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Thresholda 1050918
ratic | diffarence Atlas Array
1.69 Atlas Rat 1.2 Array
Spot Intensity RATIO 7 = weak signal (Jow trust)
coordinate C 12 Ratio Difference up  DOWN Gene
1 ic 15 3 Down -12 : leukocyts common antigen precursor (LCA), CD45 antigen; T200; FTPRC
AD{i 128 87 0.52 E-1 1.9 intagral membrana protein E16 (TA1); L-typs aminc acid transportsr 1
3  ADSm 27 11 0.41 ~18 2.5 interfaron regulatory factor 1 {IRF1)
4 AQBe 18 11 0.58 £ 1.7 17 \im-2; embryanic motor nauron topopraphic organizer, HOMEOBOX
PROTEIN LiM-2 {LIMHOMEODOMAIN PROTEIN LHXS).
5 A06m 12 21 1.7 9 1.8 G2M-spacific cydlin 81 (CCNB1)
6 AD7b 20 11 0.55 8 1.8 |? G1/5-specific cyclin D2 (CCND2); vin-1 proto-oncogene
7 AOBh 18 g8 047 -10 2.1 |7 cathepsin €
8 Alty 18 g 0.50 -8 2.0 | ? DCC; netrin receptor; immunogfobulin gene superfamily msmbar; formar
. tumor suppreesor protein candidate
9 Aldk 84 48 0.57 -38 1.7 phospholipid hydroperoxide glutathions peroxidase
10 BOSb 113 56 0.50 £7 2.0 G protain-actvated inward rectfier potassium channel 4 (GIRK4); inward
ractifier potassium channel subfamily J member 5 (KCNJ5), heart KATP
channel: KATP-1: cardiac inward rectifier (CIRY. KIR3.4
11 BOSc 48 21 0.44 27 2.3 ISK slow voltage-gated potassium channel protein; mink potassium
channel; KCNE1
12 BO8c 127 68 0.54 -59 1.9 potassium channel RB-IRK2, inward rectifier
A
13 BO7j 26 13 0.50 -13 2.0 sodium-hydrogen exchange protsindsoiorm 2 (NHE-2)
14 BOBk 189 108 0.58 -80 1.7 sodiumichloride neurotransemitter transporter
15 B0k 72 34 0.47 -38 2.1 ATPase, coppel-ransporting, Mankes protain
16 Bl 41 17 0.41 -24 2.4 annexin | (ANX1); lipocortin 1; calpactin iI; chramobindin 9; P35;
phosoholipase A2 inhibitory protein
17 ' B13d 173 73 0.42 -100 2.4 SYNAPTOTAGMIN XI; membrans trefficking protain
18 CO5c 25 14 0.58 -1 1.8 mitochondria) camitine O-paimitoyltransferase | liver isoform (CPT i-L)
19 CO7k 17 9 0.53 -8 1.9 |7 eytochrome P-450 2)3
20 coef 156 84 0.54 -72 1.9 sldehyde dehydrogenase 2, retinaldehyde-specific
21 COBk 2291 1265 055 -1026 1.8 cytosolic thymidine kinase {TK1)
22 COoBl 21 12 0.57 -8 1.7 adenylate kinase 3
23 C13d 19 10 0.53 -8 1.8 | 7 apolipoprotein B mRNA editing protein (APOBEC-1}; REPR
24 DO 32 Il 222 @/ 22 galanin precursor (GALN; GAL)OO
25 DO3n 29 51 1.78 2|1 1.8 plucegen recaptor precurser (GL-R)
2% TO4 13 el 177 0] 1.8 caldium-ndependent alpha-latrotoxin receptor
27 D14t 127 264 2.08 137 | 2.1 fibrobla st growth factor 10 precursor (FGF 10)
28 E0e 29 58 2.00 2( 20 macrophage migration inhibitory factor (MIF}
28 EO2h 13 3 177 10| 1.8 bore morphogenetic protein 4
30 . EQ2i 17 30 1.76 13 1.8 bons morphogenstic protsin 2
31 EOSn 8 15 Up 8 uUp ? cocainefamphetamine-induced rat transcript, CART
32 -EO0Be 149 280 1,95 141|.19 gastric inhibitory polypeptide precursor (GIP; glucose-dependent
insulinotropic polvoeptide
33 E07) 24 44 1.83 2] 1.8 JakZ tyrosine-protein kinase; Janus kinase 2
34  EQ7m 14 25 1.79 11|18 e~Jun N-terminal kinase 2 (JNK2); stress-activated protein kinase elpha
{SAPK-alpha)
35 E10e 12 22 1.83 10 1.8 GSK-3 alpha; glycogen synthase kinase-3 alpha;
38 Ei0g 7 15 Up 8 Up 7 Cam¥ | caiturn/calmedulin-dependent protein kinass type | + CaM-like
protein kinase :
37 E10 26 54 2.08 28| 21 Mak; male germ cell-associated kinase; highly expressed at and after
meiosis
38 et 23 k<] 1.70 187 1.7 cyclin-dapendent kinase 5 (COKS)Y, tau protein kinasa || (TPKI) catalytic
subunit. PSSALRE kinass
39 E1ih 14 25 1.78 1] 1.8 wea] tyrosins kinase
40 E13 11 21 1.91 0 1.9 guanine nuclectide-binding protein G(C) alpha subunit (GNAC; GNAD)
491 El4e 19 34 1.79 15| 1.8 Rab-3a ras-related protsin
42  FO4j 55 il 1.84 48| 1.8 phospholipase C delta 1 (PLC dslta-1); PLC-Il
43 FOZ 8 18 225 1wl 2.3 ? Ca2+-indepandent phospholipasa A2
44 FO3K 20 4 170 4i 17 calretinin
45  FQdk 9 25 7€ 18 2.8 14-3-3 protein epsilon; PKC inhibitor protein-1; KCIP-1; mitechondriai
import stimulation factor L subunit )
46  FOSf 9 26 2.89 17 2.9 nsuromodulin; axonal membrane protein GAP43; PP46; B-50; protain F1,
calmodulin-binding protsin P-57
47  FOSh 4 12 Up 8 Up ? chloride channe! RCL1
43 FO5j 2 40 1.50 1® 1.9 PDGF-associated protain
49 FOBnh 13 28 200 131 2.0 nitric oxide synthase 1
50  Fo8l 13 38 2.92 25 g neuroendrocrine protein TB2 pracurser, secretogranin V; SGNE1
CLONTECH Labs, Inc. (A BP Comgany} Page 1 ot 2 ABRAGE, B — 4.5 12vC




Snof infensity RATIO ? = weak signal (low trust)

#  coordinate C 12 Ratio Difference | UP  DOWN Gena

51 ﬁg 20 39 7.5 18] 2.0 mast cell protease 8 precursor (RMCP-B) + mast cell protease 9 precursor
(RMCP-8) + mast call protease 10 precurser (RMCP-10)

