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« Exploratory Antibody Arrays

Explorer Antibody Array
Phospho Explorer Antibody Array
Signaling Explorer Antibody Array

« Pathway Antibody Arrays

Apoptosis | Cancer BioMarker | Cell Cycle
Cytokine Profiling | Cytokines | Kinase
Signal Transduction

» Phosphorylation Antibody Array

AKT | AKT/PKB | AMPK Signaling | Apoptosis

Cancer/Apoptosis | Cancer Signaling | Cell Cycle | Cell Cycle Control
Chromatin/Transcription | CREB | Cytoskeleton | EGF

ErbB/HER Signaling | ERK | FGF | GPCR | IGF-1R Signaling

Insulin Receptor | Jak/Stat | Jak/Stat Il | MAPK | mTOR
Neuroscience | NF-kB | Nuclear Receptors

p53 Signaling | PDGF | T-cell Receptor

TGF-beta Signaling | Tyrosine Kinase Adaptors

Tyrosine PhosphorylationProArray

VEGF Pathway | Wnt Signaling



http://www.fullmoonbio.com/Products/AntibodyArrays/ASB600.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PEX100.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/SET100.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/APP069.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/SCB200.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/ACC058.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/SCK100.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/ACK075.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/AVK276.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/AST160.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PAA137.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PAB216.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PAM174.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PAP247.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PAC155.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PCS248.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PCC076.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PCC238.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PCT173.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PCR174.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PCP141.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PEG214.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PER239.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PEK208.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PGF169.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PGP193.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PIR245.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PIG219.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PJS042.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PJS202.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PMK185.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PMT138.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PNS032.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PNK215.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PNR052.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PFT196.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PDG195.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PTC188.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PTG176.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PTK098.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PST228.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PVE185.htm
http://www.fullmoonbio.com/Products/AntibodyArrays/PNT227.htm
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2 slides (1 package)

1 sample , 1 slide

.A\QP —

Antlbody Mlcroarray type (Fu mopnBia) . > *

« Each antibody is printed with replicates for reliable and
consistent results

Ex) Phospho explorer antibody
microarray : duplicate

Ex) AKT antibody microarray
. Six replicate

« Hundreds of proteins in a single experiment

Description No. of Antibodies
Phospho Explorer Antibody Array 1318
Explorer Antibody Array 656
Signaling Explorer Antibody Array 1358

Cytokine Profiling Antibody Array 310




1. Protein sample preparation N
(cells, tissues, serum or plasma) v ).

2. Biotinylation of protein sample +biotin tj [ P

3. Incubation of biotinylated
protein sample with

antibody array - % 3
e 2T YYRYY
>

4. Detection by
dye-labeled streptavidin
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G-Series ] Detection Fluorescent
’ Solid Support . Glass Slide
| Design principle | Sandwich ELISA
Results Semi-quantitative
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_ The protein array pioneer
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Antibody array A&

Cells or tissue lysates,
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Serum/Plasma
Scan ﬂ
A v v
ne _._/‘ L “/ Protein Biotinylation
Raw data ﬂ

A q A
. . ’/ ‘ ‘/ Protein Conjugation to
Normalization Antibody Array

t 2 Detection by
Dye-Streptavidin

Fold change, t-test
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FullmoonBio Phospho explorer RayBiotech L507
Sample 1
Sample 2
Barcode

Barcode

Each antibody is printed with replicates for reliable and consistent results




Sample

P\r'e\paratlo?{

Sample Type Comment

Cell 5 million cells in frozen pellets (recommend; only use cold PBS to wash the
media/cells. To protect protein activity, avoid using trypsin or other reagents.)

Tissue 75 mg of frozen tissues (about 5 mm diameter)

Serum »>100 ul serum (not blood)

Cell Media From 2 plates of 100 mm dish

For reference, we recuire 200 ug protein.

All samples must be frozen and shipped to us on dry ice.
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Block
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Raw data (.gpr)

LaserPower=03.44

Supplier=
Column

Normalization

Row

array

Name 1D X Y Dia.
1 Positive Marker P 2010 10770 250
1 Empty 2450 10800 250
1 Empty 2000 10800 250
1 c-Jun (Phospho-Sers: 1 3350 10800 250
1 GSK3 beta (Phospho- 2 3800 10800 250
1 c-Jun (Phospho-Ser7; 3 4250 10800 250
1 Elk-1 (Phospho-Ser3g 4 4700 10800 250
1 PDK1 (Phospho-Ser2¢ 5 5150 10800 250
1 Raf1 (Phospho-Ser25 6 5600 10800 250
1 GSK3 alpha (Phosphc 7 6050 10800 250
1 MEK-2 (Phospho-Thr. 2 6500 10800 250
1 PTEN (Phospho-Ser3t 9 6950 10800 250
1 NFkB-p65 (Phospho-’ 10 7400 10800 250
1 NFkB-p65 (Phospho-! n 7850 10800 250
1 NFKkB-p65 (Phospho- 12 8300 10800 250
1 NFKB-p65 (Phospho- 13 8750 10800 250
1 NFKB-p65 (Phospha-; 14 9200 10800 250
1 NFkB-p100/pS2 (Phos 15 9350 10800 250
1 NFkB-p100/pS2 (Phot 16 10100 10800 250
2 SEK1/MKK4 (Phosphc 17 2000 11250 250
2 ASK1 (Phospho-Serdt 18 2450 11250 250
2 HDAC# (Phospho-Ser 19 2000 11250 250
2 HDACS (Phospho-Ser 20 3350 11250 250
2 HDAC8 (Phospho-Ser 21 3800 11250 250
2 HSP27 (Phospho-Sert 22 4250 11250 250
2 SMC1 (Phospho-Serg 23 4700 11250 250
2 8CR (Phospho-Tyr17} 24 5150 11250 250
2 MSK1 (Phospho-Ser3 s 5600 11250 250
2 paxillin (Phospho-Tyr: 26 6050 11250 250
2 Ezrin (Phospho-Thrs¢ 27 6500 11250 250
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F532 Medi F532 Mear F532 SD

