flap endonuclease 1 OS=Homo sapiens GN=FEN1 PE=1 SV=1 P39748 

Eukaryotic translation initiation factor 2A OS=Homo sapiens GN=EIF2A PE=1 SV=3 Q9BY44 

A-kinase anchor protein 12 OS=Homo sapiens GN=AKAP12 PE=1 SV=4 Q02952 

DNA-directed RNA polymerases I and III subunit RPAC1 OS=Homo sapiens GN=POLR1C PE=1 SV=1 O15160 

Transmembrane emp24 domain-containing protein 9 OS=Homo sapiens GN=TMED9 PE=1 SV=2 Q9BVK6 

Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Homo sapiens GN=ECH1 PE=1 SV=2 Q13011 

Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=1 Q05639 

Lysosomal acid phosphatase OS=Homo sapiens GN=ACP2 PE=1 SV=3 P11117 

Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=3 O15511 

Thrombospondin-1 OS=Homo sapiens GN=THBS1 PE=1 SV=2 P07996 

Dihydropteridine reductase OS=Homo sapiens GN=QDPR PE=1 SV=2 P09417 

Long-chain-fatty-acid--CoA ligase 4 OS=Homo sapiens GN=ACSL4 PE=1 SV=2 O60488 

UDP-N-acetylhexosamine pyrophosphorylase OS=Homo sapiens GN=UAP1 PE=1 SV=3 Q16222 

Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=5 P02452 

Ras-related protein Rab-3B OS=Homo sapiens GN=RAB3B PE=1 SV=2 P20337 

Protein PML OS=Homo sapiens GN=PML PE=1 SV=3 P29590 

Eukaryotic initiation factor 4A-II OS=Homo sapiens GN=EIF4A2 PE=1 SV=2 Q14240 

Heterogeneous nuclear ribonucleoprotein Q OS=Homo sapiens GN=SYNCRIP PE=1 SV=2 O60506 

Inositol-3-phosphate synthase 1 OS=Homo sapiens GN=ISYNA1 PE=1 SV=1 Q9NPH2 

Interferon-induced protein with tetratricopeptide repeats 3 OS=Homo sapiens GN=IFIT3 PE=1 SV=1 O14879 

Protein asunder homolog OS=Homo sapiens GN=ASUN PE=1 SV=2 Q9NVM9 



 
 
 
 

cclviii 
 

Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2 Q96FW1 

60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=2 P10809 

N(G),N(G)-dimethylarginine dimethylaminohydrolase 1 OS=Homo sapiens GN=DDAH1 PE=1 SV=3 O94760 

Vigilin OS=Homo sapiens GN=HDLBP PE=1 SV=2 Q00341 

Ubiquitin-like-conjugating enzyme ATG3 OS=Homo sapiens GN=ATG3 PE=1 SV=1 Q9NT62 

WASH complex subunit FAM21B OS=Homo sapiens GN=FAM21B PE=2 SV=2 Q5SNT6 

Crk-like protein OS=Homo sapiens GN=CRKL PE=1 SV=1 P46109 

V-type proton ATPase subunit S1 OS=Homo sapiens GN=ATP6AP1 PE=1 SV=2 Q15904 

FACT complex subunit SSRP1 OS=Homo sapiens GN=SSRP1 PE=1 SV=1 Q08945 

Protein S100-A13 OS=Homo sapiens GN=S100A13 PE=1 SV=1 Q99584 

DNA replication licensing factor MCM2 OS=Homo sapiens GN=MCM2 PE=1 SV=4 P49736 

182 kDa tankyrase-1-binding protein OS=Homo sapiens GN=TNKS1BP1 PE=1 SV=4 Q9C0C2 

Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1 P68133 

Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=1 Q04837 

RAC-alpha serine/threonine-protein kinase OS=Homo sapiens GN=AKT1 PE=1 SV=2 P31749 

Junction plakoglobin OS=Homo sapiens GN=JUP PE=1 SV=3 P14923 

Alpha-ketoglutarate-dependent dioxygenase FTO OS=Homo sapiens GN=FTO PE=1 SV=3 Q9C0B1 

DNA-directed RNA polymerases I, II, and III subunit RPABC1 OS=Homo sapiens GN=POLR2E PE=1 SV=4 P19388 

Serine/threonine-protein kinase Nek7 OS=Homo sapiens GN=NEK7 PE=1 SV=1 Q8TDX7 

Coronin-1B OS=Homo sapiens GN=CORO1B PE=1 SV=1 Q9BR76 

Kinesin light chain 2 OS=Homo sapiens GN=KLC2 PE=1 SV=1 Q9H0B6 

CD59 glycoprotein OS=Homo sapiens GN=CD59 PE=1 SV=1 P13987 

Far upstream element-binding protein 1 OS=Homo sapiens GN=FUBP1 PE=1 SV=3 Q96AE4 

Ras-related protein Rab-8B OS=Homo sapiens GN=RAB8B PE=1 SV=2 Q92930 

COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=3 Q9UNS2 

Mannose-1-phosphate guanyltransferase alpha OS=Homo sapiens GN=GMPPA PE=1 SV=1 Q96IJ6 

Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=3 P31930 

Trafficking protein particle complex subunit 3 OS=Homo sapiens GN=TRAPPC3 PE=1 SV=1 O43617 



 
 
 
 

cclix 
 

DNA-directed RNA polymerase I subunit RPA1 OS=Homo sapiens GN=POLR1A PE=1 SV=2 O95602 

DNA replication licensing factor MCM4 OS=Homo sapiens GN=MCM4 PE=1 SV=5 P33991 

ATP-dependent RNA helicase DDX42 OS=Homo sapiens GN=DDX42 PE=1 SV=1 Q86XP3 

28S ribosomal protein S17, mitochondrial OS=Homo sapiens GN=MRPS17 PE=2 SV=1 Q9Y2R5 

Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4 Q15233 

PERQ amino acid-rich with GYF domain-containing protein 2 OS=Homo sapiens GN=GIGYF2 PE=1 SV=1 Q6Y7W6 

Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4 P34932 

Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=5 P09651 

3-ketoacyl-CoA thiolase, mitochondrial OS=Homo sapiens GN=ACAA2 PE=1 SV=2 P42765 

Nucleolar GTP-binding protein 2 OS=Homo sapiens GN=GNL2 PE=1 SV=1 Q13823 

S-phase kinase-associated protein 1 OS=Homo sapiens GN=SKP1 PE=1 SV=2 P63208 

Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=1 P55209 

Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=2 P35908 

Peptidyl-prolyl cis-trans isomerase FKBP10 OS=Homo sapiens GN=FKBP10 PE=1 SV=1 Q96AY3 

Nucleoporin Nup43 OS=Homo sapiens GN=NUP43 PE=1 SV=1 Q8NFH3 

Trifunctional enzyme subunit beta, mitochondrial OS=Homo sapiens GN=HADHB PE=1 SV=3 P55084 

Acylamino-acid-releasing enzyme OS=Homo sapiens GN=APEH PE=1 SV=4 P13798 

Acetyl-CoA acetyltransferase, mitochondrial OS=Homo sapiens GN=ACAT1 PE=1 SV=1 P24752 

Sepiapterin reductase OS=Homo sapiens GN=SPR PE=1 SV=1 P35270 

Ras-related protein Rab-32 OS=Homo sapiens GN=RAB32 PE=1 SV=3 Q13637 

28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens GN=PDAP1 PE=1 SV=1 Q13442 

NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial OS=Homo sapiens GN=NDUFS1 PE=1 SV=3 P28331 

Receptor-type tyrosine-protein phosphatase F OS=Homo sapiens GN=PTPRF PE=1 SV=2 P10586 

26S proteasome non-ATPase regulatory subunit 5 OS=Homo sapiens GN=PSMD5 PE=1 SV=3 Q16401 

Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=4 P07910 

Protein LSM14 homolog B OS=Homo sapiens GN=LSM14B PE=1 SV=1 Q9BX40 

Mycophenolic acid acyl-glucuronide esterase, mitochondrial OS=Homo sapiens GN=ABHD10 PE=1 SV=1 Q9NUJ1 

Nuclear inhibitor of protein phosphatase 1 OS=Homo sapiens GN=PPP1R8 PE=1 SV=2 Q12972 



 
 
 
 

cclx 
 

Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=3 Q15042 

G-rich sequence factor 1 OS=Homo sapiens GN=GRSF1 PE=1 SV=3 Q12849 

Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 P01008 

Glycogenin-1 OS=Homo sapiens GN=GYG1 PE=1 SV=4 P46976 

Aminopeptidase B OS=Homo sapiens GN=RNPEP PE=1 SV=2 Q9H4A4 

Histidine triad nucleotide-binding protein 1 OS=Homo sapiens GN=HINT1 PE=1 SV=2 P49773 

Vinculin OS=Homo sapiens GN=VCL PE=1 SV=4 P18206 

FACT complex subunit SPT16 OS=Homo sapiens GN=SUPT16H PE=1 SV=1 Q9Y5B9 

Dihydrolipoyl dehydrogenase, mitochondrial OS=Homo sapiens GN=DLD PE=1 SV=2 P09622 

Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1 O94776 

Mesencephalic astrocyte-derived neurotrophic factor OS=Homo sapiens GN=MANF PE=1 SV=3 P55145 

60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=3 P46779 

Lysosomal alpha-mannosidase OS=Homo sapiens GN=MAN2B1 PE=1 SV=3 O00754 

DnaJ homolog subfamily C member 9 OS=Homo sapiens GN=DNAJC9 PE=1 SV=1 Q8WXX5 

E3 ubiquitin-protein ligase listerin OS=Homo sapiens GN=LTN1 PE=1 SV=6 O94822 

Zinc finger protein 428 OS=Homo sapiens GN=ZNF428 PE=1 SV=2 Q96B54 

Vesicle-trafficking protein SEC22b OS=Homo sapiens GN=SEC22B PE=1 SV=4 O75396 

Ras-related protein Rab-5A OS=Homo sapiens GN=RAB5A PE=1 SV=2 P20339 

UBX domain-containing protein 7 OS=Homo sapiens GN=UBXN7 PE=1 SV=2 O94888 

Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=2 P05455 

DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4 P33993 

High mobility group protein B1 OS=Homo sapiens GN=HMGB1 PE=1 SV=3 P09429 

Splicing factor 3A subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1 Q15459 

Coiled-coil and C2 domain-containing protein 1A OS=Homo sapiens GN=CC2D1A PE=1 SV=1 Q6P1N0 

Sulfhydryl oxidase 2 OS=Homo sapiens GN=QSOX2 PE=1 SV=3 Q6ZRP7 

DNA replication complex GINS protein PSF3 OS=Homo sapiens GN=GINS3 PE=1 SV=1 Q9BRX5 

40S ribosomal protein S4, X isoform OS=Homo sapiens GN=RPS4X PE=1 SV=2 P62701 

Bcl-2-like protein 13 OS=Homo sapiens GN=BCL2L13 PE=1 SV=1 Q9BXK5 



 
 
 
 

cclxi 
 

Glutaredoxin-1 OS=Homo sapiens GN=GLRX PE=1 SV=2 P35754 

Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=2 Q5VYK3 

Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=1 Q9Y266 

Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=2 P49321 

Nucleoplasmin-3 OS=Homo sapiens GN=NPM3 PE=1 SV=3 O75607 

U4/U6.U5 tri-snRNP-associated protein 1 OS=Homo sapiens GN=SART1 PE=1 SV=1 O43290 

Histone H3.2 OS=Homo sapiens GN=HIST2H3A PE=1 SV=3 Q71DI3 

Phospholipase D3 OS=Homo sapiens GN=PLD3 PE=1 SV=1 Q8IV08 

Aspartate aminotransferase, mitochondrial OS=Homo sapiens GN=GOT2 PE=1 SV=3 P00505 

Protein PRRC2C OS=Homo sapiens GN=PRRC2C PE=1 SV=4 Q9Y520 

Charged multivesicular body protein 2a OS=Homo sapiens GN=CHMP2A PE=1 SV=1 O43633 

60S ribosomal protein L27a OS=Homo sapiens GN=RPL27A PE=1 SV=2 P46776 

Putative Ras-related protein Rab-1C OS=Homo sapiens GN=RAB1C PE=5 SV=2 Q92928 

Serine/threonine-protein kinase 4 OS=Homo sapiens GN=STK4 PE=1 SV=2 Q13043 

Endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Homo sapiens GN=ERGIC3 PE=1 SV=1 Q9Y282 

CTTNBP2 N-terminal-like protein OS=Homo sapiens GN=CTTNBP2NL PE=1 SV=2 Q9P2B4 

Lymphokine-activated killer T-cell-originated protein kinase OS=Homo sapiens GN=PBK PE=1 SV=3 Q96KB5 

Ras GTPase-activating-like protein IQGAP3 OS=Homo sapiens GN=IQGAP3 PE=1 SV=2 Q86VI3 

Protein Spindly OS=Homo sapiens GN=SPDL1 PE=1 SV=2 Q96EA4 

Eukaryotic translation initiation factor 3 subunit C-like protein OS=Homo sapiens GN=EIF3CL PE=3 SV=1 B5ME19 

Probable ATP-dependent RNA helicase DDX23 OS=Homo sapiens GN=DDX23 PE=1 SV=3 Q9BUQ8 

Aminopeptidase N OS=Homo sapiens GN=ANPEP PE=1 SV=4 P15144 

Isochorismatase domain-containing protein 1 OS=Homo sapiens GN=ISOC1 PE=1 SV=3 Q96CN7 

Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=3 O14737 

Major vault protein OS=Homo sapiens GN=MVP PE=1 SV=4 Q14764 

Tropomyosin beta chain OS=Homo sapiens GN=TPM2 PE=1 SV=1 P07951 

Rho-related GTP-binding protein RhoC OS=Homo sapiens GN=RHOC PE=1 SV=1 P08134 

Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4 P55072 



 
 
 
 

cclxii 
 

Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=2 P05556 

Neutral cholesterol ester hydrolase 1 OS=Homo sapiens GN=NCEH1 PE=1 SV=3 Q6PIU2 

Synapse-associated protein 1 OS=Homo sapiens GN=SYAP1 PE=1 SV=1 Q96A49 

GTP:AMP phosphotransferase AK3, mitochondrial OS=Homo sapiens GN=AK3 PE=1 SV=4 Q9UIJ7 

Malate dehydrogenase, mitochondrial OS=Homo sapiens GN=MDH2 PE=1 SV=3 P40926 

UDP-glucose:glycoprotein glucosyltransferase 1 OS=Homo sapiens GN=UGGT1 PE=1 SV=3 Q9NYU2 

Annexin A5 OS=Homo sapiens GN=ANXA5 PE=1 SV=2 P08758 

ATP-dependent RNA helicase DDX3X OS=Homo sapiens GN=DDX3X PE=1 SV=3 O00571 

GRIP1-associated protein 1 OS=Homo sapiens GN=GRIPAP1 PE=1 SV=1 Q4V328 

Septin-8 OS=Homo sapiens GN=SEPT8 PE=1 SV=4 Q92599 

Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1 Q9Y4L1 

DNA-directed RNA polymerase II subunit GRINL1A, isoforms 4/5 OS=Homo sapiens GN=POLR2M PE=1 SV=1 Q6EEV4 

40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2 P62277 

Lamina-associated polypeptide 2, isoform alpha OS=Homo sapiens GN=TMPO PE=1 SV=2 P42166 

Fibronectin type III and SPRY domain-containing protein 1 OS=Homo sapiens GN=FSD1 PE=1 SV=1 Q9BTV5 

CD44 antigen OS=Homo sapiens GN=CD44 PE=1 SV=3 P16070 

Zinc finger protein 185 OS=Homo sapiens GN=ZNF185 PE=1 SV=3 O15231 

Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3 P19338 

Enoyl-CoA delta isomerase 2, mitochondrial OS=Homo sapiens GN=ECI2 PE=1 SV=4 O75521 

E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3 Q7Z6Z7 

Aldo-keto reductase family 1 member C1 OS=Homo sapiens GN=AKR1C1 PE=1 SV=1 Q04828 

Isoleucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=2 P41252 

60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2 Q07020 

Valine--tRNA ligase OS=Homo sapiens GN=VARS PE=1 SV=4 P26640 

Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=2 Q13435 

26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens GN=PSMD11 PE=1 SV=3 O00231 

Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=1 P51149 

14-3-3 protein theta OS=Homo sapiens GN=YWHAQ PE=1 SV=1 P27348 



 
 
 
 

cclxiii 
 

Thioredoxin domain-containing protein 5 OS=Homo sapiens GN=TXNDC5 PE=1 SV=2 Q8NBS9 

Ezrin OS=Homo sapiens GN=EZR PE=1 SV=4 P15311 

NADH-cytochrome b5 reductase 3 OS=Homo sapiens GN=CYB5R3 PE=1 SV=3 P00387 

DNA polymerase delta catalytic subunit OS=Homo sapiens GN=POLD1 PE=1 SV=2 P28340 

Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=1 Q9Y6E0 

Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2 P12814 

1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1 OS=Homo sapiens GN=PLCG1 PE=1 SV=1 P19174 

PDZ domain-containing protein GIPC1 OS=Homo sapiens GN=GIPC1 PE=1 SV=2 O14908 

Signal transducer and activator of transcription 6 OS=Homo sapiens GN=STAT6 PE=1 SV=1 P42226 

NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens GN=UBE2M PE=1 SV=1 P61081 

Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=3 P20020 

U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=2 O75643 

Casein kinase I isoform alpha OS=Homo sapiens GN=CSNK1A1 PE=1 SV=2 P48729 

Threonine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=3 P26639 

Disabled homolog 2 OS=Homo sapiens GN=DAB2 PE=1 SV=3 P98082 

Rap1 GTPase-GDP dissociation stimulator 1 OS=Homo sapiens GN=RAP1GDS1 PE=1 SV=3 P52306 

40S ribosomal protein S15a OS=Homo sapiens GN=RPS15A PE=1 SV=2 P62244 

Gephyrin OS=Homo sapiens GN=GPHN PE=1 SV=1 Q9NQX3 

Kinesin-like protein KIF15 OS=Homo sapiens GN=KIF15 PE=1 SV=1 Q9NS87 

Proline-, glutamic acid- and leucine-rich protein 1 OS=Homo sapiens GN=PELP1 PE=1 SV=2 Q8IZL8 

Serine/arginine-rich splicing factor 6 OS=Homo sapiens GN=SRSF6 PE=1 SV=2 Q13247 

Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=1 P63000 

60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1 P62750 

Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2 P07355 

Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=3 Q8TAT6 

Kanadaptin OS=Homo sapiens GN=SLC4A1AP PE=1 SV=1 Q9BWU0 

Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=2 Q9NZI8 

Proteasome subunit alpha type-6 OS=Homo sapiens GN=PSMA6 PE=1 SV=1 P60900 
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Raftlin OS=Homo sapiens GN=RFTN1 PE=1 SV=4 Q14699 

N-alpha-acetyltransferase 25, NatB auxiliary subunit OS=Homo sapiens GN=NAA25 PE=1 SV=1 Q14CX7 

Cell division cycle protein 20 homolog OS=Homo sapiens GN=CDC20 PE=1 SV=2 Q12834 

Calcium-binding protein 39 OS=Homo sapiens GN=CAB39 PE=1 SV=1 Q9Y376 

Ras GTPase-activating protein-binding protein 2 OS=Homo sapiens GN=G3BP2 PE=1 SV=2 Q9UN86 

Transcription elongation factor SPT5 OS=Homo sapiens GN=SUPT5H PE=1 SV=1 O00267 

Golgi resident protein GCP60 OS=Homo sapiens GN=ACBD3 PE=1 SV=4 Q9H3P7 

WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=4 O75083 

TAR DNA-binding protein 43 OS=Homo sapiens GN=TARDBP PE=1 SV=1 Q13148 

KIF1-binding protein OS=Homo sapiens GN=KIAA1279 PE=1 SV=1 Q96EK5 

Glutaredoxin-3 OS=Homo sapiens GN=GLRX3 PE=1 SV=2 O76003 

Beta-1,4-galactosyltransferase 1 OS=Homo sapiens GN=B4GALT1 PE=1 SV=5 P15291 

Cellular nucleic acid-binding protein OS=Homo sapiens GN=CNBP PE=1 SV=1 P62633 

RNA polymerase II-associated protein 1 OS=Homo sapiens GN=RPAP1 PE=1 SV=3 Q9BWH6 

Very-long-chain (3R)-3-hydroxyacyl-[acyl-carrier protein] dehydratase 3 OS=Homo sapiens GN=PTPLAD1 PE=1 SV=2 Q9P035 

Chloride intracellular channel protein 1 OS=Homo sapiens GN=CLIC1 PE=1 SV=4 O00299 

Ubiquitin-associated and SH3 domain-containing protein B OS=Homo sapiens GN=UBASH3B PE=1 SV=2 Q8TF42 

Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2 P23246 

TBC1 domain family member 13 OS=Homo sapiens GN=TBC1D13 PE=1 SV=3 Q9NVG8 

39S ribosomal protein L12, mitochondrial OS=Homo sapiens GN=MRPL12 PE=1 SV=2 P52815 

T-complex protein 1 subunit eta OS=Homo sapiens GN=CCT7 PE=1 SV=2 Q99832 

Ornithine aminotransferase, mitochondrial OS=Homo sapiens GN=OAT PE=1 SV=1 P04181 

AH receptor-interacting protein OS=Homo sapiens GN=AIP PE=1 SV=2 O00170 

N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 OS=Homo sapiens GN=DDAH2 PE=1 SV=1 O95865 

Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=1 P02774 

ATP synthase subunit gamma, mitochondrial OS=Homo sapiens GN=ATP5C1 PE=1 SV=1 P36542 

DnaJ homolog subfamily C member 13 OS=Homo sapiens GN=DNAJC13 PE=1 SV=5 O75165 

Transcription elongation factor B polypeptide 1 OS=Homo sapiens GN=TCEB1 PE=1 SV=1 Q15369 
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Structural maintenance of chromosomes protein 4 OS=Homo sapiens GN=SMC4 PE=1 SV=2 Q9NTJ3 

39S ribosomal protein L44, mitochondrial OS=Homo sapiens GN=MRPL44 PE=1 SV=1 Q9H9J2 

Geranylgeranyl transferase type-2 subunit alpha OS=Homo sapiens GN=RABGGTA PE=1 SV=2 Q92696 

Ras-related protein Rab-23 OS=Homo sapiens GN=RAB23 PE=1 SV=1 Q9ULC3 

Ubiquitin carboxyl-terminal hydrolase 47 OS=Homo sapiens GN=USP47 PE=1 SV=3 Q96K76 

Nucleoredoxin OS=Homo sapiens GN=NXN PE=1 SV=2 Q6DKJ4 

Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens GN=ADSS PE=1 SV=3 P30520 

Importin subunit alpha-5 OS=Homo sapiens GN=KPNA1 PE=1 SV=3 P52294 

Prolyl 4-hydroxylase subunit alpha-2 OS=Homo sapiens GN=P4HA2 PE=1 SV=1 O15460 

Regulator of G-protein signaling 10 OS=Homo sapiens GN=RGS10 PE=1 SV=2 O43665 

Switch-associated protein 70 OS=Homo sapiens GN=SWAP70 PE=1 SV=1 Q9UH65 

60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2 P62913 

40S ribosomal protein S14 OS=Homo sapiens GN=RPS14 PE=1 SV=3 P62263 

Peptidyl-prolyl cis-trans isomerase-like 1 OS=Homo sapiens GN=PPIL1 PE=1 SV=1 Q9Y3C6 

Spliceosome RNA helicase DDX39B OS=Homo sapiens GN=DDX39B PE=1 SV=1 Q13838 

Nucleoprotein TPR OS=Homo sapiens GN=TPR PE=1 SV=3 P12270 

GrpE protein homolog 1, mitochondrial OS=Homo sapiens GN=GRPEL1 PE=1 SV=2 Q9HAV7 

Serine/threonine-protein kinase OSR1 OS=Homo sapiens GN=OXSR1 PE=1 SV=1 O95747 

NADP-dependent malic enzyme OS=Homo sapiens GN=ME1 PE=1 SV=1 P48163 

Breast cancer anti-estrogen resistance protein 1 OS=Homo sapiens GN=BCAR1 PE=1 SV=2 P56945 

UBX domain-containing protein 4 OS=Homo sapiens GN=UBXN4 PE=1 SV=2 Q92575 

Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=2 P06454 

Phenylalanine--tRNA ligase beta subunit OS=Homo sapiens GN=FARSB PE=1 SV=3 Q9NSD9 

Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens GN=EIF4G1 PE=1 SV=4 Q04637 

AP-1 complex subunit mu-1 OS=Homo sapiens GN=AP1M1 PE=1 SV=3 Q9BXS5 

Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4 P21333 

7-dehydrocholesterol reductase OS=Homo sapiens GN=DHCR7 PE=1 SV=1 Q9UBM7 

Copine-1 OS=Homo sapiens GN=CPNE1 PE=1 SV=1 Q99829 



 
 
 
 

cclxvi 
 

Clathrin heavy chain 1 OS=Homo sapiens GN=CLTC PE=1 SV=5 Q00610 

Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens GN=HGS PE=1 SV=1 O14964 

26S proteasome non-ATPase regulatory subunit 10 OS=Homo sapiens GN=PSMD10 PE=1 SV=1 O75832 

Carbonyl reductase [NADPH] 3 OS=Homo sapiens GN=CBR3 PE=1 SV=3 O75828 

Poly(rC)-binding protein 1 OS=Homo sapiens GN=PCBP1 PE=1 SV=2 Q15365 

Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens GN=NUDT21 PE=1 SV=1 O43809 

Glucose-induced degradation protein 8 homolog OS=Homo sapiens GN=GID8 PE=1 SV=1 Q9NWU2 

WD repeat-containing protein 26 OS=Homo sapiens GN=WDR26 PE=1 SV=3 Q9H7D7 

Argininosuccinate lyase OS=Homo sapiens GN=ASL PE=1 SV=4 P04424 

Sorting nexin-6 OS=Homo sapiens GN=SNX6 PE=1 SV=1 Q9UNH7 

ATP-dependent DNA helicase Q1 OS=Homo sapiens GN=RECQL PE=1 SV=3 P46063 

SHC SH2 domain-binding protein 1 OS=Homo sapiens GN=SHCBP1 PE=1 SV=3 Q8NEM2 

EGF-containing fibulin-like extracellular matrix protein 1 OS=Homo sapiens GN=EFEMP1 PE=1 SV=2 Q12805 

Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3 P31939 

Putative tropomyosin alpha-3 chain-like protein OS=Homo sapiens PE=5 SV=2 A6NL28 

Thioredoxin domain-containing protein 17 OS=Homo sapiens GN=TXNDC17 PE=1 SV=1 Q9BRA2 

Heterogeneous nuclear ribonucleoprotein D-like OS=Homo sapiens GN=HNRNPDL PE=1 SV=3 O14979 

SNARE-associated protein Snapin OS=Homo sapiens GN=SNAPIN PE=1 SV=1 O95295 

Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=1 Q7KZF4 

Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=1 O15305 

Deoxyuridine 5'-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens GN=DUT PE=1 SV=4 P33316 

D-dopachrome decarboxylase OS=Homo sapiens GN=DDT PE=1 SV=3 P30046 

Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=2 P00352 

Thyroid hormone receptor-associated protein 3 OS=Homo sapiens GN=THRAP3 PE=1 SV=2 Q9Y2W1 

Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating OS=Homo sapiens GN=NSDHL PE=1 SV=2 Q15738 

Nuclear pore glycoprotein p62 OS=Homo sapiens GN=NUP62 PE=1 SV=3 P37198 

Ubiquilin-2 OS=Homo sapiens GN=UBQLN2 PE=1 SV=2 Q9UHD9 

General transcription factor II-I OS=Homo sapiens GN=GTF2I PE=1 SV=2 P78347 



 
 
 
 

cclxvii 
 

Long-chain-fatty-acid--CoA ligase 1 OS=Homo sapiens GN=ACSL1 PE=1 SV=1 P33121 

DNA fragmentation factor subunit alpha OS=Homo sapiens GN=DFFA PE=1 SV=1 O00273 

Endoplasmic reticulum resident protein 29 OS=Homo sapiens GN=ERP29 PE=1 SV=4 P30040 

RNA-binding protein FUS OS=Homo sapiens GN=FUS PE=1 SV=1 P35637 

Neurogenic locus notch homolog protein 2 OS=Homo sapiens GN=NOTCH2 PE=1 SV=3 Q04721 

Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4 P09874 

Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Homo sapiens GN=ETFDH PE=1 SV=2 Q16134 

Hematopoietic lineage cell-specific protein OS=Homo sapiens GN=HCLS1 PE=1 SV=3 P14317 

3-ketoacyl-CoA thiolase, peroxisomal OS=Homo sapiens GN=ACAA1 PE=1 SV=2 P09110 

Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens GN=CHORDC1 PE=1 SV=2 Q9UHD1 

FAS-associated factor 2 OS=Homo sapiens GN=FAF2 PE=1 SV=2 Q96CS3 

Histidine triad nucleotide-binding protein 2, mitochondrial OS=Homo sapiens GN=HINT2 PE=1 SV=1 Q9BX68 

Fructose-2,6-bisphosphatase TIGAR OS=Homo sapiens GN=TIGAR PE=1 SV=1 Q9NQ88 

Serine/threonine-protein phosphatase 4 regulatory subunit 2 OS=Homo sapiens GN=PPP4R2 PE=1 SV=3 Q9NY27 

Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=2 Q9Y305 

Cystatin-B OS=Homo sapiens GN=CSTB PE=1 SV=2 P04080 

Proteasome activator complex subunit 3 OS=Homo sapiens GN=PSME3 PE=1 SV=1 P61289 

Lysosome-associated membrane glycoprotein 1 OS=Homo sapiens GN=LAMP1 PE=1 SV=3 P11279 

28S ribosomal protein S27, mitochondrial OS=Homo sapiens GN=MRPS27 PE=1 SV=3 Q92552 

Peroxisomal acyl-coenzyme A oxidase 1 OS=Homo sapiens GN=ACOX1 PE=1 SV=3 Q15067 

Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2 Q13617 

Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=2 Q9UQ35 

Farnesyl pyrophosphate synthase OS=Homo sapiens GN=FDPS PE=1 SV=4 P14324 

Equilibrative nucleoside transporter 1 OS=Homo sapiens GN=SLC29A1 PE=1 SV=3 Q99808 

Mediator of RNA polymerase II transcription subunit 4 OS=Homo sapiens GN=MED4 PE=1 SV=1 Q9NPJ6 

Clathrin interactor 1 OS=Homo sapiens GN=CLINT1 PE=1 SV=1 Q14677 

Monofunctional C1-tetrahydrofolate synthase, mitochondrial OS=Homo sapiens GN=MTHFD1L PE=1 SV=1 Q6UB35 

Dual specificity protein phosphatase 3 OS=Homo sapiens GN=DUSP3 PE=1 SV=1 P51452 



 
 
 
 

cclxviii 
 

Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=2 P27694 

Serine hydroxymethyltransferase, cytosolic OS=Homo sapiens GN=SHMT1 PE=1 SV=1 P34896 

Reticulocalbin-1 OS=Homo sapiens GN=RCN1 PE=1 SV=1 Q15293 

Serine/threonine-protein phosphatase PP1-beta catalytic subunit OS=Homo sapiens GN=PPP1CB PE=1 SV=3 P62140 

Zinc finger protein ZFPM1 OS=Homo sapiens GN=ZFPM1 PE=1 SV=2 Q8IX07 

40S ribosomal protein S24 OS=Homo sapiens GN=RPS24 PE=1 SV=1 P62847 

Cell cycle and apoptosis regulator protein 2 OS=Homo sapiens GN=CCAR2 PE=1 SV=2 Q8N163 

40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=1 P46783 

Lysophospholipid acyltransferase 7 OS=Homo sapiens GN=MBOAT7 PE=1 SV=2 Q96N66 

T-complex protein 1 subunit alpha OS=Homo sapiens GN=TCP1 PE=1 SV=1 P17987 

60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=2 P39023 

Coiled-coil-helix-coiled-coil-helix domain-containing protein 2, mitochondrial OS=Homo sapiens GN=CHCHD2 PE=1 SV=1 Q9Y6H1 