52 FOBk 12 21 1.76 9| 1.8 metalloendepaptidase meprin beta subunit

53 Fosg 11 ! 273 19 2.7 cathepsin L

54 FOBI 18 34 213 18 2.1 protsasome component C3

55 FDEm 8 14 Up 8 Up ? proteasome component C8

56 FOgn 3 12 Up 9! Up ? protaasome subunit RCE-1

57  F10f ' 5 13 Up 8 Up 7 protsasome beta subunit precursor; macropein beta; multicatalytic
endopeptidase compiex beta; proteasoms chain 3; RN3: PSMB4

58 F10n ] 17 Up 1% Up ? tissuse inhibitor of metalloproteinase-1 (TIMP-1)

58 F11a 30 51 1.70 21 1.7 tissue carboxypeptidase inhibitor (TC1}

80 F1zd 23 41 1.78 18 1.8 Tyrosine phosphatase-like protein; negative regulator of PTPasas in
naurenal tissuss, RAT PHEOCHROMOCYTOMA-DERIVED PROTEIN
TYROSINE PHOSPHATASE-LIKE PROTEIN (EC 3.1.3.48)

B1  Fi2n 4 12 Up 8l Up ? G protain coupied receptor 1

82 F13m 3 17 Up 14 Up calponin, acidic

63  F13n 19 74 388 55 39 cofilin

84 F14 23 45 1.86 2| 2.0 . fibroblest growth factor receptor-activating protein 1 (FGF receptor-
activating proteln 1: FRAG1}Y

65 oM 412 1420 345 1008 | 3.4 polyubiquitin

88 G15 23 81 352 ' 58 3.5 hypoxanthine-guanine phosphoriboaylhpsfemba (HPRT)

CLONTECH Labs, Inc. (A BD Company] Page 2 0f 2 ABMATM, &1 ~ 4.5 12vC
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24 vs. C Amaylots %4
Normalization Thresholds 1050918
mathod | cosfficient | ratio difference Atlas Array
glabal
{sum) 0.87 1.69 .} Atias Rat 1.2 Array
Spot Intensity RATIO ? = weak signal (low trust)
coordinate c 24 Ratie Oifference | UP DOWN I ne
A0 75 147 1,686 V2 2.0 octo-ATPase precursor; cell-CAM 105 (C-CAM 105); ATP-dependent
. taurpcolate-carrier protein; GP110
AD2Zj 5 13 Up 8 Up ? cadherin; proton-driven peptide transporter
ADDI 5 13 Up 8 Up ? €08, 37 kDe membrane protein, thymecyte
AQ3n 18 35 1.94 17 1.9 CD 30L recaptor; lymphocyte activation antigen CD30, KI-1 antigen;
CD30 precursor
Al4c 26 51 1.98 3B 20 intarleukin-8 receptor alpha precurser (fL-SR-alpba; ILG6R)
AD4g 65 134 2.08 89| 21 CD28, T-colf surface antigen
A0Sa 12 23 1.92 1] 1.9 glutamyl amincpeptidase A
AQSI 2 56 1.83 271 1.9 : CREB active tranacription factor; transeription activator protein
AD7e 15 7 1.80 12| 1.8 G2M-epacific cydlin G (CCNG)
AQTI 51 108 212 87| 2.1 oyslin-dependent kinase 2 alpha (COK2-alpha) + cyclin-dependent kinase
2-beta (CDK2-beta)
AQ7H 65 127 1.85 - 82 2.0 GAK; cyclinG-assosiated kinase
AQTI 11 20 1.82 9| 1.8 ? M-phane inducer phosphatass 2 (MP12); cell division control protein 25 B
(CDC258)
AQBc B 17 213 9| 2.1 7 growth arrest and DNA-damage-inducibie protein 45 (GADDAS)
ADBb 148 324 219 176 2.2 plagma kallikrein (rPK)
A10f 100 203 2.03 103 2.0 Wilms' tumor protein (WT1); tumor suppressor
A10m 39 78 200 ’; 2.0 cystaina-rich protein 2 {CRP2); ESP1t
Alla 1 p.: 255 17 2.5 fos-refatad antigen 1 (FOSLT; FRA1)
Alli 38 71 1.87 3B 1.9 c-kit proto-oncogene
Al12b 5 13 uUp Bl Up ? Crk adaptor protein (CRK-1 alternative splice veriant); proto-oncogens ¢-
erk
Al 58 115 193 57| 2.0 c-raf proto-oncagens; raf-1
Al12h 181 332 1.83 1811 1.8 fyn proto-gncogane; pSefyn
A13b ' 168 294 1.75 126 1.8 Sky proto-oncogens; Tyro3; Rse; Dtk
Alda 2 10 Up 8l Up ? multidrug resistance protein (MRP)
Aldd 64 149 233 85| 2.3 microsomal glutathione S-transferase (GST12; MGST1)
Atdh 3 53 1.71 2| 1.7 liver carboxylesterass 10 precursor; carboxyesterase ES-10; Pl 6.1
estarase; ES-HVEL
BO1c 22 40 1.82 8 1.8 cytochrome P450 Vil {CYPT), cholesterol 7-alpha-monooxyganase,
cholastaral 7-aloha-hydroxvlase
BO2c 15 29 1.93 14| 1.0 glucoss transportar type 1 (erythrocyte/brain)
BO2e 21 49 233 28| 2.3 glucoes transporter 3
BO4n 1 21 1.9 Wl 1.9 inward rectifier potassium channel subfamily J member 2 (KCNJ2); RBL-
IRK1
BO5} 8 18 200 i 2.0 ? calcium channel, aipha 1 bata
BOS 11 21 1.91 10 1.9 potassium channel drk1, delayed rectifier
BOSn S 17 1.89 8 19 ? potassium channal, voltage gated, KV3.4;, RAWS3; KCNC4
BOSh 30 69 230 ¥| 23 chloride channel CIC-7
BOTi 11 20 1.82 8 1.8 7 sodium dependent sulfate transporter
BO8e 18 37 206 19 21 kidney oligopeptids transporter; peptide ransportar 2 (PEPT2), kidney
H+/oeptide cotransporter. SLC15A2
B08p 37 64 1.73 271 1.7 sodium/hydrogen exchange protein 3
Bogn 25 48 1.84 211 1.8 vacuolar ATP synthase 16-kDa proteollpid subunit ATPEC; MVP; ATPL
B13d 173 87 039 -108 2.6 | SYNAPTOTAGMIN Xt: membrane trafficking protein
Bl4g 400 227 057 -173 1.8 nonspecific ipid-tranafer protein precursor (NSL-TP); sterol carrier protein
2 {SCP2Y: sterol camier proteln X (SCPX)
B14h 80 48 D.58 -34 1.7 adlpocyte fatty acid-binding protein (AFABP; FABP4); adipocyte lipid-
binding proteln {ALBP)
CO0tm 251 126 0.50 -125 2.0 rabt3, ras related GTPase
coz2b 96 169 1.78 73 1.8 cytosolic hydroxymethylglutaryl-CoA synthase (HMG-CoA synthase;
HMGCS1Y, 3-hydroxv-3-methvialutarvt CoA synthasas
CoO2c 40 &9 1.73 21 1.7 type 1 haxokinase (HK1); brain hexokinase
CO2n 144 59 0.42 -82 2.4 cytochrome ¢ oxidasa subunit Vb & Vla precursor (COX5B)
C04n 29 14 0.48 -1% 2.1 ssrina phospholipid-specific phospholipass A; PS-PLA1 precursor
CO5n 39 20 0.51 -19 1.9 arachidonate S-lipoxygenase (EC 1.13.11.34); 5-lipoxygenase (5-L0)
Cogj 1N 56 0.43 -75 2.3 cytochrome P450 17 (CYP17); P450C17; CYPXVII, steroid 17-alpha-
hvdroxviass/17.20 lvase '
cosn 235 . 119 0.51 <118 2.0 cytochrome P-450 19; aromatase
CO7k 17 7 041 10 2.4 | ? cytochrome P-450 2J3
CO7n 80 42 0.53 -38 2-arylpropionyl-CoA epimerase; alpha-rnathylacg-CoA racemase
CLONTECH Labs, \re. {4 85 Company) Pgh 1bf 3 ESROER, X1 - 4w, 24vC