12205 13496 7153 97
100 102 29 101
105 108 33 102
643 679 249 102
476 466 220 102
661 747 226 102
463 430 301 104
988 1229 897 104
661 641 265 103
355 301 190 105
270 278 168 104
545 538 175 105
480 474 163 106
537 554 166 109
517 534 274 110
382 407 316 106
381 399 169 105
819 875 385 106
505 583 208 107
523 571 351 100
722 741 348 101
580 649 324 103
704 687 211 102
522 513 138 102
731 735 211 103
540 552 187 103
693 637 263 104
467 434 220 102
528 522 203 104
797 201 260 105

130
130
104
105
104
105
106

m
125

.
-

215
805

analys?ésp

8532 Med B532 MealB532 SD % > B332.% > BS32.Ft

Normalization (RayBiotech)
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RayBio® Human Cytokine

Antibody Arrays -- Biotin-Label Based G Series

z A B Sa
E] With Without Without With £
4 Positive 1 8204 6733 6655 6585

5 Pesitive 1 6759 6639 6588 6517
-] Positive 2 3645 3574 3582 3511

7 Positive 2 3760 3692 3430 3419
E] Positive 3 2148 2080 2102 2034

8 Positive 3 2081 2015 2047 1977
10 neg 72 3 79 10
11 neg 79 10 73 2
12 ECkine 193 124 151 76
13 BCkine 190 122 159 a2
14 Activin A 763 692 188 112
15 Activin A 591 522 189 116
16 Activin B 136 66 124 51
17 Activin B 126 57 121 42
18 Activin C 194 127 160 34
19 Activin C 197 130 156 82
20 Activin RIA / ALK-2 142 73 123 50
21 Activin RIA | ALK-2 135, 69 17 43
22 Activin RIB / ALK-4 139 70 121 48
23 Activin RIB / ALK-4 41 73 125 55
24 Activin Ril AR 144 76 143 72
25 Activin RIl A/B 138 69 136 63
28 Activin RIIA 119 50 124 53
27 Activin RIIA 125 58 124 56
28 Adiponectin / Acrp30 126 58 120 53
23 Adiponectin / Acrp30 131 63 123 56
20 AgRP 135 87 128 52
a1 AgRP 142 73 130 63

H 4 » v | importing data - hap | aligning data_Sorting 1_~Average 1 Fos Normalization 1)1
=H]| [t] = +
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Result file description+
1. Data Analysis Result. Raw data & Scan image

HUSY Be TYO 228 SY Ji0) SHY BN W) Fam ] Fyllmoon Phospho-Explorer array Report
oY s lot EA|T HA Thelo] =rEUC, .
& Scatter plot =AL2 AY reporitiEo] ST, i34 Fullmoen Phospho-Explorer aray

A. Scanimage & Raw data &0 = SrCatter p'l:t
i, *.gpr: scanning® S5HF image analyzizE AEL normalizstion &
9 raw dsts TFRYL|CH,
i, *jpg: =7 O|OIX] HELUCE

B. Scatter plot.
i. *jpg:Experiment / Contrel MEE JfZot@u|ct
G Bael column information..
24 2T LYs Wys zeysIm AE Y T o oos cEn
gk,

i Antibody array data.