X-ray repair cross-complementing protein 5 OS=Homo sapiens GN=XRCC5 PE=1 SV=3 P13010 

Nuclear pore complex protein Nup155 OS=Homo sapiens GN=NUP155 PE=1 SV=1 O75694 

Small nuclear ribonucleoprotein E OS=Homo sapiens GN=SNRPE PE=1 SV=1 P62304 

Ras-related protein Ral-A OS=Homo sapiens GN=RALA PE=1 SV=1 P11233 

DNA replication licensing factor MCM5 OS=Homo sapiens GN=MCM5 PE=1 SV=5 P33992 

Polymerase I and transcript release factor OS=Homo sapiens GN=PTRF PE=1 SV=1 Q6NZI2 

Protein Niban OS=Homo sapiens GN=FAM129A PE=1 SV=1 Q9BZQ8 

Calcineurin B homologous protein 1 OS=Homo sapiens GN=CHP1 PE=1 SV=3 Q99653 

Pyrroline-5-carboxylate reductase 2 OS=Homo sapiens GN=PYCR2 PE=1 SV=1 Q96C36 

Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens GN=VAT1 PE=1 SV=2 Q99536 

Transcription elongation factor B polypeptide 2 OS=Homo sapiens GN=TCEB2 PE=1 SV=1 Q15370 

Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens GN=USP7 PE=1 SV=2 Q93009 

C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3 P11586 

Golgi reassembly-stacking protein 2 OS=Homo sapiens GN=GORASP2 PE=1 SV=3 Q9H8Y8 

26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=3 O00232 

Adenine phosphoribosyltransferase OS=Homo sapiens GN=APRT PE=1 SV=2 P07741 



 
 
 
 

cclxix 
 

Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=1 Q16543 

Beta-lactamase-like protein 2 OS=Homo sapiens GN=LACTB2 PE=1 SV=2 Q53H82 

AP-1 complex subunit sigma-1A OS=Homo sapiens GN=AP1S1 PE=1 SV=1 P61966 

Alpha-crystallin B chain OS=Homo sapiens GN=CRYAB PE=1 SV=2 P02511 

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Homo sapiens GN=DDOST PE=1 SV=4 P39656 

Kinesin light chain 1 OS=Homo sapiens GN=KLC1 PE=1 SV=2 Q07866 

60S ribosomal protein L30 OS=Homo sapiens GN=RPL30 PE=1 SV=2 P62888 

Peroxisomal membrane protein PEX14 OS=Homo sapiens GN=PEX14 PE=1 SV=1 O75381 

Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 OS=Homo sapiens GN=AIMP2 PE=1 SV=2 Q13155 

CLIP-associating protein 1 OS=Homo sapiens GN=CLASP1 PE=1 SV=1 Q7Z460 

Catechol O-methyltransferase OS=Homo sapiens GN=COMT PE=1 SV=2 P21964 

Protein CYR61 OS=Homo sapiens GN=CYR61 PE=1 SV=1 O00622 

26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=2 P48556 

60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens GN=TROVE2 PE=1 SV=2 P10155 

F-actin-capping protein subunit alpha-1 OS=Homo sapiens GN=CAPZA1 PE=1 SV=3 P52907 

Alkyldihydroxyacetonephosphate synthase, peroxisomal OS=Homo sapiens GN=AGPS PE=1 SV=1 O00116 

ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens GN=ARFGAP3 PE=1 SV=1 Q9NP61 

Serine/threonine-protein kinase mTOR OS=Homo sapiens GN=MTOR PE=1 SV=1 P42345 

Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=2 P53621 

Phosducin-like protein 3 OS=Homo sapiens GN=PDCL3 PE=1 SV=1 Q9H2J4 

Rab5 GDP/GTP exchange factor OS=Homo sapiens GN=RABGEF1 PE=1 SV=2 Q9UJ41 

Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 P35527 

Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=1 SV=2 Q9BTW9 

Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2 Q14974 

Transcription elongation regulator 1 OS=Homo sapiens GN=TCERG1 PE=1 SV=2 O14776 

Heterogeneous nuclear ribonucleoprotein U-like protein 2 OS=Homo sapiens GN=HNRNPUL2 PE=1 SV=1 Q1KMD3 

Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1 O00762 

E3 ubiquitin-protein ligase UBR4 OS=Homo sapiens GN=UBR4 PE=1 SV=1 Q5T4S7 



 
 
 
 

cclxx 
 

Protein arginine N-methyltransferase 5 OS=Homo sapiens GN=PRMT5 PE=1 SV=4 O14744 

Peptidyl-prolyl cis-trans isomerase FKBP2 OS=Homo sapiens GN=FKBP2 PE=1 SV=2 P26885 

GMP synthase [glutamine-hydrolyzing] OS=Homo sapiens GN=GMPS PE=1 SV=1 P49915 

BRISC and BRCA1-A complex member 1 OS=Homo sapiens GN=BABAM1 PE=1 SV=1 Q9NWV8 

Proteasome subunit beta type-3 OS=Homo sapiens GN=PSMB3 PE=1 SV=2 P49720 

Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=1 P13693 

Elongator complex protein 1 OS=Homo sapiens GN=IKBKAP PE=1 SV=3 O95163 

Transmembrane protein 165 OS=Homo sapiens GN=TMEM165 PE=1 SV=1 Q9HC07 

Chromodomain-helicase-DNA-binding protein 1 OS=Homo sapiens GN=CHD1 PE=1 SV=2 O14646 

Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=4 Q13561 

Hippocalcin-like protein 1 OS=Homo sapiens GN=HPCAL1 PE=1 SV=3 P37235 

Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=1 Q07960 

Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens GN=ARPC1B PE=1 SV=3 O15143 

Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Homo sapiens GN=HMGCS1 PE=1 SV=2 Q01581 

Cadherin-11 OS=Homo sapiens GN=CDH11 PE=1 SV=2 P55287 

Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5 OS=Homo sapiens GN=MACF1 PE=1 SV=4 Q9UPN3 

Charged multivesicular body protein 4b OS=Homo sapiens GN=CHMP4B PE=1 SV=1 Q9H444 

Protein canopy homolog 2 OS=Homo sapiens GN=CNPY2 PE=1 SV=1 Q9Y2B0 

DNA mismatch repair protein Msh2 OS=Homo sapiens GN=MSH2 PE=1 SV=1 P43246 

Tensin-1 OS=Homo sapiens GN=TNS1 PE=1 SV=2 Q9HBL0 

Mannose-1-phosphate guanyltransferase beta OS=Homo sapiens GN=GMPPB PE=1 SV=2 Q9Y5P6 

Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1 SV=2 Q12905 

HLA class I histocompatibility antigen, B-56 alpha chain OS=Homo sapiens GN=HLA-B PE=1 SV=1 P30495 

Exocyst complex component 4 OS=Homo sapiens GN=EXOC4 PE=1 SV=1 Q96A65 

Heterogeneous nuclear ribonucleoprotein A0 OS=Homo sapiens GN=HNRNPA0 PE=1 SV=1 Q13151 

ADP-ribosylation factor-like protein 3 OS=Homo sapiens GN=ARL3 PE=1 SV=2 P36405 

Clathrin light chain B OS=Homo sapiens GN=CLTB PE=1 SV=1 P09497 

Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=1 P26599 



 
 
 
 

cclxxi 
 

Caldesmon OS=Homo sapiens GN=CALD1 PE=1 SV=3 Q05682 

Glutathione synthetase OS=Homo sapiens GN=GSS PE=1 SV=1 P48637 

Beta-catenin-like protein 1 OS=Homo sapiens GN=CTNNBL1 PE=1 SV=1 Q8WYA6 

E3 ubiquitin-protein ligase TRIP12 OS=Homo sapiens GN=TRIP12 PE=1 SV=1 Q14669 

Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=1 P49721 

Barrier-to-autointegration factor OS=Homo sapiens GN=BANF1 PE=1 SV=1 O75531 

Glutathione S-transferase P OS=Homo sapiens GN=GSTP1 PE=1 SV=2 P09211 

KN motif and ankyrin repeat domain-containing protein 2 OS=Homo sapiens GN=KANK2 PE=1 SV=1 Q63ZY3 

Prolyl 3-hydroxylase 3 OS=Homo sapiens GN=LEPREL2 PE=1 SV=1 Q8IVL6 

Sodium/potassium-transporting ATPase subunit beta-3 OS=Homo sapiens GN=ATP1B3 PE=1 SV=1 P54709 

Translin OS=Homo sapiens GN=TSN PE=1 SV=1 Q15631 

Target of Myb protein 1 OS=Homo sapiens GN=TOM1 PE=1 SV=2 O60784 

Collagen alpha-2(I) chain OS=Homo sapiens GN=COL1A2 PE=1 SV=7 P08123 

Acetolactate synthase-like protein OS=Homo sapiens GN=ILVBL PE=1 SV=2 A1L0T0 

Cyclin-dependent kinase 11B OS=Homo sapiens GN=CDK11B PE=1 SV=3 P21127 

Glutamate dehydrogenase 1, mitochondrial OS=Homo sapiens GN=GLUD1 PE=1 SV=2 P00367 

Developmentally-regulated GTP-binding protein 2 OS=Homo sapiens GN=DRG2 PE=1 SV=1 P55039 

Laminin subunit beta-1 OS=Homo sapiens GN=LAMB1 PE=1 SV=2 P07942 

Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2 P02768 

Probable ATP-dependent RNA helicase DDX58 OS=Homo sapiens GN=DDX58 PE=1 SV=2 O95786 

Wolframin OS=Homo sapiens GN=WFS1 PE=1 SV=2 O76024 

Sedoheptulokinase OS=Homo sapiens GN=SHPK PE=1 SV=3 Q9UHJ6 

Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens GN=DDX6 PE=1 SV=2 P26196 

Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2 P07437 

COP9 signalosome complex subunit 7a OS=Homo sapiens GN=COPS7A PE=1 SV=1 Q9UBW8 

Disks large-associated protein 5 OS=Homo sapiens GN=DLGAP5 PE=1 SV=2 Q15398 

Protein ERGIC-53 OS=Homo sapiens GN=LMAN1 PE=1 SV=2 P49257 

Sequestosome-1 OS=Homo sapiens GN=SQSTM1 PE=1 SV=1 Q13501 



 
 
 
 

cclxxii 
 

Protein arginine N-methyltransferase 1 OS=Homo sapiens GN=PRMT1 PE=1 SV=2 Q99873 

Aldehyde dehydrogenase, mitochondrial OS=Homo sapiens GN=ALDH2 PE=1 SV=2 P05091 

CBP80/20-dependent translation initiation factor OS=Homo sapiens GN=CTIF PE=1 SV=1 O43310 

Epsin-1 OS=Homo sapiens GN=EPN1 PE=1 SV=2 Q9Y6I3 

Mitochondrial import inner membrane translocase subunit TIM44 OS=Homo sapiens GN=TIMM44 PE=1 SV=2 O43615 

Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Homo sapiens GN=PPP6R3 PE=1 SV=2 Q5H9R7 

Bone marrow stromal antigen 2 OS=Homo sapiens GN=BST2 PE=1 SV=1 Q10589 

Estrogen sulfotransferase OS=Homo sapiens GN=SULT1E1 PE=1 SV=1 P49888 

Acetyl-CoA acetyltransferase, cytosolic OS=Homo sapiens GN=ACAT2 PE=1 SV=2 Q9BWD1 

RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCA PE=1 SV=1 O00442 

CAD protein OS=Homo sapiens GN=CAD PE=1 SV=3 P27708 

60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2 P62424 

Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens GN=HNRNPAB PE=1 SV=2 Q99729 

T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1 P48643 

Bifunctional glutamate/proline--tRNA ligase OS=Homo sapiens GN=EPRS PE=1 SV=5 P07814 

Ras-related protein Rab-34 OS=Homo sapiens GN=RAB34 PE=1 SV=1 Q9BZG1 

Kinetochore protein Spc24 OS=Homo sapiens GN=SPC24 PE=1 SV=2 Q8NBT2 

E3 ubiquitin-protein ligase Praja-2 OS=Homo sapiens GN=PJA2 PE=1 SV=4 O43164 

Probable glutathione peroxidase 8 OS=Homo sapiens GN=GPX8 PE=1 SV=2 Q8TED1 

La-related protein 1 OS=Homo sapiens GN=LARP1 PE=1 SV=2 Q6PKG0 

Procollagen galactosyltransferase 1 OS=Homo sapiens GN=COLGALT1 PE=1 SV=1 Q8NBJ5 

Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1 A0AVT1 

Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2 P52788 

60S ribosomal protein L18a OS=Homo sapiens GN=RPL18A PE=1 SV=2 Q02543 

ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=3 P53396 

14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4 Q04917 

Putative sodium-coupled neutral amino acid transporter 10 OS=Homo sapiens GN=SLC38A10 PE=1 SV=2 Q9HBR0 

Ras-related protein Rab-10 OS=Homo sapiens GN=RAB10 PE=1 SV=1 P61026 



 
 
 
 

cclxxiii 
 

Glycogen phosphorylase, liver form OS=Homo sapiens GN=PYGL PE=1 SV=4 P06737 

Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4 P20810 

Puromycin-sensitive aminopeptidase OS=Homo sapiens GN=NPEPPS PE=1 SV=2 P55786 

UPF0556 protein C19orf10 OS=Homo sapiens GN=C19orf10 PE=1 SV=1 Q969H8 

Integrin alpha-3 OS=Homo sapiens GN=ITGA3 PE=1 SV=5 P26006 

Eukaryotic translation initiation factor 4E-binding protein 1 OS=Homo sapiens GN=EIF4EBP1 PE=1 SV=3 Q13541 

60S ribosomal protein L13a OS=Homo sapiens GN=RPL13A PE=1 SV=2 P40429 

DNA (cytosine-5)-methyltransferase 1 OS=Homo sapiens GN=DNMT1 PE=1 SV=2 P26358 

Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 Q9Y490 

Coiled-coil domain-containing protein 6 OS=Homo sapiens GN=CCDC6 PE=1 SV=2 Q16204 

60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=2 P47914 

Splicing factor 3B subunit 3 OS=Homo sapiens GN=SF3B3 PE=1 SV=4 Q15393 

Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=3 P42285 

Guanine nucleotide-binding protein subunit alpha-11 OS=Homo sapiens GN=GNA11 PE=1 SV=2 P29992 

Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=1 Q7L2H7 

cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=1 P10644 

Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1 P61088 

Protein transport protein Sec61 subunit alpha isoform 1 OS=Homo sapiens GN=SEC61A1 PE=1 SV=2 P61619 

Cytospin-A OS=Homo sapiens GN=SPECC1L PE=1 SV=2 Q69YQ0 

Tropomodulin-3 OS=Homo sapiens GN=TMOD3 PE=1 SV=1 Q9NYL9 

Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Homo sapiens GN=PPP4R1 PE=1 SV=1 Q8TF05 

Exocyst complex component 2 OS=Homo sapiens GN=EXOC2 PE=1 SV=1 Q96KP1 

Integrin alpha-5 OS=Homo sapiens GN=ITGA5 PE=1 SV=2 P08648 

Coatomer subunit beta' OS=Homo sapiens GN=COPB2 PE=1 SV=2 P35606 

Cytoplasmic dynein 1 intermediate chain 2 OS=Homo sapiens GN=DYNC1I2 PE=1 SV=3 Q13409 

Protein CutA OS=Homo sapiens GN=CUTA PE=1 SV=2 O60888 

PRA1 family protein 3 OS=Homo sapiens GN=ARL6IP5 PE=1 SV=1 O75915 

Queuine tRNA-ribosyltransferase OS=Homo sapiens GN=QTRT1 PE=1 SV=3 Q9BXR0 
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Rho GTPase-activating protein 17 OS=Homo sapiens GN=ARHGAP17 PE=1 SV=1 Q68EM7 

Vesicle-fusing ATPase OS=Homo sapiens GN=NSF PE=1 SV=3 P46459 

Charged multivesicular body protein 7 OS=Homo sapiens GN=CHMP7 PE=1 SV=1 Q8WUX9 

Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Homo sapiens GN=IDH3A PE=1 SV=1 P50213 

Basic leucine zipper and W2 domain-containing protein 2 OS=Homo sapiens GN=BZW2 PE=1 SV=1 Q9Y6E2 

AP2-associated protein kinase 1 OS=Homo sapiens GN=AAK1 PE=1 SV=3 Q2M2I8 

E3 ubiquitin-protein ligase UBR5 OS=Homo sapiens GN=UBR5 PE=1 SV=2 O95071 

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1 OS=Homo sapiens GN=DAD1 PE=1 SV=3 P61803 

Prostacyclin synthase OS=Homo sapiens GN=PTGIS PE=1 SV=1 Q16647 

N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens GN=NAA15 PE=1 SV=1 Q9BXJ9 

PDZ and LIM domain protein 7 OS=Homo sapiens GN=PDLIM7 PE=1 SV=1 Q9NR12 

Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens GN=PPP1CA PE=1 SV=1 P62136 

Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1 P30626 

Casein kinase II subunit alpha' OS=Homo sapiens GN=CSNK2A2 PE=1 SV=1 P19784 

SAP domain-containing ribonucleoprotein OS=Homo sapiens GN=SARNP PE=1 SV=3 P82979 

Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=3 P60174 

Sulfatase-modifying factor 2 OS=Homo sapiens GN=SUMF2 PE=1 SV=2 Q8NBJ7 

ATP-dependent RNA helicase DDX39A OS=Homo sapiens GN=DDX39A PE=1 SV=2 O00148 

Golgi SNAP receptor complex member 2 OS=Homo sapiens GN=GOSR2 PE=1 SV=2 O14653 

Immunity-related GTPase family Q protein OS=Homo sapiens GN=IRGQ PE=1 SV=1 Q8WZA9 

Keratin, type II cytoskeletal 7 OS=Homo sapiens GN=KRT7 PE=1 SV=5 P08729 

116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=1 Q15029 

40S ribosomal protein S19 OS=Homo sapiens GN=RPS19 PE=1 SV=2 P39019 

Ankyrin repeat domain-containing protein 17 OS=Homo sapiens GN=ANKRD17 PE=1 SV=3 O75179 

Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A beta isoform OS=Homo sapiens GN=PPP2R1B PE=1 SV=3 P30154 

Transmembrane 9 superfamily member 2 OS=Homo sapiens GN=TM9SF2 PE=1 SV=1 Q99805 

Small nuclear ribonucleoprotein-associated proteins B and B' OS=Homo sapiens GN=SNRPB PE=1 SV=2 P14678 

Ribose-phosphate pyrophosphokinase 2 OS=Homo sapiens GN=PRPS2 PE=1 SV=2 P11908 
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Thiosulfate sulfurtransferase OS=Homo sapiens GN=TST PE=1 SV=4 Q16762 

Ubiquitin carboxyl-terminal hydrolase 4 OS=Homo sapiens GN=USP4 PE=1 SV=3 Q13107 

Protein BRICK1 OS=Homo sapiens GN=BRK1 PE=1 SV=1 Q8WUW1 

T-complex protein 1 subunit zeta OS=Homo sapiens GN=CCT6A PE=1 SV=3 P40227 

Destrin OS=Homo sapiens GN=DSTN PE=1 SV=3 P60981 

Complement component 1 Q subcomponent-binding protein, mitochondrial OS=Homo sapiens GN=C1QBP PE=1 SV=1 Q07021 

Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1 Q92598 

Glycerol-3-phosphate dehydrogenase, mitochondrial OS=Homo sapiens GN=GPD2 PE=1 SV=3 P43304 

60S ribosomal protein L27 OS=Homo sapiens GN=RPL27 PE=1 SV=2 P61353 

Alpha-fetoprotein OS=Homo sapiens GN=AFP PE=1 SV=1 P02771 

Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens GN=DRG1 PE=1 SV=1 Q9Y295 

Eukaryotic translation initiation factor 4 gamma 3 OS=Homo sapiens GN=EIF4G3 PE=1 SV=2 O43432 

Insulin-like growth factor 2 mRNA-binding protein 3 OS=Homo sapiens GN=IGF2BP3 PE=1 SV=2 O00425 

6-phosphofructokinase, liver type OS=Homo sapiens GN=PFKL PE=1 SV=6 P17858 

UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=1 Q9Y224 

TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=2 O60343 

2',3'-cyclic-nucleotide 3'-phosphodiesterase OS=Homo sapiens GN=CNP PE=1 SV=2 P09543 

Malignant T-cell-amplified sequence 1 OS=Homo sapiens GN=MCTS1 PE=1 SV=1 Q9ULC4 

Phosphatidylinositol 5-phosphate 4-kinase type-2 beta OS=Homo sapiens GN=PIP4K2B PE=1 SV=1 P78356 

Bifunctional protein NCOAT OS=Homo sapiens GN=MGEA5 PE=1 SV=2 O60502 

Aldehyde dehydrogenase X, mitochondrial OS=Homo sapiens GN=ALDH1B1 PE=1 SV=3 P30837 

40S ribosomal protein S27-like OS=Homo sapiens GN=RPS27L PE=1 SV=3 Q71UM5 

PDZ and LIM domain protein 1 OS=Homo sapiens GN=PDLIM1 PE=1 SV=4 O00151 

Serine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=3 P49591 

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A OS=Homo sapiens GN=STT3A PE=1 SV=2 P46977 

Proteasome subunit beta type-7 OS=Homo sapiens GN=PSMB7 PE=1 SV=1 Q99436 

26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=2 O43242 

Exosome complex exonuclease RRP44 OS=Homo sapiens GN=DIS3 PE=1 SV=2 Q9Y2L1 
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Ubiquitin-40S ribosomal protein S27a OS=Homo sapiens GN=RPS27A PE=1 SV=2 P62979 

UPF0160 protein MYG1, mitochondrial OS=Homo sapiens GN=C12orf10 PE=1 SV=2 Q9HB07 

Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens GN=ETF1 PE=1 SV=3 P62495 

NSFL1 cofactor p47 OS=Homo sapiens GN=NSFL1C PE=1 SV=2 Q9UNZ2 

Syntaxin-5 OS=Homo sapiens GN=STX5 PE=1 SV=2 Q13190 

Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=1 Q9BUF5 

Ubiquitin-like protein ISG15 OS=Homo sapiens GN=ISG15 PE=1 SV=5 P05161 

Proteasome assembly chaperone 2 OS=Homo sapiens GN=PSMG2 PE=1 SV=1 Q969U7 

Zinc phosphodiesterase ELAC protein 2 OS=Homo sapiens GN=ELAC2 PE=1 SV=2 Q9BQ52 

Prolyl endopeptidase OS=Homo sapiens GN=PREP PE=1 SV=2 P48147 

Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens GN=TTLL12 PE=1 SV=2 Q14166 

Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=1 P51858 

Translation initiation factor eIF-2B subunit beta OS=Homo sapiens GN=EIF2B2 PE=1 SV=3 P49770 

Unconventional myosin-VI OS=Homo sapiens GN=MYO6 PE=1 SV=4 Q9UM54 

ADP-ribosylation factor 1 OS=Homo sapiens GN=ARF1 PE=1 SV=2 P84077 

Flavin reductase (NADPH) OS=Homo sapiens GN=BLVRB PE=1 SV=3 P30043 

Dipeptidyl peptidase 3 OS=Homo sapiens GN=DPP3 PE=1 SV=2 Q9NY33 

Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3 P15121 

Proteasome subunit alpha type-3 OS=Homo sapiens GN=PSMA3 PE=1 SV=2 P25788 

Density-regulated protein OS=Homo sapiens GN=DENR PE=1 SV=2 O43583 

Ras-related protein Rab-1A OS=Homo sapiens GN=RAB1A PE=1 SV=3 P62820 

N-alpha-acetyltransferase 10 OS=Homo sapiens GN=NAA10 PE=1 SV=1 P41227 

Cleft lip and palate transmembrane protein 1 OS=Homo sapiens GN=CLPTM1 PE=1 SV=1 O96005 

Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=2 Q13509 

E3 ubiquitin-protein ligase CBL OS=Homo sapiens GN=CBL PE=1 SV=2 P22681 

40S ribosomal protein S11 OS=Homo sapiens GN=RPS11 PE=1 SV=3 P62280 

L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2 P07195 

Calpain-1 catalytic subunit OS=Homo sapiens GN=CAPN1 PE=1 SV=1 P07384 
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Spectrin alpha chain, non-erythrocytic 1 OS=Homo sapiens GN=SPTAN1 PE=1 SV=3 Q13813 

Selenide, water dikinase 1 OS=Homo sapiens GN=SEPHS1 PE=1 SV=2 P49903 

26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=1 O00487 

60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=4 P27635 

14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2 P61981 

Neurolysin, mitochondrial OS=Homo sapiens GN=NLN PE=1 SV=1 Q9BYT8 

Luc7-like protein 3 OS=Homo sapiens GN=LUC7L3 PE=1 SV=2 O95232 

Cytochrome c-type heme lyase OS=Homo sapiens GN=HCCS PE=1 SV=1 P53701 

Solute carrier family 12 member 2 OS=Homo sapiens GN=SLC12A2 PE=1 SV=1 P55011 

Protein lin-7 homolog C OS=Homo sapiens GN=LIN7C PE=1 SV=1 Q9NUP9 

Endoplasmic reticulum mannosyl-oligosaccharide 1,2-alpha-mannosidase OS=Homo sapiens GN=MAN1B1 PE=1 SV=2 Q9UKM7 

BAG family molecular chaperone regulator 3 OS=Homo sapiens GN=BAG3 PE=1 SV=3 O95817 

Tyrosine-protein kinase Fyn OS=Homo sapiens GN=FYN PE=1 SV=3 P06241 

Nuclear transport factor 2 OS=Homo sapiens GN=NUTF2 PE=1 SV=1 P61970 

Wiskott-Aldrich syndrome protein family member 2 OS=Homo sapiens GN=WASF2 PE=1 SV=3 Q9Y6W5 

6-phosphogluconolactonase OS=Homo sapiens GN=PGLS PE=1 SV=2 O95336 

26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1 P55036 

Tumor suppressor p53-binding protein 1 OS=Homo sapiens GN=TP53BP1 PE=1 SV=2 Q12888 

Epidermal growth factor receptor kinase substrate 8 OS=Homo sapiens GN=EPS8 PE=1 SV=1 Q12929 

Heterogeneous nuclear ribonucleoprotein U-like protein 1 OS=Homo sapiens GN=HNRNPUL1 PE=1 SV=2 Q9BUJ2 

Ribonuclease inhibitor OS=Homo sapiens GN=RNH1 PE=1 SV=2 P13489 

Cytoskeleton-associated protein 4 OS=Homo sapiens GN=CKAP4 PE=1 SV=2 Q07065 

Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=1 SV=2 Q8NBN7 

Poly(ADP-ribose) glycohydrolase ARH3 OS=Homo sapiens GN=ADPRHL2 PE=1 SV=1 Q9NX46 

NudC domain-containing protein 1 OS=Homo sapiens GN=NUDCD1 PE=1 SV=2 Q96RS6 

Beta-hexosaminidase subunit alpha OS=Homo sapiens GN=HEXA PE=1 SV=2 P06865 

60S ribosomal protein L23 OS=Homo sapiens GN=RPL23 PE=1 SV=1 P62829 

Protein transport protein Sec24D OS=Homo sapiens GN=SEC24D PE=1 SV=2 O94855 
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1-acyl-sn-glycerol-3-phosphate acyltransferase alpha OS=Homo sapiens GN=AGPAT1 PE=1 SV=2 Q99943 

Alpha-synuclein OS=Homo sapiens GN=SNCA PE=1 SV=1 P37840 

RNA polymerase II-associated protein 3 OS=Homo sapiens GN=RPAP3 PE=1 SV=2 Q9H6T3 

Alpha-endosulfine OS=Homo sapiens GN=ENSA PE=1 SV=1 O43768 

STE20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1 Q9H2G2 

CD109 antigen OS=Homo sapiens GN=CD109 PE=1 SV=2 Q6YHK3 

Histone-arginine methyltransferase CARM1 OS=Homo sapiens GN=CARM1 PE=1 SV=3 Q86X55 

Spermidine synthase OS=Homo sapiens GN=SRM PE=1 SV=1 P19623 

Phostensin OS=Homo sapiens GN=PPP1R18 PE=1 SV=1 Q6NYC8 

La-related protein 4B OS=Homo sapiens GN=LARP4B PE=1 SV=3 Q92615 

Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2 P31949 

Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=1 P68402 

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Homo sapiens GN=RPN2 PE=1 SV=3 P04844 

Proteasome subunit alpha type-2 OS=Homo sapiens GN=PSMA2 PE=1 SV=2 P25787 

Pachytene checkpoint protein 2 homolog OS=Homo sapiens GN=TRIP13 PE=1 SV=2 Q15645 

B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3 P51572 

Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=1 Q14738 

GTP-binding protein SAR1b OS=Homo sapiens GN=SAR1B PE=1 SV=1 Q9Y6B6 

Protein LYRIC OS=Homo sapiens GN=MTDH PE=1 SV=2 Q86UE4 

Importin subunit alpha-7 OS=Homo sapiens GN=KPNA6 PE=1 SV=1 O60684 

Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 P04004 

Prosaposin OS=Homo sapiens GN=PSAP PE=1 SV=2 P07602 

Nuclear cap-binding protein subunit 2 OS=Homo sapiens GN=NCBP2 PE=1 SV=1 P52298 

DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=1 Q9UBS4 

40S ribosomal protein S18 OS=Homo sapiens GN=RPS18 PE=1 SV=3 P62269 

Superoxide dismutase [Mn], mitochondrial OS=Homo sapiens GN=SOD2 PE=1 SV=2 P04179 

Poly(rC)-binding protein 2 OS=Homo sapiens GN=PCBP2 PE=1 SV=1 Q15366 

V-type proton ATPase subunit C 1 OS=Homo sapiens GN=ATP6V1C1 PE=1 SV=4 P21283 
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Syntenin-1 OS=Homo sapiens GN=SDCBP PE=1 SV=1 O00560 

Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=2 P10619 

Parathymosin OS=Homo sapiens GN=PTMS PE=1 SV=2 P20962 

Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2 P51991 

Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4 P13639 

Tyrosine-protein phosphatase non-receptor type 1 OS=Homo sapiens GN=PTPN1 PE=1 SV=1 P18031 

Sideroflexin-1 OS=Homo sapiens GN=SFXN1 PE=1 SV=4 Q9H9B4 

Nascent polypeptide-associated complex subunit alpha, muscle-specific form OS=Homo sapiens GN=NACA PE=1 SV=1 E9PAV3 

Lysosomal Pro-X carboxypeptidase OS=Homo sapiens GN=PRCP PE=1 SV=1 P42785 

ATP synthase-coupling factor 6, mitochondrial OS=Homo sapiens GN=ATP5J PE=1 SV=1 P18859 

26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=1 SV=3 O00233 

Far upstream element-binding protein 3 OS=Homo sapiens GN=FUBP3 PE=1 SV=2 Q96I24 

Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=5 Q01518 

Exportin-6 OS=Homo sapiens GN=XPO6 PE=1 SV=1 Q96QU8 

Phosphoglycerate mutase 1 OS=Homo sapiens GN=PGAM1 PE=1 SV=2 P18669 

40S ribosomal protein S3a OS=Homo sapiens GN=RPS3A PE=1 SV=2 P61247 

Stress-70 protein, mitochondrial OS=Homo sapiens GN=HSPA9 PE=1 SV=2 P38646 

Thioredoxin-dependent peroxide reductase, mitochondrial OS=Homo sapiens GN=PRDX3 PE=1 SV=3 P30048 

T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4 P78371 

Serine/arginine-rich splicing factor 7 OS=Homo sapiens GN=SRSF7 PE=1 SV=1 Q16629 

Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens GN=ARPC4 PE=1 SV=3 P59998 

Serum deprivation-response protein OS=Homo sapiens GN=SDPR PE=1 SV=3 O95810 

Acyl-coenzyme A thioesterase 1 OS=Homo sapiens GN=ACOT1 PE=1 SV=1 Q86TX2 

Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens GN=IDH1 PE=1 SV=2 O75874 

