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19 GHDC NP_001136095.1 (D420G) 1.017

I
|
NDUFA13 NP_057049.5 1.912 |
|
|

20 NOL4 NP_001185478.1 (Q257R/Q352H) 1.006
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SHOHCFES (BZTERDEU)

N GPRC5A £/70—F)ind&

BIEMED T HIEESD T

= Negative control @ Antibody

3,000 Peak shift (a—4) =0.25

Frequency

12 10 - % 4 2 0 2 4 6 8 10 12 12 10 - % 4 2 0 2 4 6 8 10 12
Median of ratios (Log,) Median of ratios (Log,)

Median of ratios (Log;)

Rank Gene Protein Score 0 2 4 6 8 10 12
on target | 1 1 | 1 1 |
1 GPRC5A NP_003970.1 10.444 —
Off target
2 DTNA NP_001185871.1 2.041
3 KCNK5 NP_003731.1 1.881
4 ZFP91 NP_001183980.1 (V37I) 1.674
5 VPS37D NP_001071089.1 1.665
5] TFG-ALK T3;A20 1.619
7 MAST1 NP_055790.1 1.617
8 CALML5 NP_059118.2 (S58G/K74R) 1.608 J:Dﬁ'%“'ﬁ'u
9 TAGLN2 NP_003555.1 1.607
10 XIAP NP_001158.2 1.582
11 SMARCE1 NP_003070.3 1.566
12 GABARAPL1 NP_113600.1 1.557
13 AVP NP_000481.2 1.548
14 C3AR1 NP_004045.1 1.530
15 SACM1L NP_001306001.1 1.509
15 BOP1 NP_056016.1 1.509
17 BIN3 NP_061158.1 1.496
18 TPD52L2 NP_003279.2 1.494
19 MYL3 NP_000249.1 1.482
20 TSR1 NP_060598.3 (S386G) 1.478
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SH(Ciae & FHRNEZERG

in BMI1 €)70—-F )&

BIEMED T HIEESD T

= Negative control @ Antibody 6,000

4,000 Peak shift (A—4) =0.25

Frequency

12 10 - % - 4 6 8 10 12 12 10 - % - 4 6 8 10 12

2 0 2 2 0 2
Median of ratios (Log,) Median of ratios (Log,)

Median of ratios (Log;)

Rank Gene Protein Score 0 2 4 6 8 10 12
On target ‘ : : : : :
1 BMI1 NP_005171.4 10.723
Off target
2 SPRTN NP_114407.3 (P296L) 9.930
3 COMMD3-BMI1 NP_0011809881.1 9.743
4 POLR2C NP_116558.1 9574
5 STN1 NP_079204.2 (T151A/S248C) 6.602
5] ZDHHC5 NP_056272.2 4139
7 EMX2 NP_004089.1 3.598
8 RBM14 NP_006319.1 3.508
9 MEGF10 NP_001295048.1 3.331
10 C2orf57 NP_689827.2 (S261P) 3.187
11 UBAP2 NP_001269459.1 3.098
12 HABP4 Q5Jvs0-2 2273
13 TFAP2B NP_003212.2 2.162
14 NRSN2 NP_079234.1 2.000
15 CACTIN-AS1 Q8N1I8 1.791
16 STRBP NP_060857.2 1.756
17 DDAH2 NP_039268.1 1.739
18 ATF6B NP_004372.3 1.677
19 CROT NP_001137407.1 1.675
20 TAP1 NP_000584.2 (Q226R) 1.634
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RERIBDH (FRENICFHSRL)

N PPP2R1A ®/70—F )i

HIEESD T

2 0 2
Median of ratios (Log,)

Median of ratios (Log;)

