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Identification of human cell lines is performed by analysis of microsatellite profiles_ A set of 18 selected and established loci of tetra- and pentanucleotide repeats 
is amplified via PCR with the extracted DNA of the cell-line cells. The results are compared to other holdings of the same cell line. Microsatellite profiles can 
vary with the passage number due to intrinsic genetic instability~ some markers show addition or loss of alleles. Therefore samples from the same cell-line can 
produce similar but slightly different profiles. Cell-line IDs are considered to be a match if their profiles are more than 80% identical. 

1be u:sutts included beu: 1e U.E only to tbe :wmple testrd. 1bis test 1epm shall not be 1eproduced except in full, witbcu.l full Wiitten i!.pplov.ll of tbe testing Ubol"i!.toly. This test is fuI R:Xil.lcil use only md is not 
i!.pplOJlIUte !OJ hummclinici!.l OJ diilgnostic mnples. 

A nalysis Perf ormed 

lbree databases: A TCC. DSMZ and Garvan internal database are referred to for performing the fwal STR. profile analysis. Nine out of the 18 available loci/markers 
are compared to these databases (D5S818. D13S317 . D7S820, D16S539. VW A . TII0l ,AM. TI'OX, CSFIPO) The match is based oo the number of shared alleles 
between the sample being tested and the reference cell line from the database. This is then expressed as a percentage or an evaluation value. Only the highest 
percentage match (can be more than one) will be reported. In case. no matches were found in these available databases, following three scenarios may apply: 

1. Client will be requested for the cell line vendor infomiation 
2_ Client will be requested for the DNA profile of cell line being tested and then matched to this available information 
3. For DNA profiles that arc proprietary or cannot be shared, only the STR. profile generated at GMG will be sent for the client to match and compare . 
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STR Profi.le - Sample Reference/Repository Sample 

Sample Name #I (Reka 17/04/2018) Sample Name 293T 

Sour« Cells Sourt'e ATCC-ACS-4500; 100% 

Garvan ID 704 
match with ATCC HEK 
293T/17(sample slightly 

D5S818 8.10 overloaded hence some run 

Dl3S317 11.12.13.15 artefacts) 

D7S820 10.11 GarvanlD 005 

Dl6S539 9.13 
D55818 8,9 

vWA 16.1920 
Dl3S317 12.14 

TI-!01 7,9.3 D75820 ll 

Amel X Dl6S5J9 13,9 

TPOX II vWA 16,19 

CSFIPO 11.12 THO! 7,93 

D8Sl179 11.12.14 Amel X 

D21Sll 2829.30.2 TPOX ll 

D3Sl358 14.15.16.17 
CSFIPO ll,12 

D2Sl338 19 
D8S1179 12,14 

Dl9S433 17.18 
D21Sll 28,30.2 

Dl8S51 17 D3S1358 15,17 

FGA 2324 
D2S1J.l8 19 

Penta E 7,13.15 Dl9S433 121.18 

PentaD 9,10 Dl8S51 17,18 

FGA 23 

PentaE 15,7 

Penta D 10,9 

Comments 
The sample is 87% identical to HEK 293T/17. 87% similarity is considered related according to the ASN-0002 Standard. Cell lines with >80 % match are coosidered 
to be related; derived from a common ancestry. Cell lines with between a 55 % to 80 % match require further profiling for authentication of relatedness. In saying 
cell line samples have a common ancestry. these samples may come from the same cell line; from two separate cell lines that were derived from the same donor; 
one cell line may be derived from the other; or one cell line may be misidentified or cross-contaminated.Cell lines with >80 % match are coosideced to be related; 
derived from a common ancestry. Cell lines with between a 55 % to 80 % match require further profiling for authentication of relatedness. In saying cell line samples 
have a common ancestry, these samples may come from the same cell line; from two separate cell lines that were derived from the same donor; one cell line may 
be derived from the other: or one cell line may be misidentified or cross-contaminated 
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Address: 
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Sample Name: 
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Submission Date· 

Testing Perfom ied 

Version: 

Effective Date: 

Certificate of Analysis 

Pavel Bitter 

26/0412018 

Eve Radtw.z 

25/04/2018 

Audrey Ragagnin 

Macquarie Univeristy 

Dept of Biomedical Sciences 

2 Technology Place, NSW, 2109, Macquarie Univen1ity 
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Identification of human cell lines is performed by analysis of microsatellite profiles. A set of 18 selected and established loci of tetra- and pentanucleotide repeats 
is amplified via PCR with the extracted DNA of the cell-line cells. The results are compared to other holdings of the same cell line. Microsatellite profiles can 
vary with the passage numbec due to intrinsic genetic instability; some markers show addition or loss of alle les_ Therefore samples from the same cell-line can 
produce similar but slightly different profiles. Cell-line IDs a:re considered to be a match if their profiles a:re more than 80% identical. 