Epiplakin OS=Homo sapiens GN=EPPK1 PE=1 SV=2 P58107 

Amidophosphoribosyltransferase OS=Homo sapiens GN=PPAT PE=1 SV=1 Q06203 

Glutathione S-transferase omega-1 OS=Homo sapiens GN=GSTO1 PE=1 SV=2 P78417 

Profilin-2 OS=Homo sapiens GN=PFN2 PE=1 SV=3 P35080 
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Protein Hook homolog 3 OS=Homo sapiens GN=HOOK3 PE=1 SV=2 Q86VS8 

Succinyl-CoA:3-ketoacid coenzyme A transferase 1, mitochondrial OS=Homo sapiens GN=OXCT1 PE=1 SV=1 P55809 

Protein CDV3 homolog OS=Homo sapiens GN=CDV3 PE=1 SV=1 Q9UKY7 

Protein FAM160B1 OS=Homo sapiens GN=FAM160B1 PE=2 SV=1 Q5W0V3 

SNW domain-containing protein 1 OS=Homo sapiens GN=SNW1 PE=1 SV=1 Q13573 

Thyroid receptor-interacting protein 6 OS=Homo sapiens GN=TRIP6 PE=1 SV=3 Q15654 

Signal peptidase complex subunit 2 OS=Homo sapiens GN=SPCS2 PE=1 SV=3 Q15005 

Importin-7 OS=Homo sapiens GN=IPO7 PE=1 SV=1 O95373 

Mitochondrial import receptor subunit TOM70 OS=Homo sapiens GN=TOMM70A PE=1 SV=1 O94826 

DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1 Q16531 

Adipocyte plasma membrane-associated protein OS=Homo sapiens GN=APMAP PE=1 SV=2 Q9HDC9 

Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=1 P67775 

Hsp70-binding protein 1 OS=Homo sapiens GN=HSPBP1 PE=1 SV=1 Q9NZL4 

EF-hand domain-containing protein D2 OS=Homo sapiens GN=EFHD2 PE=1 SV=1 Q96C19 

Tyrosine-protein kinase Yes OS=Homo sapiens GN=YES1 PE=1 SV=3 P07947 

2,4-dienoyl-CoA reductase, mitochondrial OS=Homo sapiens GN=DECR1 PE=1 SV=1 Q16698 

Band 4.1-like protein 2 OS=Homo sapiens GN=EPB41L2 PE=1 SV=1 O43491 

Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=3 P53999 

Catenin delta-1 OS=Homo sapiens GN=CTNND1 PE=1 SV=1 O60716 

Squalene synthase OS=Homo sapiens GN=FDFT1 PE=1 SV=1 P37268 

Persulfide dioxygenase ETHE1, mitochondrial OS=Homo sapiens GN=ETHE1 PE=1 SV=2 O95571 

tRNA-splicing ligase RtcB homolog OS=Homo sapiens GN=RTCB PE=1 SV=1 Q9Y3I0 

Reticulocalbin-3 OS=Homo sapiens GN=RCN3 PE=1 SV=1 Q96D15 

Exosome complex component RRP43 OS=Homo sapiens GN=EXOSC8 PE=1 SV=1 Q96B26 

60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1 P83731 

Nardilysin OS=Homo sapiens GN=NRD1 PE=1 SV=2 O43847 

Adenosine kinase OS=Homo sapiens GN=ADK PE=1 SV=2 P55263 

Exportin-T OS=Homo sapiens GN=XPOT PE=1 SV=2 O43592 
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Delta-1-pyrroline-5-carboxylate synthase OS=Homo sapiens GN=ALDH18A1 PE=1 SV=2 P54886 

Exportin-7 OS=Homo sapiens GN=XPO7 PE=1 SV=3 Q9UIA9 

RNA-binding protein 25 OS=Homo sapiens GN=RBM25 PE=1 SV=3 P49756 

CD63 antigen OS=Homo sapiens GN=CD63 PE=1 SV=2 P08962 

Isopentenyl-diphosphate Delta-isomerase 1 OS=Homo sapiens GN=IDI1 PE=1 SV=2 Q13907 

Thimet oligopeptidase OS=Homo sapiens GN=THOP1 PE=1 SV=2 P52888 

UDP-glucose 4-epimerase OS=Homo sapiens GN=GALE PE=1 SV=2 Q14376 

BAG family molecular chaperone regulator 5 OS=Homo sapiens GN=BAG5 PE=1 SV=1 Q9UL15 

Centrosomal protein of 97 kDa OS=Homo sapiens GN=CEP97 PE=1 SV=1 Q8IW35 

Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens GN=ARPC2 PE=1 SV=1 O15144 

Polypeptide N-acetylgalactosaminyltransferase 2 OS=Homo sapiens GN=GALNT2 PE=1 SV=1 Q10471 

Adapter molecule crk OS=Homo sapiens GN=CRK PE=1 SV=2 P46108 

Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=1 Q13347 

RAC-beta serine/threonine-protein kinase OS=Homo sapiens GN=AKT2 PE=1 SV=2 P31751 

40S ribosomal protein S17-like OS=Homo sapiens GN=RPS17L PE=1 SV=1 P0CW22 

Chromodomain-helicase-DNA-binding protein 4 OS=Homo sapiens GN=CHD4 PE=1 SV=2 Q14839 

Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2 P06733 

Nucleolysin TIAR OS=Homo sapiens GN=TIAL1 PE=1 SV=1 Q01085 

Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=2 Q15599 

EH domain-containing protein 1 OS=Homo sapiens GN=EHD1 PE=1 SV=2 Q9H4M9 

Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4 P28072 

Tubulin-specific chaperone C OS=Homo sapiens GN=TBCC PE=1 SV=2 Q15814 

Costars family protein ABRACL OS=Homo sapiens GN=ABRACL PE=1 SV=1 Q9P1F3 

Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens GN=EIF3C PE=1 SV=1 Q99613 

Core-binding factor subunit beta OS=Homo sapiens GN=CBFB PE=1 SV=2 Q13951 

Transcriptional activator protein Pur-alpha OS=Homo sapiens GN=PURA PE=1 SV=2 Q00577 

Condensin complex subunit 3 OS=Homo sapiens GN=NCAPG PE=1 SV=1 Q9BPX3 

Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1 P17844 
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Dihydropyrimidinase-related protein 3 OS=Homo sapiens GN=DPYSL3 PE=1 SV=1 Q14195 

Myosin regulatory light chain 12A OS=Homo sapiens GN=MYL12A PE=1 SV=2 P19105 

Sortilin OS=Homo sapiens GN=SORT1 PE=1 SV=3 Q99523 

Mitotic spindle-associated MMXD complex subunit MIP18 OS=Homo sapiens GN=FAM96B PE=1 SV=1 Q9Y3D0 

Apoptosis inhibitor 5 OS=Homo sapiens GN=API5 PE=1 SV=3 Q9BZZ5 

Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=3 P54920 

Alpha-parvin OS=Homo sapiens GN=PARVA PE=1 SV=1 Q9NVD7 

ER membrane protein complex subunit 2 OS=Homo sapiens GN=EMC2 PE=1 SV=1 Q15006 

Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=1 P31948 

Multifunctional protein ADE2 OS=Homo sapiens GN=PAICS PE=1 SV=3 P22234 

Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3 P52272 

NEDD8-activating enzyme E1 catalytic subunit OS=Homo sapiens GN=UBA3 PE=1 SV=2 Q8TBC4 

Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=1 Q8WUM4 

Pleckstrin homology domain-containing family O member 2 OS=Homo sapiens GN=PLEKHO2 PE=2 SV=1 Q8TD55 

Sulfiredoxin-1 OS=Homo sapiens GN=SRXN1 PE=1 SV=2 Q9BYN0 

Ragulator complex protein LAMTOR1 OS=Homo sapiens GN=LAMTOR1 PE=1 SV=2 Q6IAA8 

Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=3 Q16881 

Tyrosine-protein phosphatase non-receptor type 12 OS=Homo sapiens GN=PTPN12 PE=1 SV=3 Q05209 

Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2 Q9Y617 

Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens GN=EIF3J PE=1 SV=2 O75822 

Transketolase OS=Homo sapiens GN=TKT PE=1 SV=3 P29401 

ATP synthase subunit f, mitochondrial OS=Homo sapiens GN=ATP5J2 PE=1 SV=3 P56134 

Neutral amino acid transporter B(0) OS=Homo sapiens GN=SLC1A5 PE=1 SV=2 Q15758 

Serine/arginine-rich splicing factor 5 OS=Homo sapiens GN=SRSF5 PE=1 SV=1 Q13243 

V-type proton ATPase subunit B, brain isoform OS=Homo sapiens GN=ATP6V1B2 PE=1 SV=3 P21281 

Carboxypeptidase A4 OS=Homo sapiens GN=CPA4 PE=1 SV=2 Q9UI42 

Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1 P15170 

Nck-associated protein 1 OS=Homo sapiens GN=NCKAP1 PE=1 SV=1 Q9Y2A7 



 
 
 
 

cclxxxiii 
 

ATP-dependent RNA helicase SUPV3L1, mitochondrial OS=Homo sapiens GN=SUPV3L1 PE=1 SV=1 Q8IYB8 

Coiled-coil domain-containing protein 47 OS=Homo sapiens GN=CCDC47 PE=1 SV=1 Q96A33 

7,8-dihydro-8-oxoguanine triphosphatase OS=Homo sapiens GN=NUDT1 PE=1 SV=3 P36639 

UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1 P54727 

Constitutive coactivator of PPAR-gamma-like protein 1 OS=Homo sapiens GN=FAM120A PE=1 SV=2 Q9NZB2 

Syntaxin-12 OS=Homo sapiens GN=STX12 PE=1 SV=1 Q86Y82 

Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=3 P00568 

Protein AAR2 homolog OS=Homo sapiens GN=AAR2 PE=1 SV=2 Q9Y312 

Ubiquitin fusion degradation protein 1 homolog OS=Homo sapiens GN=UFD1L PE=1 SV=3 Q92890 

60S ribosomal protein L13 OS=Homo sapiens GN=RPL13 PE=1 SV=4 P26373 

Cation-dependent mannose-6-phosphate receptor OS=Homo sapiens GN=M6PR PE=1 SV=1 P20645 

Protein unc-45 homolog A OS=Homo sapiens GN=UNC45A PE=1 SV=1 Q9H3U1 

Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Homo sapiens GN=DHX16 PE=1 SV=2 O60231 

Opioid growth factor receptor OS=Homo sapiens GN=OGFR PE=1 SV=3 Q9NZT2 

PDZ and LIM domain protein 3 OS=Homo sapiens GN=PDLIM3 PE=1 SV=1 Q53GG5 

Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2 O43707 

Ankyrin repeat domain-containing protein 13A OS=Homo sapiens GN=ANKRD13A PE=1 SV=3 Q8IZ07 

Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=2 Q05397 

Prefoldin subunit 4 OS=Homo sapiens GN=PFDN4 PE=1 SV=1 Q9NQP4 

AMP deaminase 2 OS=Homo sapiens GN=AMPD2 PE=1 SV=2 Q01433 

Dual specificity mitogen-activated protein kinase kinase 4 OS=Homo sapiens GN=MAP2K4 PE=1 SV=1 P45985 

Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 OS=Homo sapiens GN=DHX15 PE=1 SV=2 O43143 

SEC23-interacting protein OS=Homo sapiens GN=SEC23IP PE=1 SV=1 Q9Y6Y8 

Transcription factor p65 OS=Homo sapiens GN=RELA PE=1 SV=2 Q04206 

Glucosidase 2 subunit beta OS=Homo sapiens GN=PRKCSH PE=1 SV=2 P14314 

Tetratricopeptide repeat protein 27 OS=Homo sapiens GN=TTC27 PE=1 SV=1 Q6P3X3 

Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1 O14929 

Caspase-3 OS=Homo sapiens GN=CASP3 PE=1 SV=2 P42574 



 
 
 
 

cclxxxiv 
 

Myoferlin OS=Homo sapiens GN=MYOF PE=1 SV=1 Q9NZM1 

Serine/threonine-protein phosphatase 4 regulatory subunit 3A OS=Homo sapiens GN=SMEK1 PE=1 SV=1 Q6IN85 

Transforming protein RhoA OS=Homo sapiens GN=RHOA PE=1 SV=1 P61586 

Eukaryotic translation initiation factor 2 subunit 2 OS=Homo sapiens GN=EIF2S2 PE=1 SV=2 P20042 

Cysteine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=CARS PE=1 SV=3 P49589 

BolA-like protein 2 OS=Homo sapiens GN=BOLA2 PE=1 SV=1 Q9H3K6 

DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=1 Q9UDY4 

UPF0687 protein C20orf27 OS=Homo sapiens GN=C20orf27 PE=1 SV=3 Q9GZN8 

Inosine-5'-monophosphate dehydrogenase 1 OS=Homo sapiens GN=IMPDH1 PE=1 SV=2 P20839 

Dr1-associated corepressor OS=Homo sapiens GN=DRAP1 PE=1 SV=3 Q14919 

Protein scribble homolog OS=Homo sapiens GN=SCRIB PE=1 SV=4 Q14160 

60S ribosomal protein L8 OS=Homo sapiens GN=RPL8 PE=1 SV=2 P62917 

Minor histocompatibility antigen H13 OS=Homo sapiens GN=HM13 PE=1 SV=1 Q8TCT9 

Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4 P08670 

40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=2 P15880 

RNA polymerase-associated protein RTF1 homolog OS=Homo sapiens GN=RTF1 PE=1 SV=4 Q92541 

Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=2 Q92900 

Coactosin-like protein OS=Homo sapiens GN=COTL1 PE=1 SV=3 Q14019 

Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4 P28070 

Cyclin-dependent kinase 2 OS=Homo sapiens GN=CDK2 PE=1 SV=2 P24941 

NF-kappa-B essential modulator OS=Homo sapiens GN=IKBKG PE=1 SV=2 Q9Y6K9 

Insulin-like growth factor 2 mRNA-binding protein 2 OS=Homo sapiens GN=IGF2BP2 PE=1 SV=2 Q9Y6M1 

Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2 P04075 

tRNA (guanine(26)-N(2))-dimethyltransferase OS=Homo sapiens GN=TRMT1 PE=1 SV=1 Q9NXH9 

V-type proton ATPase subunit E 1 OS=Homo sapiens GN=ATP6V1E1 PE=1 SV=1 P36543 

PDZ and LIM domain protein 4 OS=Homo sapiens GN=PDLIM4 PE=1 SV=2 P50479 

Acyl-CoA-binding protein OS=Homo sapiens GN=DBI PE=1 SV=2 P07108 

Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens GN=GNPDA1 PE=1 SV=1 P46926 



 
 
 
 

cclxxxv 
 

Ubiquitin-conjugating enzyme E2 S OS=Homo sapiens GN=UBE2S PE=1 SV=2 Q16763 

Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=3 Q13177 

Bcl-2-associated transcription factor 1 OS=Homo sapiens GN=BCLAF1 PE=1 SV=2 Q9NYF8 

Leucine-rich PPR motif-containing protein, mitochondrial OS=Homo sapiens GN=LRPPRC PE=1 SV=3 P42704 

Cysteine protease ATG4B OS=Homo sapiens GN=ATG4B PE=1 SV=2 Q9Y4P1 

Nuclear pore complex protein Nup98-Nup96 OS=Homo sapiens GN=NUP98 PE=1 SV=4 P52948 

Splicing factor 1 OS=Homo sapiens GN=SF1 PE=1 SV=4 Q15637 

14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3 P31946 

Coatomer subunit zeta-1 OS=Homo sapiens GN=COPZ1 PE=1 SV=1 P61923 

Phosphoribosyl pyrophosphate synthase-associated protein 1 OS=Homo sapiens GN=PRPSAP1 PE=1 SV=2 Q14558 

Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Homo 
sapiens GN=DLST PE=1 SV=4 P36957 

78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=2 P11021 

mRNA turnover protein 4 homolog OS=Homo sapiens GN=MRTO4 PE=1 SV=2 Q9UKD2 

SPARC OS=Homo sapiens GN=SPARC PE=1 SV=1 P09486 

Importin subunit alpha-1 OS=Homo sapiens GN=KPNA2 PE=1 SV=1 P52292 

UDP-glucose 6-dehydrogenase OS=Homo sapiens GN=UGDH PE=1 SV=1 O60701 

Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Homo sapiens GN=AASS PE=1 SV=1 Q9UDR5 

5'-nucleotidase OS=Homo sapiens GN=NT5E PE=1 SV=1 P21589 

Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=1 P54652 

60S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=1 P32969 

Interferon-induced guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=1 SV=3 P32456 

Endophilin-B1 OS=Homo sapiens GN=SH3GLB1 PE=1 SV=1 Q9Y371 

Caspase-4 OS=Homo sapiens GN=CASP4 PE=1 SV=1 P49662 

Sodium-coupled neutral amino acid transporter 2 OS=Homo sapiens GN=SLC38A2 PE=1 SV=2 Q96QD8 

DnaJ homolog subfamily C member 8 OS=Homo sapiens GN=DNAJC8 PE=1 SV=2 O75937 

RUN and FYVE domain-containing protein 1 OS=Homo sapiens GN=RUFY1 PE=1 SV=2 Q96T51 

Serine/arginine-rich splicing factor 3 OS=Homo sapiens GN=SRSF3 PE=1 SV=1 P84103 

Suppressor of G2 allele of SKP1 homolog OS=Homo sapiens GN=SUGT1 PE=1 SV=3 Q9Y2Z0 



 
 
 
 

cclxxxvi 
 

Ras suppressor protein 1 OS=Homo sapiens GN=RSU1 PE=1 SV=3 Q15404 

Protein dpy-30 homolog OS=Homo sapiens GN=DPY30 PE=1 SV=1 Q9C005 

S-methyl-5'-thioadenosine phosphorylase OS=Homo sapiens GN=MTAP PE=1 SV=2 Q13126 

T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4 P50990 

Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=1 O75340 

Glutathione reductase, mitochondrial OS=Homo sapiens GN=GSR PE=1 SV=2 P00390 

Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=4 P23919 

COP9 signalosome complex subunit 2 OS=Homo sapiens GN=COPS2 PE=1 SV=1 P61201 

Vasodilator-stimulated phosphoprotein OS=Homo sapiens GN=VASP PE=1 SV=3 P50552 

Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=3 P07237 

5'-3' exoribonuclease 2 OS=Homo sapiens GN=XRN2 PE=1 SV=1 Q9H0D6 

Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2 P06748 

Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens GN=HNRNPH3 PE=1 SV=2 P31942 

Signal recognition particle 9 kDa protein OS=Homo sapiens GN=SRP9 PE=1 SV=2 P49458 

Protein FAM65A OS=Homo sapiens GN=FAM65A PE=1 SV=1 Q6ZS17 

Ran-binding protein 6 OS=Homo sapiens GN=RANBP6 PE=1 SV=2 O60518 

Protein disulfide-isomerase A3 OS=Homo sapiens GN=PDIA3 PE=1 SV=4 P30101 

Signal recognition particle subunit SRP72 OS=Homo sapiens GN=SRP72 PE=1 SV=3 O76094 

Exocyst complex component 5 OS=Homo sapiens GN=EXOC5 PE=1 SV=1 O00471 

Y-box-binding protein 3 OS=Homo sapiens GN=YBX3 PE=1 SV=4 P16989 

Importin-8 OS=Homo sapiens GN=IPO8 PE=1 SV=2 O15397 

Endoplasmic reticulum resident protein 44 OS=Homo sapiens GN=ERP44 PE=1 SV=1 Q9BS26 

Fragile X mental retardation protein 1 OS=Homo sapiens GN=FMR1 PE=1 SV=1 Q06787 

Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=2 O43464 

Surfeit locus protein 4 OS=Homo sapiens GN=SURF4 PE=1 SV=3 O15260 

Pre-mRNA-splicing factor ISY1 homolog OS=Homo sapiens GN=ISY1 PE=1 SV=3 Q9ULR0 

tRNA (guanine-N(7)-)-methyltransferase OS=Homo sapiens GN=METTL1 PE=1 SV=1 Q9UBP6 

Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=2 P22307 



 
 
 
 

cclxxxvii 
 

YTH domain-containing family protein 3 OS=Homo sapiens GN=YTHDF3 PE=1 SV=1 Q7Z739 

BTB/POZ domain-containing protein KCTD9 OS=Homo sapiens GN=KCTD9 PE=2 SV=1 Q7L273 

Ubiquitin-fold modifier 1 OS=Homo sapiens GN=UFM1 PE=1 SV=1 P61960 

Rab GDP dissociation inhibitor alpha OS=Homo sapiens GN=GDI1 PE=1 SV=2 P31150 

Signal recognition particle subunit SRP68 OS=Homo sapiens GN=SRP68 PE=1 SV=2 Q9UHB9 

Macrophage migration inhibitory factor OS=Homo sapiens GN=MIF PE=1 SV=4 P14174 

E3 SUMO-protein ligase RanBP2 OS=Homo sapiens GN=RANBP2 PE=1 SV=2 P49792 

Prefoldin subunit 6 OS=Homo sapiens GN=PFDN6 PE=1 SV=1 O15212 

Lactoylglutathione lyase OS=Homo sapiens GN=GLO1 PE=1 SV=4 Q04760 

Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens GN=SNRPD2 PE=1 SV=1 P62316 

60S ribosomal protein L26 OS=Homo sapiens GN=RPL26 PE=1 SV=1 P61254 

Very-long-chain enoyl-CoA reductase OS=Homo sapiens GN=TECR PE=1 SV=1 Q9NZ01 

Asparagine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=NARS PE=1 SV=1 O43776 

Ethanolamine-phosphate cytidylyltransferase OS=Homo sapiens GN=PCYT2 PE=1 SV=1 Q99447 

Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4 P30153 

Cytochrome b5 reductase 4 OS=Homo sapiens GN=CYB5R4 PE=1 SV=1 Q7L1T6 

Spartin OS=Homo sapiens GN=SPG20 PE=1 SV=1 Q8N0X7 

60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=5 P36578 

Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 P01024 

Ubiquitin-associated protein 1 OS=Homo sapiens GN=UBAP1 PE=1 SV=1 Q9NZ09 

Endothelin-converting enzyme 1 OS=Homo sapiens GN=ECE1 PE=1 SV=2 P42892 

THO complex subunit 4 OS=Homo sapiens GN=ALYREF PE=1 SV=3 Q86V81 

Protein AHNAK2 OS=Homo sapiens GN=AHNAK2 PE=1 SV=2 Q8IVF2 

Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=5 Q9NR30 

Transportin-1 OS=Homo sapiens GN=TNPO1 PE=1 SV=2 Q92973 

Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=3 Q15691 

Poliovirus receptor OS=Homo sapiens GN=PVR PE=1 SV=2 P15151 

CAP-Gly domain-containing linker protein 1 OS=Homo sapiens GN=CLIP1 PE=1 SV=2 P30622 



 
 
 
 

cclxxxviii 
 

Translational activator GCN1 OS=Homo sapiens GN=GCN1L1 PE=1 SV=6 Q92616 

LIM domain and actin-binding protein 1 OS=Homo sapiens GN=LIMA1 PE=1 SV=1 Q9UHB6 

Thymidylate synthase OS=Homo sapiens GN=TYMS PE=1 SV=3 P04818 

Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1 P68036 

Podocalyxin OS=Homo sapiens GN=PODXL PE=1 SV=2 O00592 

Calponin-3 OS=Homo sapiens GN=CNN3 PE=1 SV=1 Q15417 

Cytoskeleton-associated protein 5 OS=Homo sapiens GN=CKAP5 PE=1 SV=3 Q14008 

Protein kinase C and casein kinase substrate in neurons protein 3 OS=Homo sapiens GN=PACSIN3 PE=1 SV=2 Q9UKS6 

26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3 P35998 

Cytosol aminopeptidase OS=Homo sapiens GN=LAP3 PE=1 SV=3 P28838 

Protein mago nashi homolog 2 OS=Homo sapiens GN=MAGOHB PE=1 SV=1 Q96A72 

AP-1 complex subunit gamma-1 OS=Homo sapiens GN=AP1G1 PE=1 SV=5 O43747 

Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Homo sapiens GN=UQCRFS1 PE=1 SV=2 P47985 

NudC domain-containing protein 2 OS=Homo sapiens GN=NUDCD2 PE=1 SV=1 Q8WVJ2 

Transformer-2 protein homolog beta OS=Homo sapiens GN=TRA2B PE=1 SV=1 P62995 

Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=3 P55884 

CD166 antigen OS=Homo sapiens GN=ALCAM PE=1 SV=2 Q13740 

Putative hydroxypyruvate isomerase OS=Homo sapiens GN=HYI PE=1 SV=2 Q5T013 

Vacuolar protein sorting-associated protein 26A OS=Homo sapiens GN=VPS26A PE=1 SV=2 O75436 

Phosphoglycolate phosphatase OS=Homo sapiens GN=PGP PE=1 SV=1 A6NDG6 

Myeloid-associated differentiation marker OS=Homo sapiens GN=MYADM PE=1 SV=2 Q96S97 

Calponin-2 OS=Homo sapiens GN=CNN2 PE=1 SV=4 Q99439 

ATPase ASNA1 OS=Homo sapiens GN=ASNA1 PE=1 SV=2 O43681 

NEDD8 OS=Homo sapiens GN=NEDD8 PE=1 SV=1 Q15843 

N-alpha-acetyltransferase 50 OS=Homo sapiens GN=NAA50 PE=1 SV=1 Q9GZZ1 

SWI/SNF complex subunit SMARCC1 OS=Homo sapiens GN=SMARCC1 PE=1 SV=3 Q92922 

E3 ubiquitin/ISG15 ligase TRIM25 OS=Homo sapiens GN=TRIM25 PE=1 SV=2 Q14258 

Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Homo sapiens GN=HADH PE=1 SV=3 Q16836 



 
 
 
 

cclxxxix 
 

Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens GN=HNRNPD PE=1 SV=1 Q14103 

60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1 P05387 

Tyrosine-protein phosphatase non-receptor type 11 OS=Homo sapiens GN=PTPN11 PE=1 SV=2 Q06124 

Proteasome activator complex subunit 2 OS=Homo sapiens GN=PSME2 PE=1 SV=4 Q9UL46 

Asparagine synthetase [glutamine-hydrolyzing] OS=Homo sapiens GN=ASNS PE=1 SV=4 P08243 

Sorting nexin-2 OS=Homo sapiens GN=SNX2 PE=1 SV=2 O60749 

40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2 P23396 

60S ribosomal protein L14 OS=Homo sapiens GN=RPL14 PE=1 SV=4 P50914 

Splicing factor 3B subunit 4 OS=Homo sapiens GN=SF3B4 PE=1 SV=1 Q15427 

Kinectin OS=Homo sapiens GN=KTN1 PE=1 SV=1 Q86UP2 

CAAX prenyl protease 1 homolog OS=Homo sapiens GN=ZMPSTE24 PE=1 SV=2 O75844 

RNA binding motif protein, X-linked-like-1 OS=Homo sapiens GN=RBMXL1 PE=1 SV=1 Q96E39 

Fragile X mental retardation syndrome-related protein 1 OS=Homo sapiens GN=FXR1 PE=1 SV=3 P51114 

Eukaryotic translation initiation factor 4 gamma 2 OS=Homo sapiens GN=EIF4G2 PE=1 SV=1 P78344 

U2 snRNP-associated SURP motif-containing protein OS=Homo sapiens GN=U2SURP PE=1 SV=2 O15042 

Ras-related protein Rab-8A OS=Homo sapiens GN=RAB8A PE=1 SV=1 P61006 

Translation initiation factor eIF-2B subunit delta OS=Homo sapiens GN=EIF2B4 PE=1 SV=2 Q9UI10 

Neuron navigator 1 OS=Homo sapiens GN=NAV1 PE=1 SV=2 Q8NEY1 

Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=2 P51148 

Protein disulfide-isomerase TMX3 OS=Homo sapiens GN=TMX3 PE=1 SV=2 Q96JJ7 

Transcription elongation factor SPT6 OS=Homo sapiens GN=SUPT6H PE=1 SV=2 Q7KZ85 

Astrocytic phosphoprotein PEA-15 OS=Homo sapiens GN=PEA15 PE=1 SV=2 Q15121 

LDLR chaperone MESD OS=Homo sapiens GN=MESDC2 PE=1 SV=2 Q14696 

Protein MGARP OS=Homo sapiens GN=MGARP PE=1 SV=1 Q8TDB4 

Synaptobrevin homolog YKT6 OS=Homo sapiens GN=YKT6 PE=1 SV=1 O15498 

Methylthioribose-1-phosphate isomerase OS=Homo sapiens GN=MRI1 PE=1 SV=1 Q9BV20 

Signal recognition particle 14 kDa protein OS=Homo sapiens GN=SRP14 PE=1 SV=2 P37108 

Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=MARS PE=1 SV=2 P56192 



 
 
 
 

ccxc 
 

Thioredoxin-related transmembrane protein 1 OS=Homo sapiens GN=TMX1 PE=1 SV=1 Q9H3N1 

rRNA 2'-O-methyltransferase fibrillarin OS=Homo sapiens GN=FBL PE=1 SV=2 P22087 

60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=2 P62906 

Calpain small subunit 1 OS=Homo sapiens GN=CAPNS1 PE=1 SV=1 P04632 

Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens GN=EIF3L PE=1 SV=1 Q9Y262 

Tyrosine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4 P54577 

Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=3 Q9UL25 

Cleavage and polyadenylation specificity factor subunit 6 OS=Homo sapiens GN=CPSF6 PE=1 SV=2 Q16630 

Follistatin-related protein 1 OS=Homo sapiens GN=FSTL1 PE=1 SV=1 Q12841 

DNA-directed RNA polymerase II subunit RPB3 OS=Homo sapiens GN=POLR2C PE=1 SV=2 P19387 

Dynamin-like 120 kDa protein, mitochondrial OS=Homo sapiens GN=OPA1 PE=1 SV=3 O60313 

Tight junction protein ZO-2 OS=Homo sapiens GN=TJP2 PE=1 SV=2 Q9UDY2 

Cystathionine beta-synthase OS=Homo sapiens GN=CBS PE=1 SV=2 P35520 

Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens GN=GART PE=1 SV=1 P22102 

Nuclear pore complex protein Nup133 OS=Homo sapiens GN=NUP133 PE=1 SV=2 Q8WUM0 

Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=1 Q9Y3F4 

Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens GN=AHSA1 PE=1 SV=1 O95433 

1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-3 OS=Homo sapiens GN=PLCB3 PE=1 SV=2 Q01970 

Cytochrome b5 type B OS=Homo sapiens GN=CYB5B PE=1 SV=2 O43169 

Gasdermin-D OS=Homo sapiens GN=GSDMD PE=1 SV=1 P57764 

Aldehyde dehydrogenase family 16 member A1 OS=Homo sapiens GN=ALDH16A1 PE=1 SV=2 Q8IZ83 

Alpha-adducin OS=Homo sapiens GN=ADD1 PE=1 SV=2 P35611 

Transferrin receptor protein 1 OS=Homo sapiens GN=TFRC PE=1 SV=2 P02786 

Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=2 P50395 

Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=4 P14735 

26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=1 Q15008 

Erythrocyte band 7 integral membrane protein OS=Homo sapiens GN=STOM PE=1 SV=3 P27105 

Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=6 P13645 



 
 
 
 

ccxci 
 

Nuclear mitotic apparatus protein 1 OS=Homo sapiens GN=NUMA1 PE=1 SV=2 Q14980 

E3 ubiquitin-protein ligase UBR1 OS=Homo sapiens GN=UBR1 PE=1 SV=1 Q8IWV7 

Afadin OS=Homo sapiens GN=MLLT4 PE=1 SV=3 P55196 

Nuclease-sensitive element-binding protein 1 OS=Homo sapiens GN=YBX1 PE=1 SV=3 P67809 

RNA-binding protein EWS OS=Homo sapiens GN=EWSR1 PE=1 SV=1 Q01844 

Matrix-remodeling-associated protein 7 OS=Homo sapiens GN=MXRA7 PE=1 SV=1 P84157 

Lamin-B2 OS=Homo sapiens GN=LMNB2 PE=1 SV=3 Q03252 

U6 snRNA-associated Sm-like protein LSm2 OS=Homo sapiens GN=LSM2 PE=1 SV=1 Q9Y333 

SH3 domain-containing kinase-binding protein 1 OS=Homo sapiens GN=SH3KBP1 PE=1 SV=2 Q96B97 