Spot Intensity

BATIO ? = weak signat (low trust)
coordinate C 24 Ratio Difference | UP_ DOWN Gsna

cogt 156 85 0.54 -1 1.8 aldehyde dehydrogenase 2, retinaldshyde-spacific

C08j 41 23 0.56 -18 1.8 thymidylate synthass (TYMS; TS)

Cosk 229 1004 0.44 -1287 2.3 cytosalic thymidine kinase (TK1)

Co8i 21 8 0.38 -13 2.6 adenylate kinase 3

C08%e 25 14 0.56 -1 1.8 glutathione synthetase (GSH synthetase; GSH-S; GSS); glutathione
synthase

Cogg =] 28 311 19 3.1 dopaftyrosine sulfotransferase

C1d 58 30 0.52 .28 1.9 805 ribosomal protein L4, L38A

Cils 162 80 053 -T2 1.9 405 ribosomal protein 512

Ctit 19 11t 0.58 -8 1.7 | 7 ribosomal protein 54

Ci1g 97 51 0.53 -48 1.9 ribosomal protein L114

C1th 213 113 053 =100 1.9 ribosomal protein 113

C11k 101 48 0.48 -83 2.1 §19; 406 ribosomal protein 519

c1 111 54 0.49 -57 21 B80S ribosomal protein L21

Citm 275 137 0.50 138 2.0 808 ribosomal protain L19 (RPL1B}

Citn 24 14 0.58 -10 1.7 408 ribosomal protain S11

Cizh 9 21 233 12] 2.3 bel-2-essociated death promoter (BAD}

C13n 33 17 0.52 -18 1.9 RET ligand 2 (RET2) )

C14k 24 14 0.58 -10 1.7 Rek4 Eph-relatad receptor tyrosine kinase; ephrin type-A receptor 3;
EphA3; similar 1o Etk1 ’

DO1e 8 16 Up 10 Up ? LCR-1; putative chemokine and HIV coreceptor homolog; G protein-

' couplad receptor

DOth 116 197 1.70 8| 1.7 G-protein coupled receptor, putative, GPR41

D03 2] 21 233 120 2.3 D(2) dopamins receptor

Do3l 26 78 3.00 52| 3.0 neuromadin K recaptor (NKR): neurokinin B recaptar; NK-3 receptor (NK-
3R}

D04g 10 21 210 1] 2.1 ? thyroid stimulating hormone receptor

Dosi 5 13 Up ] Up 7 S-hydroxytryptamine (serotonin) receptor 4; 5-HT4L

oon 165 327 1.98 182 20 melancoortin receptor 4

Dask 3 49 213 28| 2.1 glutamats receptor 3 precursor (GLUR-3; GLUR-C; GLUR-K3)

Di0a 4 14 Up 10 Up ? gamma-aminobutyric acid (BGABA-A) receptor, beta 1 subunit

D12e 1 22 2.00 1| 20 PKC-ata; protein kinasa € ata typa

D13f 15 32 213 17 21 heat-stable enterotoxin raceptor precursor; intestinal guanylate cyclase
{GUCY2C; GUC2CY: STA receptor

EQd 4] 14 Up 8 Up 7 vascular sndothelial growth facter D (VEGF-D)

E02b 35 80 229 45 2 3 bone morphagenstic protein 3

EO2c 7 16 Up 2] Up 7 transforming growth factor, beta 1

EQ3k 7 16 Up 2] Up ? C-type natriuretic peptide precursor (CNP; NPPC)

EOSi 47 81 1.72 34{ 1.7 Insulindike growth factor binding protain 1 precureor (IGFBP-1; IBP-1)

E08n 20 Up 14 Up cocalne/amphetamine-induced rat transcript, CART

EOBK 4 14 Up 10 Up 7 phosphorylass kinase, alpha subunit

E{da 14 24 1.7 10 1.7 guanine nucleotide-hinding regulatory , alpha subunit

FO1h 12 24 2400 2] 2.0 phospholipasa C gamma 1 8PLC gamma-1); PLC-li; PLC-148

FO2c 100 54 0.54 -48 1.9 interferon inducible protein 10

FO2g 99 55 0.57 ~43 1.8 Pi4-K; phoaphatidylinositol 4-kinase (230 kDa)

FO3a 108 60 0.58 -48 1.8 adenylyl cyclase 4

Fo3I 23 39 1.70 18| 1.7 Calcingurin B subunit, CALCINEURIN B SUBUNIT ISOFORM 1
(PROTEIN PHOSPHATASE 2B REGULATORY SUBUNITY.

FQ4d 19 1 0.58 8 1.7 | ? cAMP-dependent protain kinase type |l-bata regulatory chain

FQ5d 23 46 2.00 B 20 pressnilin 2 (PSEN2; PSNL2; P$2), homolog of the Alzheimer's disease
susceptbility nane

FO8b 21 12 057 -9 1.7 ADP-ribosylation factor 6 (ARF6)

FO&g 65 36 0.85 -20 1.8 phospholipase A-2-activating protein (PLAF)

FO7¢ 204 g9 0.48 -105 2.1 urakinase-type plasminogen activator precursor (UPA), U-plasminogen
ectivator

FO7d 16 7 0.44 -9 2.3 ? dipeptidyl aminopeptidase related protein (DPP8)

Fon 40 22 0.58 -18 1.8 frypsinogen 4

FO7m 128 40 0.31 -83 3.2 granzyme M pracursor (GZMM); MET-ASE; natural killer cell granular
protease; RNK-MET-1

F08e 3 a9 0.30 -232 3.3 anpiotansin converting anzyme (ACE; somatic; dipeptidyl
carboxvoeptidase |; kininase Il

FO8i 285 101 0.35 -i84 2.8 membrane-type matrix metalloproteinase MT3-MMP

FO8n 51 20 0.39 -31 2.5 stromelysin 3, matrix metalloproteinass 11 (MMP11)

Fosd 34 14 0.41 -0 2.4 cathepsin K

Fool 16 5 Down =11 ? protsasome compansnt C3

F10k 23 13 0.57 -10 1.8 ATPass, protaasamal, livar, TBP1

F10l 21 1 0.52 -10 1.9 protsasome subunit C5
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Spot Intensity

RATIO ? = weak signal (low trust)
coordinate C 24 Ratio Diffg'reneo UP_ DOWN _Cane