Normalized signal intensity(log2): Co

0. m antibody amay 28 ID. a
Antibody name - Antibody name{probe) . a
MNormalized Data.. Normalized intensity.. a
Raw Data.. Raw intersity & Flag. -
Fold Change Data Experiment / Control ., a
controlE
ZorE Normalized signal intensity(log2) : C
i, Fullmoon annotation..
Reactivity - Antibody Information HEH.. -
IG Isotype.. G type, epitopeTE, antibody2| sourcs{organizms), 7|EF B Z |,
Epitope.. Alglo] Sladek a
SOurce . [phosphor antibody amay= RE ®HS). a
Motes.. -
Remark fro -
annotation..
Swissprot.. UniProt/SwiszProt DE2| accession number.. -
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(u] H9-v-)s [Sample] Fullmoon_Phosphao-Explorer ver2.0 - Microsoft Excel - >
N
SV s ge mom Ao S| des e 2R gk J L= @ -
— | = - O 3
EapLY 7 - = . = A= & -
0SB gena w3 un g @ MI=S5 mze  EE2 = TR R
2= - @ X4=7| -
] : L . - FHE =B *lo ﬂjEI HEE L = AOl AR Al = gl £7) gl
F A=Akl 2 2 - st teH 25 (w - % o |8 n\ A - /qq - - 12 | & ) = i .ﬂ 1_ QN7 - %E’f AJEL"T
sgse & os 5 mAEA AElg ’% B
B2 Gene Symbol
-, A B C D F G H J K L -
’( ] 1 Filter: 1318 Fold change Normalized data (log2) Raw data ‘ e
View All Data
Probe Set @ Significant Gene Selection
‘ Gene Symbol [1/cont 2/cont 3/cont cont 1 2 8 cont 2
Gene Category ID
® Analysis Graph
om oo |12 E E -] ] - -] ] -] - I
3 1 JUN 1.079 0.909 1377 9.827272672 9.936852943 9.689379646 102884302 847 820 8815 (1| () seected Gene Graph (probe
g Al 4 2 GSK3B 1001 0SS0 0600 1047555065 10.47654138 9.560198934 9737531848  1327.5 1192 806 B (%) Gene search
5 3 JUN 1227 0.888 0.970  10.60289164 10.89761784 10.43108375 10.55905381 1450 1596 1474
[] Angiogenesis 6 4 ELK1 1.088 1.320 0971  10.98560659 11.10755972 11.38635314 10.94291222  1890.5 1846 2858
7 5 PDPK1 0.821 0671 0781 1143448937 11.1495361 10.85794019 11.07740658  2580.5 19005  1981.5
[] Apoptotic process
8 6 RAF1 0.984 0.892 0.875  10.79541225 10.77257991 10.63092916 10.60266788 1657 1463.5 1693
[] cellcycle 9 7 GSK3A 0.880 0.871 0911  10.55535374 103704639 10.35574321 1042094467 1403 1107.5 1399
o gest 10 8 MAP2K2 0972 07 0.909  10.99814352 10.95651149 10.50686937 10.86116641 1907 16625  1553.5
el ea
11 9 PTEN 0.825 0703 0782 970189659 9.423535943 9.194428887 9.347469983 776.5 574.5 625.5
[] cell differentiation 12 10 RELA o742 [0 0556 | 0.803  10.03989892 9.609416274 9.193275239 9.724092579 981.5 653.5 625
| cellmgrar 13 11 RELA 1.159 0738 0829  10.27598013 10.48919408 9.838515824 10.00535156 1156 12025 977.5
ell migration
14 12 RELA 1.261 1.010 0910 10.33467419  10.6694134 10.34850642 10.19799682 1204 13625 1392
[ cell proiieration 15 13 RELA 1.098 1.847 INEEE0]  10.79975504 1093421151 11.68487185  12.1945902 1662 1637 3515
- 16 14 RELA 1.005 0933 1030 9.399117034 9.405849444 9298953349 9.441619921 629.5 567.5 672.5
DNA repair
17 15 NFKB2 1.004 0.900 0925  11.31537365 11.32110496 11.1629508 11.20284946 2376 21405 2448
[] Extracellular matrix 18 16 NFKB2 1.543 0.834 1198  9.827272672 10.45274512 9.564666919 10.08741272 847 11725 808.5
19 17 MAP2K4 0.348 0.709 0.801  9.357263107 9.120010243 8.861212865 9.036673935 6115 465.5 496.5
[] immune response
20 18 MAP3K5 1.696 1.366 0.984 9.6236359 10.38601162 10.07360818 9.600830781 7355 11195 11505
.
21 19 HDAC4 1.131 1114 1258  9.572729705 9750227543 972813373 9.904108774 710 7205 905.5
Gene Category Settings 22 20 HDACS 0.875 1.255 0755  10.14339788 9.949988389 10.47066497 9738200542  1054.5 827.5 1515
4 4 » | Data_Phospho ratio -Color Index - Antibody List Tavout 42 - e L] T
}u 1 D 4 TE—
RaybiotechA} hip2 GO F7}7} 875 &L Ct.
aypiotec array cnip= T =2/lco = 11
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H9-v-)s [Sample] Fullmoon_Phospho-Explorer ver2.0 - Microsoft Excel - X
| & | a2 ol ook 4 HolH @ - = x
ZHEtLl 7 _ _ . — et s oA -
B f‘z}i” ' me aq o - a HAE B UE ot . 2 M=S5 ==x: BEE23 =X ] ;11: ,lln i
C - @ x| -
20ig7 - - ‘Iﬁﬁ‘ = gomas e EF Lt T Y g 9l 7| g
BRI st [ 2] o 2 gt n e 2B - (w0 W) 10T 5 S 32 |# & P HE MM Gy . BERAAS
=== & == & ¥E & EA "4 i} LEfg = HY
B2 ~ F ‘ Gene Symbol E
v x A B c D | F | 6 | H ] ) K L v x\
i 1 Filter: 53 Fold change Normalized data (log2) Raw data ‘ TES TS
View All Data
Probe Set @ Significant Gene Selection -
Gene Symbol |1/cont 2/cont 3/cont cont 1 2 3 cont 2
Gene Category ID Fold change
2 (3] B o] B ] B B ] = ] ]
@) AND ) OR L
79 77 FOS 1.511 1.613 9.878309685 8.483785029 10.47351896 10.56810842 877.5 299.5 Normalized data (log2)
] s ~ || 80 78 ARHGAP35 1.549 1.926 8.968333178 10.36916066 9.599920836 9.913611999 467 1106.5
ging —
83 81 NFKBIB 10.47663696 8.507671253 9.592938634 8.673948667 1328.5 304.5 :
— p-value
[[] Angiogenesis 86 84 IKBKG 1.887 9.086896366 10.29354648 10.12412622 10.00312785 507 1050 a
103 101 PRKARZ2B 0.681 1091283052 9.676279575 10.35780423 9.901126198 1797.5 684.5
[] Apoptotic process —
120 118 ALK 11.62437136 9.803302605 9.427163328 9.600830781 2943.5 747.5 . .
— Sample Comparison / Filter
[[] cellcycle 131 129 DDX5 0.608 11.4874559 9.855425412 9.867735881 10.77059229 2677 775
[ celldeath 146 144 PAKA 0.822 10.31658746 11.70471443 10.03355722 9.340440986 1189 2792.5 [v] 1/cont
Cell deat F——
147 145 PRKCA 0.900 0.910 9.28716867 10.66782428 9.134381652 9.150561454 582.5 1361 600 [] 2/cont
[] cell differentiation 175 173 CTNNB1 1.647 1.204 8.82727264 9.903031278 9.546711508 9.095263297 4235 801 798.5
o 3icont
[ cet 181 179 STMN1 0.675 9.9574799%6 8.417244219 9.390385882 8.994757901 927 286 716.5 [ 3fcon
Cell migration —
231 229 FOXO1 0.897 9.763722781 8.339521931 9.60686941 8.873392741 810.5 271 8325
[] cell proliferation 255 253 PAK1 1.966 1.124 8.436444796  9.4849888 9.411374445 8.605235888 323 599.5 727
0O 259 257 IKBKG 0.883 1.269 9.540885327 8.500546859  9.3608902 9.884912515 694.5 303 702
DNA repair —
265 263 0.870 1.384 9.546069245 8.412190949 9.344354835 10.01531664 697 285 694
[] Extracellular matrix 301 299 MAPK14 10.24443757 8.798469533 8.769749065 8.638569389 1131 3725 466
310 308 GATA1 1.313 0.993 9.458606546 10.4662169 9.851006737 9.448173929 656 11835 986 Gene Category Graph
Immune response —
o 385 383 RPS6KA1T 0.884 9.299493505 11.00933527 9.121095851 10.5257461 587.5 17245 594.5
v | ==
393 391 RAF1 8.630484978 9.767147925 9.636881908 9.800352963 369.5 729 850 @Anaws‘-semph
Gene Category Settings 396 394 SYN1 9.653723513 8.612724036 8.549419126 8.577106527 751 3275 400
— o e S ®SslectedGensGraphEthEE
M 4 v W Data Phospho ratio Color index - Artibody List - Layout [ i v