Unconventional myosin-IXb OS=Homo sapiens GN=MYO9B PE=1 SV=3 Q13459 

Zinc finger protein ZPR1 OS=Homo sapiens GN=ZNF259 PE=1 SV=1 O75312 

Eukaryotic initiation factor 4A-III OS=Homo sapiens GN=EIF4A3 PE=1 SV=4 P38919 

Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1 SV=3 P20340 

Regulation of nuclear pre-mRNA domain-containing protein 1A OS=Homo sapiens GN=RPRD1A PE=1 SV=1 Q96P16 

Pentatricopeptide repeat domain-containing protein 3, mitochondrial OS=Homo sapiens GN=PTCD3 PE=1 SV=3 Q96EY7 

Lysine--tRNA ligase OS=Homo sapiens GN=KARS PE=1 SV=3 Q15046 

Omega-amidase NIT2 OS=Homo sapiens GN=NIT2 PE=1 SV=1 Q9NQR4 

Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial OS=Homo sapiens GN=MTHFD2 PE=1 SV=2 P13995 

Extracellular sulfatase Sulf-1 OS=Homo sapiens GN=SULF1 PE=1 SV=1 Q8IWU6 

Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=6 Q00839 

COP9 signalosome complex subunit 5 OS=Homo sapiens GN=COPS5 PE=1 SV=4 Q92905 

Nicotinamide phosphoribosyltransferase OS=Homo sapiens GN=NAMPT PE=1 SV=1 P43490 

Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=1 O00303 

SUMO-activating enzyme subunit 1 OS=Homo sapiens GN=SAE1 PE=1 SV=1 Q9UBE0 

Mitochondrial import receptor subunit TOM34 OS=Homo sapiens GN=TOMM34 PE=1 SV=2 Q15785 

60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=2 P35268 

Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=1 P15531 

Trifunctional enzyme subunit alpha, mitochondrial OS=Homo sapiens GN=HADHA PE=1 SV=2 P40939 
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Protein phosphatase 1F OS=Homo sapiens GN=PPM1F PE=1 SV=3 P49593 

40S ribosomal protein S28 OS=Homo sapiens GN=RPS28 PE=1 SV=1 P62857 

Ran-binding protein 3 OS=Homo sapiens GN=RANBP3 PE=1 SV=1 Q9H6Z4 

Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens GN=MARCKS PE=1 SV=4 P29966 

Serine/threonine-protein kinase TBK1 OS=Homo sapiens GN=TBK1 PE=1 SV=1 Q9UHD2 

Bifunctional coenzyme A synthase OS=Homo sapiens GN=COASY PE=1 SV=4 Q13057 

Alanine--tRNA ligase, mitochondrial OS=Homo sapiens GN=AARS2 PE=1 SV=1 Q5JTZ9 

Bleomycin hydrolase OS=Homo sapiens GN=BLMH PE=1 SV=1 Q13867 

WD repeat-containing protein 11 OS=Homo sapiens GN=WDR11 PE=1 SV=1 Q9BZH6 

Phosphoglucomutase-2 OS=Homo sapiens GN=PGM2 PE=1 SV=4 Q96G03 

Coiled-coil domain-containing protein 50 OS=Homo sapiens GN=CCDC50 PE=1 SV=1 Q8IVM0 

Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4 P09525 

Vacuolar protein sorting-associated protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=2 O75351 

DNA-directed RNA polymerase II subunit RPB2 OS=Homo sapiens GN=POLR2B PE=1 SV=1 P30876 

60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=3 Q02878 

Rho guanine nucleotide exchange factor 1 OS=Homo sapiens GN=ARHGEF1 PE=1 SV=2 Q92888 

Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 OS=Homo sapiens GN=RPN1 PE=1 SV=1 P04843 

Vesicle-associated membrane protein-associated protein B/C OS=Homo sapiens GN=VAPB PE=1 SV=3 O95292 

MOB kinase activator 1A OS=Homo sapiens GN=MOB1A PE=1 SV=4 Q9H8S9 

Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens GN=NMT1 PE=1 SV=2 P30419 

Actin-related protein 2/3 complex subunit 1A OS=Homo sapiens GN=ARPC1A PE=1 SV=2 Q92747 

6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=3 P52209 

Synaptopodin OS=Homo sapiens GN=SYNPO PE=1 SV=2 Q8N3V7 

D-3-phosphoglycerate dehydrogenase OS=Homo sapiens GN=PHGDH PE=1 SV=4 O43175 

Phosphatidylinositol transfer protein alpha isoform OS=Homo sapiens GN=PITPNA PE=1 SV=2 Q00169 

Microfibrillar-associated protein 1 OS=Homo sapiens GN=MFAP1 PE=1 SV=2 P55081 

Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=3 P52597 

Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=1 P46060 
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Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=2 P42566 

Polymerase delta-interacting protein 2 OS=Homo sapiens GN=POLDIP2 PE=1 SV=1 Q9Y2S7 

Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=2 P00492 

Liprin-beta-1 OS=Homo sapiens GN=PPFIBP1 PE=1 SV=2 Q86W92 

Alpha/beta hydrolase domain-containing protein 11 OS=Homo sapiens GN=ABHD11 PE=2 SV=1 Q8NFV4 

Peroxiredoxin-4 OS=Homo sapiens GN=PRDX4 PE=1 SV=1 Q13162 

CCR4-NOT transcription complex subunit 1 OS=Homo sapiens GN=CNOT1 PE=1 SV=2 A5YKK6 

Vesicular integral-membrane protein VIP36 OS=Homo sapiens GN=LMAN2 PE=1 SV=1 Q12907 

Protein SET OS=Homo sapiens GN=SET PE=1 SV=3 Q01105 

40S ribosomal protein S5 OS=Homo sapiens GN=RPS5 PE=1 SV=4 P46782 

Cyclin-dependent kinase 1 OS=Homo sapiens GN=CDK1 PE=1 SV=3 P06493 

Cyclin-dependent kinase inhibitor 2A, isoforms 1/2/3 OS=Homo sapiens GN=CDKN2A PE=1 SV=2 P42771 

Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1 Q13885 

Eukaryotic translation elongation factor 1 epsilon-1 OS=Homo sapiens GN=EEF1E1 PE=1 SV=1 O43324 

Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens GN=LRRFIP1 PE=1 SV=2 Q32MZ4 

Protein TSSC4 OS=Homo sapiens GN=TSSC4 PE=1 SV=3 Q9Y5U2 

Phosphoribosylformylglycinamidine synthase OS=Homo sapiens GN=PFAS PE=1 SV=4 O15067 

GMP reductase 1 OS=Homo sapiens GN=GMPR PE=1 SV=1 P36959 

DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=2 P27695 

Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Homo sapiens GN=ARFGEF2 PE=1 SV=3 Q9Y6D5 

Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1 P46940 

Migration and invasion enhancer 1 OS=Homo sapiens GN=MIEN1 PE=1 SV=1 Q9BRT3 

2-oxoglutarate dehydrogenase, mitochondrial OS=Homo sapiens GN=OGDH PE=1 SV=3 Q02218 

Kinetochore-associated protein 1 OS=Homo sapiens GN=KNTC1 PE=1 SV=1 P50748 

Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=2 P00734 

Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=3 Q9UPU5 

Testin OS=Homo sapiens GN=TES PE=1 SV=1 Q9UGI8 

Prostaglandin E synthase 2 OS=Homo sapiens GN=PTGES2 PE=1 SV=1 Q9H7Z7 
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Src substrate cortactin OS=Homo sapiens GN=CTTN PE=1 SV=2 Q14247 

DDB1- and CUL4-associated factor 7 OS=Homo sapiens GN=DCAF7 PE=1 SV=1 P61962 

Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=2 P13667 

Protein FAM107B OS=Homo sapiens GN=FAM107B PE=1 SV=1 Q9H098 

Glycogen debranching enzyme OS=Homo sapiens GN=AGL PE=1 SV=3 P35573 

Leucine-rich repeat-containing protein 47 OS=Homo sapiens GN=LRRC47 PE=1 SV=1 Q8N1G4 

Isocitrate dehydrogenase [NADP], mitochondrial OS=Homo sapiens GN=IDH2 PE=1 SV=2 P48735 

LisH domain and HEAT repeat-containing protein KIAA1468 OS=Homo sapiens GN=KIAA1468 PE=1 SV=2 Q9P260 

Cleavage stimulation factor subunit 2 tau variant OS=Homo sapiens GN=CSTF2T PE=1 SV=1 Q9H0L4 

Flotillin-1 OS=Homo sapiens GN=FLOT1 PE=1 SV=3 O75955 

GDP-mannose 4,6 dehydratase OS=Homo sapiens GN=GMDS PE=1 SV=1 O60547 

Sulfhydryl oxidase 1 OS=Homo sapiens GN=QSOX1 PE=1 SV=3 O00391 

Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 OS=Homo sapiens GN=PLOD1 PE=1 SV=2 Q02809 

Poly(U)-binding-splicing factor PUF60 OS=Homo sapiens GN=PUF60 PE=1 SV=1 Q9UHX1 

Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=2 Q8TC12 

HLA class I histocompatibility antigen, A-1 alpha chain OS=Homo sapiens GN=HLA-A PE=1 SV=1 P30443 

LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=2 Q14847 

Phosphomevalonate kinase OS=Homo sapiens GN=PMVK PE=1 SV=3 Q15126 

Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Homo sapiens GN=FKBP1A PE=1 SV=2 P62942 

Tight junction protein ZO-1 OS=Homo sapiens GN=TJP1 PE=1 SV=3 Q07157 

Heat shock protein HSP 90-beta OS=Homo sapiens GN=HSP90AB1 PE=1 SV=4 P08238 

Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1 Q9UBB4 

Glutaredoxin-related protein 5, mitochondrial OS=Homo sapiens GN=GLRX5 PE=1 SV=2 Q86SX6 

Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens GN=EIF3K PE=1 SV=1 Q9UBQ5 

Inorganic pyrophosphatase OS=Homo sapiens GN=PPA1 PE=1 SV=2 Q15181 

Plastin-1 OS=Homo sapiens GN=PLS1 PE=1 SV=2 Q14651 

Putative phospholipase B-like 2 OS=Homo sapiens GN=PLBD2 PE=1 SV=2 Q8NHP8 

Mitochondrial-processing peptidase subunit alpha OS=Homo sapiens GN=PMPCA PE=1 SV=2 Q10713 
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Tether containing UBX domain for GLUT4 OS=Homo sapiens GN=ASPSCR1 PE=1 SV=1 Q9BZE9 

Vesicle-associated membrane protein 3 OS=Homo sapiens GN=VAMP3 PE=1 SV=3 Q15836 

Condensin complex subunit 1 OS=Homo sapiens GN=NCAPD2 PE=1 SV=3 Q15021 

Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens GN=NUDT4 PE=1 SV=2 Q9NZJ9 

UBX domain-containing protein 1 OS=Homo sapiens GN=UBXN1 PE=1 SV=2 Q04323 

Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1 P61019 

Macrophage-capping protein OS=Homo sapiens GN=CAPG PE=1 SV=2 P40121 

Choline-phosphate cytidylyltransferase A OS=Homo sapiens GN=PCYT1A PE=1 SV=2 P49585 

Myotrophin OS=Homo sapiens GN=MTPN PE=1 SV=2 P58546 

40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=4 P08865 

Interferon regulatory factor 2-binding protein-like OS=Homo sapiens GN=IRF2BPL PE=1 SV=1 Q9H1B7 

Ubiquitin-protein ligase E3C OS=Homo sapiens GN=UBE3C PE=1 SV=3 Q15386 

Mannose-P-dolichol utilization defect 1 protein OS=Homo sapiens GN=MPDU1 PE=1 SV=2 O75352 

U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens GN=SNRNP70 PE=1 SV=2 P08621 

U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapiens GN=LSM8 PE=1 SV=3 O95777 

Ras-related protein Rab-5B OS=Homo sapiens GN=RAB5B PE=1 SV=1 P61020 

60S ribosomal protein L12 OS=Homo sapiens GN=RPL12 PE=1 SV=1 P30050 

Double-stranded RNA-binding protein Staufen homolog 1 OS=Homo sapiens GN=STAU1 PE=1 SV=2 O95793 

BAG family molecular chaperone regulator 2 OS=Homo sapiens GN=BAG2 PE=1 SV=1 O95816 

FAD synthase OS=Homo sapiens GN=FLAD1 PE=1 SV=1 Q8NFF5 

Guanylate-binding protein 4 OS=Homo sapiens GN=GBP4 PE=1 SV=2 Q96PP9 

Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=2 P09972 

Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens GN=EIF2S1 PE=1 SV=3 P05198 

Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=3 P52565 

Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=3 P61086 

Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Homo sapiens GN=GNAS PE=1 SV=2 Q5JWF2 

60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=3 P46777 

Cell division control protein 42 homolog OS=Homo sapiens GN=CDC42 PE=1 SV=2 P60953 
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Mitogen-activated protein kinase 1 OS=Homo sapiens GN=MAPK1 PE=1 SV=3 P28482 

Cold-inducible RNA-binding protein OS=Homo sapiens GN=CIRBP PE=1 SV=1 Q14011 

Pentraxin-related protein PTX3 OS=Homo sapiens GN=PTX3 PE=1 SV=3 P26022 

Eukaryotic translation initiation factor 1 OS=Homo sapiens GN=EIF1 PE=1 SV=1 P41567 

Dynactin subunit 1 OS=Homo sapiens GN=DCTN1 PE=1 SV=3 Q14203 

Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Homo sapiens GN=ALDH6A1 PE=1 SV=2 Q02252 

Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2 P62158 

Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform OS=Homo sapiens GN=PPP2R2A PE=1 SV=1 P63151 

Monocarboxylate transporter 4 OS=Homo sapiens GN=SLC16A3 PE=1 SV=1 O15427 

Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=5 Q13263 

Biliverdin reductase A OS=Homo sapiens GN=BLVRA PE=1 SV=2 P53004 

Serine/threonine-protein phosphatase 4 catalytic subunit OS=Homo sapiens GN=PPP4C PE=1 SV=1 P60510 

Protein PBDC1 OS=Homo sapiens GN=PBDC1 PE=1 SV=1 Q9BVG4 

Pyridoxal kinase OS=Homo sapiens GN=PDXK PE=1 SV=1 O00764 

Coiled-coil domain-containing protein 124 OS=Homo sapiens GN=CCDC124 PE=1 SV=1 Q96CT7 

60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=2 P61313 

Vacuolar protein sorting-associated protein 35 OS=Homo sapiens GN=VPS35 PE=1 SV=2 Q96QK1 

UMP-CMP kinase OS=Homo sapiens GN=CMPK1 PE=1 SV=3 P30085 

Interferon-inducible double-stranded RNA-dependent protein kinase activator A OS=Homo sapiens GN=PRKRA PE=1 SV=1 O75569 

Bifunctional UDP-N-acetylglucosamine 2-epimerase/N-acetylmannosamine kinase OS=Homo sapiens GN=GNE PE=1 SV=1 Q9Y223 

Serrate RNA effector molecule homolog OS=Homo sapiens GN=SRRT PE=1 SV=1 Q9BXP5 

WD repeat and HMG-box DNA-binding protein 1 OS=Homo sapiens GN=WDHD1 PE=1 SV=1 O75717 

Cartilage-associated protein OS=Homo sapiens GN=CRTAP PE=1 SV=1 O75718 

Golgi apparatus protein 1 OS=Homo sapiens GN=GLG1 PE=1 SV=2 Q92896 

General vesicular transport factor p115 OS=Homo sapiens GN=USO1 PE=1 SV=2 O60763 

Copper transport protein ATOX1 OS=Homo sapiens GN=ATOX1 PE=1 SV=1 O00244 

Nicastrin OS=Homo sapiens GN=NCSTN PE=1 SV=2 Q92542 

60S ribosomal protein L35a OS=Homo sapiens GN=RPL35A PE=1 SV=2 P18077 
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Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=3 Q92621 

Annexin A1 OS=Homo sapiens GN=ANXA1 PE=1 SV=2 P04083 

NAD(P)H-hydrate epimerase OS=Homo sapiens GN=APOA1BP PE=1 SV=2 Q8NCW5 

Vacuolar protein sorting-associated protein 52 homolog OS=Homo sapiens GN=VPS52 PE=1 SV=1 Q8N1B4 

FK506-binding protein 15 OS=Homo sapiens GN=FKBP15 PE=1 SV=2 Q5T1M5 

EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=1 Q9H223 

Splicing factor 3A subunit 3 OS=Homo sapiens GN=SF3A3 PE=1 SV=1 Q12874 

LIM domain-containing protein ajuba OS=Homo sapiens GN=AJUBA PE=1 SV=1 Q96IF1 

ERO1-like protein alpha OS=Homo sapiens GN=ERO1L PE=1 SV=2 Q96HE7 

Protein quaking OS=Homo sapiens GN=QKI PE=1 SV=1 Q96PU8 

Armadillo repeat-containing protein 6 OS=Homo sapiens GN=ARMC6 PE=1 SV=2 Q6NXE6 

Aspartate--tRNA ligase, cytoplasmic OS=Homo sapiens GN=DARS PE=1 SV=2 P14868 

Ubiquitin-conjugating enzyme E2 D3 OS=Homo sapiens GN=UBE2D3 PE=1 SV=1 P61077 

Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Homo sapiens 
GN=DLAT PE=1 SV=3 P10515 

Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2 P63241 

Radixin OS=Homo sapiens GN=RDX PE=1 SV=1 P35241 

Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=4 O60306 

3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Homo sapiens GN=HIBADH PE=1 SV=2 P31937 

Serine/threonine-protein phosphatase 2B catalytic subunit beta isoform OS=Homo sapiens GN=PPP3CB PE=1 SV=2 P16298 

Protein PRRC2A OS=Homo sapiens GN=PRRC2A PE=1 SV=3 P48634 

RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=1 Q9Y265 

Chloride intracellular channel protein 4 OS=Homo sapiens GN=CLIC4 PE=1 SV=4 Q9Y696 

S-adenosylmethionine synthase isoform type-2 OS=Homo sapiens GN=MAT2A PE=1 SV=1 P31153 

Heme oxygenase 2 OS=Homo sapiens GN=HMOX2 PE=1 SV=2 P30519 

F-actin-capping protein subunit beta OS=Homo sapiens GN=CAPZB PE=1 SV=4 P47756 

NADPH--cytochrome P450 reductase OS=Homo sapiens GN=POR PE=1 SV=2 P16435 

Lysophosphatidylcholine acyltransferase 1 OS=Homo sapiens GN=LPCAT1 PE=1 SV=2 Q8NF37 

Transforming acidic coiled-coil-containing protein 1 OS=Homo sapiens GN=TACC1 PE=1 SV=2 O75410 



 
 
 
 

ccxcviii 
 

Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens GN=GNB1 PE=1 SV=3 P62873 

Serine/threonine-protein phosphatase 5 OS=Homo sapiens GN=PPP5C PE=1 SV=1 P53041 

ATP synthase subunit delta, mitochondrial OS=Homo sapiens GN=ATP5D PE=1 SV=2 P30049 

RNA-binding protein with multiple splicing OS=Homo sapiens GN=RBPMS PE=1 SV=1 Q93062 

CD151 antigen OS=Homo sapiens GN=CD151 PE=1 SV=3 P48509 

Glutamine--tRNA ligase OS=Homo sapiens GN=QARS PE=1 SV=1 P47897 

ATP-dependent RNA helicase DDX19B OS=Homo sapiens GN=DDX19B PE=1 SV=1 Q9UMR2 

Exosome complex component RRP42 OS=Homo sapiens GN=EXOSC7 PE=1 SV=3 Q15024 

Eukaryotic translation initiation factor 4H OS=Homo sapiens GN=EIF4H PE=1 SV=5 Q15056 

Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=2 O75821 

Zinc transporter 7 OS=Homo sapiens GN=SLC30A7 PE=2 SV=1 Q8NEW0 

NHL repeat-containing protein 2 OS=Homo sapiens GN=NHLRC2 PE=1 SV=1 Q8NBF2 

Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2 P50454 

dCTP pyrophosphatase 1 OS=Homo sapiens GN=DCTPP1 PE=1 SV=1 Q9H773 

Malectin OS=Homo sapiens GN=MLEC PE=1 SV=1 Q14165 

26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapiens GN=PSMD7 PE=1 SV=2 P51665 

Centromere/kinetochore protein zw10 homolog OS=Homo sapiens GN=ZW10 PE=1 SV=3 O43264 

ATP-binding cassette sub-family E member 1 OS=Homo sapiens GN=ABCE1 PE=1 SV=1 P61221 

Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens GN=ACP1 PE=1 SV=3 P24666 

40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1 P62081 

60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=1 P05388 

Glycogen synthase kinase-3 alpha OS=Homo sapiens GN=GSK3A PE=1 SV=2 P49840 

Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=1 Q16576 

Enoyl-CoA hydratase, mitochondrial OS=Homo sapiens GN=ECHS1 PE=1 SV=4 P30084 

Proteasome subunit alpha type-4 OS=Homo sapiens GN=PSMA4 PE=1 SV=1 P25789 

T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4 P49368 

Vacuolar protein sorting-associated protein VTA1 homolog OS=Homo sapiens GN=VTA1 PE=1 SV=1 Q9NP79 

Drebrin-like protein OS=Homo sapiens GN=DBNL PE=1 SV=1 Q9UJU6 
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Ran-specific GTPase-activating protein OS=Homo sapiens GN=RANBP1 PE=1 SV=1 P43487 

Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2 P07737 

Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens GN=ARPC3 PE=1 SV=3 O15145 

39S ribosomal protein L11, mitochondrial OS=Homo sapiens GN=MRPL11 PE=1 SV=1 Q9Y3B7 

Alanine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=AARS PE=1 SV=2 P49588 

Inositol monophosphatase 3 OS=Homo sapiens GN=IMPAD1 PE=1 SV=1 Q9NX62 

Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=5 P07900 

Serine/threonine-protein kinase N2 OS=Homo sapiens GN=PKN2 PE=1 SV=1 Q16513 

Endoplasmic reticulum aminopeptidase 1 OS=Homo sapiens GN=ERAP1 PE=1 SV=3 Q9NZ08 

Small nuclear ribonucleoprotein Sm D3 OS=Homo sapiens GN=SNRPD3 PE=1 SV=1 P62318 

Importin subunit alpha-3 OS=Homo sapiens GN=KPNA4 PE=1 SV=1 O00629 

Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens GN=UBE2V2 PE=1 SV=4 Q15819 

Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=1 P56537 

Protein flightless-1 homolog OS=Homo sapiens GN=FLII PE=1 SV=2 Q13045 

Mitogen-activated protein kinase 3 OS=Homo sapiens GN=MAPK3 PE=1 SV=4 P27361 

Casein kinase II subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=1 P68400 

Moesin OS=Homo sapiens GN=MSN PE=1 SV=3 P26038 

Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=2 P23588 

Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Homo sapiens GN=GNAI2 PE=1 SV=3 P04899 

Nucleolar GTP-binding protein 1 OS=Homo sapiens GN=GTPBP4 PE=1 SV=3 Q9BZE4 

ATP-dependent RNA helicase A OS=Homo sapiens GN=DHX9 PE=1 SV=4 Q08211 

Fermitin family homolog 2 OS=Homo sapiens GN=FERMT2 PE=1 SV=1 Q96AC1 

Ubiquilin-1 OS=Homo sapiens GN=UBQLN1 PE=1 SV=2 Q9UMX0 

Growth arrest and DNA damage-inducible proteins-interacting protein 1 OS=Homo sapiens GN=GADD45GIP1 PE=1 SV=1 Q8TAE8 

Pyruvate kinase PKM OS=Homo sapiens GN=PKM PE=1 SV=4 P14618 

Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=4 P31943 

Casein kinase II subunit beta OS=Homo sapiens GN=CSNK2B PE=1 SV=1 P67870 

Prolyl 4-hydroxylase subunit alpha-1 OS=Homo sapiens GN=P4HA1 PE=1 SV=2 P13674 
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Mitochondrial antiviral-signaling protein OS=Homo sapiens GN=MAVS PE=1 SV=2 Q7Z434 

Twinfilin-1 OS=Homo sapiens GN=TWF1 PE=1 SV=3 Q12792 

Probable ATP-dependent RNA helicase DHX36 OS=Homo sapiens GN=DHX36 PE=1 SV=2 Q9H2U1 

Cell division cycle 5-like protein OS=Homo sapiens GN=CDC5L PE=1 SV=2 Q99459 

Glia maturation factor beta OS=Homo sapiens GN=GMFB PE=1 SV=2 P60983 

Acetyl-CoA carboxylase 1 OS=Homo sapiens GN=ACACA PE=1 SV=2 Q13085 

Dynactin subunit 4 OS=Homo sapiens GN=DCTN4 PE=1 SV=1 Q9UJW0 

Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=3 O43396 

Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2 P09936 

Alpha-aminoadipic semialdehyde dehydrogenase OS=Homo sapiens GN=ALDH7A1 PE=1 SV=5 P49419 

Protein PRRC1 OS=Homo sapiens GN=PRRC1 PE=1 SV=1 Q96M27 

Ras-related protein Rap-1b OS=Homo sapiens GN=RAP1B PE=1 SV=1 P61224 

Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens GN=FNTA PE=1 SV=1 P49354 

Prefoldin subunit 1 OS=Homo sapiens GN=PFDN1 PE=1 SV=2 O60925 

40S ribosomal protein S16 OS=Homo sapiens GN=RPS16 PE=1 SV=2 P62249 

Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=4 Q9Y3A5 

Glutamate-rich WD repeat-containing protein 1 OS=Homo sapiens GN=GRWD1 PE=1 SV=1 Q9BQ67 

Kinesin-like protein KIF11 OS=Homo sapiens GN=KIF11 PE=1 SV=2 P52732 

Cold shock domain-containing protein E1 OS=Homo sapiens GN=CSDE1 PE=1 SV=2 O75534 

Polyadenylate-binding protein 1 OS=Homo sapiens GN=PABPC1 PE=1 SV=2 P11940 

Microtubule-associated protein 1B OS=Homo sapiens GN=MAP1B PE=1 SV=2 P46821 

Polyribonucleotide nucleotidyltransferase 1, mitochondrial OS=Homo sapiens GN=PNPT1 PE=1 SV=2 Q8TCS8 

Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=2 Q99798 

Putative adenosylhomocysteinase 2 OS=Homo sapiens GN=AHCYL1 PE=1 SV=2 O43865 

Neudesin OS=Homo sapiens GN=NENF PE=1 SV=1 Q9UMX5 

Myb-binding protein 1A OS=Homo sapiens GN=MYBBP1A PE=1 SV=2 Q9BQG0 

Hematological and neurological expressed 1-like protein OS=Homo sapiens GN=HN1L PE=1 SV=1 Q9H910 

Ubiquitin carboxyl-terminal hydrolase 10 OS=Homo sapiens GN=USP10 PE=1 SV=2 Q14694 



 
 
 
 

ccci 
 

GDP-fucose protein O-fucosyltransferase 1 OS=Homo sapiens GN=POFUT1 PE=1 SV=1 Q9H488 

HBS1-like protein OS=Homo sapiens GN=HBS1L PE=1 SV=1 Q9Y450 

Glyoxylate reductase/hydroxypyruvate reductase OS=Homo sapiens GN=GRHPR PE=1 SV=1 Q9UBQ7 

Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1 P07339 

Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=1 P22392 

Ras-related protein Rab-11B OS=Homo sapiens GN=RAB11B PE=1 SV=4 Q15907 

Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 P06396 

Gem-associated protein 5 OS=Homo sapiens GN=GEMIN5 PE=1 SV=3 Q8TEQ6 

Nicotinamide N-methyltransferase OS=Homo sapiens GN=NNMT PE=1 SV=1 P40261 

DnaJ homolog subfamily B member 1 OS=Homo sapiens GN=DNAJB1 PE=1 SV=4 P25685 

Estradiol 17-beta-dehydrogenase 12 OS=Homo sapiens GN=HSD17B12 PE=1 SV=2 Q53GQ0 

Melanoma-associated antigen D2 OS=Homo sapiens GN=MAGED2 PE=1 SV=2 Q9UNF1 

Glyoxalase domain-containing protein 4 OS=Homo sapiens GN=GLOD4 PE=1 SV=1 Q9HC38 

Sialic acid synthase OS=Homo sapiens GN=NANS PE=1 SV=2 Q9NR45 

Signal peptidase complex catalytic subunit SEC11A OS=Homo sapiens GN=SEC11A PE=1 SV=1 P67812 

Crooked neck-like protein 1 OS=Homo sapiens GN=CRNKL1 PE=1 SV=4 Q9BZJ0 

Cullin-3 OS=Homo sapiens GN=CUL3 PE=1 SV=2 Q13618 

Rab GTPase-binding effector protein 1 OS=Homo sapiens GN=RABEP1 PE=1 SV=2 Q15276 

Thymidine kinase, cytosolic OS=Homo sapiens GN=TK1 PE=1 SV=2 P04183 

Tubulin-folding cofactor B OS=Homo sapiens GN=TBCB PE=1 SV=2 Q99426 

40S ribosomal protein S21 OS=Homo sapiens GN=RPS21 PE=1 SV=1 P63220 

Chitobiosyldiphosphodolichol beta-mannosyltransferase OS=Homo sapiens GN=ALG1 PE=1 SV=2 Q9BT22 

Treacle protein OS=Homo sapiens GN=TCOF1 PE=1 SV=3 Q13428 

Serine palmitoyltransferase 1 OS=Homo sapiens GN=SPTLC1 PE=1 SV=1 O15269 

Proteasome subunit beta type-5 OS=Homo sapiens GN=PSMB5 PE=1 SV=3 P28074 

Trans-Golgi network integral membrane protein 2 OS=Homo sapiens GN=TGOLN2 PE=1 SV=2 O43493 

Brain acid soluble protein 1 OS=Homo sapiens GN=BASP1 PE=1 SV=2 P80723 

Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens GN=PRPS1 PE=1 SV=2 P60891 



 
 
 
 

cccii 
 

Rab GTPase-activating protein 1 OS=Homo sapiens GN=RABGAP1 PE=1 SV=3 Q9Y3P9 

Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=1 P13073 

Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3 P28066 

26S protease regulatory subunit 8 OS=Homo sapiens GN=PSMC5 PE=1 SV=1 P62195 

Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=1 O75131 

Peroxisomal acyl-coenzyme A oxidase 3 OS=Homo sapiens GN=ACOX3 PE=1 SV=2 O15254 

Sorting nexin-12 OS=Homo sapiens GN=SNX12 PE=1 SV=3 Q9UMY4 

Thioredoxin domain-containing protein 9 OS=Homo sapiens GN=TXNDC9 PE=1 SV=2 O14530 

Peptidyl-prolyl cis-trans isomerase FKBP11 OS=Homo sapiens GN=FKBP11 PE=1 SV=1 Q9NYL4 

DnaJ homolog subfamily A member 1 OS=Homo sapiens GN=DNAJA1 PE=1 SV=2 P31689 

Protein phosphatase methylesterase 1 OS=Homo sapiens GN=PPME1 PE=1 SV=3 Q9Y570 

60S acidic ribosomal protein P1 OS=Homo sapiens GN=RPLP1 PE=1 SV=1 P05386 

Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=2 Q9P258 

Exportin-1 OS=Homo sapiens GN=XPO1 PE=1 SV=1 O14980 

Ubiquitin conjugation factor E4 B OS=Homo sapiens GN=UBE4B PE=1 SV=1 O95155 

Protein FAM203A OS=Homo sapiens GN=FAM203A PE=1 SV=1 Q9BTY7 

Plexin-B2 OS=Homo sapiens GN=PLXNB2 PE=1 SV=3 O15031 

39S ribosomal protein L49, mitochondrial OS=Homo sapiens GN=MRPL49 PE=1 SV=1 Q13405 

Rho-related GTP-binding protein RhoG OS=Homo sapiens GN=RHOG PE=1 SV=1 P84095 

Alcohol dehydrogenase [NADP(+)] OS=Homo sapiens GN=AKR1A1 PE=1 SV=3 P14550 

AP-1 complex subunit beta-1 OS=Homo sapiens GN=AP1B1 PE=1 SV=2 Q10567 

60S ribosomal protein L26-like 1 OS=Homo sapiens GN=RPL26L1 PE=1 SV=1 Q9UNX3 

28S ribosomal protein S31, mitochondrial OS=Homo sapiens GN=MRPS31 PE=1 SV=3 Q92665 