F11d 21 7 0.33 -14 3.0 mettaloproteingse inhibitor 3 precursor; tissue Inhibitor of
metallobroteinasa 3 (TIMP3)0I(3

Flle 30 13 0.43 -17 2.3 tissus carboxypeptidase inhibitor (TCI)

F11i 3 " 0.35 -20 2.8 plasminogen ectivater inhibitor 2A

F11j 18 10 0.56 -8 1.8 17 typelprocollagen C proteinase enhancer protain

F12d 3 13| 0.48 «12 2.1 Tyrosine phosphatase-like protain; negative regulator of PTPases in
neuronal tiesues, RAT PHEOCHROMOCYTOMA-DERIVED PROTEIN

- TYROSINE PHOSPHATASE-LIKE PROTEIN (EC 3.1.3.48)

Fi2 56 17 0.30 -39 3.3 proteinase activated receptor 2 precursor {(PAR-2)

Fi3c 49 25 051 -24 2.0 G protein coupled recaptor 19

F13a 19 8 0.47 -10 2.1 |7 probable G protain-coupled raceptor RTA

Fi3g 58 14 0.24 45 4.2 evalbumin upsiream promoter gamma nuclear receptor ICOUPgG

F13h 200 112 0.58 43 1.8 Ear-3; V-erbA related protsin; COUP-TF! transcription factor

F13i 44 15 0.34 28 2.9 1D-myo-inositol-trisphosphate 3-kinase A {(ITPKA); inositol 1.4,5-
triohosphate 3-kinass (IP3 3-kinasa: IP3K)

F134 2 032 -8 3.1 ezrin; cytovilling villin 2 (ViL2), p84

F13n 18 037 -12 2.7 cofilin

F14k 34 18 0.58 -15 1.8 Scal; spinocerabellar ataxia type 1

F14| 23 11 0.48 -12 2.1 fibroblast growth factor receptor-activating protein 1 (FGF receptor-
activating protein 1: FRAG1)

G47 501 126 0.25 -378 4.0 405 ribosomal protein S28 (RPS29)

CLONTECH Labs, Inc. (A B0 Gompany) Page 3 of 3 ABBAGN, A4, 2vC
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c Array fot#
Thrasholds 1050918
ratio difference Atlgs Array

1.89 Atlas Rat 1.2k Array-

RATIO ? = weak signel {low trust)

#  coordinata c 3 Reto__ Diffiecance [ UP  DOWN Geng
1 A01e 15 3 Down -12 lsukacyts common artigen precursor (LCAY; CD45 antigan; T200; PTPRC
2 AD2d 35 13 0.37 -2 2.7 P-salactin pracursor, granule membrane protsin 140 {GMP-140),
PADGEM; CD82P; leukocyta-endotheliat ce!l adhesion molecule 3
(LECAM3}
3 AD2A 75 27 0.38 -48 2.8 ecto-AYPase precursor; cell-CAM 105 (C-CAM 105); ATP-dependsnt
taurocolate-carrier protein: GP110
4  AD3b 23 13 057 -10 1.8 T-cell racaptor CD3 zata subunit
3 AD4g 85 12 0.18 53 5.4 CD28, T-cell surtace antigen
8 AO5c 11 3 Down L] 7 Myo-Max-interacting turnor suppressor (MXI1)
7 AD7h €5 21 032 -4 © 3. GAK; cyclinG-associated iinass
8 AQQb 148 58 0.38 -80 2.6 plagma kallikrain (rPK)
8 AO0Sn 28 80 2.88 521 2.9 apalipoprotsin D
10 At2d 373 133 0.36 ) -240 2.8 casein kinase |l beta subunit (CKIl; CSNK2B; CK2N), phosvitin
11 At2e 16 7 Down -8 ? Pim-1 proo-oncogens
12 A2 58 13 0.22 -45 4.5 craf proto-oncogens; raf-1
13 A13i 342 174 0.51 -168 2.0 neurofibromin; neurofibrormatosis protein type | {NF1); GTPase
stimulatorv protein
14 Aldm 284 482 173 08| 17 haat shack 70-kDa protein (HSPT0)
15 BO1a 13 4 Down -8 7 P4501B1; C3H cytochrome P450; CYP1B1
1€  BOlc 22 5 Down A7 cytachroma P450 VI (CYP7), cholestercl 7-alpha-monooxygenase;
cholestarol 7-alpha-hvdroxviase
17 - BDie 20 3 1.70 143 1.7 oytochrome P45 1A2 (CYPIAZ);, PASD-D; P448 + cytochrome P4S0
|SF/BNF-G
18 BO3a 144 30 0.21 114 4.8 sodlum channel SHRSPHD, bsta subunit, epithelial
18 BO5c 48 g 0.19 -39 5.3 18K slow voltage-gated potassium ¢hannel protein; mink potassium
channal: KCNE1
20 BOSi 15 -] Down 8 ? calcium channel, L-type, dihydrepyridine-sansitive, alpha 2 subunit
21 BOM bl 114 0.49 117 2.0 GiuT and GluT-R glutamate transporter
22 BOBf 116 47 0.41 68 2.5 sodium/mydrogen exchange protain 1
23  BOof 193 g2 0.48 10 2.1 tuurine transporter
24 BOS 42 21 0.50 -21 2.0 Na+K+ ATPass alphs 1 subunit
25 . B1iof 18 5 Down -10 7 potassium-transporting ATPase beta subunit {ATP4B); proten pumg;
qastric H+/K+ ATPaga bata subunit
26 Bi0k 72 35 0.49 -37 2.1 ATPass, copper-transporting, Menkes protain
27 Bi2h 2 10 Up 8 Up 7 myelin protactipid protein (PLP); DM-20; lipophilin
28 B1A 20 11 0.55 -g 1.8 | ? synapsin 2A
238 Bix H 20 0.49 -21 2.0 annexin i (ANX1); lipocortin |; calpactin Il; chremobindin 9; P35;
’ pheospholivase A2 inhibitory protein
30 B13 44 19 0.43 =25 2.3 synaptotagmin IV (SYT4)
31 Bl4c 14 56 3.93 410,39 epidermal fatty acid-binding protein (E-FABP); cutaneous fatty acid-
binding protein (C-FABP): DA11; FABPS
32 Bidgg 400 703 1.78 31 1.8 nonepecific lipid-transfar protain precursor (NSL-TP); stero! carrier protein
2 (SCP2Y, sterol camier protein X (SCPX)
33 B14n 11 3 Down -8 7 syntaxin 4 (STX4)
34 COoit 23 100 4,385 7| 4.3 fatty agid binding protein, brain
35 CO2c 40 8 Down -34 type 1 hexokinase (MK1); brain hexokinasé
36 Coz 258 458 1.77 188 | 1.8 tastis fructose-6-phosphate 2-kinaseffructose 2,8-hiphosphate (testis GPF-
2-Kifnu-2, 6-PZase); 8-phosphofructo- 2-kinass; fructose-2.6-
bisphosphatase
37  CO03m 202 59 0.29 -143 3.4 glucose-8-phosphats dehydrogenase
38  CQ4a 108 58 0.55 -48 1.8 mitochondrial ATP synthass D subunit, ATPSH
38 Ci5 25 N 0.44 -14 2.3 mitochondrial camitine O-palmitoyltransfarase | liver isoform (CPT 1-L)
40 Co7c 57 30 0.53 27 1.9 cytochrome P450 2A3 (CYP2A3); coumarin 7-hydroxylase
41 CO7d 24 9 0.38 15 2.7 cytochrome P450 3A1 (CYP3A1), P450-PCN1
42 CoTe g 1 Cown 2 7 eytochrome P480 2C7 (CYPRCTY, P4SOF, PTFY
43 CO% 34 15 0,44 -18 2.3 cytochroma P-450 4F 4
44  COGi 15 5 Down -10 7?7 glutamic acid decarboxylase (GADSS)
45 C10a 7] 12 0.55 -10 1.8 calmodulin {CALM; CAM)
48  C10g 78 48 0.59 -2 1.7 11-beta-hydroxysteraid dshydrogenase 2
47  Ci2e 83 25 0.40 -38 2.5 mitochondrial elongation factor G precursor (MEF-G)
48 C13d 19 k3 1.74 4] 1.7 apalipoprotein B mRNA editing protein (APCBEC-1); REPR
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Spot Intensity RATIO ? = weak signal (low trust)