132174 & 5372l MR QsLch |

=
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‘ 355% ?67 1106.5 828.5 Sample Comparison / Filter
10% 8.5 304.5 824.5

I/na )T [Sample] Fullmoon_Phospho-Explorer ver2.0 - Microsoft Excel - X
e |/
S = I A9 HOX oot 4 dHol  HE EJl ExDEGA @ - = x
& 22zl o g M= — I = E=e TS
[ 2 g BT B === 1= 5 ==xo HFE23 = E
= = EEECETE @ e = = = | = ? @ 7 e - #a
2027 L 5}0| s o A MM . EEEI-
‘EO{ I o a1 %M“m\)f P il & wasta 7ted tojmal3 2 [ii * - .ﬂ 1. 2ngn- 329 ﬂéf
EELIS E E #d
= — [3 Gene Ontology Graph - O x =
B2 ¥
% of Total Significant W % Up Significant 9 % Dn Significant K L ‘ T = =
View All Dat 30% Raw data DEG Analysis
- g 455% 287% 5.63% 4 NGrManzea gata (1082]
|: 437% 25% 1 2 ] G
Gene Categon !
o, p-value
4.63% 20%
omo 25005 [-] [=] Y -
‘ 422% 15% .5 299.5 1518
[ Aging
|| Angiogenesis
3.40%
6.06%

403% P
, 507 1050 11915 Ticont
1 I | 5
490% 5% 7 79 7 7.5 664.5 1401
|| Apoptotic process 2305 55 9 109 129 15y 7, 98 I 33 gt 104 3 I || 2/cont
S17% 3855 % 0 35 7475 735 | g Soont
. — | ‘con
[ celloycle g % % %\ = 5 5 5 § E 2 ER G P 8 677 775 997.5
2 8 T 3 3 3 § 5 %5 2 5 3 S
= Aging mmm Cell migration = Neurogenesis < g £ = % E Z I 4 £ E‘ E g’ g & g 189 27925 1119
[ celldeath e Angiogenesis mm Cell proliferation mm RNA splicing 2 2 © 0 5 E 3 g E s &7 £ 3 ° 5
mmm Apoptotic process  mm DNA repair mm Secretion < 2 £ 5 = E H E 2 _2'5 1361 600
= ]
[] celldifferentiation| = E:: x‘ﬂe] ﬁ;‘:ﬂﬁ‘ggﬁg* g 3 &} % £ 135 801 798.5
m— Cell on e Iy y response 927 286 716.5