1be results included. br:re reLlte only to tbe s.aznple tested. 'Ibis test reix-t shill not be reprodtlced except in full, withwl full Wiitt£n ilpplov.ll of 1he testing Llbo.-iltoly. Tbis test is fm miieillclt use only .md is not 
~te fmhummclinical 01 di.ii.gnostic SW1pks. 

Analysis Performed 

Three databases: ATCC. DSMZ and Garvan internal database are referred to for ped orming the fmal STR profile analysis. Nine out of the 18 available loci/markers 
are compared to these databases (D5S818, D13S317 , D7S820, D16S539, VWA, TH0l , AM, TPOX, CSFIPO). The match is based on the number of shared alleles 
between the sample being tested and the reference cell line from the database. 'Ibis is then expressed as a percentage or an evaluation value. Only the highest 
percentage match (can be more than one) will be reported. In case. no matches were found in these available databases. following three scenarios may apply: 

I. Client will be requested for the cell line vendor infonnation 
2. Client will be requested for the DNA profile of cell line being tested and then matched to this available information 
3 . For DNA profiles that are proprietary or cannot be shared. only the STRprofile generated at GMG will be sent for the client to match and compare. 
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STR P1:of'tle • Sample Reference/Repository Sample 

Sample Name #2 (Reka 17/04/2018) Sample Name 293T 

Source Cells Source ATCC-ACS-4500; 100% 

Garvan ID 705 
match with ATCC HEK 
293T/l 7(sample slightly 

D5S818 8,9 overloaded hence some run 

D13S317 11,12,13 artefacts) 

D7S820 IO.II Garvan ID 005 

D16S539 9,13 D5S818 8!} 

vWA 16,19 D13S317 12,14 

TII0I 1!}.3 D7S820 11 

Amel X Dl6S539 13!} 

TPOX II vWA 16,19 

CSFIPO 11,12 THO! 7!}3 

D8S1179 11,12.15 Amel X 

D21S11 28,29,30.2 TPOX 11 

D3S1358 14,16,17 CSFlPO 11,12 

D2S1338 19 
D8S1179 12,14 

D19S433 16,17,18 D21Sll 28,.l0.2 

DISSSI 17 D3S1358 15,17 

FGA 23.24 D2S1338 19 

Penta E 7 .13.15 D19S433 12.1,18 

PentaD 9 ,10 D18S51 17,18 

FGA 23 

Penta E 15,7 

Penta D 10!} 

Comments 
The sample is 84% identical to HEK 293T/l 7 . 84% similarity is considered related according to the ASN-<X)()2 Standard. C.ell lines with >80 % match are considered 
to be related; derived from a common ancestry. Cell lines with between a 55 % to 80 % match require further profiling for authentication of relatedness. In saying 
cell line samples have a common ancestcy. these samples may come from the same cell line; from two separate cell lines that were derived from the same donor; 
one cell line may be derived from the other; O£ one cell line may be misidentified O£ cross~contaminated.Cell lines with >80 % match are considered to be related; 
derived from a common ancestry_ Cell lines with between a 55 % to 80 % match require further prnfiling fO£ authentication of relatedness. In saying cell line samples 
have a common ancestry. these samples may come from the same cell line; from two separate cell lines that were derived from the same donor; one cell line may 
be derived from the other, or one cell line may be misidentified O£ cross---eontaminated. 
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CELL-LINE IDENT IFI CATION SERVICE REPORT FORM 

T;tle: CELL-LINE IDENTIFICATION SERVICE REPORT FORM Document No 

-~ 
GA RYAN 
I NST ITUTE 
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Authorisation 

Author ised by: 

Date: 

Reviewed by: 

Date: 

Sender 

Name: 

Address: 

Email: 

Cell Line Sample 

Sample Name: 

Garvan Sample ID: 

Submission Date: 

Testing Perfom 1ed 

Version: 

Effective Date· 

Certificate of Analysis 

Pavel Bitter 

26/0412018 

Eve R adunz 

25/04/2018 

Audrey Ragagnin 

M acquarie Univeristy 

Dept of Biomedical Sciences 

2 Technology Place. NSW, 2109, Macquarie University 

'audrey .ragagnin@mq.edu.au' 

