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Figure.S2
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Part of the Cell Identification Certificate:

2. database annotation 2. database annotation
Figure 1. STR matching analysis Figure 1. STR matching analysis

Locus names cellN cell Locus names
el 0. ell name
EV Cell No, Cell name EV D55818 | D135317 | D75820 | D165539 | VWA | THO1 | AM | TPOX | CSF1PO
D55818 | D13S317 | D75820 | D16S539 | VWA THO1 AM TPOX | CSF1PO
THP_l . KAS[ MI_I . Query (Your Cell) 911 11,13 811 912 7414 | 69 | XX| 89 10,12
Query (Your Cell) kit il dedo AR LA [ it G "1 1.00(36/36) 220 \ KASUMI-1 9,11 1113 811 9,12 1414 69 |XX| 89 10,12
1.0(36/36) TIB-202 | THP-1 rr,112] 13,13] 10,107 r11,42] | r16,1161 | 8,931 | 1 | e 1 | pr,3 1.00(36/36) CRL-2724 ‘ Kasumi-1 9,11 11,13 811 912 14,14 6,9 XX 89 10,12

Note: The STR online match analysis of the test cell against DSMZ database, showing cell number (Cell Note: The STR online match analysis of the test cell against DSMZ database, showing cell number (Cell

No.) and cell name. No.) and cell name.

2. database annotation 2. database annotation

Figure 1. STR matching analysis Figure 1. STR matching analysis

Cell N Cell Locus names
EV s Snane D55818 |D135317|D75820|D165539] VWA | THO1 |AM |TPOX| CSF1PO o o o LIRS
el 0. ell name
1 2 9, a
Queryi(YonCel) 11,121| 02 130] 89 9| M1z, 128\ R 15011695 KH| A T R1012 D5S818 | D13s317 | D7S820 | D16S539 [ VWA | THO1 | AM | TPOX | CSF1PO
MV4_1 1 : 1.00(36/36) 102 Mv4-11 1,12 1313 89 1,12 1415 | 89.3 [XY| 811 | 1012
1.00(36/36)| CRL-9591 | MV-4-11 11,92 | 1313 | 89 | 11,12 | 1415 [89.3 |XY|811 | 1012 HL‘60. Query (Your Cell) 1242 81 1,42 1 16,46 7.8 XX 81 1344
1.0(36/36) 3 I HL-60 rz, 121 e, 117 r1,121 r1, 11 16,167 7% x, x1 e, 1] 3y, 147
Note: The STR online match analysis of the test cell against DSMZ database., showing cell number (Cell
2. database annotation No.) and cell name.
Figure 1. STR matching analysis
Locus names
kv Cell No. Cell name
D5S818 | D13S317 | D75820 | D16S539 | VWA THO1 AM TPOX | CSF1PO

MOLM— 1 3 . Query (Your Cell) 10,11 10,11 10,12 10,11 16,17 i XY 88 10,12

1.0(36/36) 554 | MOLM-13 10,117 | 10,117 | 10,27 | or10y117 | 6,71 | 0771 | o0xYl | el | ri0,112)

Note: The STR online match analysis of the test cell against DSMZ database, showing cell number (Cell

No.) and cell name.

2. database annotation
Figure 1. STR matching analysis

Locus names
Cell No. Cell name
KG 1 . EV D5s818 | D13S317 | D75820 | D165539 | VWA | THO1 | AM | TPOX | CSF1PO
* Query (Your Cell) 13,13 11,12 810 10,11 1419 | 78 | XY| 79 77
1.00(36/36) 14 ‘ KG-1 1313 1112 810 10,11 14,19 78 XY 79 77

Note: The STR online match analysis of the test cell against DSMZ database, showing cell number (Cell

No.) and cell name.



