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®  Results highlighted n green are usually authentic as long as the cells do not carry a deficiency in DNA mismatch

repair (MMR). Results highlighted in yellow indicate a distant relationship when there is a dnift of STR alleles in

MMR-negative cell lines. Clearly incorrect cell lines are present when the background s red.

4 Conclusion :

Base on comparison with DSMZ database, this human cell line was highly identical with

®  A2058 (Source : IF050276) ( Similarity 100%)

®  A2058 (Source : CRL-11147) ( Similarity 100% )

HATAR BA

TRELY: F

Similarity  Cell line Source Shared  D55818 075820 138317 D165539 WA THO1  TPOX  CSFIPO  Amelogenin
Your query 9.12 nn 13,14 913 14.18 1.9 8.8 10.1 Xy
100 % A2058 1F050276 9 9n nn 1314 913 14,18 19 68 10.1 Xy
100 % A2058 CRL-M47 9 912 nn 13,14 92.13 14,18 19 88 10,1 XY
4 Refl: STR loci genotype result
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®  Results highlighted in green are usually authentic as long as the cells do not carry a deficiency in DNA mismatch

repair (MMR). Results highligh
MMR-negative cell lines. Clearly incorrect cell lines are present when the background is red.
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4 Conclusion :
Base on comparison with DSMZ database, this human cell line was highly identical with

®  A-375 (Source : CRL-7904 ) ( Similarity 100% )

®  A375.82 (Source : CRL-1872) ( Similarity 100% )

®  A-375[A375] (Source : CRL-1619) ( Similarity 100% )
Simitarity Cell ine Source Shared 055818 075820 013837 0165539 VWA THOY TPOX CSFIPO Amelogenin

Your query 212 9.9 nwu 9.9 w1 a8 an nw XX
00K A-378 CRL- 904 o 7w 9.9 nw 99 %1 8.8 avn n2 xXx
00 % A37552 CRL-72 9 72 9.9 nwu 99 »vv as an ne XX
00 % A-375 (A375) CRL-%%9 ° 27e %9 nw 9.9 v n as avn n2 XX
<> Refl: STR loci genotype result
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