|| cell migration

| Cellpraliferation 255 253 |PAKI 8436444796  9.4849888 9.411374445 8.605235888
. 259 257 |IKBKG 9.540885327 8.500546859  9.3608902 9.884912515
DNA repair — .
? 265 263 9.546069245 8412190949 9.344354835 10.01531664 (R) Analysis Graph
" Extracellular matrix 301 299 |MAPK14 1024443757 8798469533 8769749065 8.638569389
310 308 |GATAI 9458606546 10.4662169 9.851006737 9.448173929
|| Immune response —
385 383 |RPSGKAI 9.299499505 11.00933527 9.121095851 10.5257461 _
— Vol Plot
393 391 |RAFI 8630484978 9.767147925 9.6368531908 9.800352963 T
eSS 396 394 |SYNI 9.653723513 8.549419126 8.577106527 _
e - PR e (w) selected Gene Graph (Probe £
4 4 » M| Data Phospho ratio - Color Index - Antibody List

FH| 132174 & 53740 HZETt YLt | EE]
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[Sample] Fullmoon_Phospho-Explorer ver2.0 - Microsoft Excel

Holx gjojot2  #=4 Holgl HE E7| | ExDEGA - = x
[ Venn Diagram Analysis - ] X
Tools
\ )ﬂ Gene Symb ; ]_I " Venn Diagram Tool ¥
A - 1/cont conf up-regulated
v x m A B-2/cont contra-regulated N K L | v x
. Sample Comparison
1 Filter: 53 C-3/cont down-regulated Raw data .
View Al Dat: DEG Analysis
ew a 11m|1t
Probe Set Normalized data (log2)
Gene Category ‘ ID e 19 Heont 2 6 -
10 3/cont
® AND O OR 2 il E B | p-value
. 79 77 FOS 299.5 1518 |~ -
[ agi 80 78 ARHG 1106.5 828.5
ging —
83 81 NFKB 304.5 824.5 Sample Comparison / Filter
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~ _| unphosp phospho- unphosp phosphoy/ |phospho- | unphosp phospho/ _ unphosp phosphor
MNo. phospho-form Antibody Name u:ptl:losphONfonn p{l‘lospl;l; ho-form phosphorylated residue form ho-form unphosp | form ho-form  unphosp {PhOSP:t? ho-form  ylation
ntibody Name orm D intensity  intensity ho intensity  intensity ho arm e atio ratio