#3 (Reka 17/04/2018) 

706 

16/0412018 

30A 

3 

15th August 2015 

.A 
NATA 
'V 

Identification of human cell lines is performed by analysis of microsatellite profiles. A set of 18 selected and established loci of tetra- and pentanucleotide repeats 
is amplified via PCR with the extracted DNA of the cell-line cells_ The results are compared to other holdings of the same cell line. Microsatellite profiles can 
vary with the passage numbec due to intrinsic genetic instability; some markers show addition Ot" loss of alleles. Therefore samples from the same cell-line can 
produce similar but slightly different profiles. Cell-line IDs are considered to be a match if their profiles are more than 80% identical. 

1be results included. hl':re relate oruy to the sample tested. This test repm stwl not be reprodoced exce:pt in full. withool full wiitten .i.pproru of the testing laboratory. This test is for researcb use only and is not 
appropriate for human clinical or du gnostic samples. 

Analysis Performed 

Three databases: ATCC. DSMZ and Garvan internal database are referred to for pedomiing the final STR profile analysis. Nine out of the 18 available loci/markers 
are compared to these databases (D55818, D13S317, D7S820 , D16S539, VW A , TH0l ,AM, TPOX, CSFIPO). The match;, based on the number of shared alleles 
between the sample being tested and the reference cell line from the database . This is then expressed as a percentage or an evaluation value. Only the highest 
percentage match (can be more than one) will be reported. In case. no matches were found in these available databases. following three scenarios may apply: 

1. Client will be requested for the cell line vendor infoanation 
2. Client will be requested for the DNA profile of cell line being tested and then matched to this available information 
3 For DNA profiles that are proprietary or cannot be shared. only the STR profile generated at GMG will be sent for the client to match and compare 
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STR Profi..le - Sample Refer ence/Repository Sample 

Sample Name #3 (Reka 17/04/2018) Sample Name 293T 

Source Cells Source ATCC-ACS-4500; 100% 

Garvan ID 706 match with ATCC HEK 
293T/17(sample slightly 

D5S818 8,9 overloaded hence some run 

D13S317 11,12,13,15 artefacts) 

D7S820 10,11 Garvan ID 005 

Dl6S539 9 ,13 D5S818 8,9 

vWA 16,1920 
D13S317 12,14 

TIIOI 7,9.3 D7S820 11 

Amel X 
Dl6S539 13,9 

TPOX 11 vWA 16,19 

CSFIPO 11,12 TH0l 1,93 

D8Sl 179 11,14 Amel X 

D21Sll 2829,30.2 TPOX 11 

D3Sl358 14,16,17 CSFlPO 11,12 

D2Sl338 19 D8Sll79 12,14 

Dl9S433 17,18 D21S11 28,30.2 

Dl8S51 17 D3S1358 15,17 

FGA 2324 D2S1.l38 19 

Penta E 7,15 Dl9S433 12.1 ,18 

Penta D 9,9.4 Dl8S51 17,18 

FGA 23 

Penta E 15,7 

PentaD 10,9 

Comments 
The sample is 81% identical to HEK 293T/ l7 _ 81 % similarity is considered related according to theASN-0002 Standard. Cell lines with >80 % match are considered 
to be related; derived from a common ancestry_ Cell lines with between a 55 % to 80 % match require further profiling for authentication of relatedness_ In saying 
cell line samples have a common ancestry. these samples may come from the same cell line; from two separate cell lines that were derived from the same donor; 
one cell line may be derived from the other; or one cell line may be misidentified or cross-contaminated .Cell lines with >80 % match are considered to be related; 
derived from a common ancestry. Cell lines with between a 55 % to 80 % match require further profiling for authentication of relatedness. In saying cell line samples 
have a common ancestry, these samples may come from the same cell line; from two separate cell lines that were derived from the same donor, one cell line may 
be derived from the other, or one cell line may be misidentified or cross-contaminated. 
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CELL-LINE IDENTIFI CATION SE R VICE REPORT FORM 

Title: CELL-LINE IDENTIFICATION SERVICE REPORT FORM Document No 

-~ 

' 

GARVA N 
I NST IT U TE 
8.....,,..,...-...,. .• Jro>,.;b 

Authorisation 

Authorised by: 

Date: 

Reviewed by: 

Date: 

Sender 

Name· 

Address: 

