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! FAKI: focal adhesion kinase 1
' PEPCK: phosphocnolpyruvate carboxykinase
FAK: focal adheston kinase

PLD: phospholipase D HSP3#: Heat shock protein 36
ROX: Homeobox protcin Hox IL-9R: Interfeukin-§ receptor
> MECX
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MMP: matrix metalloproteinase
TIMP: tissuc inhibitor of metalloproteinase  PGDH: prostaglandin 1 S-hydroxydehydrogenase

TIMP-3 PGES: prostaglindin-E synthase
Int-63: integrin beta-3 PKA: cAMP-dependent protein Kinasce

PAK: serinc/threonine protein kinase PAK  RGS: Regulator of G-protein signaling
G A ey (T

=
/
nar ﬁ Collagenase
N\ Thrombin R: thrombin receptor
N VEGF: vascular endothelinl growth factor
@j@ VEGF-A: vascular endothelial growth factor A
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Threshold 2.0 Down-regulation

Acvtaminophes! Carbon Totrachlonide
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PDGFR: platctet derved growth fuctor receptor
PDGEFBR: platclet derived growth fuctor beta recoptor
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Y. PCA component 2 (26.33% vanance)
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. PCA oompanent 2 (13.91% varianoe)
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5. Human renal corticalcell (10% 3> 71X })
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Spleenl G.Stomach Liver Bladder F.Stomach Kidney

6hr | 6hr | 24hr| 6hr | 24hr | 6hr | 24hry 6hr| 24hr | 6hr | 24hr| 48hr

Up 10 15 6 101 6 3 16 13 47 218 26 48
Dowrd 5 48 8 116 2 15 17 9 67 243 i3 107
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#2 TUAIOF7EICTEREBM TR s -#HE 2RLRET
Spicen  Glivhier Stomach  Liver Wi

