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8/1054 (@.76%)

1045/1854 (99.24%)
1045/1854 (99.24%)

: 2.9
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EDMAFULL
KS62-IR length:1@5a

Alignment length

Extend penalty: 2.8
Identity:

Gap penalty
Score:. 5222.8
KSE2 length
Similarity:

Gaps:

Matrix:

K562 and K562-IR BCR12-ABL10

DNA alignment
Forward sequence
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1042/1857 (98.58%)
1842/1857 (98.58%)
14/1057 (1.32%)

51%0.8
Sequence 1 length:1ese

Seguence 2 length
Alignment length: 1es57

Extend penalty: 2.8
Identi

Matrix: EDMAFULL
Score:

Gap penalty: 2.8
Similarity:

Gaps:

K562 and K562-IR BCR12-ABL10

DNA alignment
Reverse sequence

57
58

—
W
—_—
ol =l
n—u
a—=
U—
w—ia
—
—uJ
—_——
—i
g—ug
—_—
w—ia
o
w—u
—
u—u
——
10—1a
—
1o
w—ia
—
wu—u
a—
)
—i=
wu—u
—u
T
w—u
w—ua
[CEIC]
a—a
L
—
U—
——
T
—uJ
w—ia

17
118

w—u
o
u—u
ol =t
o—u
T—=T
—
g
—
—_—
—
a—e
—_—i
u—u
E—ia
el
=T—-=T
o
(LRt ]
g
=
w—ua
——
=)
o —
\—u
[LETL]
w—ua
w—ua
———
—i
= —
w—u
v—ua
aq—a
ol =t
o—u
w—ua
(CEIL]
_—r
o—u
\—u
—_—
——F
o —
———
E—ia
o )
—F
o —
u—u
——
\—1a
w—ua
QT
—is
o—u
—_—
—
o =

58
50

177
179

—=1
q—=
w—u
u—u
=—i=
o—
U—
—r
o —
qT—=1
w—u
u—u
=—i=
—
a—a
—
—=1
u—uu
a—a
u—u
=—i=
w—u
—_—
B—ig
—
—
_—i
—
< —=t
—
=i
—
—
—
—
o = b
o
—
U—
B—ig
a—c1
o—
u—u
o
o
—
—
—
u—u
—
—
o—
—u
w—uw
U—
g
U—u
u—u
u—u
a—a

237
230

o—uwo
—
U—u
a—a
o
o
o
—
a—x
u—u
o—ig
o—io
a—=t
w—1
a—d
i
—r
u—uyg
(L]
o =t
o
w—uu
89—
o—ig
a—x
u—u
o—ig
a—a
a—=t
a—a
—
=i
a—a
W
_—
——r
=—i=
a—s
89—
o—ig
o —
u—u
o—ig
—
=—i=
—
o—g
=i
a—a
a—sa
qa—a
o =t
=—i=
—
o
o—ig
o —
—
a—a
o

207
289

o—u
—w
w—u
——
—et
—u
—u
—r
—u
(L]
—
w—u
w—u
w—u
—F
i
—F
——F
u—u
o
[CEL]
q—=1
—u
o—ig
(L]
(L]
_—
—
——
—u
—F
——
—u
—w
a—a
\o—g
—et
——F
g
i
——
——
w—u
a—e
w—u
——F
g—d
i
m—u
—w
——F
o
[CEL]
——F
g
i
—=t
T—=T
—
—

233
240

—_—
q—
a—e
o
o
o—ia
o—u
a—a
—
a—a
w—ua
u—u
u—a
o
w—u
o
a—a
ol =t
a—e
——
T
=)
o
—
w—u
a—a
bl —
u—u
a—d
o
w—u
_—
u—uy
—_—
=—l=
o
U—
—_—
o—1a
a—a
—_—
B—in

208
300

417
410

L—=I

w—1
—r
a—a

_—r
—F
o
T —a
u—1
u—i
o
——
w—i
ot )
a—a

——
—cI
a—a
g—o
Mt )