#  coordinate C 3 — Réio Differancs UP  DOWN Gene
48 C14b 335 832 1.89 287} 1.9 mannase-B-phesphatefinsulin-ike growth factor || receptor (MBP/IGFR2)
50 Ct4k 24 -] Down -18 Rekd Eph-related receptor tyrosine kinase; ephrin typs-A recaptor 3;
EphA3: simifar to Etk1
51 DO1b 7 136 177 88 1.8 platslet-derivad growth factor receptar, aipha
52 DO03d 8 20 250 12| 2.5 D(4) dopamine receptor; D(2C) dopamine receptar
53  DO4e A 53 171 2) 17 Iutropin-choriogenadotropic hormane receptor
54 DOSc 17 30 1.76 13) 1.8 prostaglandin E2 recaptor EP4 subtype
55 DO08n 164 288 1.78 1241 1.8 N-methyl-D-aspartate receptor (NMDAR1); glutamate receptor subunit
zota 1 precursor; NR1
5 D11b 19 7 Down -t2 acatylcholine racepter beta
57 Diin 23 39 1.70 8 1.7 neuropilin
58 D1f 14 28 2.00 14 2.0 coaguiation factor || (thrombin) receptor {CF2R); thrombin raceptor
precureor
59 D4k 16 30 1.88 4| 1.9 macrophage infammatory protein-2 precumor
60 EO1b 5 23 Up 18 Up heparin-binding growth associated protein
61 EOfi 28 12 0.43 -16 2.3 fibroblast growth factor 5 (FGF5), HBGF5
82 E02f 30 17 057 -13 1.8 cytokine-induced neutrophil chemoattractant 2, beta
83 EO3h 20 9 0.45 «11 2.2 7 muscle &-phosphofructokinase (PFKM); phosphofructokinase 1;
phesphohexckinase; phosphofructo-1-kinase A
64 EQ4g % 15 0.58 1% 1.7 inhibin, beta A subunit
65 E05 25 1 0.44 ' -14 2.3 intarleukin-7 (iL-7)
66 E0Se 2 12 Q.57 -8 1.7 intarfeukin 13 precursor {|L-13); T-cell activation protein P60
67 EO6t 59 25 0.42 ~34 2.4 arestin ¢
68 EO7n pi) 12 0.48 -13 2.1 c~Jun N-terminal kingse 3 (JNK3), stress-activated protein kinase beta
{SAPK-beta)
69 EQ8l 34 19 0.56 -18 1.8 protain kinass C delta type (PKC-deita)
70 E08 70 34 0.49 -38 2.1 cassin kinase 1, gamma subunit, isoform 1
71 Ette 30 i3 0.43 A7 2.3 HEP, LC-PTP protein-tyresine phosphatase; hematopoistic protein-
. tyrosine phosphatase (HEPTP)
72 Et 125 50 0.40 75 2.5 protsin phosphatase 2A, regulatory subunit B
73 Et2d 83 36 0.57 ' -27 1.7 protain tyrosine phosphatase, striatum senrichad
74 E1H 20 9 0.45 -11 2.2 |7 protein tyrosine phosphatase PTPase
7% E12n 23 13 0.57 -10 1.8 Ral A; GTP-binding protein
78 E13i 28 13 0.48 -15 2.2 guanine nucleotide-binding protein G{I) alpha 2 subunit (GNAI2),
adenviate cvclase-inhibiting G alpha protein
77 E13k 85 26 0.47 -29 2.1 guanine nucleotide-binding protein G{I)YG(SYG(0) gamma-7 subunit
{GNQT: GNGTT)
78 El4g 110 48 0.42 -84 2.4 Rab-3b rae-related protein
79 El4 20 9 045 11 2.2 | 7 rab15, ras relatsd GTPage
80 F{He 63 22 0.35 -4 2.9 RalGDSB; GTP/GDP diesociation stimulator for a ras-related GTPasa
8t Foig 42 23 0.55 -19 1.8 RINT; intsracts directly with Ras and compstas with Raf1
g2 FMh 12 4 Down -8 ? phaspholipase C gamma 1 SPLC gamma-1); PLC-I; PLC-148
B3 FO2k 21 5 Down -16 cAMP phogphodiesterase 4A; DPDE2; dunce Drosophila homolog £2
B4 - FO2m 547 304 0.56 =243 1.8 DPDE3, cAMP-dependent 3" 5'cyclic phosphodiesterase 4D
85 FO03c 14 4 Down =10 ? olfactory guanylyl cyclase D precursor (GUCY2D)
BS FO3p 40 17 043 23| 2.4 Adenylyl oyclasa {olfactive type) type il
87 FO3k 20 4 Down o168 calretinin
88 FO3l 23 6 Down -17 Caleineurin 8 subunit, CALCINEURIN B SUBUNIT ISOFORM 1
{PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT),
89 FO3m 13 5 Down -8 7 NEURONAL CALCIUM SENSOR 1 (NC&-1))
90 FOS5a 58 s) 0.38 -36 2.6 Crk-associated aubstrate (Cas); focal adhesion kinase substrate; p130
91  FO5g 18 ] 0.50 -8 " 2.0 |7 SHPS-1 receptor-like protein with SH2 binding sits
92 FO5) 21 10 0.48 -1 2.7 ? PDGF-associated protein
93  FO&f &1 34 042 47 2.4 GAP-associated protein (p190).
94 FO7m 128 18 0.156 -108 6.7 granzyme M precurser (GZMM), MET-ASE; natural killer cell grantriar
protwase; RNK-MET-1
85 FO/n 161 92 0.51 -88 2.0 mast cell protease 1 pracursor (RMCP-1)
896 FOB 45 18 0.40 27 2.5 endothelin convarting enzyme
97  FO9d 34 1 0.32 23 3.1 cathepsin K
98 FO% 1" 27 2.45 16| 2.5 cathepsin L
899 Fidd 35 18 0.51 -17 1.9 protsasome subunit RC10-11
100 F10e 36 20 0.56 -8 1.8 proteasome subunit RC7-i
101 F12 56 14 0.25 -42 4.0 proteinase activated receptor 2 precursor (PAR-2)
102 F13b 19 7 Down -12 G protein coupled receptor, putative, GPR12
103 F13g 59 19 0.32 -40 3.1 ovalbumin upstream promoter gamma nuclear receptor rCOUPg
104 F13] » 10 045 -12 2.2 ezrin; cytovillin villin 2 (VIL2); pB1
108  F14d 17 6 Down -1 7 telomerase protsein component 1 (TLP1)
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Spot Intensjty RATIOQ ? = weak signal (low trust)