Catalase OS=Homo sapiens GN=CAT PE=1 SV=3 P04040 

Signal recognition particle receptor subunit beta OS=Homo sapiens GN=SRPRB PE=1 SV=3 Q9Y5M8 

Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=3 P54578 

S-formylglutathione hydrolase OS=Homo sapiens GN=ESD PE=1 SV=2 P10768 

Interleukin enhancer-binding factor 3 OS=Homo sapiens GN=ILF3 PE=1 SV=3 Q12906 



 
 
 
 

ccciii 
 

5'-AMP-activated protein kinase subunit gamma-1 OS=Homo sapiens GN=PRKAG1 PE=1 SV=1 P54619 

Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens GN=EIF3A PE=1 SV=1 Q14152 

Splicing factor U2AF 35 kDa subunit OS=Homo sapiens GN=U2AF1 PE=1 SV=3 Q01081 

Far upstream element-binding protein 2 OS=Homo sapiens GN=KHSRP PE=1 SV=4 Q92945 

Proline synthase co-transcribed bacterial homolog protein OS=Homo sapiens GN=PROSC PE=1 SV=1 O94903 

Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens GN=ANP32E PE=1 SV=1 Q9BTT0 

Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=1 SV=2 P36776 

Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=3 P53992 

Coatomer subunit gamma-1 OS=Homo sapiens GN=COPG1 PE=1 SV=1 Q9Y678 

Sister chromatid cohesion protein PDS5 homolog A OS=Homo sapiens GN=PDS5A PE=1 SV=1 Q29RF7 

Aspartate aminotransferase, cytoplasmic OS=Homo sapiens GN=GOT1 PE=1 SV=3 P17174 

Exosome complex component MTR3 OS=Homo sapiens GN=EXOSC6 PE=1 SV=1 Q5RKV6 

Basigin OS=Homo sapiens GN=BSG PE=1 SV=2 P35613 

Protein TFG OS=Homo sapiens GN=TFG PE=1 SV=2 Q92734 

Unconventional myosin-Ib OS=Homo sapiens GN=MYO1B PE=1 SV=3 O43795 

Prostaglandin E synthase 3 OS=Homo sapiens GN=PTGES3 PE=1 SV=1 Q15185 

Nucleobindin-2 OS=Homo sapiens GN=NUCB2 PE=1 SV=2 P80303 

60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=1 P18124 

F-actin-capping protein subunit alpha-2 OS=Homo sapiens GN=CAPZA2 PE=1 SV=3 P47755 

Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 P35579 

Guanine nucleotide-binding protein-like 1 OS=Homo sapiens GN=GNL1 PE=1 SV=2 P36915 

Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1 P35222 

Redox-regulatory protein FAM213A OS=Homo sapiens GN=FAM213A PE=1 SV=3 Q9BRX8 

Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens GN=DDX46 PE=1 SV=2 Q7L014 

Transcription elongation factor A protein 1 OS=Homo sapiens GN=TCEA1 PE=1 SV=2 P23193 

Non-syndromic hearing impairment protein 5 OS=Homo sapiens GN=DFNA5 PE=1 SV=2 O60443 

Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=2 P00441 

4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3 P49189 



 
 
 
 

ccciv 
 

AP-2 complex subunit beta OS=Homo sapiens GN=AP2B1 PE=1 SV=1 P63010 

Host cell factor 1 OS=Homo sapiens GN=HCFC1 PE=1 SV=2 P51610 

PDZ and LIM domain protein 5 OS=Homo sapiens GN=PDLIM5 PE=1 SV=5 Q96HC4 

U4/U6 small nuclear ribonucleoprotein Prp4 OS=Homo sapiens GN=PRPF4 PE=1 SV=2 O43172 

Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=1 Q13310 

Brefeldin A-inhibited guanine nucleotide-exchange protein 1 OS=Homo sapiens GN=ARFGEF1 PE=1 SV=2 Q9Y6D6 

General transcription factor IIF subunit 1 OS=Homo sapiens GN=GTF2F1 PE=1 SV=2 P35269 

Nuclear receptor corepressor 2 OS=Homo sapiens GN=NCOR2 PE=1 SV=2 Q9Y618 

Dynein light chain roadblock-type 1 OS=Homo sapiens GN=DYNLRB1 PE=1 SV=3 Q9NP97 

Epidermal growth factor receptor substrate 15-like 1 OS=Homo sapiens GN=EPS15L1 PE=1 SV=1 Q9UBC2 

tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit TRM6 OS=Homo sapiens GN=TRMT6 PE=1 SV=1 Q9UJA5 

Translocon-associated protein subunit alpha OS=Homo sapiens GN=SSR1 PE=1 SV=3 P43307 

Optineurin OS=Homo sapiens GN=OPTN PE=1 SV=2 Q96CV9 

Succinyl-CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Homo sapiens GN=SUCLG2 PE=1 SV=2 Q96I99 

Mth938 domain-containing protein OS=Homo sapiens GN=AAMDC PE=1 SV=1 Q9H7C9 

Caprin-1 OS=Homo sapiens GN=CAPRIN1 PE=1 SV=2 Q14444 

Hematological and neurological expressed 1 protein OS=Homo sapiens GN=HN1 PE=1 SV=3 Q9UK76 

Helicase SKI2W OS=Homo sapiens GN=SKIV2L PE=1 SV=3 Q15477 

Osteoclast-stimulating factor 1 OS=Homo sapiens GN=OSTF1 PE=1 SV=2 Q92882 

Paxillin OS=Homo sapiens GN=PXN PE=1 SV=3 P49023 

Synaptosomal-associated protein 23 OS=Homo sapiens GN=SNAP23 PE=1 SV=1 O00161 

AP-3 complex subunit beta-1 OS=Homo sapiens GN=AP3B1 PE=1 SV=3 O00203 

Filamin-binding LIM protein 1 OS=Homo sapiens GN=FBLIM1 PE=1 SV=2 Q8WUP2 

MARCKS-related protein OS=Homo sapiens GN=MARCKSL1 PE=1 SV=2 P49006 

Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2 PE=1 SV=4 P26368 

N6-adenosine-methyltransferase subunit METTL14 OS=Homo sapiens GN=METTL14 PE=1 SV=2 Q9HCE5 

Signal recognition particle 54 kDa protein OS=Homo sapiens GN=SRP54 PE=1 SV=1 P61011 

Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=2 Q99471 



 
 
 
 

cccv 
 

Nitric oxide synthase-interacting protein OS=Homo sapiens GN=NOSIP PE=1 SV=1 Q9Y314 

Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens GN=PPIB PE=1 SV=2 P23284 

V-type proton ATPase catalytic subunit A OS=Homo sapiens GN=ATP6V1A PE=1 SV=2 P38606 

DNA mismatch repair protein Msh6 OS=Homo sapiens GN=MSH6 PE=1 SV=2 P52701 

HEAT repeat-containing protein 6 OS=Homo sapiens GN=HEATR6 PE=1 SV=1 Q6AI08 

Nexilin OS=Homo sapiens GN=NEXN PE=1 SV=1 Q0ZGT2 

Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens GN=PLOD2 PE=1 SV=2 O00469 

Enhancer of mRNA-decapping protein 4 OS=Homo sapiens GN=EDC4 PE=1 SV=1 Q6P2E9 

Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=3 O75347 

Exocyst complex component 1 OS=Homo sapiens GN=EXOC1 PE=1 SV=4 Q9NV70 

Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens GN=MAP2K2 PE=1 SV=1 P36507 

Alanyl-tRNA editing protein Aarsd1 OS=Homo sapiens GN=AARSD1 PE=1 SV=2 Q9BTE6 

Proteasome maturation protein OS=Homo sapiens GN=POMP PE=1 SV=1 Q9Y244 

Microtubule-associated protein 4 OS=Homo sapiens GN=MAP4 PE=1 SV=3 P27816 

40S ribosomal protein S6 OS=Homo sapiens GN=RPS6 PE=1 SV=1 P62753 

Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=2 Q92820 

Nuclear receptor-binding protein OS=Homo sapiens GN=NRBP1 PE=1 SV=1 Q9UHY1 

Lanosterol 14-alpha demethylase OS=Homo sapiens GN=CYP51A1 PE=1 SV=3 Q16850 

TOM1-like protein 2 OS=Homo sapiens GN=TOM1L2 PE=1 SV=1 Q6ZVM7 

Perilipin-3 OS=Homo sapiens GN=PLIN3 PE=1 SV=3 O60664 

Transcription factor BTF3 OS=Homo sapiens GN=BTF3 PE=1 SV=1 P20290 

Tetratricopeptide repeat protein 1 OS=Homo sapiens GN=TTC1 PE=1 SV=1 Q99614 

Putative helicase MOV-10 OS=Homo sapiens GN=MOV10 PE=1 SV=2 Q9HCE1 

Alpha-centractin OS=Homo sapiens GN=ACTR1A PE=1 SV=1 P61163 

Replication factor C subunit 2 OS=Homo sapiens GN=RFC2 PE=1 SV=3 P35250 

ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=2 Q8NE71 

Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=2 P09960 

Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1 P11142 



 
 
 
 

cccvi 
 

Protein transport protein Sec31A OS=Homo sapiens GN=SEC31A PE=1 SV=3 O94979 

Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=3 P07686 

Syntaxin-binding protein 1 OS=Homo sapiens GN=STXBP1 PE=1 SV=1 P61764 

Inverted formin-2 OS=Homo sapiens GN=INF2 PE=1 SV=2 Q27J81 

Cyclin-dependent kinase 4 OS=Homo sapiens GN=CDK4 PE=1 SV=2 P11802 

Niban-like protein 1 OS=Homo sapiens GN=FAM129B PE=1 SV=3 Q96TA1 

U6 snRNA-associated Sm-like protein LSm1 OS=Homo sapiens GN=LSM1 PE=1 SV=1 O15116 

Huntingtin-interacting protein K OS=Homo sapiens GN=HYPK PE=1 SV=2 Q9NX55 

E3 ubiquitin-protein ligase BRE1A OS=Homo sapiens GN=RNF20 PE=1 SV=2 Q5VTR2 

Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Homo sapiens GN=PDHB PE=1 SV=3 P11177 

Alcohol dehydrogenase class-3 OS=Homo sapiens GN=ADH5 PE=1 SV=4 P11766 

Histone H1.2 OS=Homo sapiens GN=HIST1H1C PE=1 SV=2 P16403 

Lamin-B1 OS=Homo sapiens GN=LMNB1 PE=1 SV=2 P20700 

Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=3 P07858 

Mitotic spindle assembly checkpoint protein MAD2A OS=Homo sapiens GN=MAD2L1 PE=1 SV=1 Q13257 

Transportin-3 OS=Homo sapiens GN=TNPO3 PE=1 SV=3 Q9Y5L0 

Mitochondrial import inner membrane translocase subunit Tim13 OS=Homo sapiens GN=TIMM13 PE=1 SV=1 Q9Y5L4 

Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1 O43765 

Nitrilase homolog 1 OS=Homo sapiens GN=NIT1 PE=1 SV=2 Q86X76 

Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=2 P49411 

40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2 P62241 

Protein C10 OS=Homo sapiens GN=C12orf57 PE=1 SV=1 Q99622 

Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1 P68104 

Peroxiredoxin-5, mitochondrial OS=Homo sapiens GN=PRDX5 PE=1 SV=4 P30044 

Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens GN=EIF2S3 PE=1 SV=3 P41091 

WASH complex subunit 7 OS=Homo sapiens GN=KIAA1033 PE=1 SV=2 Q2M389 

Structural maintenance of chromosomes protein 3 OS=Homo sapiens GN=SMC3 PE=1 SV=2 Q9UQE7 

Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 OS=Homo sapiens GN=SAMHD1 PE=1 SV=2 Q9Y3Z3 



 
 
 
 

cccvii 
 

CD2 antigen cytoplasmic tail-binding protein 2 OS=Homo sapiens GN=CD2BP2 PE=1 SV=1 O95400 

Inositol monophosphatase 1 OS=Homo sapiens GN=IMPA1 PE=1 SV=1 P29218 

SUMO-activating enzyme subunit 2 OS=Homo sapiens GN=UBA2 PE=1 SV=2 Q9UBT2 

Chromobox protein homolog 3 OS=Homo sapiens GN=CBX3 PE=1 SV=4 Q13185 

Transmembrane emp24 domain-containing protein 2 OS=Homo sapiens GN=TMED2 PE=1 SV=1 Q15363 

Phenylalanine--tRNA ligase alpha subunit OS=Homo sapiens GN=FARSA PE=1 SV=3 Q9Y285 

Prohibitin OS=Homo sapiens GN=PHB PE=1 SV=1 P35232 

Pyridoxal-dependent decarboxylase domain-containing protein 1 OS=Homo sapiens GN=PDXDC1 PE=1 SV=2 Q6P996 

Phosphoserine phosphatase OS=Homo sapiens GN=PSPH PE=1 SV=2 P78330 

Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens GN=PAFAH1B1 PE=1 SV=2 P43034 

Mitochondrial ribonuclease P protein 1 OS=Homo sapiens GN=TRMT10C PE=1 SV=2 Q7L0Y3 

Interferon regulatory factor 2-binding protein 2 OS=Homo sapiens GN=IRF2BP2 PE=1 SV=2 Q7Z5L9 

40S ribosomal protein S26 OS=Homo sapiens GN=RPS26 PE=1 SV=3 P62854 

Heme-binding protein 1 OS=Homo sapiens GN=HEBP1 PE=1 SV=1 Q9NRV9 

Glutathione S-transferase kappa 1 OS=Homo sapiens GN=GSTK1 PE=1 SV=3 Q9Y2Q3 

Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=2 P06753 

ADP-ribosylation factor-like protein 1 OS=Homo sapiens GN=ARL1 PE=1 SV=1 P40616 

Aspartyl/asparaginyl beta-hydroxylase OS=Homo sapiens GN=ASPH PE=1 SV=3 Q12797 

Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1 P05023 

Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=HARS PE=1 SV=2 P12081 

Coronin-1C OS=Homo sapiens GN=CORO1C PE=1 SV=1 Q9ULV4 

Dihydropyrimidinase-related protein 2 OS=Homo sapiens GN=DPYSL2 PE=1 SV=1 Q16555 

Histone-binding protein RBBP4 OS=Homo sapiens GN=RBBP4 PE=1 SV=3 Q09028 

tRNA methyltransferase 112 homolog OS=Homo sapiens GN=TRMT112 PE=1 SV=1 Q9UI30 

UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=1 P54725 

Succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial OS=Homo sapiens GN=SUCLG1 PE=1 SV=4 P53597 

Protein diaphanous homolog 3 OS=Homo sapiens GN=DIAPH3 PE=1 SV=4 Q9NSV4 

Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=2 Q16512 
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Cysteine-rich protein 2 OS=Homo sapiens GN=CRIP2 PE=1 SV=1 P52943 

Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2 P37837 

Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5 P32119 

PRKC apoptosis WT1 regulator protein OS=Homo sapiens GN=PAWR PE=1 SV=1 Q96IZ0 

L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2 P00338 

cAMP-regulated phosphoprotein 19 OS=Homo sapiens GN=ARPP19 PE=1 SV=2 P56211 

N-alpha-acetyltransferase 20 OS=Homo sapiens GN=NAA20 PE=1 SV=1 P61599 

Ribonucleoside-diphosphate reductase large subunit OS=Homo sapiens GN=RRM1 PE=1 SV=1 P23921 

Elongator complex protein 2 OS=Homo sapiens GN=ELP2 PE=1 SV=2 Q6IA86 

Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2 P60660 

Large proline-rich protein BAG6 OS=Homo sapiens GN=BAG6 PE=1 SV=2 P46379 

60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=3 Q9Y3U8 

Golgi-associated plant pathogenesis-related protein 1 OS=Homo sapiens GN=GLIPR2 PE=1 SV=3 Q9H4G4 

Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Homo sapiens GN=GFPT1 PE=1 SV=3 Q06210 

Gamma-glutamylcyclotransferase OS=Homo sapiens GN=GGCT PE=1 SV=1 O75223 

Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=3 P55735 

C-terminal-binding protein 2 OS=Homo sapiens GN=CTBP2 PE=1 SV=1 P56545 

LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Homo sapiens GN=LETM1 PE=1 SV=1 O95202 

Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2 Q16186 

Echinoderm microtubule-associated protein-like 4 OS=Homo sapiens GN=EML4 PE=1 SV=3 Q9HC35 

Sorting nexin-3 OS=Homo sapiens GN=SNX3 PE=1 SV=3 O60493 

Ubiquitin conjugation factor E4 A OS=Homo sapiens GN=UBE4A PE=1 SV=2 Q14139 

Coatomer subunit gamma-2 OS=Homo sapiens GN=COPG2 PE=1 SV=1 Q9UBF2 

Phospholipase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 SV=2 Q9Y263 

Secernin-1 OS=Homo sapiens GN=SCRN1 PE=1 SV=2 Q12765 

Hemoglobin subunit beta OS=Homo sapiens GN=HBB PE=1 SV=2 P68871 

Coagulation factor V OS=Homo sapiens GN=F5 PE=1 SV=4 P12259 

45 kDa calcium-binding protein OS=Homo sapiens GN=SDF4 PE=1 SV=1 Q9BRK5 
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Elongation factor Ts, mitochondrial OS=Homo sapiens GN=TSFM PE=1 SV=2 P43897 

Leucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=LARS PE=1 SV=2 Q9P2J5 

Negative elongation factor E OS=Homo sapiens GN=NELFE PE=1 SV=3 P18615 

Synembryn-A OS=Homo sapiens GN=RIC8A PE=1 SV=3 Q9NPQ8 

Fascin OS=Homo sapiens GN=FSCN1 PE=1 SV=3 Q16658 

Protein phosphatase 1G OS=Homo sapiens GN=PPM1G PE=1 SV=1 O15355 

Ras GTPase-activating protein-binding protein 1 OS=Homo sapiens GN=G3BP1 PE=1 SV=1 Q13283 

LanC-like protein 1 OS=Homo sapiens GN=LANCL1 PE=1 SV=1 O43813 

Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1 Q9Y281 

Centrosomal protein of 170 kDa OS=Homo sapiens GN=CEP170 PE=1 SV=1 Q5SW79 

Structural maintenance of chromosomes protein 2 OS=Homo sapiens GN=SMC2 PE=1 SV=2 O95347 

Glucosamine 6-phosphate N-acetyltransferase OS=Homo sapiens GN=GNPNAT1 PE=1 SV=1 Q96EK6 

Signal transducing adapter molecule 1 OS=Homo sapiens GN=STAM PE=1 SV=3 Q92783 

Plasminogen activator inhibitor 1 RNA-binding protein OS=Homo sapiens GN=SERBP1 PE=1 SV=2 Q8NC51 

Heat shock protein beta-1 OS=Homo sapiens GN=HSPB1 PE=1 SV=2 P04792 

Palladin OS=Homo sapiens GN=PALLD PE=1 SV=3 Q8WX93 

Histone H2B type 1-M OS=Homo sapiens GN=HIST1H2BM PE=1 SV=3 Q99879 

Inosine-5'-monophosphate dehydrogenase 2 OS=Homo sapiens GN=IMPDH2 PE=1 SV=2 P12268 

26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1 P62191 

10 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPE1 PE=1 SV=2 P61604 

Actin-like protein 6A OS=Homo sapiens GN=ACTL6A PE=1 SV=1 O96019 

L-xylulose reductase OS=Homo sapiens GN=DCXR PE=1 SV=2 Q7Z4W1 

Hepatoma-derived growth factor-related protein 2 OS=Homo sapiens GN=HDGFRP2 PE=1 SV=1 Q7Z4V5 

NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens GN=NQO1 PE=1 SV=1 P15559 

Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=2 P09493 

Prefoldin subunit 2 OS=Homo sapiens GN=PFDN2 PE=1 SV=1 Q9UHV9 

TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=2 O75663 

Arfaptin-1 OS=Homo sapiens GN=ARFIP1 PE=1 SV=2 P53367 



 
 
 
 

cccx 
 

E3 ubiquitin-protein ligase KCMF1 OS=Homo sapiens GN=KCMF1 PE=1 SV=2 Q9P0J7 

Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-12 OS=Homo sapiens GN=GNG12 PE=1 SV=3 Q9UBI6 

GTP-binding protein Rheb OS=Homo sapiens GN=RHEB PE=1 SV=1 Q15382 

Anamorsin OS=Homo sapiens GN=CIAPIN1 PE=1 SV=2 Q6FI81 

Ubiquitin carboxyl-terminal hydrolase 11 OS=Homo sapiens GN=USP11 PE=1 SV=3 P51784 

14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1 P63104 

3-hydroxyacyl-CoA dehydrogenase type-2 OS=Homo sapiens GN=HSD17B10 PE=1 SV=3 Q99714 

Protein transport protein Sec61 subunit beta OS=Homo sapiens GN=SEC61B PE=1 SV=2 P60468 

Bifunctional 3'-phosphoadenosine 5'-phosphosulfate synthase 2 OS=Homo sapiens GN=PAPSS2 PE=1 SV=2 O95340 

26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens GN=PSMD2 PE=1 SV=3 Q13200 

Membrane-associated progesterone receptor component 1 OS=Homo sapiens GN=PGRMC1 PE=1 SV=3 O00264 

TELO2-interacting protein 1 homolog OS=Homo sapiens GN=TTI1 PE=1 SV=3 O43156 

DNA replication licensing factor MCM3 OS=Homo sapiens GN=MCM3 PE=1 SV=3 P25205 

ADP-ribosylation factor 5 OS=Homo sapiens GN=ARF5 PE=1 SV=2 P84085 

Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=1 Q9Y5Z4 

Sorting nexin-1 OS=Homo sapiens GN=SNX1 PE=1 SV=3 Q13596 

Filamin-B OS=Homo sapiens GN=FLNB PE=1 SV=2 O75369 

Transmembrane emp24 domain-containing protein 10 OS=Homo sapiens GN=TMED10 PE=1 SV=2 P49755 

Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=3 Q9P0L0 

Protein LTV1 homolog OS=Homo sapiens GN=LTV1 PE=1 SV=1 Q96GA3 

Fatty acid-binding protein, epidermal OS=Homo sapiens GN=FABP5 PE=1 SV=3 Q01469 

Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens GN=EIF2B1 PE=1 SV=1 Q14232 

Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens GN=PPP1R12A PE=1 SV=1 O14974 

Eukaryotic translation initiation factor 5 OS=Homo sapiens GN=EIF5 PE=1 SV=2 P55010 

Rab3 GTPase-activating protein non-catalytic subunit OS=Homo sapiens GN=RAB3GAP2 PE=1 SV=1 Q9H2M9 

ADP-ribosylation factor 4 OS=Homo sapiens GN=ARF4 PE=1 SV=3 P18085 

G patch domain and KOW motifs-containing protein OS=Homo sapiens GN=GPKOW PE=1 SV=2 Q92917 

Probable ATP-dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=2 Q92841 
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Gamma-enolase OS=Homo sapiens GN=ENO2 PE=1 SV=3 P09104 

UTP--glucose-1-phosphate uridylyltransferase OS=Homo sapiens GN=UGP2 PE=1 SV=5 Q16851 

A-kinase anchor protein 2 OS=Homo sapiens GN=AKAP2 PE=1 SV=3 Q9Y2D5 

60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3 P18621 

40S ribosomal protein S27 OS=Homo sapiens GN=RPS27 PE=1 SV=3 P42677 

Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2 P60903 

m7GpppX diphosphatase OS=Homo sapiens GN=DCPS PE=1 SV=2 Q96C86 

Serine/arginine-rich splicing factor 2 OS=Homo sapiens GN=SRSF2 PE=1 SV=4 Q01130 

40S ribosomal protein S12 OS=Homo sapiens GN=RPS12 PE=1 SV=3 P25398 

CTP synthase 1 OS=Homo sapiens GN=CTPS1 PE=1 SV=2 P17812 

Carbonyl reductase [NADPH] 1 OS=Homo sapiens GN=CBR1 PE=1 SV=3 P16152 

60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=2 P42766 

Leucine-rich repeat-containing protein 59 OS=Homo sapiens GN=LRRC59 PE=1 SV=1 Q96AG4 

Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=3 P67936 

Basic leucine zipper and W2 domain-containing protein 1 OS=Homo sapiens GN=BZW1 PE=1 SV=1 Q7L1Q6 

Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens GN=MAT2B PE=1 SV=1 Q9NZL9 

Vacuolar protein sorting-associated protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=1 Q9UN37 

Rho guanine nucleotide exchange factor 10 OS=Homo sapiens GN=ARHGEF10 PE=1 SV=4 O15013 

Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens GN=G6PD PE=1 SV=4 P11413 

Putative E3 ubiquitin-protein ligase UBR7 OS=Homo sapiens GN=UBR7 PE=1 SV=2 Q8N806 

BRCA2 and CDKN1A-interacting protein OS=Homo sapiens GN=BCCIP PE=1 SV=1 Q9P287 

Glycogen [starch] synthase, muscle OS=Homo sapiens GN=GYS1 PE=1 SV=2 P13807 

tRNA (cytosine(34)-C(5))-methyltransferase OS=Homo sapiens GN=NSUN2 PE=1 SV=2 Q08J23 

Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=2 Q9HB71 

Eukaryotic translation initiation factor 1A, X-chromosomal OS=Homo sapiens GN=EIF1AX PE=1 SV=2 P47813 

DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=2 Q99615 

Chondroitin sulfate proteoglycan 4 OS=Homo sapiens GN=CSPG4 PE=1 SV=2 Q6UVK1 

Zinc finger CCCH domain-containing protein 4 OS=Homo sapiens GN=ZC3H4 PE=1 SV=3 Q9UPT8 
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Ubiquitin-associated protein 2-like OS=Homo sapiens GN=UBAP2L PE=1 SV=2 Q14157 

CD9 antigen OS=Homo sapiens GN=CD9 PE=1 SV=4 P21926 

Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=3 P12955 

IST1 homolog OS=Homo sapiens GN=IST1 PE=1 SV=1 P53990 

GTP-binding protein SAR1a OS=Homo sapiens GN=SAR1A PE=1 SV=1 Q9NR31 

Ras-related protein Rab-18 OS=Homo sapiens GN=RAB18 PE=1 SV=1 Q9NP72 

U2 small nuclear ribonucleoprotein A' OS=Homo sapiens GN=SNRPA1 PE=1 SV=2 P09661 

AP-3 complex subunit delta-1 OS=Homo sapiens GN=AP3D1 PE=1 SV=1 O14617 

Catenin alpha-1 OS=Homo sapiens GN=CTNNA1 PE=1 SV=1 P35221 

FYVE, RhoGEF and PH domain-containing protein 4 OS=Homo sapiens GN=FGD4 PE=1 SV=2 Q96M96 

Hexokinase-1 OS=Homo sapiens GN=HK1 PE=1 SV=3 P19367 

Obg-like ATPase 1 OS=Homo sapiens GN=OLA1 PE=1 SV=2 Q9NTK5 

COP9 signalosome complex subunit 8 OS=Homo sapiens GN=COPS8 PE=1 SV=1 Q99627 

La-related protein 4 OS=Homo sapiens GN=LARP4 PE=1 SV=3 Q71RC2 

Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=7 P05787 

Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1 P12004 

U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=3 P09012 

Importin-4 OS=Homo sapiens GN=IPO4 PE=1 SV=2 Q8TEX9 

Electron transfer flavoprotein subunit beta OS=Homo sapiens GN=ETFB PE=1 SV=3 P38117 

Adenosylhomocysteinase OS=Homo sapiens GN=AHCY PE=1 SV=4 P23526 

UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110 kDa subunit OS=Homo sapiens GN=OGT PE=1 SV=3 O15294 

cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=2 P17612 

Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1 P68366 

ADP-ribosylation factor-like protein 2 OS=Homo sapiens GN=ARL2 PE=1 SV=4 P36404 

Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1, mitochondrial OS=Homo sapiens GN=DHTKD1 PE=1 SV=2 Q96HY7 

Protein transport protein Sec23A OS=Homo sapiens GN=SEC23A PE=1 SV=2 Q15436 

Protein diaphanous homolog 1 OS=Homo sapiens GN=DIAPH1 PE=1 SV=2 O60610 

Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=1 P12277 
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Ribonucleoprotein PTB-binding 1 OS=Homo sapiens GN=RAVER1 PE=1 SV=1 Q8IY67 

SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens GN=SH3BGRL PE=1 SV=1 O75368 

Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens GN=EIF3H PE=1 SV=1 O15372 

Elongation factor G, mitochondrial OS=Homo sapiens GN=GFM1 PE=1 SV=2 Q96RP9 

Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens GN=EIF3D PE=1 SV=1 O15371 

Transmembrane protein 43 OS=Homo sapiens GN=TMEM43 PE=1 SV=1 Q9BTV4 

Myosin-10 OS=Homo sapiens GN=MYH10 PE=1 SV=3 P35580 

Protein kinase C alpha type OS=Homo sapiens GN=PRKCA PE=1 SV=4 P17252 

Oxysterol-binding protein 1 OS=Homo sapiens GN=OSBP PE=1 SV=1 P22059 

Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=1 Q9H0E2 

AP-2 complex subunit mu OS=Homo sapiens GN=AP2M1 PE=1 SV=2 Q96CW1 

Transgelin-2 OS=Homo sapiens GN=TAGLN2 PE=1 SV=3 P37802 

Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens GN=ATP2A2 PE=1 SV=1 P16615 

Branched-chain-amino-acid aminotransferase, mitochondrial OS=Homo sapiens GN=BCAT2 PE=1 SV=2 O15382 

60S ribosomal protein L31 OS=Homo sapiens GN=RPL31 PE=1 SV=1 P62899 

40S ribosomal protein S20 OS=Homo sapiens GN=RPS20 PE=1 SV=1 P60866 

Caseinolytic peptidase B protein homolog OS=Homo sapiens GN=CLPB PE=1 SV=1 Q9H078 

Fermitin family homolog 3 OS=Homo sapiens GN=FERMT3 PE=1 SV=1 Q86UX7 

Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2 O43852 

26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens GN=PSMD1 PE=1 SV=2 Q99460 

Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3 P23528 

Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2 P45974 

Mitogen-activated protein kinase kinase kinase kinase 4 OS=Homo sapiens GN=MAP4K4 PE=1 SV=2 O95819 

Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens GN=UBE2V1 PE=1 SV=2 Q13404 

E3 ubiquitin-protein ligase NEDD4 OS=Homo sapiens GN=NEDD4 PE=1 SV=4 P46934 

Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=PCMT1 PE=1 SV=4 P22061 

Apoptosis regulator BAX OS=Homo sapiens GN=BAX PE=1 SV=1 Q07812 

Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=1 P02647 
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Putative deoxyribose-phosphate aldolase OS=Homo sapiens GN=DERA PE=1 SV=2 Q9Y315 

Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3 P04406 

ADP-sugar pyrophosphatase OS=Homo sapiens GN=NUDT5 PE=1 SV=1 Q9UKK9 

Sulfotransferase family cytosolic 1B member 1 OS=Homo sapiens GN=SULT1B1 PE=1 SV=2 O43704 

Interferon-induced guanylate-binding protein 1 OS=Homo sapiens GN=GBP1 PE=1 SV=2 P32455 

Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1 SV=2 P48739 

Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2 P22626 

DNA ligase 1 OS=Homo sapiens GN=LIG1 PE=1 SV=1 P18858 

Ras-related protein Rab-14 OS=Homo sapiens GN=RAB14 PE=1 SV=4 P61106 

Glycine--tRNA ligase OS=Homo sapiens GN=GARS PE=1 SV=3 P41250 

Zinc finger CCHC domain-containing protein 8 OS=Homo sapiens GN=ZCCHC8 PE=1 SV=2 Q6NZY4 

Nuclear factor NF-kappa-B p100 subunit OS=Homo sapiens GN=NFKB2 PE=1 SV=4 Q00653 

Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1 Q06830 

Protein LZIC OS=Homo sapiens GN=LZIC PE=1 SV=1 Q8WZA0 

Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens GN=PPIA PE=1 SV=2 P62937 