: -
FID-503) Tuberin/TSC2 (Phospho-Thr1462) Tuberin/TSC2 (Ab-1462) 396 1273 | Tuberin/TSC2 ﬂ'IDSEhD-ThrMSE! | 7913 9114 0.363
FID-557] WEGF R2 {Phospho-Tyr1054) VEGF R2 {Ab-1054) 265 1154 WEGF RZ [Fhospho-Tyr1054) 8419 10,067 0.836
FID-5596) Raf1 {Phospho-Tyr341) Raf1 (Ab-341) 350 1271 Raf1 {Phospho-Tyr341) B8.876 10534 0843
FID-191 SREBP-1 (Phospho-Serd3g) SREBP-1 [Ab-439) 742 460 SREBP-1 (Phospho-Ser439) 7893 10921 0723
FID-&19) PAKZ2 (Phospho-Ser192) PAKZ (Ab-192) 370 1254 PAKZ (Phospho-Ser192) 11160 10455 1.067
PID-40 Cyclin B1 {Phospho-Ser147) Cyclin B1 [Ab-147) 562 132 Cyclin B1 {Phosphe-Ser147) 9770 10,504 0930
FID-538) IL-4R/CD124 (Phosphe-Tyrd97) IL-4R/CD124 (Ab-497) 270 1311 IL-4R/CD124 [Phospho-Tyrd87) 9740 10027 0962
FID-544) ALK {Phespho-Tyr1507) ALK [Ab-1507) 117 1141 ALK {Phospho-Tyr1507) 9.369 B8.836 111
FID-518) PAK1 (Phospho-Ser204) PAK1 (Ab-204) 569 1293 PAK1 (Phospho-Ser204) 10,196 10663 0956
FID-478) PDGF R alpha (Phospho-Tyra48) FDGF R alpha {Ab-349) 1259 978 FDGF R alpha (Phospho-Tyr349) 9710 11.189 0.868
FID-637] ITGB4 (Phospho-Tyr1510) ITGE4 (Ab-1510) 272 1312 ITGB4 (Fhospho-Tyr1510) 9253 9660 0955
FID-29 Stathmin 1{Phosphe-Ser3T) Stathmin 1{Ab-37) 179 64 Stathmin 1{Phosphe-5er37) 8360 8916 0938
FID-75 AKT (Phosphe-SerdT3) AKT [Ab-473) 320 205 AKT (Phospho-Serd73) - 9035 097
FID-515] MEKT/MAP2KT (Phospho-Ser271) MKKF/MAP2KT (Ab-271) 412 1250 MEKT/MAP2KT {Phospho-Ser271) 10147 9819 1033
PID-& ¢-Jun (Phosphe-Tyr170) c-Jun (Ab-170) 156 M c-Jun {Phosphe-Tyr170) 8548 9958 0.858
PID-21 Pyk2 {Phospho-Tyr402) Pyk2 (Ab-402) 170 56 Pyk2 (Phospho-Tyrd02) 9333 9343 0999
FID-340) ACC1 (Phospho-Ser79) ACC1 (Ab-T9) 1225 761 ACC1 {Phospho-Ser79) 9303 9909 0939
FID-200) ATF-1 {Phospho-Serg3) ATF-1 [Ab-63) 748 459 ATF-1 (Phospho-Serg3) 7933 10,723 0740
FID-638| Kw1.3/KCMA3 {Phospho-Tyr135) Ki.3/KCNA3 (Ab-135) 273 1313 Ki1.3/KCNA3 {Phospho-Tyr135) 10.395 9233 1126
FID-97 Ras-GRF1 (Phospho-Serd1g) Ras-GRF1 (Ak-218) 738 284 Ras-GRF1 (Phospho-Serg16) 8330 10,87 0.818
FID-458) AFX/FOXO4 (Phospho-Ser197) AFX/FOXO4 (Ab-197) 993 1038 AFX/FOX04 (Phospho-Ser1d7) 9114 10524 0.366
FID-254) HSL {Phospho-Ser554) HSL (Ab-554) 1216 599 HSL {Phospho-Ser554) 9412 12222 0770
FID-540) STAM2 [Phosphe-Tyr192) STAM2 {Ab-192) 276 1315 STAM2 (Phospho-Tyr192) 10445 2459 1229
FID-534) SRF {Phospho-Ser77) SRF {Ab-T7) 404 1131 SRF {Phospho-Ser7T7) 9154 1017 0905
FID-74 ATF4 {Phospho-Ser245) ATF4 (Ab-245) 319 204 ATF4 (Phospho-Ser245) 8916 8816 1011
PID-211 Integrin beta-3 (Phospho-Tyr773) Integrin beta-3 (Ab-773) 478 518 Integrin beta-3 (Phospho-Tyr773) 9.382 10167 0923
FID-641 FER (Phospho-Tyr402) FER (Ab-402) 278 1316 FER (Phospho-Tyr402) 11.596 11.289 1027
PID-548] Pim-1 {Phospho-Tyr309) Pim-1 (Ab-309) 121 1145 Pim-1 (Phospho-Tyr309) 8439 9.859 0.856
FID-208) WEGFR2 {Phosphe-Tyr1175) VEGFR2 {Ab-1175) 652 513 VEGFR2 {Phospho-Tyr1175) 10.286 10445 0935
FID-551 ETK (Phospho-Tyrs66) ETK {4b-566) 125 11428 ETK (Phospho-TyrS66) 11.199 8767 1277
FID-578) Src (Phospho-Tyr529) Src (Ab-529) 1165 1196 Sre (Phospho-Tyr529) 9571 10286 0931
FID-304 Tau (Phospho-Thr231) Tau {Ab-231) 826 637 Tau {Phospho-Thr231) 9611 9571 1.004
FID-545) ALK (Phospho-Tyr1604) ALK [Ab-1604) 118 1142 ALK {Phospho-Tyr1604) 9243 10296 0.895
FID-37 elF4E (Phospho-Ser209) elF4E (Ab-209) 187 72 elF4E (Phospho-Ser209) 9253 8906 1039
FID-634 IL-10R-A (Phospho-Tyrd96) IL-10R-A {Ak-496) 263 1309 IL-10R-A (Phospho-Tyr496) 10,375 9.849 1.053
PID-32 P38 MAPK {Phospho-Tyr182) P32 MAPK (Ab-182) 338 222 P32 MAPK (Phospho-Tyr182) 8350 11517 0725
FID-315] Rb (Phospho-Ser730) Rb (Ab-730) 995 698 Rb (Phospho-Ser720) a7 10027 0.861
FID-181 Caspase 9 {Phospho-Ser196) Caspase 9 (Ab-196) 1075 450 Caspase 9 (Phospho-Ser196) 10435 12162 0.858
FID-558) HCK {Phosphe-Tyr410) HCK (Ab-410) 130 1153 HCK {Phospho-Tyrd10) 10276 14029 0732
PID-479P2A/DMNA topoisomerase || {Phospho-Ser1 [DNA topoisomerase |l (A 1262 9381  P2A/DMA topoisomerase || (Phospho-Ser1l 8310 10,018 0830
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e
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GO classfication (Panther GO) GO enrichment (DAVID)