#  coordinate ©  C 3 Ratio Difforenca | UP_ DOWN — Gene
108 31 15 [} Down -9 ? omithine decarboxylasa (ODC)
107  G43 9 17 1.89 81 1.9 ? cytoplasmic beta-actin (ACTB)

N/C = not calculated due to manually-determinad incansistenciss (signal bisading, background, etc.) in one or both spats
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Array fofft
10580916

Atias Array
Atlas Rat 1.2k Array

RATIO 7 2 woak signal (low trust)
#  coordinate c 7 Ratio Diffarence UP _ DOWN Gene
1 AD1e 15 34 227 18 23 teukocyte commen antigen precursor {LCA), CD45 antigen; T200; PTPRC
2 ADM 128 58 0.45 -T0 2.2 intagral membrane protein E16 (TA1); L-type amino acid transportar 1
3 A2 35 7 Down -28 P-gelectin precureor; granule membrane protein 140 (GMP-140);
PADGEM; CD82P; leukocyte-endothelial eell adhesion moleculs 3
{(LECAM3Y
4 AQ2f 75 18 0.24 -57 4,2 acto-ATPase precursor; cell-CAM 105 (C-CAM 105); ATP-dependent
taurocolate-camier protein: GP110
5 AD3 22 52 2.36 0; 2.4 MAL; THymphocyts maturation-assaciated protein; myelin protein MVP17
6 AD4p 65 17 0.26 -48 3.8 CD28, T-cell surface antigen
7 AD5a 12 3 Down -8 ? glutamyl aminopeptidase A
8 ADSc 11 3 Down -8 ? Myo-Max-interacting tumor suppressor (MX11)
g ADS 7 20 Up 13 Up I-kB {I-kappa B) alpha chain; RLAF-1 gene product
10 AOBn 9 17 1.89 8l 19 ? New England Deaconess transcription factor
11 A6t 69 39 0.57 -30 1.8 1¢-3; DNA-binding protein inhibitor; HLH protein
12 A0 20 1 0.55 -8 1.8 G1/5-spacific cyclin D2 (CCND2}; vin-1 proto-oncogene
13 AQW 51 28 0.55 -23 1.8 cyclin-dependent kinase 2 alpha (CDKZ-aipha) + cyclin-dependent kinase
2-beta (CDK2-beta)
14 AD7h 85 20 0.31 -45 3.3 GAK,; cyclinG-associated kinase
15 ADBa ) 4 13 Up 9 Up ? proliferating cell nuclear antigan (PCNA); eyclin
16 ADBd 146 306 210 160 | 2.1 microglabulin; bata-2-microgiobulin + prostagiandin recepter F2a
17 AOBk 4 11 Up 7| Up ? ATPass, tansitional endoplasmic reticulum
18  AQgh 148 58 0.38 -850 2.6 plasma kaltirein (rPK)
19  AOSg 36 20 0.56 -16 1.8 protaasome delta subunit precursar; macropain delta; multicataiytic
sndopeptidase complex delts; proteasome subunit Y, proteasome subunit
5, PSMBE
20 AQSi 16 8 1.75 12} 1.8 protaasomae component C13 precursor; macropain subunit C13;
multicatalvtic sndopeptidase complex subunit C13: PSMB8
21 A10e 34 17 0.50 -17 2.0 Von Hippal-Lindau tumor suppressor protein (VHL)
22 A0f 100 52 0.52 ~48 1.9 Wilms' tumer pretein (WT1); tumor suppressor
23 Al0m 38 17 0.44 =22 2.3 ¢yateine-rich protein 2 (CRP2); ESP1
24 A1On 4 1" Up T Up 7 Rb; pp105; retinoblastoma susceptibility-associated protein; tumor
suppressar gene: cell cvele requlator
25 Alib 10 17 1.70 71 1.7 7 p21; cipl; wafi
26 Atz 373 126 0.34 -247 3.0 casein kinass || beta subunit {CKIl; CSNK2B; CK2N}; phosvitin
27 Al2e 18 7 Down -9 ? Pim-1 prot-oncogene
28 A12f 58 8 Down -49 c-raf proto-oncogene; raf-1
20 At3b 168 285 1.76 127 1.8 Sky proto-oncogene; Tyro3; Rss; Dtk
30 Al3g 42 20 0.48 ~22 2.1 adenomatous polypesis coli protein (APC)
3t A3 342 77 0.23 -265 4.4 neursfibromin; neurofibromatosis protein type 1 (NF1); GTPass
stimulatery brotein
32 Al4d 64 34 0.53 -30 1.9 microsemal glutathione S-transferass (GST12, MGST1)
33 Al4g 15 30 2.00 15¢ 2.0 glutathione S-transferase P subunit; GST subunit 7 pi (GST7-7)
34 BO1a 13 Down «10 P450 1B1; C3H cytochrome P450; CYP1BY
35 B0te 22 3 Down -19 eytochrome P45C VIl {CYPT7); cholesterol 7-alpha-moncoxygenase;
cholesterol 7-alpha-hvdroxviase
38 BOtI 30 17 0.57 -13 1.8 organic cation transporter 2 (0CT2)
37 BO2e 21 9 Down -12 glucose transporter 3
38 B03a 144 24 017 -120 6.0 sodium channes| SHRSPHD, beta subunit, epithelial
33  BO3c 554 295 0.53 =269 1.9 eyclic nucleotide-activated channel, olfactary
40 BO4g 30 17 Q.57 -13 1.8 sodium channel |
41 BOSf 38 15 0.39 23 2.5 voltage-depandsnt L-type calcium channel alpha 10 subunit (CACNAID);
L-type caicium channe) alpna 9 polypeptids isoform 2 {CCHL1AZY, rat
brain class D (RBDY; CACH3: CACN4
42 BO6c 127 58 0.48 -89 2.2 potassium channel RB-IRKZ2, inward rectifier
43  BOBf 116 47 0.4 -89 2.5 sodium/hydrogen exchange protein 1
44  BO9% 42 17 0.40 =25 2.5 sodium/dicarboxylate cotransporter
45 BOSd 15 3 Down -12 sodium/calcium exchangsr NCX3
46  B0Y% 209 83 0.40 <126 2.5 neurotransmitter transporter, sodium dependent
47  BOSf 193 68 0.35 -125 2.8 taurine transporter
48 BO%h 28 62 221 M| 22 SYNAPTIC VESICLE PROTEIN 28
49 B10b 124 54 0.44 =70 2.3 sodiumv/potassium-transporting ATPase bata 1 subunit (ATP181)
CLONTECH Labs, Inc. (A BD Cormpary) Page 1 of 4
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.Snm.lnlﬂnsiu RATIO ? = weak signal (low trust)