Actin-binding protein anillin OS=Homo sapiens GN=ANLN PE=1 SV=2 Q9NQW6 

Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1 P14625 

Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=1 SV=3 O14579 

Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1 P60709 

Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1 P63261 

Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1 P68363 

Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1 Q71U36 

Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1 Q9BQE3 

Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1 P68032 

Beta-actin-like protein 2 OS=Homo sapiens GN=ACTBL2 PE=1 SV=2 Q562R1 

Ras-related protein Rab-1B OS=Homo sapiens GN=RAB1B PE=1 SV=1 Q9H0U4 

Heterogeneous nuclear ribonucleoprotein H2 OS=Homo sapiens GN=HNRNPH2 PE=1 SV=1 P55795 

Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=3 O95757 
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Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=1 P62714 

HLA class I histocompatibility antigen, Cw-15 alpha chain OS=Homo sapiens GN=HLA-C PE=1 SV=1 Q07000 

Ras-related C3 botulinum toxin substrate 2 OS=Homo sapiens GN=RAC2 PE=1 SV=1 P15153 

Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2 OS=Homo sapiens GN=GNB2 PE=1 SV=3 P62879 

Protein transport protein Sec23B OS=Homo sapiens GN=SEC23B PE=1 SV=2 Q15437 

Ubiquilin-4 OS=Homo sapiens GN=UBQLN4 PE=1 SV=2 Q9NRR5 

Beta-centractin OS=Homo sapiens GN=ACTR1B PE=1 SV=1 P42025 

E3 ubiquitin-protein ligase TRIM32 OS=Homo sapiens GN=TRIM32 PE=1 SV=2 Q13049 

ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=7 P05141 

HLA class I histocompatibility antigen, A-69 alpha chain OS=Homo sapiens GN=HLA-A PE=1 SV=2 P10316 

ADP/ATP translocase 3 OS=Homo sapiens GN=SLC25A6 PE=1 SV=4 P12236 

Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Homo sapiens GN=GSPT2 PE=1 SV=2 Q8IYD1 

L-lactate dehydrogenase C chain OS=Homo sapiens GN=LDHC PE=1 SV=4 P07864 

Ras-related protein Rab-13 OS=Homo sapiens GN=RAB13 PE=1 SV=1 P51153 

High mobility group protein B2 OS=Homo sapiens GN=HMGB2 PE=1 SV=2 P26583 

Protein phosphatase 1 regulatory subunit 14B OS=Homo sapiens GN=PPP1R14B PE=1 SV=3 Q96C90 

UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=1 SV=2 Q3KQV9 

Pyrroline-5-carboxylate reductase 1, mitochondrial OS=Homo sapiens GN=PYCR1 PE=1 SV=2 P32322 

Oxygen-dependent coproporphyrinogen-III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=3 P36551 

40S ribosomal protein S4, Y isoform 1 OS=Homo sapiens GN=RPS4Y1 PE=1 SV=2 P22090 

Nucleoporin NUP188 homolog OS=Homo sapiens GN=NUP188 PE=1 SV=1 Q5SRE5 

Serine/threonine-protein kinase PAK 1 OS=Homo sapiens GN=PAK1 PE=1 SV=2 Q13153 

Ras-related protein Rap-2c OS=Homo sapiens GN=RAP2C PE=1 SV=1 Q9Y3L5 

Ras-related protein Rap-2b OS=Homo sapiens GN=RAP2B PE=1 SV=1 P61225 

Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3 OS=Homo sapiens GN=PLOD3 PE=1 SV=1 O60568 

Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=2 P31040 

Adenylosuccinate lyase OS=Homo sapiens GN=ADSL PE=1 SV=2 P30566 

Thymosin beta-4 OS=Homo sapiens GN=TMSB4X PE=1 SV=2 P62328 
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TLD domain-containing protein 1 OS=Homo sapiens GN=TLDC1 PE=1 SV=2 Q6P9B6 

Vacuolar protein sorting-associated protein 33A OS=Homo sapiens GN=VPS33A PE=1 SV=1 Q96AX1 

Protein YIF1B OS=Homo sapiens GN=YIF1B PE=1 SV=1 Q5BJH7 

Replication protein A 32 kDa subunit OS=Homo sapiens GN=RPA2 PE=1 SV=1 P15927 

Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=3 Q9UKK3 

Kinesin light chain 4 OS=Homo sapiens GN=KLC4 PE=1 SV=3 Q9NSK0 

Putative adenosylhomocysteinase 3 OS=Homo sapiens GN=AHCYL2 PE=1 SV=1 Q96HN2 

E3 ubiquitin-protein ligase BRE1B OS=Homo sapiens GN=RNF40 PE=1 SV=4 O75150 

Guanine nucleotide-binding protein subunit alpha-13 OS=Homo sapiens GN=GNA13 PE=1 SV=2 Q14344 

Calcineurin-like phosphoesterase domain-containing protein 1 OS=Homo sapiens GN=CPPED1 PE=1 SV=3 Q9BRF8 

Ethylmalonyl-CoA decarboxylase OS=Homo sapiens GN=ECHDC1 PE=1 SV=2 Q9NTX5 

TATA-binding protein-associated factor 2N OS=Homo sapiens GN=TAF15 PE=1 SV=1 Q92804 

Leucine zipper protein 1 OS=Homo sapiens GN=LUZP1 PE=1 SV=2 Q86V48 

STE20/SPS1-related proline-alanine-rich protein kinase OS=Homo sapiens GN=STK39 PE=1 SV=3 Q9UEW8 

Cullin-4A OS=Homo sapiens GN=CUL4A PE=1 SV=3 Q13619 

Aspartyl aminopeptidase OS=Homo sapiens GN=DNPEP PE=1 SV=1 Q9ULA0 

Protein FAM3C OS=Homo sapiens GN=FAM3C PE=1 SV=1 Q92520 

Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=1 Q6PGP7 

Protein phosphatase 1B OS=Homo sapiens GN=PPM1B PE=1 SV=1 O75688 

Integrator complex subunit 4 OS=Homo sapiens GN=INTS4 PE=1 SV=2 Q96HW7 

GTP-binding protein 1 OS=Homo sapiens GN=GTPBP1 PE=1 SV=3 O00178 

Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=2 Q9BSJ2 

Histone deacetylase 1 OS=Homo sapiens GN=HDAC1 PE=1 SV=1 Q13547 

Elongation factor Tu GTP-binding domain-containing protein 1 OS=Homo sapiens GN=EFTUD1 PE=1 SV=2 Q7Z2Z2 

Nucleolysin TIA-1 isoform p40 OS=Homo sapiens GN=TIA1 PE=1 SV=3 P31483 

Histone deacetylase 2 OS=Homo sapiens GN=HDAC2 PE=1 SV=2 Q92769 

Transcriptional activator protein Pur-beta OS=Homo sapiens GN=PURB PE=1 SV=3 Q96QR8 

Protein SAAL1 OS=Homo sapiens GN=SAAL1 PE=1 SV=2 Q96ER3 
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Nuclear pore complex protein Nup88 OS=Homo sapiens GN=NUP88 PE=1 SV=2 Q99567 

Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=1 P10301 

Cell division cycle protein 123 homolog OS=Homo sapiens GN=CDC123 PE=1 SV=1 O75794 

Protein phosphatase 1 regulatory subunit 12C OS=Homo sapiens GN=PPP1R12C PE=1 SV=1 Q9BZL4 

Protein phosphatase 1A OS=Homo sapiens GN=PPM1A PE=1 SV=1 P35813 

39S ribosomal protein L28, mitochondrial OS=Homo sapiens GN=MRPL28 PE=1 SV=4 Q13084 

Axin interactor, dorsalization-associated protein OS=Homo sapiens GN=AIDA PE=1 SV=1 Q96BJ3 

Interferon-induced transmembrane protein 2 OS=Homo sapiens GN=IFITM2 PE=1 SV=2 Q01629 

Interferon-induced transmembrane protein 3 OS=Homo sapiens GN=IFITM3 PE=1 SV=2 Q01628 

Inosine triphosphate pyrophosphatase OS=Homo sapiens GN=ITPA PE=1 SV=2 Q9BY32 

Cep170-like protein OS=Homo sapiens GN=CEP170P1 PE=5 SV=2 Q96L14 

Activating signal cointegrator 1 complex subunit 1 OS=Homo sapiens GN=ASCC1 PE=1 SV=1 Q8N9N2 

Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform OS=Homo sapiens GN=PPP3CA PE=1 SV=1 Q08209 

cAMP-dependent protein kinase type II-beta regulatory subunit OS=Homo sapiens GN=PRKAR2B PE=1 SV=3 P31323 

Tetratricopeptide repeat protein 38 OS=Homo sapiens GN=TTC38 PE=1 SV=1 Q5R3I4 

Tax1-binding protein 3 OS=Homo sapiens GN=TAX1BP3 PE=1 SV=2 O14907 

G-protein-signaling modulator 1 OS=Homo sapiens GN=GPSM1 PE=1 SV=2 Q86YR5 

Platelet-activating factor acetylhydrolase IB subunit gamma OS=Homo sapiens GN=PAFAH1B3 PE=1 SV=1 Q15102 

Deoxyhypusine hydroxylase OS=Homo sapiens GN=DOHH PE=1 SV=1 Q9BU89 

Polypeptide N-acetylgalactosaminyltransferase 1 OS=Homo sapiens GN=GALNT1 PE=1 SV=1 Q10472 

U4/U6.U5 tri-snRNP-associated protein 2 OS=Homo sapiens GN=USP39 PE=1 SV=2 Q53GS9 

Actin-related protein 2/3 complex subunit 5-like protein OS=Homo sapiens GN=ARPC5L PE=1 SV=1 Q9BPX5 

Heat shock 70 kDa protein 13 OS=Homo sapiens GN=HSPA13 PE=1 SV=1 P48723 

Phosphatidylinositol 5-phosphate 4-kinase type-2 gamma OS=Homo sapiens GN=PIP4K2C PE=1 SV=3 Q8TBX8 

F-box-like/WD repeat-containing protein TBL1XR1 OS=Homo sapiens GN=TBL1XR1 PE=1 SV=1 Q9BZK7 

Nucleolar and coiled-body phosphoprotein 1 OS=Homo sapiens GN=NOLC1 PE=1 SV=2 Q14978 

Transforming growth factor beta-1-induced transcript 1 protein OS=Homo sapiens GN=TGFB1I1 PE=1 SV=2 O43294 

Ribonuclease H2 subunit C OS=Homo sapiens GN=RNASEH2C PE=1 SV=1 Q8TDP1 
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Small ubiquitin-related modifier 4 OS=Homo sapiens GN=SUMO4 PE=1 SV=2 Q6EEV6 

Sperm-associated antigen 7 OS=Homo sapiens GN=SPAG7 PE=1 SV=2 O75391 

Heat shock factor-binding protein 1 OS=Homo sapiens GN=HSBP1 PE=1 SV=1 O75506 

Mitochondrial import inner membrane translocase subunit Tim8 A OS=Homo sapiens GN=TIMM8A PE=1 SV=1 O60220 

Peptidyl-prolyl cis-trans isomerase FKBP9 OS=Homo sapiens GN=FKBP9 PE=1 SV=2 O95302 

V-type proton ATPase subunit G 1 OS=Homo sapiens GN=ATP6V1G1 PE=1 SV=3 O75348 

Poly(rC)-binding protein 4 OS=Homo sapiens GN=PCBP4 PE=2 SV=1 P57723 

Chloride channel CLIC-like protein 1 OS=Homo sapiens GN=CLCC1 PE=1 SV=1 Q96S66 

Extended synaptotagmin-2 OS=Homo sapiens GN=ESYT2 PE=1 SV=1 A0FGR8 

Merlin OS=Homo sapiens GN=NF2 PE=1 SV=1 P35240 

Kinesin-like protein KIF1B OS=Homo sapiens GN=KIF1B PE=1 SV=5 O60333 

U2 small nuclear ribonucleoprotein B'' OS=Homo sapiens GN=SNRPB2 PE=1 SV=1 P08579 

RING finger protein 214 OS=Homo sapiens GN=RNF214 PE=1 SV=2 Q8ND24 

Ubiquitin-conjugating enzyme E2 E3 OS=Homo sapiens GN=UBE2E3 PE=1 SV=1 Q969T4 

Ubiquitin-conjugating enzyme E2 E2 OS=Homo sapiens GN=UBE2E2 PE=1 SV=1 Q96LR5 

HEAT repeat-containing protein 2 OS=Homo sapiens GN=HEATR2 PE=1 SV=4 Q86Y56 

Putative ATP-dependent Clp protease proteolytic subunit, mitochondrial OS=Homo sapiens GN=CLPP PE=1 SV=1 Q16740 

Keratin, type II cytoskeletal 6C OS=Homo sapiens GN=KRT6C PE=1 SV=3 P48668 

Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=4 P23142 

DNA repair protein RAD50 OS=Homo sapiens GN=RAD50 PE=1 SV=1 Q92878 

Lysyl oxidase homolog 2 OS=Homo sapiens GN=LOXL2 PE=1 SV=1 Q9Y4K0 

Kelch repeat and BTB domain-containing protein 12 OS=Homo sapiens GN=KBTBD12 PE=2 SV=2 Q3ZCT8 

Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=1 O95831 

Nuclear pore complex protein Nup50 OS=Homo sapiens GN=NUP50 PE=1 SV=2 Q9UKX7 

Ragulator complex protein LAMTOR5 OS=Homo sapiens GN=LAMTOR5 PE=1 SV=1 O43504 

Epididymal secretory protein E1 OS=Homo sapiens GN=NPC2 PE=1 SV=1 P61916 

Pericentriolar material 1 protein OS=Homo sapiens GN=PCM1 PE=1 SV=4 Q15154 

Rho-related GTP-binding protein RhoB OS=Homo sapiens GN=RHOB PE=1 SV=1 P62745 
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Coiled-coil domain-containing protein 22 OS=Homo sapiens GN=CCDC22 PE=1 SV=1 O60826 

Trypsin-1 OS=Homo sapiens GN=PRSS1 PE=1 SV=1 P07477 

Protein FAM98A OS=Homo sapiens GN=FAM98A PE=1 SV=1 Q8NCA5 

T-complex protein 11-like protein 1 OS=Homo sapiens GN=TCP11L1 PE=1 SV=1 Q9NUJ3 

Torsin-1A-interacting protein 1 OS=Homo sapiens GN=TOR1AIP1 PE=1 SV=2 Q5JTV8 

Caspase-7 OS=Homo sapiens GN=CASP7 PE=1 SV=1 P55210 

Macrophage erythroblast attacher OS=Homo sapiens GN=MAEA PE=1 SV=1 Q7L5Y9 

Signal transducing adapter molecule 2 OS=Homo sapiens GN=STAM2 PE=1 SV=1 O75886 

Histone H2A.V OS=Homo sapiens GN=H2AFV PE=1 SV=3 Q71UI9 

Spliceosome-associated protein CWC15 homolog OS=Homo sapiens GN=CWC15 PE=1 SV=2 Q9P013 

Gem-associated protein 4 OS=Homo sapiens GN=GEMIN4 PE=1 SV=2 P57678 

Transmembrane protein 109 OS=Homo sapiens GN=TMEM109 PE=1 SV=1 Q9BVC6 

Testis-expressed sequence 10 protein OS=Homo sapiens GN=TEX10 PE=1 SV=2 Q9NXF1 

Pre-mRNA-splicing regulator WTAP OS=Homo sapiens GN=WTAP PE=1 SV=2 Q15007 

Schlafen family member 11 OS=Homo sapiens GN=SLFN11 PE=1 SV=2 Q7Z7L1 

Triple functional domain protein OS=Homo sapiens GN=TRIO PE=1 SV=2 O75962 

Cleavage and polyadenylation specificity factor subunit 2 OS=Homo sapiens GN=CPSF2 PE=1 SV=2 Q9P2I0 

Zinc transporter ZIP14 OS=Homo sapiens GN=SLC39A14 PE=1 SV=3 Q15043 

Protein DDC8 homolog OS=Homo sapiens GN=DDC8 PE=2 SV=1 Q96MC4 

Bcl-2-like protein 12 OS=Homo sapiens GN=BCL2L12 PE=1 SV=1 Q9HB09 

SHC-transforming protein 1 OS=Homo sapiens GN=SHC1 PE=1 SV=4 P29353 

RRP12-like protein OS=Homo sapiens GN=RRP12 PE=1 SV=2 Q5JTH9 

Nucleolar complex protein 4 homolog OS=Homo sapiens GN=NOC4L PE=1 SV=1 Q9BVI4 

Peptidyl-prolyl cis-trans isomerase-like 2 OS=Homo sapiens GN=PPIL2 PE=1 SV=1 Q13356 

ADP-ribosyl cyclase 2 OS=Homo sapiens GN=BST1 PE=1 SV=2 Q10588 

Survival of motor neuron-related-splicing factor 30 OS=Homo sapiens GN=SMNDC1 PE=1 SV=1 O75940 

Porphobilinogen deaminase OS=Homo sapiens GN=HMBS PE=1 SV=2 P08397 

Transcription factor BTF3 homolog 4 OS=Homo sapiens GN=BTF3L4 PE=1 SV=1 Q96K17 



 
 
 
 

cccxx 
 

Probable RNA-binding protein EIF1AD OS=Homo sapiens GN=EIF1AD PE=1 SV=1 Q8N9N8 

Four and a half LIM domains protein 2 OS=Homo sapiens GN=FHL2 PE=1 SV=3 Q14192 

Carnitine O-palmitoyltransferase 1, liver isoform OS=Homo sapiens GN=CPT1A PE=1 SV=2 P50416 

Replication factor C subunit 5 OS=Homo sapiens GN=RFC5 PE=1 SV=1 P40937 

DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=1 Q9UKG1 

RNA-binding protein PNO1 OS=Homo sapiens GN=PNO1 PE=1 SV=1 Q9NRX1 

CLIP-associating protein 2 OS=Homo sapiens GN=CLASP2 PE=1 SV=2 O75122 

Charged multivesicular body protein 5 OS=Homo sapiens GN=CHMP5 PE=1 SV=1 Q9NZZ3 

Bystin OS=Homo sapiens GN=BYSL PE=1 SV=3 Q13895 

Protein MB21D2 OS=Homo sapiens GN=MB21D2 PE=1 SV=3 Q8IYB1 

Aspartate--tRNA ligase, mitochondrial OS=Homo sapiens GN=DARS2 PE=1 SV=1 Q6PI48 

Neurochondrin OS=Homo sapiens GN=NCDN PE=1 SV=1 Q9UBB6 

Suppressor of fused homolog OS=Homo sapiens GN=SUFU PE=1 SV=2 Q9UMX1 

Mortality factor 4-like protein 2 OS=Homo sapiens GN=MORF4L2 PE=1 SV=1 Q15014 

Diacylglycerol kinase alpha OS=Homo sapiens GN=DGKA PE=1 SV=3 P23743 

Paralemmin-1 OS=Homo sapiens GN=PALM PE=1 SV=2 O75781 

Pre-mRNA-processing factor 19 OS=Homo sapiens GN=PRPF19 PE=1 SV=1 Q9UMS4 

ATP synthase F(0) complex subunit B1, mitochondrial OS=Homo sapiens GN=ATP5F1 PE=1 SV=2 P24539 

Liprin-alpha-1 OS=Homo sapiens GN=PPFIA1 PE=1 SV=1 Q13136 

Golgi-associated PDZ and coiled-coil motif-containing protein OS=Homo sapiens GN=GOPC PE=1 SV=1 Q9HD26 

Adaptin ear-binding coat-associated protein 1 OS=Homo sapiens GN=NECAP1 PE=1 SV=2 Q8NC96 

AP-3 complex subunit mu-1 OS=Homo sapiens GN=AP3M1 PE=1 SV=1 Q9Y2T2 

Nuclear autoantigen Sp-100 OS=Homo sapiens GN=SP100 PE=1 SV=3 P23497 

Thioredoxin-related transmembrane protein 2 OS=Homo sapiens GN=TMX2 PE=1 SV=1 Q9Y320 

Plasma membrane calcium-transporting ATPase 4 OS=Homo sapiens GN=ATP2B4 PE=1 SV=2 P23634 

Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=3 P22695 

Transmembrane emp24 domain-containing protein 7 OS=Homo sapiens GN=TMED7 PE=1 SV=2 Q9Y3B3 

Spermatogenesis-associated protein 5 OS=Homo sapiens GN=SPATA5 PE=1 SV=3 Q8NB90 
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E3 UFM1-protein ligase 1 OS=Homo sapiens GN=UFL1 PE=1 SV=2 O94874 

Histone H2AX OS=Homo sapiens GN=H2AFX PE=1 SV=2 P16104 

Phosphate carrier protein, mitochondrial OS=Homo sapiens GN=SLC25A3 PE=1 SV=2 Q00325 

Ubiquitin-conjugating enzyme E2 E1 OS=Homo sapiens GN=UBE2E1 PE=1 SV=1 P51965 

Cleavage and polyadenylation specificity factor subunit 3 OS=Homo sapiens GN=CPSF3 PE=1 SV=1 Q9UKF6 

Neutral amino acid transporter A OS=Homo sapiens GN=SLC1A4 PE=1 SV=1 P43007 

Ribosome-releasing factor 2, mitochondrial OS=Homo sapiens GN=GFM2 PE=1 SV=1 Q969S9 

Breakpoint cluster region protein OS=Homo sapiens GN=BCR PE=1 SV=2 P11274 

Protein YIF1A OS=Homo sapiens GN=YIF1A PE=1 SV=2 O95070 

Palmitoyl-protein thioesterase 1 OS=Homo sapiens GN=PPT1 PE=1 SV=1 P50897 

Phosphoinositide 3-kinase regulatory subunit 4 OS=Homo sapiens GN=PIK3R4 PE=1 SV=3 Q99570 

Glutathione S-transferase C-terminal domain-containing protein OS=Homo sapiens GN=GSTCD PE=1 SV=2 Q8NEC7 

Protein DEK OS=Homo sapiens GN=DEK PE=1 SV=1 P35659 

Acyl-protein thioesterase 1 OS=Homo sapiens GN=LYPLA1 PE=1 SV=1 O75608 

Regulation of nuclear pre-mRNA domain-containing protein 1B OS=Homo sapiens GN=RPRD1B PE=1 SV=1 Q9NQG5 

E3 ubiquitin-protein ligase NEDD4-like OS=Homo sapiens GN=NEDD4L PE=1 SV=2 Q96PU5 

DNA topoisomerase 2-alpha OS=Homo sapiens GN=TOP2A PE=1 SV=3 P11388 

TBC1 domain family member 2A OS=Homo sapiens GN=TBC1D2 PE=1 SV=3 Q9BYX2 

Small nuclear ribonucleoprotein G OS=Homo sapiens GN=SNRPG PE=1 SV=1 P62308 

Ribosomal protein S6 kinase alpha-4 OS=Homo sapiens GN=RPS6KA4 PE=1 SV=1 O75676 

LIM and cysteine-rich domains protein 1 OS=Homo sapiens GN=LMCD1 PE=1 SV=1 Q9NZU5 

Carboxypeptidase D OS=Homo sapiens GN=CPD PE=1 SV=2 O75976 

Kinesin-like protein KIF20A OS=Homo sapiens GN=KIF20A PE=1 SV=1 O95235 

Ras-related GTP-binding protein C OS=Homo sapiens GN=RRAGC PE=1 SV=1 Q9HB90 

SEC14-like protein 2 OS=Homo sapiens GN=SEC14L2 PE=1 SV=1 O76054 

Putative WAS protein family homolog 4 OS=Homo sapiens GN=WASH4P PE=5 SV=1 A8MWX3 

Synaptosomal-associated protein 29 OS=Homo sapiens GN=SNAP29 PE=1 SV=1 O95721 

Rho guanine nucleotide exchange factor 18 OS=Homo sapiens GN=ARHGEF18 PE=1 SV=3 Q6ZSZ5 
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Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=2 Q53FA7 

Calcium/calmodulin-dependent protein kinase type II subunit delta OS=Homo sapiens GN=CAMK2D PE=1 SV=3 Q13557 

Calcium-regulated heat stable protein 1 OS=Homo sapiens GN=CARHSP1 PE=1 SV=2 Q9Y2V2 

Ubiquitin domain-containing protein UBFD1 OS=Homo sapiens GN=UBFD1 PE=1 SV=2 O14562 

Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE2O PE=1 SV=3 Q9C0C9 

Geminin OS=Homo sapiens GN=GMNN PE=1 SV=1 O75496 

Cytoplasmic dynein 1 light intermediate chain 1 OS=Homo sapiens GN=DYNC1LI1 PE=1 SV=3 Q9Y6G9 

Connective tissue growth factor OS=Homo sapiens GN=CTGF PE=1 SV=2 P29279 

Methylosome subunit pICln OS=Homo sapiens GN=CLNS1A PE=1 SV=1 P54105 

Neuroplastin OS=Homo sapiens GN=NPTN PE=1 SV=2 Q9Y639 

Kinesin-like protein KIF2C OS=Homo sapiens GN=KIF2C PE=1 SV=2 Q99661 

Presequence protease, mitochondrial OS=Homo sapiens GN=PITRM1 PE=1 SV=3 Q5JRX3 

HEAT repeat-containing protein 3 OS=Homo sapiens GN=HEATR3 PE=1 SV=2 Q7Z4Q2 

Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=2 P02794 

Kinesin-like protein KIF13A OS=Homo sapiens GN=KIF13A PE=1 SV=2 Q9H1H9 

Myosin phosphatase Rho-interacting protein OS=Homo sapiens GN=MPRIP PE=1 SV=3 Q6WCQ1 

Fanconi anemia group I protein OS=Homo sapiens GN=FANCI PE=1 SV=4 Q9NVI1 

Ankyrin repeat domain-containing protein 50 OS=Homo sapiens GN=ANKRD50 PE=1 SV=4 Q9ULJ7 

Eukaryotic translation initiation factor 4E OS=Homo sapiens GN=EIF4E PE=1 SV=2 P06730 

Trafficking protein particle complex subunit 4 OS=Homo sapiens GN=TRAPPC4 PE=1 SV=1 Q9Y296 

Huntingtin-interacting protein 1-related protein OS=Homo sapiens GN=HIP1R PE=1 SV=2 O75146 

BRCA1-associated ATM activator 1 OS=Homo sapiens GN=BRAT1 PE=1 SV=2 Q6PJG6 

Serine/arginine repetitive matrix protein 1 OS=Homo sapiens GN=SRRM1 PE=1 SV=2 Q8IYB3 

Dynamin-binding protein OS=Homo sapiens GN=DNMBP PE=1 SV=1 Q6XZF7 

TBC1 domain family member 23 OS=Homo sapiens GN=TBC1D23 PE=1 SV=3 Q9NUY8 

Histone H2A.Z OS=Homo sapiens GN=H2AFZ PE=1 SV=2 P0C0S5 

40S ribosomal protein S15 OS=Homo sapiens GN=RPS15 PE=1 SV=2 P62841 

Nuclear receptor 2C2-associated protein OS=Homo sapiens GN=NR2C2AP PE=1 SV=1 Q86WQ0 
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Periodic tryptophan protein 1 homolog OS=Homo sapiens GN=PWP1 PE=1 SV=1 Q13610 

Biglycan OS=Homo sapiens GN=BGN PE=1 SV=2 P21810 

Neurabin-2 OS=Homo sapiens GN=PPP1R9B PE=1 SV=2 Q96SB3 

Phosphorylase b kinase regulatory subunit alpha, liver isoform OS=Homo sapiens GN=PHKA2 PE=1 SV=1 P46019 

V-type proton ATPase subunit D OS=Homo sapiens GN=ATP6V1D PE=1 SV=1 Q9Y5K8 

Leucine-rich repeat-containing protein 16C OS=Homo sapiens GN=RLTPR PE=1 SV=2 Q6F5E8 

Peptidylprolyl isomerase domain and WD repeat-containing protein 1 OS=Homo sapiens GN=PPWD1 PE=1 SV=1 Q96BP3 

Vacuolar protein sorting-associated protein 26B OS=Homo sapiens GN=VPS26B PE=1 SV=2 Q4G0F5 

Ancient ubiquitous protein 1 OS=Homo sapiens GN=AUP1 PE=1 SV=1 Q9Y679 

Peptidyl-prolyl cis-trans isomerase D OS=Homo sapiens GN=PPID PE=1 SV=3 Q08752 

TRAF2 and NCK-interacting protein kinase OS=Homo sapiens GN=TNIK PE=1 SV=1 Q9UKE5 

Ubiquitin carboxyl-terminal hydrolase 15 OS=Homo sapiens GN=USP15 PE=1 SV=3 Q9Y4E8 

Cytosolic purine 5'-nucleotidase OS=Homo sapiens GN=NT5C2 PE=1 SV=1 P49902 

Centrosomal protein of 85 kDa OS=Homo sapiens GN=CEP85 PE=1 SV=1 Q6P2H3 

Cyclin-A2 OS=Homo sapiens GN=CCNA2 PE=1 SV=2 P20248 

Protein FAM114A2 OS=Homo sapiens GN=FAM114A2 PE=1 SV=4 Q9NRY5 

Cleavage stimulation factor subunit 3 OS=Homo sapiens GN=CSTF3 PE=1 SV=1 Q12996 

Serine/threonine-protein phosphatase 4 regulatory subunit 3B OS=Homo sapiens GN=SMEK2 PE=1 SV=2 Q5MIZ7 

Ran-binding protein 9 OS=Homo sapiens GN=RANBP9 PE=1 SV=1 Q96S59 

Sorting nexin-17 OS=Homo sapiens GN=SNX17 PE=1 SV=1 Q15036 

Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=2 P51911 

Serine/threonine-protein kinase greatwall OS=Homo sapiens GN=MASTL PE=1 SV=1 Q96GX5 

Heat shock factor protein 1 OS=Homo sapiens GN=HSF1 PE=1 SV=1 Q00613 

ATP synthase subunit s-like protein OS=Homo sapiens GN=ATP5SL PE=2 SV=3 Q9NW81 

Inositol-tetrakisphosphate 1-kinase OS=Homo sapiens GN=ITPK1 PE=1 SV=2 Q13572 

Interferon-induced protein with tetratricopeptide repeats 1 OS=Homo sapiens GN=IFIT1 PE=1 SV=2 P09914 

Vesicle transport protein GOT1B OS=Homo sapiens GN=GOLT1B PE=1 SV=1 Q9Y3E0 

Inhibitor of nuclear factor kappa-B kinase subunit alpha OS=Homo sapiens GN=CHUK PE=1 SV=2 O15111 
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Double-stranded RNA-specific adenosine deaminase OS=Homo sapiens GN=ADAR PE=1 SV=4 P55265 

WAS/WASL-interacting protein family member 2 OS=Homo sapiens GN=WIPF2 PE=1 SV=1 Q8TF74 

Spastin OS=Homo sapiens GN=SPAST PE=1 SV=1 Q9UBP0 

TBC1 domain family member 2B OS=Homo sapiens GN=TBC1D2B PE=1 SV=2 Q9UPU7 

Tyrosine-protein phosphatase non-receptor type 23 OS=Homo sapiens GN=PTPN23 PE=1 SV=1 Q9H3S7 

Protein HEXIM1 OS=Homo sapiens GN=HEXIM1 PE=1 SV=1 O94992 

Retinol dehydrogenase 14 OS=Homo sapiens GN=RDH14 PE=1 SV=1 Q9HBH5 

RNA polymerase-associated protein CTR9 homolog OS=Homo sapiens GN=CTR9 PE=1 SV=1 Q6PD62 

Protein SMG8 OS=Homo sapiens GN=SMG8 PE=1 SV=1 Q8ND04 

Apoptosis-stimulating of p53 protein 2 OS=Homo sapiens GN=TP53BP2 PE=1 SV=2 Q13625 

U4/U6 small nuclear ribonucleoprotein Prp31 OS=Homo sapiens GN=PRPF31 PE=1 SV=2 Q8WWY3 

1-phosphatidylinositol 3-phosphate 5-kinase OS=Homo sapiens GN=PIKFYVE PE=1 SV=3 Q9Y2I7 

Regulator of nonsense transcripts 2 OS=Homo sapiens GN=UPF2 PE=1 SV=1 Q9HAU5 

SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily E member 1 OS=Homo sapiens GN=SMARCE1 
PE=1 SV=2 Q969G3 