——r
i
EEE
——F
qT—=l
a—a
h—

477
470

u—u
u—uyg
qa—a
o—
—u
—
Uy
o—ig
o—1g
—
—_—
o
a—=t
a—a
o—g
=i
o—uwo
u—uyg
_—
a—a
w—1u
—
o
—
a—x
o—
U—u
—
u—ug
a—a
—
=i
—r
u—uyg
(L]
o—ig
o
—
Uy
—
—
\—u
o—ig
a—a
o —d
—
o—g
=i
a—a
—
(L]
——r
=—i=
w—uw
o
—
—
a—a
a—a
o—io

413
420

537
539

w—
=1—=1
—
—_—r
—t
w—w
—
=
_—t
—i
u—1a
ot
w—
——
a—a
o
o—=
=1—=1
—
—
n—ug
[CEIC]
o
—
_—t
—i
u—1a
_—
w—
—
g—d
o
w—
—
a—a
—
—t
[CEIC]
——
—
—u
—i
u—
_—
w—1g
——
w—ia
(LRIt
o—=
—
u—u
—_—r
n—ug
—
—
o—ig
n—1g
[LEL]
—_—
-t

478
430

57
589

—F
_—
——F
——
=—l=
w—ua
QT
g
o—1a
—_—
aq—
w—ua
w—ua
———
—i
= —
w—u
_—
u—u
——
o —=t
w—ua
QT
g
o —
\—u
aq—
o =
w—ua
u—u
E—ia
o )
—F
_—
——F
o—1a
o —=t
o
(CEIL]
H—ia
o —=l
—
—
a—e
—_—i
—
—i
)
w—u
_—
u—u
——
=—l=
w—ua
(CEIL]
_—r
o—1a
a—a
aq—
o =

538
540

857
850

—

B—1
o —

|—u
a—
w—u
_——i=
—_—
—
EEE
w—u
qT—=l
w—u
ot = b
—et

_—r
ol e
b=
o—u
_—
£ —a
o
—_—
—F
)
a—a

B—1
a—1a
=—eT

W
——
o

_—
Mt )

583
SO0

TI7
710

=T—=1
a—=
w—u
—
a—=
o
—_—
8—ig
o—1g
a—a
_—i
(L]
w—
—
—iJ
—
—
u—uyg
w—u
q—
w—u
w—uu
a—a
o=
—
—
o—u
a—a
=—i=
w—1
|—ia
EEE
w—u
—
u—u
o =t
o
—
U—
g
—
u—u
_—i
—
w—ug
w—1
—iJ
i
w—uo
—
u—u
o =t
=—i=
w—u
U—
g
—
—
_—i
[CEIC]

553
560

T
TTe

—F
—F
B—u
o—iz
a—et
o
U
a—=
—
u—ua
—_—
i
w—a
a—=1
o—i
=i
a—=
a—s1
U—u
o =l
o
o
T
o—io
a—c1
—
o—io
—F
w—a
u—a
o—i
o
—u
W
——
o =l
n—ua
o—wa
(LR ]
o—io
0—u
—
a—a
a—a
w—a
a—=1
—
EEE
—F
a—s1
B—u
——
a—et
wu—w
o
o—io
a—c1
—
—_—
—i

TE
T20

—t
v—ua
[CEIC]
—_—
a—e
o
U—
—_—
o —
—
a—a
e
o —
———
—_—
)
—t
o
a—a
a—
o—u
a—a
T
i
o
—_—
—_—
o =
—_—i
———
—
o—ia
a—et
o
[CEIC]
—_—
=
a—a
[CEIC]
—_—
T
—
—_—
—_—
—_—i
—
—_—
)
—t
a—=
[CEIC]
—_—
=—l=
——
[CEIC]
—_—
o—u
\—u
w—u
a—a

178
Tan

)
a—=t
—_—
—
———
—r

——
—r

T—
o e
o—u
o —
—
u—uw
u—u
a—a
—_—
—
U=
—

—
_—
u—i

833
240



ERARF EnERGaRAD

Human Cell Line Identification Report

Requester P FEF Receive Date 2024.03.28
Trustee 3 /M Report Date 2024.03.29

Sample Type | [ Human Cell Line EMHuman gDNA

Analysis Type | []Comparison between samples  MComparison with DSMZ database

Sample Name | K562

Note
<+ Workflow :

DNA Capilary GeneMapper Database
STR PCR Amplify Electrophoresis Analysis Analysis Report

DNA Extraction : Use DNeasy Blood & Tissue Kit ( QTAGEN, 69504 ) to perform DNA extraction and

purification. The detail operation procedure refer kit’s User Manual.