#  coordinate ~  C 7 Ratio Differenca | UP  DOWN Gens
50 Biof i5 3 Down 12 potassium-transporting ATPase bata subunit (A1 P4B), proton pump,
nastric H+/K+ ATPase beta subunit
51 B10k 72 41 057 -3 1.8 ATPase, copper-transporting, Menkas protein
52 Btie 51 24 0.47 =27 2.1 ure® transpaortsr
53 B2 20 11 0.55 -9 1.8 synapsin 2A
54 Blde 14 28 2.00 14| 20 epldermal fatty acid-binding protein (E-FABP); cutaneous fatty acid-
. binding protein (C-FABPY: DA11: FABPS
55 Bldk 82 24 0.28 -88 3.8 synaptotagmin |}
56 Bl4n 1t 3 Down -8 ? syntaxin 4 (STX4)
57 COta 6 13 Up 7! Up ? syntaxin 5 (STX5)
58 COt1k 131 255 1.85 124 1.9 NEURODEGENERATION ASSOCIATED PROTEIN 1; downregulatad by
axotomy
58 CQ2¢ 40 3 Down 37 type 1 hexokinage (HKK1); brain hexokinase
80 CO3m 202 64 0.32 -138 3.2 glucose-8-phogphats dehydrogsnase
61 CO5¢c 25 7 Down -18 mitochondrial camitine Q-palmitoyitransferase | liver isoform (CPT I-L}
82 COS5h 30 54 1.80 24] 18 periliptn A/B (PERIA/PERIBY); lipid droplet-associsted proteins A/B
63 COB 51 20 0.39 -3 2.5 fatty acid amide hydrolase
64 CO7d 24 11 0.46 13 2.2 eytochroma P450 3A1 (CYP3A1);, P450-PCN1
85 CO7 49 b7 0.45 =27 2.2 tytochrome P4S0 4A3 (CYPAAT), lauric add omega-hydroxylase, P450-
LA-omena 3
66  CO7j M 13 038 -21 2.6 cytochrome P-450 4F4
87 CO0sh 12 5 Down -7 ? mitochandrial adenytate kinase 2 (AK2): ATP/AMP transphosphorylase
68  Cit 8 17 213 8] 21 7 aldehyds dehydrogenase 2, mitochondria), lver
89 C10k 15 7 Down £ ? dopamins beta-hydroxylase
70 Ci0n 4 13 Up 9] Up ? nitric oxide synthasa 3
71 Cla 4 11 Up 7| Up ? 17-kDa ubiquitin-conjugating enzyme E2 {UBE2B}, ubiquitin-protein
liase: ubiguitin carrier protain; HREB
72 Cid 58 122 210 84| 21 60S ribosomal protein [ 44; L36A
73 " Clle 152 272 179 1200 1.8 408 ribosormal protein 512
74 Ci1f 19 as 2.05 - 2] 21 ribosornal protein S4
75 Cilig a7 170 1.75 731 1.8 ribosomal protsin L11
78 C11j 46 102 2.22 58| 2.2 ribogamal protein L12
77 Ciik 101 178 1.73 74| 1.7 §19; 40S rihosomal protein 519
78 C11 111 206 1.88 85( 1.9 808 ribosomal protein L21
79 Ci2a 30 51 1.70 21| 1.7 408 ribosomal protain 517 (RPS17)
80 Ci12e 3 16 Up 2] Up sukaryotic tranalation initiation factor 5 (EIF-5)
81 Cizn g 18 2.00 g 2.0 ? bek-2-associated death promoter (BAD)
82 C13a 3 1 Up 8 Up 7 P2X purinocsptor 1; ATP receptor P2X1; purinergic receptor; RP-2 protein
83 Cil4b 335 686 205 /1) 20 mannose-8-phasphats/insulin-like growth factor Il receptor (MBPAIGFRZ)
84 Cl4c B 15 Up 9 Up 7 platelet-derived growth factor alpha receptor (FOGFRa)
85  Ct4i 4 1 Up 7 up 7 transforming growth factor-bete il receptor pracursor (TGF<beta |1
receptor; TGFBR2)
88 C14k 24 7 Down -7 Rak4 Eph-relgted receptor tyrosine kinase; ephsin type-A raceptor 3;
. . EnhA3: similar to Etk1
87 DOtk 77 132 1.71 55| 1.7 platetet-derived growth factor receptor, alpha
88  DOth 116 62 0.53 54 1.9 G-protein coupled receptor, putative, GPR41
89 D02 ks 18 0,49 -18 2.1 estrogen recaptor beta (ER-beta); ESR2; NR3A2
80 DO3d 8 15 1.88 7/ 1.9 7 D{4) dopamine recaptor; D{2C) doparine racaptor
91  DO3e 15 26 1.73 | 1.7 kappa-type opioid receptor (KOR-1}
g2  DO3i 3 15 Up 10 uUp dalta-type opioid receptor (DOR-1); opicid receptor A
93 D03k 16 3 Down -13 gastrin-releasing peptide recaptor (GRP-R}), GRP-preferring bombesin
recaptor
84 DOSa 50 26 0.52 -24 1.9 prostaglandin E2 receptor EP2 subtype (PGE recepior EP2 subtype;
: PTGERZ2); prostancid EPZ receptor
95  DOSI 14 5 Down -8 7 prostagladin E2 receptor EP3 subtype {(PGE receptor EP3 subtype,;
PTGER3); prostanoid EP3 recentor
88 DOS 7 34 0.44 -43 2.3 S.hydroxytryptamine 1F receptor (SHT1F; HTR1F); serotonin receptor
97 DQée 311 128 0.41 -185 2.5 alpha 2C adrenergic receptor (ADRA2C); alpha 2C adrenocepter
98 Doef 28 13 0.48 ' -15 2.2 somatostatin receptor 2
89 DOsk 55 28 0.51 =27 2.0 cannabinoid receptor 1, neuronal
100 DOTt g 20 222 1| 2.2 5-hydroxytryptamine {serotonin) receptor 5B; SHTSb
101 D10m 123 7 0.58 -52 1.7 acetylcholine receptor alpha
02 D 19 8 Down -10 acetyicholine receptor beta
103 Ditk 11 3 Down -8 ? transmembrane raceptor UNCEH2.
04 D111 558 255 0.48 =301 2.2 glycins receptor, alpha 2A subunit, inhibitory
105 Ottm 18 9 Down -9 7 NEURONAL PENTRAXIN RECEPTOR
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Spaetintensity RATIO ? = weak signal (low trust)

#  coordinate ~ C 7 Ratio Differsnce | HUP  DOWN Geng e eev——

06 Db il & 1) 426 Non-processed nairaxin fl-beta major, NEUREXIN 1-BETAA
PRECURSOR + Non-processad neurexin li-ajpha, NEUREXIN il-
ALPHA-B PRECURSOR