SAEED
i = Negative control w Antibody
g . Peak shift (a—4) =0.00 g .
E=V2=(EFFR)
* ’ B VZMedIanur rnatlus (Lcngljl2 ! ’ ‘ N
Rank Gene Protein Score
On target
- PPP2R1A NP_055040.2 0.000
Off target
- PPP2R1B NP_002707.3 0.762
- PPP2R3A NP_001177376.1 0.579
- PPP2R2A NP_002708.1 0.310
- PPP2R3B NP_037371.2 (A518V) 0.280
- PPP2R2B Q00005-1 -0.050
1 DHPS NP_001921.1 7.890
2 FAM174A NP_940909.1 6.055
3 CHMP4B NP_789782.1 5.403
4 TJP3 NP_001254490.1 3.156
5 C12orf66 NP_689653.3 2.687
6 NAIF1 NP_931045.1 2670
7 ERO1B NP_063944.3 (D129V) 2.262
8 EGFR NP_005219.2:p.G863S 2.083
9 TCF15 NP_004600.2 1.836
10 PHTF1 NP_006599.2 1.822
11 CSH2 NP_066271.1 1.747
12 NBPF4 NP_001137461.1 1.687
13 TRAM1L1 NP_689615.2 1.674
14 SMARCD2 NP_001091896.1 1.584

ﬁqgff“n'gaf/(a%«._

4T a"AL e
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FENICHES & J7SV—(CHTHRRERI

i GYS1 E/70-F )ik

il Eais]
000 vy = Negative control @ Antibody 000
E o Peak shift (a—4) =0.25 E o
b "’ * “ * Me:lanuf rnatlus (Lig;] ! ‘ ! " " b "’ *
Rank Gene Protein Score
On target
1 GYS1 NP_002094.2 9.898
Off target
2 GYS2 NP_068776.2 (M363V) 9.830
3 SNAI1 NP_005976.2 5.493
4 MIOX NP_060054.4 4.028
5 PHGDH NP_006614.2 3.901
6 GALNT7?7 NP_059119.2 2.381
7 SHCBP1 NP_079021.3 2.366
8 CEP57L1 NP_776191.1 2.148
9 INO8OD Q53TQ3-1 (A358V) 1.555
10 OR12D2 NP_039224.2 (S104F) 1.422
11 WBSCR27 NP_689772.2 (Q107R/S171W) 1.361
12 TNKS1BP1 Q9coc2-2 1.313
13 BCL11A NP_060484.2 1.298
14 DCDC2B NP_001092904.1 1.278
15 SH3GLB1 NP_057093.1 1.254
16 ACKR2 NP_001287.2 1.253
17 ZDHHC20 NP_694983.2 1.235
18 TEX10 NP_060216.2 1.198
19 ZNF112 NP_001076804.1 (F159L/E446Q/Y485H) 1.197
20 STAC NP_003140.1 1.181

fHIEfED
“ * Me:lanuf rnatlus (Lig;] ) : ! “ N
Median of ratios (Log;)
0 2 4 6 g8 10 12
B—9>N\I8I7zU—
(EE5N4ERITER970%)
|
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i MYOD1 £/70—-F )ik

BIEMED T HIEESD T

4,000 = Negative control @ Antibady 4,000

Peak shift (a—4) =0.00

Frequency

1,000 1,000

o ul .

2 0 2 2 0 2
Median of ratios (Log,) Median of ratios (Log,)

Median of ratios (Log;)

Rank Gene Protein Score 0 2 4 6 3
On target : : :
- MYOD1 NP_002469.2 0.000
Off target
1 RGS10 NP_001005339.1 2.700
2 LRRC17 NP_001026862.1 2.488
& BECN1 NP_003757.1 2216
4 ACOT13 NP_060943.1 1.947
5 JPH2 NP_065166.2 1.922
6 STAT2 NP_005410.1 1.900
7 STBGAL1 NP_003023.1 1.891
8 UGT2B28 NP_444287.1 (L365H/1447R/H458D) 1.850
9 CAPN11 NP_008989.2 (1521V) 1.845
10 VPS50 NP_060137.2 1.812
11 UTP3 NP_065101.1 1.779
11 ISCA1 NP_112202.2 1.779
13 GANAB NP_938148.1 1777
14 HMGN4 NP_006344.1 1.756
15 FAM76B Q5HYJ3-3 1.740
16 ULK4 NP_060356.2 (S348G/K569R/S640A/A715T) 1.736
17 VWA3B Q502W6-4 1.730
18 KIT NP_001087241.1:p.D812H 1.722
19 AKT2 NP_001617.1 1.695
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i VEGFA /70— F )itk