GO Biological Process A B D E | F [ 6 [ H [ 1 [ K L M N
Tokal # Genes: 242 Toml # process hits: 303 1 Category Term Count % PValue Genes List Total Pop Hits Pop Total Fold EnriclBonferron Benjamini FDR
2 GOTERM_GO0006468  protein amino 38 49.35065 9.20E-29 P24385, P( 76 667 13528 1014003 144E-25 144E-25 154E-25
2 GOTERM_GO:0016310  phosphorylati 38 49.35065 6.14E-26 P24385, P( 76 800 13528 8455 9.63F-23 481E-23 103E-22
4 GOTERM_GO:00067%  phosphate me 40 5194805 3.5E-25 P24385, Pl 76 973 13528 7317575 494E-22 165E-22 526E-22
5 GOTERM_GC:0006793 phosphorus m 40 5194805 3.15E-25 P24385, Pl 76 973 13528 7317575 494E-22 165E-22 5.26E-22
6 |GOTERM_GO0007242  intracellular si 36 4675325 3.17E-17 P24385, P 76 1256 13528 5101011 407E-14 124E-14 530E-14
7 GOTERM_GO:0007243  protein kinase 21 2727273 66BE-15 P49137, Q 76 370 13528 101027 104E-11 209E-12 111E-11
8 GOTERM_GO0046777  protein amino 13 1688312 3.22E-14 P36888, Q 76 85 13528 27.22353 505E-11 8.41E-12 538E-11
Click to get gene list for a category: 9 GOTERM_GO:0042325  regulation of | 22 2857143 460E-14 014757, P 76 466 13528 8403433 721E-11 1.03E-11 768E-11
B apontotic process (G0:0006915) 7@ 10 GOTERM_GO:0043549  regulation of | 20 2597403 4T1E-14 014757, P 76 357 13528 9971989 7.38E-11 923E-12 7.86E-11
= - 11 | GOTERM_GO:0051338  regulation of ¢ 20 2597403 9.90E-14 014757, P 76 372 13528 9569892 1.55E-10 173E-11 165E-10
W biclogical requlation (G0:0065007) & 12 GOTERM_GO:0051174  regulation of | 22 2857143 100E-13 014757, P 7% 485 13528 8074227 158E-10 138E-11 168E-10
cellular component organization or biogenesis (GO:0 13 GOTERM_GO:0019220  regulation of | 22 2857143 100E-13 O14757, P 76 485 13528 8074227 158E-10 158E-11 168E-10
14 | GOTERM_GO:0007167  enzyme linkec 19 2467532 294E-13 36888, P( 76 342 13528 9883889 462E-10 420E-11 492E-10
W cellular process (GO:0009987) @ 15 GOTERM_GO:0007169  transmembran 16 2077922 1.14E-12 P26888, Pl 76 224 13528 1271429 179E-09 149E-10 191E-09
B developmental process (G0:0032502) @ 16 GOTERM_GO:0044093  positive regule 22 2857143 386E-12 P24385, P( 76 586 13528 6682504 60GE-09 466E-10 646E-09
L 17 | GOTERM_ GO:0045859  regulation of 18 2337662 427E-12 014757, P 76 345 13528 9286957 6.70E-09 478E-10 7.13E-09
B localization (G0:0051179) @ 18 GOTERM_GO:0033674 pliitive regul! 15 1948052 269E-11 P24385, Q 76 231 13528 11.55844 422E-08 282E-09 430E-08
M metabolic process (G0:0008152) =@ |19 GOTERM_GO0043067  regulation of | 24 3116883 354E-11 POG239, P’ 76 812 13528 5261084 535E-08 347E-09 591E-08
response to stimulus (GO:0050896) 20 GOTERM_GC:0043085 _ positive regule 20 2507403 361611 24385, 76 520 13528 6846154 566E-08 333E-09 6.03E-08
21 GOTERM_GQ:0010941  regulation of « 24 3116883 381E-11 POG239, P 76 815 13528 5241718 597E-08 332E-09 6.36E-08
22 | GOTERM_GO:0051347  positive regule 15 19.48052 4.50E-11 P24385, Q 76 240 13528 11125 7.05E-08 371E-09 7.51E-08
. 23 |GOTERM_GO:0000165  MAPKKK casci 13 1688312 347E-10 P49137, Q 76 184 13528 1257609 543E-07 272E-08 579E-07
Color picker powered by 24 | GOTERM_GO0042127  regulation of 1 22 2857143 9.32E-10 O14757, P 76 787 13528 4975858 146E-06 696E-08 1.56E-06
25 GOTERM_GO0042981  regulation of : 22 2857143 137E-00 P0G239, P’ 76 804 13528 4870647 215E-06 O77E-08 229E-06
26 GOTERM_GO0002521  leukocyte diffe 11 1428571 249E-09 P10721, P( 76 131 13528 14.94656 3.91E-06 1.70E-07 4.17E-06
27 GOTERM_GO:0045860 _ positve regulc 13 1688312 314E-09 P24385 Q 76 223 13528 1037668 492E-06 205E-07 524E-06

**Chart tooltips are read as: Category name (Accession): # genes; Percent of
gene hit against total # genes; Percent of gene hit against total # Process hits

Number of genes
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KEGG pathway mapping (KEGG) KEGG pathway enrichment (David)

