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Standards for Cell Line Authentications

To standardize STR analysis for human cell line authentication, the American Tissue Culture
Collection (ATCC) Standards Development Organization Workgroup published ASN-0002-2011,
which recommends the use of at least eight STR loci (THO1, TPOX, vWA, CSF1PO, D16S539,
D7S820, D13S317 and D5S818) plus Amelogenin for gender identification for human cell line

authentication.



MizR 1: 1 FRZABEAY STR L/ F0 Amelogenin i mAYEFE 57 BIZER

4HH HCT-116 (B Fr4's HCT-116)
Marker Allele 1 | Allele 2 Allele 3
D19S433 12 13
D5S818 10 11
D21S11 29 30
D18S51 16 17 18
D6S1043 13 13
D3S1358 12 17
D13S317 10 12
D7S820 11 12
D16S539 11 12 13
CSF1PO 7 10
Penta D 9 13
AMEL X X
VWA 16 17 22
D8S1179 12 14
TPOX 8 8
Penta E 13 14
THO1 8 9
D12S391 17 21
D2S1338 16 16
FGA 18 22 23
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YMAE HCT-116 538 ATCC EEXF4ER

% Sample Atcc ) )
Matches Designation D5S818 | D13S317 | D7S820 | D16S539 | vWA THO1 | AMEL | TPOX | CSF1PO
Match Count Number
II’T/%Q
;EEH@ HCT-116 10, 11 10, 12 11, 12 11,12,13 | 16,17,22 | 8,9 |x,x |[8,8 | 7,10
89 18 16 CCL-247 HCT 116Colon CarcinomaHuman 10, 11 10, 12 11, 12 11, 13 17, 22 89 |XY |89 |710
88 16 14 CRL-2780 | ATRFLOXColon CarcinomaHuman 10, 12 10, 12 11, 12 11,13 17, 22 8,9 8 7,9
80 10 8 CRL-2321 HCC1143Breast CarcinomaHuman 11 12 12 11, 13 16 9.3 12 10
48 HCT-116 438! dsmz EEXTEER
Locus names
Cell No. Cell name
= D5S818 | D13S317 | D75820 D16S539 VWA THO1 AM TPOX | CSF1PO
Query (HCT-116) 10,11 10,12 11,12 11,12,13 16,17,22 8,9 X, X 8,8 7,10
0.85(34/40) 581 HCT-116 10,11 10,12 11,12 11,13,12 17,17,21 8,8 X, X 8,8 7,10
0.84(32/38) CCL-247 HCT 116 10,11 10,12 11,12 11,13 17,22 8,9 XY 8,9 7,10
ATRFLOX
0.84(32/38) CRL-2780 10,12 10,12 11,12 11,13 17,22 8,9 X, X 8,8 7,9
[Mutatect]