BIEMED T HIEESD T

= Negative control @ Antibody

H
H

Peak shift (A—4) =5.00

2
B ||| |H‘|" [T
E )

10 2

Frequency
Frequency

g
3

o 2l

4 6 8 10

2 0 2 2 0 2
Median of ratios (Log,) Median of ratios (Log,)

Median of ratios (Log;)

Rank Gene Protein Score 0 2 4 6 8 10

On target ‘ : : : :
5 VEGFA NP_001165097.1 9.269

Off target
1 CHMP5 NP_057494.3 9.741
2 FAMB4B NP_777571.1 9.606
4 ALDHS8A1 NP_001180409.1 8.949
5 PTTG1 NP_004210.1 8.939
5] TEX12 NP_112565.1 8.759
7 LINC00526 QO6FQ7 8711
8 RNF2 NP_009143.1 8.474
9 CABP4 NP_001287824.1 8.447
10 CACNB4 NP_001005746.1 8.207
11 CD86 NP_787058.4 (A310T) 8.170 Y| '~ N
12 KPNA1 NP_002255.3 (S73N) 8.151 Eﬂﬁjﬂé@\z}(bhh L)
13 SLC23A2 NP_005107.4 7.981 4?80)4’5"4},(9 BT
14 FGA NP_000499.1 (T331A) 7.979 BUVEZRY;
15 UBACA1 NP_057256.2 7.897
16 HGS NP_004703.1 7.474
17 TST NP_003303.2 7.301
18 CACNB3 NP_000716.2 7.269
19 TP53 AC-ter_ADBD_p53 7.105
20 FAM9B Q8IZU0-2 7.080
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FENERDH KT

RAS J7ZU—-DIRERB LV EIEG12/G13 ERFIHTHEREME

Median of ratios (Log,)

Rank Gene Protein Score 0 2 4 6 8 10
On target I . L L L
1 KRAS NP _004976.2:p.G12D 8.925
4 HRAS NP _005334.1:p.G12D 8.275
6 MNRAS NP _002515.1:p.G12D 7.653
Off target
- NRAS NP_002515.1:p.G12S 1.702
MNRAS NP_002515.1 1.240
KRAS NP_004976.2 1.049
HRAS NP _005334.1:p.G12V 0.959
HRAS NP_D05334.1 0.635
MNRAS NP_002515.1:p.G13D 0.571
KRAS NP_004976.2:p.G12C 0.551
KRAS NP_004976.2:p.G13D 0.494
MNRAS NP _002515.1:p.G12C 0.453
KRAS NP_004976.2:p.G12A 0.256
KRAS NP_004976.2:p.G12V 0.217
MNRAS NP _002515.1:p.G12V 0.250
HRAS NP _005334.1:p.G125 0.076
KRAS NP_004976.2:p.G12R -0.069
HRAS NP _005334.1:p.G12C -0.315
KRAS NP_004976.2:p.G125 -0.2374
HRAS NP_005334.1:p.G13R -0.569

RERPRNERR ST T OERFNDRIGEIRBE TNV
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SR DERICERIG

RAS J7ZU—-DIRERB LV EIEG12/G13 ERFIHTHEREME

Median of ratios (Log;)

Rank Gene Protein Score 0 2 4 5 8
On target | | I 1 |
1 HRAS NP_005334.1:p.G12V 7.929
4 KRAS NP_004976.2:p.G12V 6.977
5] NRAS NP_002515.1:p.G12V 6.854
Off target
- NRAS NP_002515.1:p.G12S 5.470
- KRAS NP_004976.2:p.G12A 4.162 =
- HRAS NP_005334.1 2.430
= HRAS NP_005334.1:p.G125 2.233
= NRAS NP_002515.1 1.773
= KRAS NP_004976.2 1.645
- KRAS NP_004976.2:p.G12S 1.172
- NRAS NP_002515.1:p.G13D 1.053
- NRAS NP_002515.1:p.G12C 0.861
= KRAS NP_004976.2:p.G12C 0.741
= NRAS NP_002515.1:p.G12D 0.504
= KRAS NP_004976.2:p.G12D 0.431
- KRAS NP_004976.2:p.G13C 0.364
- HRAS NP_005334.1:p.G13V 0.000
- KRAS NP_004976.2:p.G12R -0.154
= HRAS NP_005334.1:p.G12C -0.635
= HRAS NP_005334.1:p.G12D -0.841