A [ B | ¢ | b E | F [ 6 [ w [ 1 [ 3 | k | Lt | M [ N
1 |Category Term Pathway Count % Pvalue Genes  List Total Pop Hits Pop Total Fold EnriclBonferron Benjamini FDR
IADIPOCYTOKINE SIGNALING PATHWAYl 2 KEGG_PAThsa04012 ErbB signaling pz 15 1948052 4.55E-12 Q13153, P 70 87 5085 12.52463 3.96E-10 396E-10 492E-09
3 KEGG_PAlhsa05215 Prostate cancer 15 1948052 6.29E-12 P24385 Q 70 89 5085 12.24318 548E-10 274E-10 6.80E-09
4 KEGG_PAThsa05200 Pathways in canc 24 3116883 1.55E-11 P24385, P: 70 328 5085 5315331 1.34E-09 448E-10 167E-08
FFLO 5 KEGG_PAlhsa04722 Neurotrophin sigl 16 2077922 5.10E-11 P49137, Q 70 124 5085 9373272 444E-09 1.11E-09 551E-08
6 KEGG_PAThsa05221 Acute myeloid let 12 1558442 1.74E-10 P10721, P 70 58 5085 15.02956 151E-08 3.02E-09 188E-07
7 KEGG_PAThsa04666 Fc gamma R-mec 14 1818182 240E-10 QOUQC2, 70 95 5085 1070526 209E-08 348E-09 259E-07
] FATD) 8 KEGG_PAThsa04660 T cell receptor sic 14 1818182 1.24E-09 P20963, P( 70 108 5085 9.416667 108E-07 154E-08 134E-06
9 KEGG_PAThsa04510 Focal adhesion 17 2207792 5.90E-09 P24385 Q 70 201 5085 6143923 5.13E-07 641E-08 637E-06
10 KEGG_PAThsa04010 MAPK signaling | 19 2467532 7.98E-09 P49137, P° 70 267 5085 5169342 6.94E-07 T7.71E-08 862E-06
11 KEGG_PAThsa04910 Insulin signaling 14 1818182 1.98E-08 P23443, Q 70 135 5085 7.533333 172E-06 1.72E-07 2.14E-05
12 KEGG_PAThsa05212 Pancreatic cancer 11 1428571 2.98E-08 PO4637, P( 70 72 5085 11.09821 260E-06 236E-07 322E-05
13 KEGG_PAThsa05220 Chronic myeloid 11 1428571 4.A47E-08 PO4637, P( 70 75 5085 10.65429 3.89E-06 324E-07 483E-05
14 KEGG_PAThsa04664 Fc epsilon Rl sign 11 1428571 6.57E-08 P04049, Q 70 78 5085 10.24451 571E-06 439E-07 7.10E-05
_____________________ » Dnsulin zesistarce 15 |KEGG_PAThsa05210 Colorectal cancer 11 1428571 1.35E-07 PO4637, P( 70 84 5085 9.512755 1.18E-05 840E-07 146E-04
T 16 KEGG_PAThsa05223 Non-small cell lu 9 1168831 4.81E-07 PO4637, P( 70 54 5085 1210714 419E-05 279E-06 520E-04
| 17 |KEGG_PAThsa04370 VEGF signaling p 10 1298701 5.64E-07 P49137, P 70 75 5085 9.685714 4.91E-05 307E-06 6.10E-04
} 18 KEGG_PAThsa04662 B cell receptor sig 10 1298701 5.64E-07 PO4049, P* 70 75 5085 9.685714 4.91E-05 307E-06 6.10E-04
| 19 KEGG_PAThsa05214 Glioma 9 1168831 1.63E-06 PO4637, P( 70 63 5085 10.37755 141E-04 832E-06 0.001758
| 20 KEGG_PAThsa05120 Epithelial cell sigi 9 1168831 2.94E-06 P12931, Q 70 68 5085 9.614496 256E-04 142E-05 0.003179
} 21 KEGG_PAThsa05218 Melanoma 9 1168831 4.10E-06 PO4637, P( 70 7 5085 9.208249 357E-04 1.88E-05 000443
| 22 KEGG_PAThsa05213 Endometrial canc 8 1038961 5.12E-06 PO4637, P( 70 52 5085 11.17582 446E-04 223E-05 0.005539
Hypothalanns | 23 KEGG_PAThsa05222 small cell lung ce 9 1168831 1.46E-05 P04637, Pi 70 84 5085 7.783163 000127 6.05E-05 0.015781
FOMCICART newan | 24 |KEGG_PAThsa04210 Apoptosis 9 11.68831 1.90E-05 P04637, Q 70 87 5085 7.514778 0001647 7.49E-05 002048
T Jax 1A } 25 KEGG_PAThsa04110 Cell cycle 10 1298701 4.01E-05 P04637, O 70 125 5085 5811429 0003484 152E-04 0.043344
| 26 KEGG_PAThsa04620 Toll-like receptor 9 11.68831 5.64E-05 Q14790, C 70 101 5085 6473126 0004893 2.04E-04 0.060912
23 { Decrease infood infeke, = ___ 4 27 KEGG_PAThsa04810 Regulation of act 12 1558442 1.25E-04 P04049, P* 70 215 5085 4054485 0010837 436E-04 0.135264
Increase inexergyexpenditue. | = on e
| 28 KEGG_PA1hsa04062 Chemokine signa 11 1428571 1.83E-04 P04049, P 70 187 5085 4273109 0015779 6.12E-04 0.197378
| 29 KEGG_PA1hsa04920 Adipocytokine sic 7 9.090909 2.61E-04 014920, P 70 67 5085 7.589552 0.022426 B40E-04 0.281363
v NPYIAGEP nenron | 30 |KEGG_PAThsa04650 Natural killer cell 9 11.68831 3.87E-04 P04049, P 70 133 5085 4915682 0033138 0001203 041776
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