Email: 

Cell Line Sample 

Sample Name: 

Garvan Sample ID: 

Submission Date: 

Testing Perfonned 

Version· 

Effective Date: 

Certificate of Analysis 

Pavel Bitter 

26/0412018 

Eve Radunz 

25/0412018 

Audrey Ragagnin 

Macquarie Univeristy 

Dept of Biomedical Sciences 

2 Technology Place. NSW. 2109, Macquarie University 

'audrey .ragagnin@mq.edu.au' 

#4 (Reka 17/04/2018) 

707 

16/0412018 

30A 

3 

15th August 2015 

.A 
NATA 

V' 
A«oodioedior~ • -1:IOfBClXllS 
'nclnllilld111c_,___,,_ =~~-

Identification of human cell lines is performed by analysis of microsatellite profiles. A set of 18 selected and established loci of tetra- and pentanucleotide repeats 
is amplified via PCR with the extracted DNA of the cell-line cells. The results are compared to other holdings of the same cell line. Microsatellite profiles can 
vary with the pas.sage number due to intrinsic genetic instability; some markers show addition or loss of alleles. Therefore samples from the same cell-line can 
produce similar but slightly different profiles. Cell-line IDs are considered to be a match if their profiles are more than 80% identical. 

Tbe reSllhs included bere relate only to tbe s.1mple testtd. This test report shall not be reproduced except in full , without full written approval of the testiJ1t laboratory. Tbis test is tor RSearcb use only and is not 
appropn.tte !OJ: human clinical or diagnostic samples. 

Analysis Performed 

lbree databases: A TCC. DSMZ and Garv an internal database are referred to for pedonning the final STR profile analysis. Nine out of the 18 available loci/markers 
are compared to these databases (D55818, D13S317 , D7S820, D16S539, VWA, Til0l,AM, TPOX, CSF lPO). Toe match is based on the numberof shared alleles 
between the sample being tested and the reference cell line from the database. This is then expressed as a percentage or an evaluation value. Only the highest 
percentage match (can be more than one) will be reported. In case, no matches were found in these available databases, following three scenarios may apply: 

I . Client will be requested for the cell line vendor infocmation 
2. Client will be requested for the DNA profile of cell line being tested and then matched to this available information 
3. For DNA profiles that are proprietary oc cannot be shared, only the STR profile generated at GMG will be sent for the client to match and compare. 
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STR Profile - Sample Reference/Repository Sample 

Sample Name #4(Reka 17104/2018) Sample Name 293T 

Source Cells Source ATCC-ACS-4500; 100% 

GarvanlD 707 match with ATCC HEK 
293T/l7(sample slightly 

D55818 8,9 overloaded hence some run 

D13S317 11 ,12.13.14 artefacts) 

D75820 10.11 G arvanID 005 

D165539 9,13 D55818 8,9 

vWA 16,19.20 .22 
D13S317 12,14 

TIIOI 7,9.3 D75820 11 

Amel X D16S539 13,9 

TPOX 11 
vWA 16,19 

CSFlPO 11 ,12 THOl 7,93 

D8S1179 11 ,12.14 Amel X 

D21S11 28,29,30.2 TPOX 11 

D3S1358 14,16.17 CSFIPO 11,12 

D2S1338 19 D8S1179 12,14 

D19S433 17,18 D215 11 28,30.2 

D18551 17 
D3S1358 15,17 

FGA 23,24 D2S1338 19 

Penta E 7 .15 D19S433 12.1,18 

Penta D 9 ,10 D18551 17,18 

FGA 23 

Penta E 15,7 

Penta D 10,9 

Comments 
The sample is 90% identical to HEK 293T/17. 90% similarity is considered related according to the ASN-()(X)2 Standard. Cell liues with >80 % match are considered 
to be related; derived from a common ancestry. Cell lines with between a 55 % to 80 % match require further profiling for authentication of relatedness . In saying 
cell line samples have a common ancestry. these samples may come from the same cell line; from two separate cell lines that were derived from the same donor; 
one cell line may be derived from the other; or one cell liue may be misidentified or cross~contaminated.Cell lines with >80 % match are considered to be related; 
derived from a common ancestry. Cell liues with between a 55 % to 80 % match require further profiling for authentication of relatedness. In saying cell line samples 
have a common ancestry. these samples may come from the same cell line; from two separate cell lines that were derived from the same donor; one cell line may 
be derived from the other; or one cell line may be misidentified or cross-contaminated. 
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