RERRBBT1T DERBADORIGI RSN
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14 57
Search Antibody

https://fdbc.ftrf.jp/eee (HfEeh)
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ARSHIT —IN—R IRFEFMAS

i
fil

FEoREG

— ZOMDEERE

REHY

sAa—F)T4

Search Antibody

#) VEGFA

Mouse

e E//AO—FI RUso—+i

WB SW ELISA FCM ICC

U2 kR

Bt o
BRTELSENRREIR T
A-B-C-D-E-F-G-H-1-J-K-L-M-N-0-P-R-S-T-U-V-Y-Z

ABCET ATP binding cassette subfamily B
member 1

T ATP binding cassette subfamily G
member 2 (Junior blood group)

ACO2 aconitase 2

ACTB actin beta

ACTN1 aetinin alpha 1

ACTN2 actinin alpha 2

ACTN3 actinin alpha 3 (gene/pseudogene)

ACTN4 actinin alpha 4

AGO1 argonaute 1, RISC catalytic
component

AKT1 I AKT serine/threonine kinase 1

ALDHILT aldehyde dehydrogenase 1 family
member L1

ALK anaplastic lymphoma receptor
tyrosine kinase

ARHGEFT Rho guanine nuclectide exchange

37




RS —AIN—R JVE1—-FR

TR pmAd

Host: Mouse
Target: VEGFA Clonality: Monoclonal
ABV#000016 Gene symbol: VEGFA o Vl' o
X sotype: Ig
Gene ID: 7422 Application: WB,ELISA,B/N
———"_ PMAQ
Host: Mouse —————
LalOCNESES Clunali10' Monoclonal ——
ABV#000017 Gene symbol: VEGFA o e e =
Gene ID: 7422 ype: 1987, kapp
Application: ICC,IF,IPWB,ELISA,IHC ]
7T PMAG
Host: M I
Target: VEGFA Crosnali‘lo'u::anoclonal =——
ABV#000018 Gene symbol: VEGFA v
Gene ID: 7422 Isotype: 19G2a
’ Application: FCM
T pMAL
Target: VEGFA Host: Mouse —
r * .
ABV#000019 Gene symbol: VEGFA Clonality: Monoclonal
Gene ID: 7422 (BB [fer2
: Application: WB,ELISA,B/N
PMAL
Host: M
Target: VEGFA Crosnalho'u:'leonoclonal =
ABV#000020 Gene symbol: VEGFA v ;
Isotype: IgG2a, kappa B
Gene ID: 7422 A .
Application: ELISA,PLA,WB
T pMAGQ
Host: Mouse —
LLIE S Clonality: Monoclonal
ABV#000021 Gene symbol: VEGFA b
Gene ID: 7422 Isotype: IgG1, kappa
: Application: ELISA,IHC,IPWB
T PMAGL

38



AASHIlT —IN—R Sl — Y E

Anti-Human VEGFA | ABV#000024 T =45 F@
9"7 A El — )

Supplier (Brand) ke

Product code ekt Lot # EkkkAk
Product name kkdk

Host Mouse Clonality Monoclonal
Isotype 1gG1, kappa Clone Rk AEEK
Applications H ws sSwW ELISA FCM Hicc HIiF M IHC IP

“ $75(b— RRABLORREEMEET

_A._._._J_.-_/ J’\_J—

Ry NRIBEIAZATFLAQD

B E fiEi(Raw) 4,000

w Negative control m Antibody

B
g

Peak shift (a—4) =1.00

2
=

Frequency

|ian of ratios (Log,) in AB

1,000 | I 1
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