®  Multiplex PCR : Use AmpFLSTR™ Identifiler™ Plus PCR Amplification Kit (ThermoFisher, 4427368 ) - The
Kit can amplified 16 human STR gene loci. The detail operation procedure refer kit’s User Manual.

®  Fluorescent Capillary Electrophoresis : The STR PCR product were analyzed with DNA Analyzer 3730XL.
Data Analysis with GeneMapper v4.0
STR profiling analysis with DSMZ database °

+ Result:
m  STR loci genotype
Locus Name D5S818 | DI3S317 | D7S820 | DI16S539 | vWA | THOI | AMEL | TPOX | CSFIPO
Allele genotype 11.12 8.8 9.11 11.12 16.16 | 9.3.9.3 XX 8.9 9.10

B STR loci genotype comparison result :
€@  Matching Algorithm description :
([ ] The human STR profile database includes data sets of 2455 cell lines from ATCC, DSMZ, JCRB and RIKEN.

] The similarity score is calculated.

2 - Astared
Aquery + Aref

Qs 886-2-2696-1658 (=) 886-2-2696-1589 1ol www.genomics.com.tw © 22102 FHiLHWILEF S A E—E100551418




Ga«m l BIOSCI. & TECH. CO., LTD.
BERE KR cnngreaRAD

L] Results highlighted in 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 drift of STR alleles in

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

€ Conclusion :

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

®  K562/Vin (Source : RCB2111) ( Similarity 100% )

Similarity Cellline Source Shared D5s5818 D7s820 D13s317 D165539 vWA THO1 TPOX CSF1PO Amelogenin
Your query 11,12 9.1 8,8 1,12 16,16 9.3,9.3 8,9 9,10 XX
100 % K562/Vin RCB2111 ? 1,12 9.1 8.8 M2 16,16 9.3,9.3 8.9 2.10 XX

<~ Refl: STR loci genotype result

i
HiFA B i *?'553‘-4?/\;% N

Qs 886-2-2696-1658 () 886-2-2696-1589 1ot www.genomics.com.tw  © 22102 £ib7s9 1L EH & A8 —E2 100881418



胡記寧
新戳記


Applied
Biosystems
GeneMapper 4.0

2024032-cell str

Sample Name

Pane|

sal

SQ

K562

Identifiler v1

D8S1179

D21S11

D7S820 ||

CSF1PO

90

150

210

330

390

4900F
4200:
3500:
2800:
21 oo:
1400:

700+

Ll

K562

| Identifiler v1

| D3S51358 | |

| D13S317

D16S539 | |

D2S1338

90

4900 F
4200:
3500:
2800:
21 oo:
1400:

700+

150

—

210

330

390

o |
w

Thu Mar 28,2024 05:36PM, PST

Printed by: gm

Page 1 of 2




App

lied

Biosystems
GeneMapper 4.0

2024032-cell str

Sample Name Panel SQl SQ
K562 Identifiler_v1
[ D19s433 | | VWA | | TPOX | | D18S51
90 150 210 270 330 390
4900 F t t t t t t t
4200+
3500+
2800+
2100+
1400+
700+
o il Il JJ‘ i
K562 | Identifiler_v1
L] D5S818 | FGA
90 150 210 270 330 390
4900 : t : : t : t
4200+
3500+
2800+
2100+
1400+
700+ U
X 1 2124
12

Thu Mar 28,2024 05:36PM, PST

Printed by: gm

Page 2 of 2




	Supplementary information 2-RAW data-20240308
	ORD240300336_北醫_李嘉華_細胞鑑定報告書_K562