Cullin-1 OS=Homo sapiens GN=CUL1 PE=1 SV=2 Q13616 

Dual specificity mitogen-activated protein kinase kinase 3 OS=Homo sapiens GN=MAP2K3 PE=1 SV=2 P46734 

FLYWCH family member 2 OS=Homo sapiens GN=FLYWCH2 PE=1 SV=1 Q96CP2 

Nuclear factor NF-kappa-B p105 subunit OS=Homo sapiens GN=NFKB1 PE=1 SV=2 P19838 

Rho GTPase-activating protein 35 OS=Homo sapiens GN=ARHGAP35 PE=1 SV=3 Q9NRY4 

N-terminal Xaa-Pro-Lys N-methyltransferase 1 OS=Homo sapiens GN=NTMT1 PE=1 SV=3 Q9BV86 

Multiple PDZ domain protein OS=Homo sapiens GN=MPDZ PE=1 SV=2 O75970 

Golgi membrane protein 1 OS=Homo sapiens GN=GOLM1 PE=1 SV=1 Q8NBJ4 

Coiled-coil domain-containing protein 43 OS=Homo sapiens GN=CCDC43 PE=1 SV=2 Q96MW1 

WAS protein family homolog 6 OS=Homo sapiens GN=WASH6P PE=1 SV=3 Q9NQA3 

3-hydroxybutyrate dehydrogenase type 2 OS=Homo sapiens GN=BDH2 PE=1 SV=2 Q9BUT1 

Palmitoyltransferase ZDHHC17 OS=Homo sapiens GN=ZDHHC17 PE=1 SV=2 Q8IUH5 

Homeobox protein NOBOX OS=Homo sapiens GN=NOBOX PE=1 SV=4 O60393 

Melanoma inhibitory activity protein 3 OS=Homo sapiens GN=MIA3 PE=1 SV=1 Q5JRA6 
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Importin-11 OS=Homo sapiens GN=IPO11 PE=1 SV=1 Q9UI26 

Interferon-induced protein with tetratricopeptide repeats 5 OS=Homo sapiens GN=IFIT5 PE=1 SV=1 Q13325 

tRNA pseudouridine synthase A, mitochondrial OS=Homo sapiens GN=PUS1 PE=1 SV=3 Q9Y606 

Dynein light chain 2, cytoplasmic OS=Homo sapiens GN=DYNLL2 PE=1 SV=1 Q96FJ2 

RNA-binding protein 10 OS=Homo sapiens GN=RBM10 PE=1 SV=3 P98175 

Inorganic pyrophosphatase 2, mitochondrial OS=Homo sapiens GN=PPA2 PE=1 SV=2 Q9H2U2 

Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit gamma isoform OS=Homo sapiens GN=PPP2R5C PE=1 SV=3 Q13362 

Mitotic checkpoint serine/threonine-protein kinase BUB1 beta OS=Homo sapiens GN=BUB1B PE=1 SV=3 O60566 

NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Homo sapiens GN=NDUFV2 PE=1 SV=2 P19404 

E3 ubiquitin-protein ligase TRIM22 OS=Homo sapiens GN=TRIM22 PE=1 SV=1 Q8IYM9 

Signal transducer and activator of transcription 5B OS=Homo sapiens GN=STAT5B PE=1 SV=2 P51692 

Codanin-1 OS=Homo sapiens GN=CDAN1 PE=1 SV=4 Q8IWY9 

Conserved oligomeric Golgi complex subunit 3 OS=Homo sapiens GN=COG3 PE=1 SV=3 Q96JB2 

Amyloid beta A4 protein OS=Homo sapiens GN=APP PE=1 SV=3 P05067 

Serine/threonine-protein phosphatase 6 catalytic subunit OS=Homo sapiens GN=PPP6C PE=1 SV=1 O00743 

DENN domain-containing protein 4C OS=Homo sapiens GN=DENND4C PE=1 SV=2 Q5VZ89 

E3 ubiquitin-protein ligase TRIM21 OS=Homo sapiens GN=TRIM21 PE=1 SV=1 P19474 

Nucleolar protein 6 OS=Homo sapiens GN=NOL6 PE=1 SV=2 Q9H6R4 

mRNA-decapping enzyme 1A OS=Homo sapiens GN=DCP1A PE=1 SV=2 Q9NPI6 

ATPase family AAA domain-containing protein 3A OS=Homo sapiens GN=ATAD3A PE=1 SV=2 Q9NVI7 

Vacuolar protein sorting-associated protein 41 homolog OS=Homo sapiens GN=VPS41 PE=1 SV=3 P49754 

Neuropathy target esterase OS=Homo sapiens GN=PNPLA6 PE=1 SV=2 Q8IY17 

U4/U6 small nuclear ribonucleoprotein Prp3 OS=Homo sapiens GN=PRPF3 PE=1 SV=2 O43395 

Numb-like protein OS=Homo sapiens GN=NUMBL PE=1 SV=1 Q9Y6R0 

HAUS augmin-like complex subunit 1 OS=Homo sapiens GN=HAUS1 PE=1 SV=1 Q96CS2 

Integrin-alpha FG-GAP repeat-containing protein 2 OS=Homo sapiens GN=ITFG2 PE=1 SV=1 Q969R8 

Pre-mRNA-splicing factor 38A OS=Homo sapiens GN=PRPF38A PE=1 SV=1 Q8NAV1 

Activating signal cointegrator 1 complex subunit 2 OS=Homo sapiens GN=ASCC2 PE=1 SV=3 Q9H1I8 
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Speckle targeted PIP5K1A-regulated poly(A) polymerase OS=Homo sapiens GN=TUT1 PE=1 SV=2 Q9H6E5 

C-type mannose receptor 2 OS=Homo sapiens GN=MRC2 PE=1 SV=2 Q9UBG0 

Nucleolar protein 9 OS=Homo sapiens GN=NOP9 PE=1 SV=1 Q86U38 

TBC1 domain family member 9B OS=Homo sapiens GN=TBC1D9B PE=1 SV=3 Q66K14 

Inhibitor of nuclear factor kappa-B kinase subunit beta OS=Homo sapiens GN=IKBKB PE=1 SV=1 O14920 

Active breakpoint cluster region-related protein OS=Homo sapiens GN=ABR PE=2 SV=2 Q12979 

Lipoma-preferred partner OS=Homo sapiens GN=LPP PE=1 SV=1 Q93052 

Hedgehog-interacting protein OS=Homo sapiens GN=HHIP PE=1 SV=3 Q96QV1 

Vesicle transport through interaction with t-SNAREs homolog 1B OS=Homo sapiens GN=VTI1B PE=1 SV=3 Q9UEU0 

Maspardin OS=Homo sapiens GN=SPG21 PE=1 SV=1 Q9NZD8 

UPF0515 protein C19orf66 OS=Homo sapiens GN=C19orf66 PE=1 SV=2 Q9NUL5 

TSC22 domain family protein 3 OS=Homo sapiens GN=TSC22D3 PE=1 SV=2 Q99576 

TBC1 domain family member 5 OS=Homo sapiens GN=TBC1D5 PE=1 SV=1 Q92609 

ATPase inhibitor, mitochondrial OS=Homo sapiens GN=ATPIF1 PE=1 SV=1 Q9UII2 

GTPase-activating protein and VPS9 domain-containing protein 1 OS=Homo sapiens GN=GAPVD1 PE=1 SV=2 Q14C86 

Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 3 OS=Homo sapiens GN=ARAP3 PE=1 SV=1 Q8WWN8 

Tripartite motif-containing protein 65 OS=Homo sapiens GN=TRIM65 PE=1 SV=3 Q6PJ69 

Protein strawberry notch homolog 1 OS=Homo sapiens GN=SBNO1 PE=1 SV=1 A3KN83 

Inter-alpha-trypsin inhibitor heavy chain H3 OS=Homo sapiens GN=ITIH3 PE=1 SV=2 Q06033 

A-kinase anchor protein 13 OS=Homo sapiens GN=AKAP13 PE=1 SV=2 Q12802 

Sodium bicarbonate cotransporter 3 OS=Homo sapiens GN=SLC4A7 PE=1 SV=2 Q9Y6M7 

Zinc finger CCCH domain-containing protein 15 OS=Homo sapiens GN=ZC3H15 PE=1 SV=1 Q8WU90 

Eukaryotic translation initiation factor 2D OS=Homo sapiens GN=EIF2D PE=1 SV=3 P41214 

Fanconi anemia group G protein OS=Homo sapiens GN=FANCG PE=1 SV=1 O15287 

2-hydroxyacyl-CoA lyase 1 OS=Homo sapiens GN=HACL1 PE=1 SV=2 Q9UJ83 

Selenoprotein O OS=Homo sapiens GN=SELO PE=2 SV=3 Q9BVL4 

TP53-regulating kinase OS=Homo sapiens GN=TP53RK PE=1 SV=2 Q96S44 

28S ribosomal protein S28, mitochondrial OS=Homo sapiens GN=MRPS28 PE=1 SV=1 Q9Y2Q9 
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Mothers against decapentaplegic homolog 3 OS=Homo sapiens GN=SMAD3 PE=1 SV=1 P84022 

V-type proton ATPase 116 kDa subunit a isoform 3 OS=Homo sapiens GN=TCIRG1 PE=1 SV=3 Q13488 

DNA excision repair protein ERCC-6-like OS=Homo sapiens GN=ERCC6L PE=1 SV=1 Q2NKX8 

Coiled-coil domain-containing protein 94 OS=Homo sapiens GN=CCDC94 PE=1 SV=1 Q9BW85 

Transmembrane emp24 domain-containing protein 5 OS=Homo sapiens GN=TMED5 PE=1 SV=1 Q9Y3A6 

ATP-binding cassette sub-family F member 3 OS=Homo sapiens GN=ABCF3 PE=1 SV=2 Q9NUQ8 

Peroxisomal targeting signal 1 receptor OS=Homo sapiens GN=PEX5 PE=1 SV=3 P50542 

Nucleolar transcription factor 1 OS=Homo sapiens GN=UBTF PE=1 SV=1 P17480 

Cyclin-G-associated kinase OS=Homo sapiens GN=GAK PE=1 SV=2 O14976 

Transcriptional repressor p66-beta OS=Homo sapiens GN=GATAD2B PE=1 SV=1 Q8WXI9 

Leucyl-cystinyl aminopeptidase OS=Homo sapiens GN=LNPEP PE=1 SV=3 Q9UIQ6 

Lamin-B receptor OS=Homo sapiens GN=LBR PE=1 SV=2 Q14739 

Multidrug resistance protein 1 OS=Homo sapiens GN=ABCB1 PE=1 SV=3 P08183 

28S ribosomal protein S22, mitochondrial OS=Homo sapiens GN=MRPS22 PE=1 SV=1 P82650 

Ribonuclease P protein subunit p14 OS=Homo sapiens GN=RPP14 PE=1 SV=3 O95059 

Pirin OS=Homo sapiens GN=PIR PE=1 SV=1 O00625 

Uncharacterized protein C1orf122 OS=Homo sapiens GN=C1orf122 PE=2 SV=2 Q6ZSJ8 

Mitogen-activated protein kinase kinase kinase 6 OS=Homo sapiens GN=MAP3K6 PE=1 SV=3 O95382 

CCR4-NOT transcription complex subunit 3 OS=Homo sapiens GN=CNOT3 PE=1 SV=1 O75175 

Lariat debranching enzyme OS=Homo sapiens GN=DBR1 PE=1 SV=2 Q9UK59 

Absent in melanoma 1 protein OS=Homo sapiens GN=AIM1 PE=1 SV=3 Q9Y4K1 

Exocyst complex component 8 OS=Homo sapiens GN=EXOC8 PE=1 SV=2 Q8IYI6 

Replication factor C subunit 3 OS=Homo sapiens GN=RFC3 PE=1 SV=2 P40938 

Autophagy-related protein 9A OS=Homo sapiens GN=ATG9A PE=1 SV=3 Q7Z3C6 

Glioma tumor suppressor candidate region gene 2 protein OS=Homo sapiens GN=GLTSCR2 PE=1 SV=2 Q9NZM5 

Adenosine deaminase OS=Homo sapiens GN=ADA PE=1 SV=3 P00813 

Fibronectin type III domain-containing protein 3B OS=Homo sapiens GN=FNDC3B PE=1 SV=2 Q53EP0 

COMM domain-containing protein 1 OS=Homo sapiens GN=COMMD1 PE=1 SV=1 Q8N668 
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DnaJ homolog subfamily C member 2 OS=Homo sapiens GN=DNAJC2 PE=1 SV=4 Q99543 

Ubiquitin thioesterase otulin OS=Homo sapiens GN=FAM105B PE=1 SV=3 Q96BN8 

Acyl-protein thioesterase 2 OS=Homo sapiens GN=LYPLA2 PE=1 SV=1 O95372 

Tonsoku-like protein OS=Homo sapiens GN=TONSL PE=1 SV=2 Q96HA7 

Dynactin subunit 6 OS=Homo sapiens GN=DCTN6 PE=1 SV=1 O00399 

UBX domain-containing protein 6 OS=Homo sapiens GN=UBXN6 PE=1 SV=1 Q9BZV1 

Paraneoplastic antigen Ma2 OS=Homo sapiens GN=PNMA2 PE=1 SV=2 Q9UL42 

Immunoglobulin-binding protein 1 OS=Homo sapiens GN=IGBP1 PE=1 SV=1 P78318 

Protein timeless homolog OS=Homo sapiens GN=TIMELESS PE=1 SV=2 Q9UNS1 

Katanin p60 ATPase-containing subunit A-like 1 OS=Homo sapiens GN=KATNAL1 PE=1 SV=1 Q9BW62 

Prolyl endopeptidase-like OS=Homo sapiens GN=PREPL PE=1 SV=1 Q4J6C6 

Serine/threonine-protein kinase Chk2 OS=Homo sapiens GN=CHEK2 PE=1 SV=1 O96017 

ADP-ribosylation factor-like protein 2-binding protein OS=Homo sapiens GN=ARL2BP PE=1 SV=1 Q9Y2Y0 

Nuclear distribution protein nudE homolog 1 OS=Homo sapiens GN=NDE1 PE=1 SV=2 Q9NXR1 

BTB/POZ domain-containing protein 1 OS=Homo sapiens GN=BTBD1 PE=1 SV=1 Q9H0C5 

AT-rich interactive domain-containing protein 1A OS=Homo sapiens GN=ARID1A PE=1 SV=3 O14497 

Nuclear pore complex protein Nup107 OS=Homo sapiens GN=NUP107 PE=1 SV=1 P57740 

Beta-2-syntrophin OS=Homo sapiens GN=SNTB2 PE=1 SV=1 Q13425 

Proteasome assembly chaperone 1 OS=Homo sapiens GN=PSMG1 PE=1 SV=1 O95456 

Polyglutamine-binding protein 1 OS=Homo sapiens GN=PQBP1 PE=1 SV=1 O60828 

Ovarian cancer-associated gene 2 protein OS=Homo sapiens GN=OVCA2 PE=1 SV=1 Q8WZ82 

Integrator complex subunit 3 OS=Homo sapiens GN=INTS3 PE=1 SV=1 Q68E01 

5'-AMP-activated protein kinase catalytic subunit alpha-1 OS=Homo sapiens GN=PRKAA1 PE=1 SV=4 Q13131 

Beta-galactosidase OS=Homo sapiens GN=GLB1 PE=1 SV=2 P16278 

WD repeat and FYVE domain-containing protein 1 OS=Homo sapiens GN=WDFY1 PE=1 SV=1 Q8IWB7 

RNA-binding protein 4 OS=Homo sapiens GN=RBM4 PE=1 SV=1 Q9BWF3 

Golgi to ER traffic protein 4 homolog OS=Homo sapiens GN=GET4 PE=1 SV=1 Q7L5D6 

Dolichyl-phosphate beta-glucosyltransferase OS=Homo sapiens GN=ALG5 PE=1 SV=1 Q9Y673 
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Nucleoporin p58/p45 OS=Homo sapiens GN=NUPL1 PE=1 SV=1 Q9BVL2 

Metal transporter CNNM3 OS=Homo sapiens GN=CNNM3 PE=1 SV=1 Q8NE01 

NFATC2-interacting protein OS=Homo sapiens GN=NFATC2IP PE=1 SV=1 Q8NCF5 

Diphthine synthase OS=Homo sapiens GN=DPH5 PE=1 SV=2 Q9H2P9 

CDP-diacylglycerol--inositol 3-phosphatidyltransferase OS=Homo sapiens GN=CDIPT PE=1 SV=1 O14735 

General transcription factor IIF subunit 2 OS=Homo sapiens GN=GTF2F2 PE=1 SV=2 P13984 

ATP synthase subunit g, mitochondrial OS=Homo sapiens GN=ATP5L PE=1 SV=3 O75964 

Protein NipSnap homolog 3A OS=Homo sapiens GN=NIPSNAP3A PE=1 SV=2 Q9UFN0 

COMM domain-containing protein 8 OS=Homo sapiens GN=COMMD8 PE=1 SV=1 Q9NX08 

Low density lipoprotein receptor adapter protein 1 OS=Homo sapiens GN=LDLRAP1 PE=1 SV=3 Q5SW96 

Protein LAP2 OS=Homo sapiens GN=ERBB2IP PE=1 SV=2 Q96RT1 

Serum paraoxonase/arylesterase 2 OS=Homo sapiens GN=PON2 PE=1 SV=3 Q15165 

Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 OS=Homo sapiens GN=PIN4 PE=1 SV=1 Q9Y237 

B-cell lymphoma/leukemia 10 OS=Homo sapiens GN=BCL10 PE=1 SV=1 O95999 

PRA1 family protein 2 OS=Homo sapiens GN=PRAF2 PE=1 SV=1 O60831 

REST corepressor 1 OS=Homo sapiens GN=RCOR1 PE=1 SV=1 Q9UKL0 

Actin-related protein 10 OS=Homo sapiens GN=ACTR10 PE=1 SV=1 Q9NZ32 

Kinesin-like protein KIF21A OS=Homo sapiens GN=KIF21A PE=1 SV=2 Q7Z4S6 

Serine/threonine-protein kinase 10 OS=Homo sapiens GN=STK10 PE=1 SV=1 O94804 

Tensin-3 OS=Homo sapiens GN=TNS3 PE=1 SV=2 Q68CZ2 

Nucleolar protein 11 OS=Homo sapiens GN=NOL11 PE=1 SV=1 Q9H8H0 

Coronin-1A OS=Homo sapiens GN=CORO1A PE=1 SV=4 P31146 

Gamma-adducin OS=Homo sapiens GN=ADD3 PE=1 SV=1 Q9UEY8 

Ankyrin repeat domain-containing protein SOWAHC OS=Homo sapiens GN=SOWAHC PE=1 SV=1 Q53LP3 

Small kinetochore-associated protein OS=Homo sapiens GN=KNSTRN PE=1 SV=2 Q9Y448 

Apolipoprotein L2 OS=Homo sapiens GN=APOL2 PE=1 SV=1 Q9BQE5 

Peptidyl-prolyl cis-trans isomerase FKBP8 OS=Homo sapiens GN=FKBP8 PE=1 SV=2 Q14318 

Spermatogenesis-associated serine-rich protein 2 OS=Homo sapiens GN=SPATS2 PE=1 SV=1 Q86XZ4 
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3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GN=MPST PE=1 SV=3 P25325 

E3 ubiquitin-protein ligase ARIH2 OS=Homo sapiens GN=ARIH2 PE=1 SV=1 O95376 

StAR-related lipid transfer protein 3 OS=Homo sapiens GN=STARD3 PE=1 SV=2 Q14849 

Interferon-related developmental regulator 2 OS=Homo sapiens GN=IFRD2 PE=1 SV=3 Q12894 

Emerin OS=Homo sapiens GN=EMD PE=1 SV=1 P50402 

Probable ergosterol biosynthetic protein 28 OS=Homo sapiens GN=C14orf1 PE=1 SV=1 Q9UKR5 

Protein phosphatase 1 regulatory subunit 11 OS=Homo sapiens GN=PPP1R11 PE=1 SV=1 O60927 

Translation machinery-associated protein 7 OS=Homo sapiens GN=TMA7 PE=1 SV=1 Q9Y2S6 

39S ribosomal protein L45, mitochondrial OS=Homo sapiens GN=MRPL45 PE=1 SV=2 Q9BRJ2 

DNA-directed RNA polymerase III subunit RPC3 OS=Homo sapiens GN=POLR3C PE=1 SV=1 Q9BUI4 

Putative N-acetylglucosamine-6-phosphate deacetylase OS=Homo sapiens GN=AMDHD2 PE=1 SV=2 Q9Y303 

Calcium-transporting ATPase type 2C member 1 OS=Homo sapiens GN=ATP2C1 PE=1 SV=3 P98194 

Peptidyl-prolyl cis-trans isomerase F, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=1 P30405 

Protein Red OS=Homo sapiens GN=IK PE=1 SV=3 Q13123 

Peroxisomal carnitine O-octanoyltransferase OS=Homo sapiens GN=CROT PE=1 SV=2 Q9UKG9 

Tetratricopeptide repeat protein 19, mitochondrial OS=Homo sapiens GN=TTC19 PE=1 SV=4 Q6DKK2 

Mitogen-activated protein kinase kinase kinase 7 OS=Homo sapiens GN=MAP3K7 PE=1 SV=1 O43318 

Endophilin-B2 OS=Homo sapiens GN=SH3GLB2 PE=1 SV=1 Q9NR46 

DNA-directed RNA polymerase I subunit RPA49 OS=Homo sapiens GN=POLR1E PE=1 SV=2 Q9GZS1 

Poly(A)-specific ribonuclease PARN OS=Homo sapiens GN=PARN PE=1 SV=1 O95453 

Transducin beta-like protein 3 OS=Homo sapiens GN=TBL3 PE=1 SV=2 Q12788 

Cytochrome b-245 light chain OS=Homo sapiens GN=CYBA PE=1 SV=3 P13498 

V-type proton ATPase subunit F OS=Homo sapiens GN=ATP6V1F PE=1 SV=2 Q16864 

Ribosome biogenesis protein WDR12 OS=Homo sapiens GN=WDR12 PE=1 SV=2 Q9GZL7 

MAP3K7 C-terminal-like protein OS=Homo sapiens GN=MAP3K7CL PE=1 SV=1 P57077 

Transcriptional repressor protein YY1 OS=Homo sapiens GN=YY1 PE=1 SV=2 P25490 

Protein ENL OS=Homo sapiens GN=MLLT1 PE=1 SV=2 Q03111 

E3 ubiquitin-protein ligase RING1 OS=Homo sapiens GN=RING1 PE=1 SV=2 Q06587 
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Dynein light chain 1, cytoplasmic OS=Homo sapiens GN=DYNLL1 PE=1 SV=1 P63167 

Prostaglandin G/H synthase 1 OS=Homo sapiens GN=PTGS1 PE=1 SV=2 P23219 

Kelch-like protein 11 OS=Homo sapiens GN=KLHL11 PE=1 SV=1 Q9NVR0 

60S ribosomal export protein NMD3 OS=Homo sapiens GN=NMD3 PE=1 SV=1 Q96D46 

ATP synthase mitochondrial F1 complex assembly factor 2 OS=Homo sapiens GN=ATPAF2 PE=1 SV=1 Q8N5M1 

TOX high mobility group box family member 4 OS=Homo sapiens GN=TOX4 PE=1 SV=1 O94842 

G-protein coupled receptor 64 OS=Homo sapiens GN=GPR64 PE=1 SV=2 Q8IZP9 

Nucleoporin p54 OS=Homo sapiens GN=NUP54 PE=1 SV=2 Q7Z3B4 

Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens GN=TSR1 PE=1 SV=1 Q2NL82 

Bifunctional arginine demethylase and lysyl-hydroxylase JMJD6 OS=Homo sapiens GN=JMJD6 PE=1 SV=1 Q6NYC1 

Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=1 P18754 

CCA tRNA nucleotidyltransferase 1, mitochondrial OS=Homo sapiens GN=TRNT1 PE=1 SV=2 Q96Q11 

ADP-ribosylation factor GTPase-activating protein 2 OS=Homo sapiens GN=ARFGAP2 PE=1 SV=1 Q8N6H7 

Ragulator complex protein LAMTOR3 OS=Homo sapiens GN=LAMTOR3 PE=1 SV=1 Q9UHA4 

[Pyruvate dehydrogenase [acetyl-transferring]]-phosphatase 1, mitochondrial OS=Homo sapiens GN=PDP1 PE=1 SV=3 Q9P0J1 

Protein cornichon homolog 4 OS=Homo sapiens GN=CNIH4 PE=1 SV=1 Q9P003 

Charged multivesicular body protein 6 OS=Homo sapiens GN=CHMP6 PE=1 SV=3 Q96FZ7 

39S ribosomal protein L2, mitochondrial OS=Homo sapiens GN=MRPL2 PE=1 SV=2 Q5T653 

Queuine tRNA-ribosyltransferase subunit QTRTD1 OS=Homo sapiens GN=QTRTD1 PE=1 SV=1 Q9H974 

Pyruvate dehydrogenase protein X component, mitochondrial OS=Homo sapiens GN=PDHX PE=1 SV=3 O00330 

Rab11 family-interacting protein 1 OS=Homo sapiens GN=RAB11FIP1 PE=1 SV=3 Q6WKZ4 

Cell death regulator Aven OS=Homo sapiens GN=AVEN PE=1 SV=1 Q9NQS1 

Lysophosphatidylcholine acyltransferase 2 OS=Homo sapiens GN=LPCAT2 PE=1 SV=1 Q7L5N7 

MORF4 family-associated protein 1 OS=Homo sapiens GN=MRFAP1 PE=1 SV=1 Q9Y605 

Phosphoenolpyruvate carboxykinase [GTP], mitochondrial OS=Homo sapiens GN=PCK2 PE=1 SV=3 Q16822 

Atlastin-2 OS=Homo sapiens GN=ATL2 PE=1 SV=2 Q8NHH9 

Sulfite oxidase, mitochondrial OS=Homo sapiens GN=SUOX PE=1 SV=2 P51687 

tRNA (guanine-N(7)-)-methyltransferase non-catalytic subunit WDR4 OS=Homo sapiens GN=WDR4 PE=1 SV=2 P57081 
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Myelin protein zero-like protein 1 OS=Homo sapiens GN=MPZL1 PE=1 SV=1 O95297 

Collagen alpha-1(XII) chain OS=Homo sapiens GN=COL12A1 PE=1 SV=2 Q99715 

28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=2 P82933 

Retinoid-inducible serine carboxypeptidase OS=Homo sapiens GN=SCPEP1 PE=1 SV=1 Q9HB40 

Sorting nexin-18 OS=Homo sapiens GN=SNX18 PE=1 SV=2 Q96RF0 

General transcription factor IIE subunit 1 OS=Homo sapiens GN=GTF2E1 PE=1 SV=2 P29083 

Glutamate--cysteine ligase regulatory subunit OS=Homo sapiens GN=GCLM PE=1 SV=1 P48507 

BRCA1-A complex subunit BRE OS=Homo sapiens GN=BRE PE=1 SV=2 Q9NXR7 

Legumain OS=Homo sapiens GN=LGMN PE=1 SV=1 Q99538 

Transmembrane protein 115 OS=Homo sapiens GN=TMEM115 PE=1 SV=1 Q12893 

UPF0444 transmembrane protein C12orf23 OS=Homo sapiens GN=C12orf23 PE=1 SV=1 Q8WUH6 

RNA-binding protein MEX3B OS=Homo sapiens GN=MEX3B PE=1 SV=1 Q6ZN04 

DNA-directed RNA polymerases I, II, and III subunit RPABC3 OS=Homo sapiens GN=POLR2H PE=1 SV=4 P52434 

39S ribosomal protein L24, mitochondrial OS=Homo sapiens GN=MRPL24 PE=1 SV=1 Q96A35 

G-protein coupled receptor 4 OS=Homo sapiens GN=GPR4 PE=2 SV=2 P46093 

GAS2-like protein 1 OS=Homo sapiens GN=GAS2L1 PE=1 SV=2 Q99501 

Transmembrane and ubiquitin-like domain-containing protein 1 OS=Homo sapiens GN=TMUB1 PE=1 SV=1 Q9BVT8 

Factor VIII intron 22 protein OS=Homo sapiens GN=F8A1 PE=1 SV=2 P23610 

39S ribosomal protein L15, mitochondrial OS=Homo sapiens GN=MRPL15 PE=1 SV=1 Q9P015 

Vacuolar protein sorting-associated protein 16 homolog OS=Homo sapiens GN=VPS16 PE=1 SV=2 Q9H269 

Peptidyl-prolyl cis-trans isomerase CWC27 homolog OS=Homo sapiens GN=CWC27 PE=1 SV=1 Q6UX04 

Protein FAM118A OS=Homo sapiens GN=FAM118A PE=1 SV=2 Q9NWS6 

Phosphorylated adapter RNA export protein OS=Homo sapiens GN=PHAX PE=1 SV=1 Q9H814 

Cdc42 effector protein 4 OS=Homo sapiens GN=CDC42EP4 PE=1 SV=1 Q9H3Q1 

Three prime repair exonuclease 1 OS=Homo sapiens GN=TREX1 PE=1 SV=1 Q9NSU2 

Rab-like protein 5 OS=Homo sapiens GN=RABL5 PE=2 SV=1 Q9H7X7 

Coiled-coil domain-containing protein 117 OS=Homo sapiens GN=CCDC117 PE=2 SV=1 Q8IWD4 

FGFR1 oncogene partner OS=Homo sapiens GN=FGFR1OP PE=1 SV=1 O95684 
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Probable ATP-dependent RNA helicase DDX47 OS=Homo sapiens GN=DDX47 PE=1 SV=1 Q9H0S4 

Chondroitin sulfate glucuronyltransferase OS=Homo sapiens GN=CHPF2 PE=2 SV=2 Q9P2E5 

Cat eye syndrome critical region protein 5 OS=Homo sapiens GN=CECR5 PE=1 SV=1 Q9BXW7 

Ras-interacting protein 1 OS=Homo sapiens GN=RASIP1 PE=1 SV=1 Q5U651 

RNA-binding protein 8A OS=Homo sapiens GN=RBM8A PE=1 SV=1 Q9Y5S9 

Adaptin ear-binding coat-associated protein 2 OS=Homo sapiens GN=NECAP2 PE=1 SV=1 Q9NVZ3 

Protein FAM134C OS=Homo sapiens GN=FAM134C PE=1 SV=1 Q86VR2 

Cytochrome b5 OS=Homo sapiens GN=CYB5A PE=1 SV=2 P00167 

Trafficking protein particle complex subunit 1 OS=Homo sapiens GN=TRAPPC1 PE=1 SV=1 Q9Y5R8 

RNA-binding protein 42 OS=Homo sapiens GN=RBM42 PE=1 SV=1 Q9BTD8 

Uncharacterized protein KIAA1143 OS=Homo sapiens GN=KIAA1143 PE=1 SV=2 Q96AT1 

AP-2 complex subunit sigma OS=Homo sapiens GN=AP2S1 PE=1 SV=2 P53680 

Protein spinster homolog 1 OS=Homo sapiens GN=SPNS1 PE=1 SV=1 Q9H2V7 

U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens GN=LSM3 PE=1 SV=2 P62310 

Niemann-Pick C1 protein OS=Homo sapiens GN=NPC1 PE=1 SV=2 O15118 

ATP-binding cassette sub-family F member 2 OS=Homo sapiens GN=ABCF2 PE=1 SV=2 Q9UG63 

NCK-interacting protein with SH3 domain OS=Homo sapiens GN=NCKIPSD PE=1 SV=1 Q9NZQ3 

Anaphase-promoting complex subunit 4 OS=Homo sapiens GN=ANAPC4 PE=1 SV=2 Q9UJX5 

RNA-binding protein NOB1 OS=Homo sapiens GN=NOB1 PE=1 SV=1 Q9ULX3 

WD repeat-containing protein 6 OS=Homo sapiens GN=WDR6 PE=1 SV=1 Q9NNW5 

Uncharacterized protein C1orf198 OS=Homo sapiens GN=C1orf198 PE=1 SV=1 Q9H425 

FUN14 domain-containing protein 1 OS=Homo sapiens GN=FUNDC1 PE=1 SV=1 Q8IVP5 

DNA polymerase alpha subunit B OS=Homo sapiens GN=POLA2 PE=1 SV=2 Q14181 

Isocitrate dehydrogenase [NAD] subunit gamma, mitochondrial OS=Homo sapiens GN=IDH3G PE=1 SV=1 P51553 