107 D12 12 3 Down -6 ? glutamate metabotropic recepter 2 (MGIUR2)

108 Di4d 18 34 1.89 161 19 tumor necresis factor alpha precursor (TNF-alpha; TNFA), cachectin

108 D14 16 30 1.88 14] 1.9 granulocyte colony stimulating factor

110 Di4m 72 17 0.24 -85 4.7 ~ platelat-derived growth factor A-chain (PDGF-A)

111 EO2f 30 1 037 -19 2.7 oytokina-induced neutrophil chemoazttractant 2, beta

112  EO3h 20 1 0.55 -8 1.8 muscle 8-phesphofructokinase {PFKM); phosphofructokinase 1;
phosphohexokinase: phosphafructo-1-kinase A

113 ED3k 7 18 Up 11 Up C-type natriuretic peptide precursor (CNP; NPPC)

114 EO4f 38 73 1.02 3F| 1.9 corticotropin-releasing hormone

115 EO&d 2 11 Up g Up ? early growth response protein 1 (EGR1); nerve growth factor-induced
protein A (INGFI-A)

116 E08 50 28 0.47 -3 Z21 amestin C

117  EOTn 25 13 052 -12 1.9 c~Jun N-tarminal kinase 3 (JNK3); stress-activated protein kinase beta
(BAPK-bata}

118 EOHA 70 24 0.34 -46 - 29 ceasin kinase 1, gamma subunit, isoform 1

119 Et0f ] 15 1.88 71 1.9 7 CamK ll; calcium/calmodulin-dependent protein kinase brain type |l beta

120 EiZc 125 51 0.41 -74 2.5 proﬁin phosphatase 2A, regulatery subunit B

124 E12d 63 35 0.56 : -28 1.8 protain tyrosine phosphatase, striatum enriched .

122 EfX 20 7 Down -13 protain tyrosine phosphatase PTPase '

123 Ei3d 92 54 0.59 -38 1.7 transducin beta-2 subunit, GTP-binding protein G{i)/G(s¥G(t) beta subunit
2(GNBR)

124 E13k 55 22 0.40 -33 2.5 guanine nuclactide-binding protein G(1)/G(S)/G(C) gamma-7 subunit
{GNGT: GNGT7}

125 Et4e 5 13 Up 8| uUp ? GTP-binding protein (G-alpha-8), GUANINE NUCLEOTIDE-BINDING
PROTEIN G(S$), ALPHA SUBUNIT (ADENYLATE CYCLASE-

. STIMULATING).

126 Etde 19 34 1.79 15) 1.8 Rab-3a ras-related protein

127 Et4) 20 1 0.55 8 i.8 rab15, res related GTPase

128 El4m 78 24 0.31 - 3.3 G protsin, gamma 5 subunit

128 FOla 3 " Up 8| Up 7 rab4B, ras related GTPase

130 FO1e 83 15 0.24 -48 " 4,2 RelGD$B; GTP/GDP dissociation stimulator for a ms-relatad GTPase

131  FO1g 42 5 Down 37 RINT; Interacts directly with Ras and competes with Raft

132 FO1h 12 5 Down -7 ? phospholipare C gamma 1 8PLC gamma-1}; PLC-Il; PLC-148

133 FOv 18 7 Down -8 ? phospholipase C gamma 2 (PLC gamma-2), PLCAHV

134 F02a 13 22 1.69 (1.7 calcium-dependent phosphalipase A2 precursor (PLA2);
phosbhatidvicholine 2-acvlhvdrolase (PLA2-10; PLA2GS)

135 FO2e 16 7 Down 8 ? inositol 1,4 5-triphosphate 3-kinasse recaptor 1

136 FO2h 121 81 0.42 =70 2.4 phospholipase C beta 3 (PLC-beta 3)

137 FO2k 21 9 Down -12 cAMP phosphodiesterass 4A; DPDEZ; dunce Drosophila homolog E2

138 FO3c 14 7 Down -7 ? olfactory guanylyl cyclase D precursor (GUCY2D)

139 FO3g 40 22 0.55 -18 1.8 Adenylyl cyctasa (oifactive type) type Il

140 FO3k 20 2  Down -11 calrstinin

141 Fo3l 23 3 Dawn -20 Calcineurin B subunit, CALCINEURIN B SUBUNIT 1SOFORM 1

: (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNITY.

142 F4m 9 20 222 11| 2.2 mothere against DPP pratein rat homolog 1 (MAD1)

143 F0S%e 10 20 2.00 10| 2.0 presenilin 1 (PSNL1; PSEN1; PS1); 5182 protein

144 FO05g 18 7 Down «11 SHPS-1 raceptordike protein with SH2 binding eite

145 FO0Ba 10 20 2,00 10| 2.0 ADP-ribosylation factor 5 (ARFS)

146 F05d 23 2] Down -4 protain kinase C-binding protein net homol;?g 1

147  FOBf 81 28 0.32 -55 31 (GAP-associatad protein (p180).

148 FO8p 65 37 0.57 -28 1.8 phospholipase A-2-activating protein (PLAP)

149 FO71 40 75 1.88 3B 1.9 trypsinogen 4

t50 FO7n 181 79 0.44 -102 2.3 mast cell protease 9 precursor (RMCP-1)

151  FODBn 51 100 1.96 43 2.0 stromelysin 3; matrix metalioproteinase 11 (MMP11}

152 FOsg 11 35 318 241 37 cathepsin L

183 FiQa 10 18 1.80 8l 1.8 protaasome iota subunit, macropain iota subunit; multicatalytic
endopeptidase complex iota subunit; 27-kDa prosomal protain (PROS27),
PSMAS

154  F1On 8 13 Up 7 Up 7 tissue inhibitor of metalloproteinase-1 (TIMP-1)

155  F11a 4 13 Up 9 Up ? tissua inhibitor of matalloprotainass 2 (TIMPZ2)

156 F1zZa 8 13 Up 7 Up 7 lsvkocyte commeon antigen-relatad tyrosine phosphatase (LAR)

157 Fi2d 23 jcl:) 1.70 18! 1.7 Tyrosine phosphatase-like proteln; negative regulator of PTPases in
neuronal tissues, RAT PHEOCHROMOCYTOMA-DERIVED PROTEIN
TYROSINE PHOSPHATASE-LIKE PROTEIN (EC 3.1.3.48)

158 F12l 56 17 0.30 -39 3.3 proteinasae activated receptor 2 precursor (PAR-2)

159 F13b 19 5 Down ~14 G protein coupled receptor, putative, GPR12
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RATIO ? = weak signal (low trust)

# _ coordinate Ratio Difference | UP  DOWN . Gene
60 F13c 42 20 0.41 -28 2.5 G protein coupled receptor 19
181 F13h 200 108 0.85 91 1.8 Ear-3; V-erbA related protein; COUP-TFI transcription factor
182  F13m 3 13 Up 1B Up calpenin, acidic
183 F13n 19 34 1.78 15§ 1.8 cofilin
184 F14d 17 5 Down «12 telomerase protsin component 1 (TLP1)
185  F14k 34 15 0.44 -18 2.3 Sca, spinocerebsllar ataxia type 1
186 F14m 3 34 378 5| 38 intarferon inducsd protein
187 G27 3 64 1.94 3| 1.9 plyceraidehyde 3-phosphate dehydrogenase (GAPDH)
188 G43 ] 18 2.00 9 2.0 ? cytoptasmic beta-actin (ACTB)
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