Alpha-galactosidase A OS=Homo sapiens GN=GLA PE=1 SV=1 P06280 

Isochorismatase domain-containing protein 2, mitochondrial OS=Homo sapiens GN=ISOC2 PE=1 SV=1 Q96AB3 

AN1-type zinc finger protein 5 OS=Homo sapiens GN=ZFAND5 PE=1 SV=1 O76080 

Protein Dr1 OS=Homo sapiens GN=DR1 PE=1 SV=1 Q01658 
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Ubiquitin-conjugating enzyme E2 G2 OS=Homo sapiens GN=UBE2G2 PE=1 SV=1 P60604 

CD99 antigen OS=Homo sapiens GN=CD99 PE=1 SV=1 P14209 

Probable palmitoyltransferase ZDHHC20 OS=Homo sapiens GN=ZDHHC20 PE=1 SV=1 Q5W0Z9 

Zinc finger HIT domain-containing protein 2 OS=Homo sapiens GN=ZNHIT2 PE=1 SV=1 Q9UHR6 

NHP2-like protein 1 OS=Homo sapiens GN=NHP2L1 PE=1 SV=3 P55769 

Transmembrane and coiled-coil domain-containing protein 1 OS=Homo sapiens GN=TMCO1 PE=1 SV=1 Q9UM00 

Ubiquitin-conjugating enzyme E2 G1 OS=Homo sapiens GN=UBE2G1 PE=1 SV=3 P62253 

Vacuolar protein sorting-associated protein 51 homolog OS=Homo sapiens GN=VPS51 PE=1 SV=2 Q9UID3 

Glutaryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=GCDH PE=1 SV=1 Q92947 

E3 ubiquitin-protein ligase ARIH1 OS=Homo sapiens GN=ARIH1 PE=1 SV=2 Q9Y4X5 

39S ribosomal protein L22, mitochondrial OS=Homo sapiens GN=MRPL22 PE=1 SV=1 Q9NWU5 

Coronin-7 OS=Homo sapiens GN=CORO7 PE=1 SV=2 P57737 

Transmembrane protein 245 OS=Homo sapiens GN=TMEM245 PE=1 SV=2 Q9H330 

Mitotic-spindle organizing protein 2A OS=Homo sapiens GN=MZT2A PE=1 SV=2 Q6P582 

HAUS augmin-like complex subunit 5 OS=Homo sapiens GN=HAUS5 PE=1 SV=2 O94927 

Myotubularin-related protein 14 OS=Homo sapiens GN=MTMR14 PE=1 SV=2 Q8NCE2 

Retrotransposon-derived protein PEG10 OS=Homo sapiens GN=PEG10 PE=1 SV=2 Q86TG7 

CDK-activating kinase assembly factor MAT1 OS=Homo sapiens GN=MNAT1 PE=1 SV=1 P51948 

DnaJ homolog subfamily B member 6 OS=Homo sapiens GN=DNAJB6 PE=1 SV=2 O75190 

Protein FAM192A OS=Homo sapiens GN=FAM192A PE=1 SV=1 Q9GZU8 

CD97 antigen OS=Homo sapiens GN=CD97 PE=1 SV=4 P48960 

GPN-loop GTPase 3 OS=Homo sapiens GN=GPN3 PE=1 SV=2 Q9UHW5 

COP9 signalosome complex subunit 7b OS=Homo sapiens GN=COPS7B PE=1 SV=1 Q9H9Q2 

DCN1-like protein 1 OS=Homo sapiens GN=DCUN1D1 PE=1 SV=1 Q96GG9 

Coiled-coil domain-containing protein 12 OS=Homo sapiens GN=CCDC12 PE=1 SV=1 Q8WUD4 

Alpha/beta hydrolase domain-containing protein 14B OS=Homo sapiens GN=ABHD14B PE=1 SV=1 Q96IU4 

Nucleoporin SEH1 OS=Homo sapiens GN=SEH1L PE=1 SV=3 Q96EE3 

ES1 protein homolog, mitochondrial OS=Homo sapiens GN=C21orf33 PE=1 SV=3 P30042 
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Delta-aminolevulinic acid dehydratase OS=Homo sapiens GN=ALAD PE=1 SV=1 P13716 

Craniofacial development protein 1 OS=Homo sapiens GN=CFDP1 PE=1 SV=1 Q9UEE9 

Oxidation resistance protein 1 OS=Homo sapiens GN=OXR1 PE=1 SV=2 Q8N573 

DDRGK domain-containing protein 1 OS=Homo sapiens GN=DDRGK1 PE=1 SV=2 Q96HY6 

Lumican OS=Homo sapiens GN=LUM PE=1 SV=2 P51884 

Cytohesin-3 OS=Homo sapiens GN=CYTH3 PE=1 SV=2 O43739 

PDZ and LIM domain protein 2 OS=Homo sapiens GN=PDLIM2 PE=1 SV=1 Q96JY6 

Krueppel-like factor 16 OS=Homo sapiens GN=KLF16 PE=1 SV=1 Q9BXK1 

Multiple myeloma tumor-associated protein 2 OS=Homo sapiens GN=MMTAG2 PE=1 SV=1 Q9BU76 

Large neutral amino acids transporter small subunit 1 OS=Homo sapiens GN=SLC7A5 PE=1 SV=2 Q01650 

ER membrane protein complex subunit 3 OS=Homo sapiens GN=EMC3 PE=1 SV=3 Q9P0I2 

DnaJ homolog subfamily C member 5 OS=Homo sapiens GN=DNAJC5 PE=1 SV=1 Q9H3Z4 

Gamma-soluble NSF attachment protein OS=Homo sapiens GN=NAPG PE=1 SV=1 Q99747 

Ceramide synthase 2 OS=Homo sapiens GN=CERS2 PE=1 SV=1 Q96G23 

Protein phosphatase inhibitor 2-like protein 3 OS=Homo sapiens GN=PPP1R2P3 PE=1 SV=1 Q6NXS1 

Protein NDRG3 OS=Homo sapiens GN=NDRG3 PE=1 SV=2 Q9UGV2 

Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=1 Q9UBR2 

Uncharacterized protein C7orf50 OS=Homo sapiens GN=C7orf50 PE=1 SV=1 Q9BRJ6 

Protein Churchill OS=Homo sapiens GN=CHURC1 PE=1 SV=2 Q8WUH1 

GDP-L-fucose synthase OS=Homo sapiens GN=TSTA3 PE=1 SV=1 Q13630 

Signal recognition particle 19 kDa protein OS=Homo sapiens GN=SRP19 PE=1 SV=3 P09132 

BUB3-interacting and GLEBS motif-containing protein ZNF207 OS=Homo sapiens GN=ZNF207 PE=1 SV=1 O43670 

WD repeat-containing protein 18 OS=Homo sapiens GN=WDR18 PE=1 SV=2 Q9BV38 

DDB1- and CUL4-associated factor 5 OS=Homo sapiens GN=DCAF5 PE=1 SV=2 Q96JK2 

U5 small nuclear ribonucleoprotein 40 kDa protein OS=Homo sapiens GN=SNRNP40 PE=1 SV=1 Q96DI7 

Ribulose-phosphate 3-epimerase OS=Homo sapiens GN=RPE PE=1 SV=1 Q96AT9 

Acylpyruvase FAHD1, mitochondrial OS=Homo sapiens GN=FAHD1 PE=1 SV=2 Q6P587 

Exosome complex component RRP4 OS=Homo sapiens GN=EXOSC2 PE=1 SV=2 Q13868 
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FAD-linked sulfhydryl oxidase ALR OS=Homo sapiens GN=GFER PE=1 SV=2 P55789 

LIM and senescent cell antigen-like-containing domain protein 3-like OS=Homo sapiens GN=LIMS3L PE=4 SV=1 P0CW20 

Ubiquitin-conjugating enzyme E2 J1 OS=Homo sapiens GN=UBE2J1 PE=1 SV=2 Q9Y385 

Translocon-associated protein subunit gamma OS=Homo sapiens GN=SSR3 PE=1 SV=1 Q9UNL2 

BSD domain-containing protein 1 OS=Homo sapiens GN=BSDC1 PE=1 SV=1 Q9NW68 

DNA polymerase epsilon subunit 4 OS=Homo sapiens GN=POLE4 PE=1 SV=2 Q9NR33 

NKG2D ligand 3 OS=Homo sapiens GN=ULBP3 PE=1 SV=1 Q9BZM4 

Uncharacterized protein C14orf142 OS=Homo sapiens GN=C14orf142 PE=1 SV=2 Q9BXV9 

Protein YIPF6 OS=Homo sapiens GN=YIPF6 PE=1 SV=2 Q96EC8 

Neurogranin OS=Homo sapiens GN=NRGN PE=1 SV=1 Q92686 

Prenylcysteine oxidase-like OS=Homo sapiens GN=PCYOX1L PE=1 SV=2 Q8NBM8 

Protein FAM101A OS=Homo sapiens GN=FAM101A PE=2 SV=3 Q6ZTI6 

CD276 antigen OS=Homo sapiens GN=CD276 PE=1 SV=1 Q5ZPR3 

Small nuclear ribonucleoprotein F OS=Homo sapiens GN=SNRPF PE=1 SV=1 P62306 

60S ribosomal protein L37a OS=Homo sapiens GN=RPL37A PE=1 SV=2 P61513 

Apolipoprotein C-III OS=Homo sapiens GN=APOC3 PE=1 SV=1 P02656 

Phosphatidate cytidylyltransferase 2 OS=Homo sapiens GN=CDS2 PE=1 SV=1 O95674 

E3 ubiquitin-protein ligase RNF114 OS=Homo sapiens GN=RNF114 PE=1 SV=1 Q9Y508 

Elongation of very long chain fatty acids protein 1 OS=Homo sapiens GN=ELOVL1 PE=1 SV=1 Q9BW60 

U8 snoRNA-decapping enzyme OS=Homo sapiens GN=NUDT16 PE=1 SV=2 Q96DE0 

D-tyrosyl-tRNA(Tyr) deacylase 1 OS=Homo sapiens GN=DTD1 PE=1 SV=2 Q8TEA8 

Overexpressed in colon carcinoma 1 protein OS=Homo sapiens GN=OCC1 PE=1 SV=2 Q8TAD7 

40S ribosomal protein S30 OS=Homo sapiens GN=FAU PE=1 SV=1 P62861 

Mothers against decapentaplegic homolog 9 OS=Homo sapiens GN=SMAD9 PE=1 SV=1 O15198 

Dehydrogenase/reductase SDR family member 7 OS=Homo sapiens GN=DHRS7 PE=1 SV=1 Q9Y394 

A-kinase anchor protein 8 OS=Homo sapiens GN=AKAP8 PE=1 SV=1 O43823 

NAD-dependent protein deacetylase sirtuin-1 OS=Homo sapiens GN=SIRT1 PE=1 SV=2 Q96EB6 

Splicing factor 3A subunit 2 OS=Homo sapiens GN=SF3A2 PE=1 SV=2 Q15428 
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3-ketodihydrosphingosine reductase OS=Homo sapiens GN=KDSR PE=1 SV=1 Q06136 

Basal cell adhesion molecule OS=Homo sapiens GN=BCAM PE=1 SV=2 P50895 

Ubiquitin-like protein 4A OS=Homo sapiens GN=UBL4A PE=1 SV=1 P11441 

Adrenodoxin, mitochondrial OS=Homo sapiens GN=FDX1 PE=1 SV=1 P10109 

28S ribosomal protein S7, mitochondrial OS=Homo sapiens GN=MRPS7 PE=1 SV=2 Q9Y2R9 

A disintegrin and metalloproteinase with thrombospondin motifs 1 OS=Homo sapiens GN=ADAMTS1 PE=1 SV=4 Q9UHI8 

39S ribosomal protein L27, mitochondrial OS=Homo sapiens GN=MRPL27 PE=1 SV=1 Q9P0M9 

7SK snRNA methylphosphate capping enzyme OS=Homo sapiens GN=MEPCE PE=1 SV=1 Q7L2J0 

Isovaleryl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=IVD PE=1 SV=1 P26440 

Glucocorticoid receptor OS=Homo sapiens GN=NR3C1 PE=1 SV=1 P04150 

Phospholipid scramblase 4 OS=Homo sapiens GN=PLSCR4 PE=1 SV=2 Q9NRQ2 

Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1 OS=Homo sapiens GN=NUCKS1 PE=1 SV=1 Q9H1E3 

WD repeat-containing protein 92 OS=Homo sapiens GN=WDR92 PE=1 SV=1 Q96MX6 

N-terminal kinase-like protein OS=Homo sapiens GN=SCYL1 PE=1 SV=1 Q96KG9 

Protein KTI12 homolog OS=Homo sapiens GN=KTI12 PE=1 SV=1 Q96EK9 

AN1-type zinc finger protein 2B OS=Homo sapiens GN=ZFAND2B PE=1 SV=1 Q8WV99 

CDGSH iron-sulfur domain-containing protein 2 OS=Homo sapiens GN=CISD2 PE=1 SV=1 Q8N5K1 

HD domain-containing protein 2 OS=Homo sapiens GN=HDDC2 PE=1 SV=1 Q7Z4H3 

Beta-arrestin-1 OS=Homo sapiens GN=ARRB1 PE=1 SV=2 P49407 

NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial OS=Homo sapiens GN=NDUFS6 PE=1 SV=1 O75380 

Uncharacterized protein C1orf50 OS=Homo sapiens GN=C1orf50 PE=1 SV=2 Q9BV19 

Diphthamide biosynthesis protein 2 OS=Homo sapiens GN=DPH2 PE=1 SV=1 Q9BQC3 

Discoidin, CUB and LCCL domain-containing protein 2 OS=Homo sapiens GN=DCBLD2 PE=1 SV=1 Q96PD2 

Selenoprotein M OS=Homo sapiens GN=SELM PE=1 SV=3 Q8WWX9 

Prostaglandin reductase 2 OS=Homo sapiens GN=PTGR2 PE=1 SV=1 Q8N8N7 

Mimitin, mitochondrial OS=Homo sapiens GN=NDUFAF2 PE=1 SV=1 Q8N183 

SUZ domain-containing protein 1 OS=Homo sapiens GN=SZRD1 PE=1 SV=1 Q7Z422 

Dehydrogenase/reductase SDR family member 7B OS=Homo sapiens GN=DHRS7B PE=1 SV=2 Q6IAN0 
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Translocating chain-associated membrane protein 1 OS=Homo sapiens GN=TRAM1 PE=1 SV=3 Q15629 

Protein AF1q OS=Homo sapiens GN=MLLT11 PE=1 SV=1 Q13015 

Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=4 P54252 

Non-histone chromosomal protein HMG-14 OS=Homo sapiens GN=HMGN1 PE=1 SV=3 P05114 

28S ribosomal protein S14, mitochondrial OS=Homo sapiens GN=MRPS14 PE=1 SV=1 O60783 

Retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase subunit delta OS=Homo sapiens GN=PDE6D PE=1 SV=1 O43924 

Synaptogyrin-1 OS=Homo sapiens GN=SYNGR1 PE=1 SV=2 O43759 

Histone chaperone ASF1B OS=Homo sapiens GN=ASF1B PE=1 SV=1 Q9NVP2 

Twisted gastrulation protein homolog 1 OS=Homo sapiens GN=TWSG1 PE=2 SV=1 Q9GZX9 

Dual specificity protein phosphatase 23 OS=Homo sapiens GN=DUSP23 PE=1 SV=1 Q9BVJ7 

E3 ubiquitin-protein ligase RNF126 OS=Homo sapiens GN=RNF126 PE=1 SV=1 Q9BV68 

Multivesicular body subunit 12A OS=Homo sapiens GN=MVB12A PE=1 SV=1 Q96EY5 

AN1-type zinc finger protein 6 OS=Homo sapiens GN=ZFAND6 PE=1 SV=2 Q6FIF0 

Proteasome assembly chaperone 4 OS=Homo sapiens GN=PSMG4 PE=2 SV=2 Q5JS54 

EKC/KEOPS complex subunit LAGE3 OS=Homo sapiens GN=LAGE3 PE=1 SV=2 Q14657 

Arylsulfatase B OS=Homo sapiens GN=ARSB PE=1 SV=1 P15848 

Golgi pH regulator B OS=Homo sapiens GN=GPR89B PE=1 SV=1 P0CG08 

Heat shock protein beta-6 OS=Homo sapiens GN=HSPB6 PE=1 SV=2 O14558 

Partner of Y14 and mago OS=Homo sapiens GN=WIBG PE=1 SV=1 Q9BRP8 

60S ribosomal protein L36a OS=Homo sapiens GN=RPL36A PE=1 SV=2 P83881 

Uncharacterized protein C2orf47, mitochondrial OS=Homo sapiens GN=C2orf47 PE=1 SV=1 Q8WWC4 

Ashwin OS=Homo sapiens GN=C2orf49 PE=1 SV=1 Q9BVC5 

Protein polybromo-1 OS=Homo sapiens GN=PBRM1 PE=1 SV=1 Q86U86 

DnaJ homolog subfamily B member 12 OS=Homo sapiens GN=DNAJB12 PE=1 SV=4 Q9NXW2 

A-kinase anchor protein 11 OS=Homo sapiens GN=AKAP11 PE=1 SV=1 Q9UKA4 

NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11, mitochondrial OS=Homo sapiens GN=NDUFB11 PE=1 SV=1 Q9NX14 

5'-AMP-activated protein kinase subunit gamma-2 OS=Homo sapiens GN=PRKAG2 PE=1 SV=1 Q9UGJ0 

Sorting nexin-15 OS=Homo sapiens GN=SNX15 PE=1 SV=1 Q9NRS6 
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Probable tRNA N6-adenosine threonylcarbamoyltransferase OS=Homo sapiens GN=OSGEP PE=1 SV=1 Q9NPF4 

Perilipin-2 OS=Homo sapiens GN=PLIN2 PE=1 SV=2 Q99541 

Arginyl-tRNA--protein transferase 1 OS=Homo sapiens GN=ATE1 PE=1 SV=2 O95260 

Ankycorbin OS=Homo sapiens GN=RAI14 PE=1 SV=2 Q9P0K7 

G2/mitotic-specific cyclin-B2 OS=Homo sapiens GN=CCNB2 PE=1 SV=1 O95067 

YrdC domain-containing protein, mitochondrial OS=Homo sapiens GN=YRDC PE=1 SV=1 Q86U90 

Kinetochore protein Spc25 OS=Homo sapiens GN=SPC25 PE=1 SV=1 Q9HBM1 

Peptidyl-prolyl cis-trans isomerase-like 4 OS=Homo sapiens GN=PPIL4 PE=1 SV=1 Q8WUA2 

Zinc finger CCCH domain-containing protein 7B OS=Homo sapiens GN=ZC3H7B PE=1 SV=1 Q9UGR2 

Serine/arginine-rich splicing factor 11 OS=Homo sapiens GN=SRSF11 PE=1 SV=1 Q05519 

Serine/threonine-protein kinase D2 OS=Homo sapiens GN=PRKD2 PE=1 SV=2 Q9BZL6 

Putative deoxyribonuclease TATDN1 OS=Homo sapiens GN=TATDN1 PE=1 SV=2 Q6P1N9 

Uveal autoantigen with coiled-coil domains and ankyrin repeats OS=Homo sapiens GN=UACA PE=1 SV=2 Q9BZF9 

Tight junction-associated protein 1 OS=Homo sapiens GN=TJAP1 PE=1 SV=1 Q5JTD0 

Acetoacetyl-CoA synthetase OS=Homo sapiens GN=AACS PE=1 SV=1 Q86V21 

PMS1 protein homolog 1 OS=Homo sapiens GN=PMS1 PE=1 SV=1 P54277 

Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=4 Q05086 

Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=1 Q13526 

Serine--tRNA ligase, mitochondrial OS=Homo sapiens GN=SARS2 PE=1 SV=1 Q9NP81 

Sulfotransferase 1A3/1A4 OS=Homo sapiens GN=SULT1A3 PE=1 SV=1 P50224 

PHD finger protein 23 OS=Homo sapiens GN=PHF23 PE=1 SV=1 Q9BUL5 

Transforming growth factor beta-2 OS=Homo sapiens GN=TGFB2 PE=1 SV=1 P61812 

Adenosine 3'-phospho 5'-phosphosulfate transporter 1 OS=Homo sapiens GN=SLC35B2 PE=1 SV=1 Q8TB61 

Myc box-dependent-interacting protein 1 OS=Homo sapiens GN=BIN1 PE=1 SV=1 O00499 

Translocation protein SEC63 homolog OS=Homo sapiens GN=SEC63 PE=1 SV=2 Q9UGP8 

Retinoic acid-induced protein 3 OS=Homo sapiens GN=GPRC5A PE=1 SV=2 Q8NFJ5 

Conserved oligomeric Golgi complex subunit 4 OS=Homo sapiens GN=COG4 PE=1 SV=3 Q9H9E3 

Pyridoxine-5'-phosphate oxidase OS=Homo sapiens GN=PNPO PE=1 SV=1 Q9NVS9 
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RNA-binding protein 5 OS=Homo sapiens GN=RBM5 PE=1 SV=2 P52756 

DNA repair protein XRCC1 OS=Homo sapiens GN=XRCC1 PE=1 SV=2 P18887 

TRAF-type zinc finger domain-containing protein 1 OS=Homo sapiens GN=TRAFD1 PE=1 SV=1 O14545 

Pre-rRNA-processing protein TSR2 homolog OS=Homo sapiens GN=TSR2 PE=1 SV=1 Q969E8 

Cytochrome c oxidase assembly factor 7 OS=Homo sapiens GN=COA7 PE=1 SV=2 Q96BR5 

WD repeat-containing protein 61 OS=Homo sapiens GN=WDR61 PE=1 SV=1 Q9GZS3 

60S ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=3 P49207 

SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5 OS=Homo sapiens GN=SMARCA5 
PE=1 SV=1 O60264 

2',5'-phosphodiesterase 12 OS=Homo sapiens GN=PDE12 PE=1 SV=2 Q6L8Q7 

L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Homo sapiens GN=AASDHPPT PE=1 SV=2 Q9NRN7 

Biogenesis of lysosome-related organelles complex 1 subunit 2 OS=Homo sapiens GN=BLOC1S2 PE=1 SV=1 Q6QNY1 

Receptor expression-enhancing protein 5 OS=Homo sapiens GN=REEP5 PE=1 SV=3 Q00765 

ATP synthase F(0) complex subunit C2, mitochondrial OS=Homo sapiens GN=ATP5G2 PE=2 SV=1 Q06055 

Telomerase Cajal body protein 1 OS=Homo sapiens GN=WRAP53 PE=1 SV=1 Q9BUR4 

Peptidase M20 domain-containing protein 2 OS=Homo sapiens GN=PM20D2 PE=1 SV=2 Q8IYS1 

Guanine nucleotide-binding protein-like 3 OS=Homo sapiens GN=GNL3 PE=1 SV=2 Q9BVP2 

Putative RNA-binding protein 3 OS=Homo sapiens GN=RBM3 PE=1 SV=1 P98179 

Muskelin OS=Homo sapiens GN=MKLN1 PE=1 SV=2 Q9UL63 

AP-4 complex subunit beta-1 OS=Homo sapiens GN=AP4B1 PE=1 SV=2 Q9Y6B7 

Mothers against decapentaplegic homolog 4 OS=Homo sapiens GN=SMAD4 PE=1 SV=1 Q13485 

Phosphatidylinositol 4-kinase type 2-alpha OS=Homo sapiens GN=PI4K2A PE=1 SV=1 Q9BTU6 

Origin recognition complex subunit 4 OS=Homo sapiens GN=ORC4 PE=1 SV=2 O43929 

Adenylate kinase isoenzyme 6 OS=Homo sapiens GN=AK6 PE=1 SV=1 Q9Y3D8 

Myotubularin-related protein 6 OS=Homo sapiens GN=MTMR6 PE=1 SV=3 Q9Y217 

40S ribosomal protein S23 OS=Homo sapiens GN=RPS23 PE=1 SV=3 P62266 

Caspase-10 OS=Homo sapiens GN=CASP10 PE=1 SV=3 Q92851 

Small EDRK-rich factor 2 OS=Homo sapiens GN=SERF2 PE=1 SV=1 P84101 

Sorbitol dehydrogenase OS=Homo sapiens GN=SORD PE=1 SV=4 Q00796 
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Caspase recruitment domain-containing protein 16 OS=Homo sapiens GN=CARD16 PE=1 SV=1 Q5EG05 

T-cell leukemia/lymphoma protein 1A OS=Homo sapiens GN=TCL1A PE=1 SV=1 P56279 

Radial spoke head protein 4 homolog A OS=Homo sapiens GN=RSPH4A PE=1 SV=1 Q5TD94 

Tyrosine-protein kinase CSK OS=Homo sapiens GN=CSK PE=1 SV=1 P41240 

Alpha-N-acetylgalactosaminidase OS=Homo sapiens GN=NAGA PE=1 SV=2 P17050 

PIH1 domain-containing protein 1 OS=Homo sapiens GN=PIH1D1 PE=1 SV=1 Q9NWS0 

U6 snRNA-associated Sm-like protein LSm4 OS=Homo sapiens GN=LSM4 PE=1 SV=1 Q9Y4Z0 

39S ribosomal protein L43, mitochondrial OS=Homo sapiens GN=MRPL43 PE=1 SV=1 Q8N983 

DNA dC->dU-editing enzyme APOBEC-3B OS=Homo sapiens GN=APOBEC3B PE=1 SV=1 Q9UH17 

Peptidyl-prolyl cis-trans isomerase E OS=Homo sapiens GN=PPIE PE=1 SV=1 Q9UNP9 

Protein TBRG4 OS=Homo sapiens GN=TBRG4 PE=1 SV=1 Q969Z0 

Protein MON2 homolog OS=Homo sapiens GN=MON2 PE=1 SV=2 Q7Z3U7 

Thioredoxin-related transmembrane protein 4 OS=Homo sapiens GN=TMX4 PE=1 SV=1 Q9H1E5 

FAS-associated death domain protein OS=Homo sapiens GN=FADD PE=1 SV=1 Q13158 

TBC1 domain family member 10B OS=Homo sapiens GN=TBC1D10B PE=1 SV=3 Q4KMP7 

Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=1 Q08257 

Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial OS=Homo sapiens GN=IDH3B PE=1 SV=2 O43837 

Transducin-like enhancer protein 4 OS=Homo sapiens GN=TLE4 PE=1 SV=3 Q04727 

REVERSED Collagen alpha-3(VI) chain OS=Homo sapiens GN=COL6A3 PE=1 SV=5 P12111 

Guanine nucleotide-binding protein-like 3-like protein OS=Homo sapiens GN=GNL3L PE=1 SV=1 Q9NVN8 

Melanoma-associated antigen B17 OS=Homo sapiens GN=MAGEB17 PE=4 SV=2 A8MXT2 

Cell cycle checkpoint protein RAD1 OS=Homo sapiens GN=RAD1 PE=1 SV=1 O60671 

Pre-mRNA-splicing factor SYF1 OS=Homo sapiens GN=XAB2 PE=1 SV=2 Q9HCS7 

Putative ribosomal RNA methyltransferase NOP2 OS=Homo sapiens GN=NOP2 PE=1 SV=2 P46087 

Replication protein A 14 kDa subunit OS=Homo sapiens GN=RPA3 PE=1 SV=1 P35244 

RNA-binding protein Raly OS=Homo sapiens GN=RALY PE=1 SV=1 Q9UKM9 

Intraflagellar transport protein 25 homolog OS=Homo sapiens GN=HSPB11 PE=1 SV=1 Q9Y547 

Clusterin-like protein 1 OS=Homo sapiens GN=CLUL1 PE=1 SV=1 Q15846 
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Parkinson disease 7 domain-containing protein 1 OS=Homo sapiens GN=PDDC1 PE=1 SV=1 Q8NB37 

MOB-like protein phocein OS=Homo sapiens GN=MOB4 PE=1 SV=1 Q9Y3A3 

Putative ataxin-7-like protein 3B OS=Homo sapiens GN=ATXN7L3B PE=3 SV=2 Q96GX2 

Helicase with zinc finger domain 2 OS=Homo sapiens GN=HELZ2 PE=1 SV=6 Q9BYK8 

Protein YIPF5 OS=Homo sapiens GN=YIPF5 PE=1 SV=1 Q969M3 

E3 ubiquitin-protein ligase CHIP OS=Homo sapiens GN=STUB1 PE=1 SV=2 Q9UNE7 

Protein VAC14 homolog OS=Homo sapiens GN=VAC14 PE=1 SV=1 Q08AM6 

N6-adenosine-methyltransferase 70 kDa subunit OS=Homo sapiens GN=METTL3 PE=1 SV=2 Q86U44 

Microtubule-associated protein 10 OS=Homo sapiens GN=MAP10 PE=1 SV=2 Q9P2G4 

Secretory carrier-associated membrane protein 2 OS=Homo sapiens GN=SCAMP2 PE=1 SV=2 O15127 

CD81 antigen OS=Homo sapiens GN=CD81 PE=1 SV=1 P60033 

REVERSED ELM2 and SANT domain-containing protein 1 OS=Homo sapiens GN=ELMSAN1 PE=1 SV=2 Q6PJG2 

tRNA (guanine(37)-N1)-methyltransferase OS=Homo sapiens GN=TRMT5 PE=1 SV=2 Q32P41 

Protein CIP2A OS=Homo sapiens GN=KIAA1524 PE=1 SV=2 Q8TCG1 

TGF-beta-activated kinase 1 and MAP3K7-binding protein 1 OS=Homo sapiens GN=TAB1 PE=1 SV=1 Q15750 

Eukaryotic elongation factor 2 kinase OS=Homo sapiens GN=EEF2K PE=1 SV=2 O00418 

Methyltransferase-like protein 10 OS=Homo sapiens GN=METTL10 PE=1 SV=2 Q5JPI9 

Uncharacterized protein FLJ45252 OS=Homo sapiens PE=1 SV=2 Q6ZSR9 

Signal peptidase complex subunit 3 OS=Homo sapiens GN=SPCS3 PE=1 SV=1 P61009 

Cell growth-regulating nucleolar protein OS=Homo sapiens GN=LYAR PE=1 SV=2 Q9NX58 

Transmembrane emp24 domain-containing protein 1 OS=Homo sapiens GN=TMED1 PE=1 SV=1 Q13445 

Oligosaccharyltransferase complex subunit OSTC OS=Homo sapiens GN=OSTC PE=1 SV=1 Q9NRP0 

28S ribosomal protein S29, mitochondrial OS=Homo sapiens GN=DAP3 PE=1 SV=1 P51398 

Nuclear factor 1 A-type OS=Homo sapiens GN=NFIA PE=1 SV=2 Q12857 

Transmembrane and ubiquitin-like domain-containing protein 2 OS=Homo sapiens GN=TMUB2 PE=2 SV=2 Q71RG4 

Nuclear pore complex protein Nup160 OS=Homo sapiens GN=NUP160 PE=1 SV=3 Q12769 

Prostaglandin D2 receptor 2 OS=Homo sapiens GN=PTGDR2 PE=1 SV=3 Q9Y5Y4 

Serine/threonine-protein kinase MARK2 OS=Homo sapiens GN=MARK2 PE=1 SV=2 Q7KZI7 



 
 
 
 

cccxliii 
 

Epithelial cell-transforming sequence 2 oncogene-like OS=Homo sapiens GN=ECT2L PE=2 SV=2 Q008S8 

U6 snRNA-associated Sm-like protein LSm7 OS=Homo sapiens GN=LSM7 PE=1 SV=1 Q9UK45 

Mitochondrial import receptor subunit TOM20 homolog OS=Homo sapiens GN=TOMM20 PE=1 SV=1 Q15388 

Desumoylating isopeptidase 2 OS=Homo sapiens GN=DESI2 PE=1 SV=1 Q9BSY9 

 
 