B Bhr 24 shr 24ir [ 2w 48hr

Gero Tithe Ratio Ratio Fakio Ratic Rstic  Rtio Ratio Rutio
major urinary prokein group 1 gene HEMF P 053 P 156 P 146 P 506 P 00 A O4F A D@ P Q18 P P 0% P 116 P
adaptor proben complen AP-1, sigma 1 Dy P LEDF P 105 P DB P LIS P 13 P 104 P 0B P 153 P P o104 P 087 P
adipocyte complement related protein 9% P 13 P 107 P 103 A 134 M 058 P 03 P 13 P 1N P A 210 P 1IN P
abumin 1 ABI P 03 A 5SS P 147 P LI? P Q18 A 083 A DaF A D47 A P o148 P 088 P
B tymphoma Mo-MLY inssrtion region 1 oy B 121 P 052 P 142 P 122 P 123 P 1IT P 108 P O P . P O35 P LB P
baeic leucine zipper wnd W2 domaine 1 080 P 085 P 099 P 113 P 101 P 120 P OB4 P 156 P 199 P 37 P 04 P O P
BOL2 £1B 1%Dw protsin 3-6ke 081 P 114 P 108 P 216 P 084 £ 111 P 078 P 093 P 085 P 24 P 045 P 058 P
6DNA seusones BCIZO5ES 147 P 121 P 128 P 115 P 117 P 058 P 077 P 114 P 118 P P 208 P 05t P
! 1.7 wb GM M 040 M 137 PIEME P LIt P 090 P 0B85 P 053 P 082 P MZE?T M 128 P
Cystmine wd Pyt protein 1 068 P 131 P 101 P 051 A 121 P 088 P IDd P 057 P 078 P P LT Plim P
debrted in polyposis 1-kke 1 130 A 050 P 052 A _J8Y P 113 P 078 P 048 P 0380 P 030 A P LI3 P 119 P
axprexsed sommnce AWS46ETT 104 P 112 P 080 P 163 P 084 P 145 P 083 P 089 P 083 P P &¥ P 0T P
immunog obulin kappa chain varisbie 8 (V) or P GOD P 107 P 125 P 088 P 143 P O P 152 P RN P P 05 P 083 P
[ p—diphosphate dwks i 133 P 096 P 077 PUABE P 117 P 105 P OS3 P 151 P 045 P P 02 P 0N P
hangai | (suppression of tumorigernicity §, prostats) 07a P 087 P t02 P 082 P LW P 11?7 P O P 031 P 085 P P 132 P ORI P
harmin complex 1, acidic. pene 10 00 P UASD P 056 P 134 P 147 P 105 P 0J4 P D38 P 086 P P oan p 07 P
hevatin complex 2. basic, gona 4 159 A A52 P 043 P 073 A 095 A 101 P 14 P D88 P 071 P A DT A L2 A
lipopritein pase 200 P 120 P 1LI8 P 130 P 114 P 084 P 040 P 140 P 121 P i P 082 P 05 P
major winary protein 4 08 P 0313 P 181 P I P 112 P 018 A OBE A 054 A 025 A A D83 A 03t P
miagor winary protein § 153 P 020 P 188 P 150 P LIg P 030 A 110 A OF1 A 631 A 455 P 097 A RNW P
ide acwtyhg fornne 2 081 P 063 P 094 PREE P 138 P 120 P 120 P 108 P 186 P P 0o P D42 P
matris paTImarcarbory it amats (gla) i %2 P 076 P O P P44 PRI P 1068 P 18 P 120 P 11D P P o033 P 0w P
o laatic haushari Jlhomolog(iuman) 074 P 044 P 083 P 305 P 07 A 064 P 1.0Z P DBO P 104 P M 100 A LIE P
ghitation S 1 ta P QS P 102 P 147 P 102 P 131 P OW P 071 P 04 P MM P 158 P 182 P
myouin, kgt 1, sthali; strial, ambeyons 105 M 112 B D31 A 085 A 108 A O4E A D54 A-4DS P 050 P A tTH A 108 A
nascent polypoptide-samncisted comphex aiphs paypeptide 181 P ULEE P 095 P 147 P 118 P LI7 P Q78 P 130 P 088 P 212 B 087 P 0& P
RIKEN cDNA 11F0020A00 yone 006 M LI12Z P 078 P 218 P 148 F QM P 058 P 085 P 140 P P 18 P an P
RINEM cDNA. 11TO0GBE 10 gore 14 P A26 P 0B P 052 P 14 PS40 P 07 P 103 P 114 P P bEs P Q40 P
RIKEN cDNA 1700058017 ger 108 P DSO P 148 P 192 P 052 P 103 P 101 P 087 P 121 PURMD P 032 P 055 P
RIEN cDNA 2200003009 gane 050 A 038 A RES P 034 A 181 A 032 A 100 A 050 A 050 A A 103 A 09T A
RIKEM cDNA $030623C08 guro 100 A 145 P 185 P 102 A 136 A 102 P D45 P 112 P 188 P A 155 AR P
RIKEN cDNA §130415E20 pora Des P 12F P 084 P 151 P 07 P L14 P 108 P 10t P L1 P ¥R P O P 12 P
senns [or Cystmne) protenase inhibitor, clade A member [» 1,32 P 014 M 193 P 143 P 117 P 040 A 030 A 077 W 071 A P om P:iN P
surine (or cysteine) proteinass inhibitor. clade A member 1 124 P 007 A "$24 P 138 P 108 P I3 A 034 A O3B A 03 A P G678 P 182 P
sorine Lor cystaine) proteinase inhibitor. clede A member 1d 175 P D03 P 216 P 140 P |21 P Q16 P D88 A 070 P 047 P P oM P 158 P
sasiv (o cystamne) proteinass inbibitze, clade A, member te  1B1 P 004 A &M P 145 P LIE P 033 A 132 A 052 A 03 A P D72 P 148 P
wearal=Chrmatint oridevriha 149 P 08 P 11D PSR45 P 083 P 008 P 048 P 1IZ P 045 P 154 P 0D P 084 P
ubiQuitin-conugating enxyme £1D 2 080 P 107 P 087 P 185 P 104 P 115 P 052 P 128 P 003 P A P 043 P 0B4A P
LIV radintion resistance sssocistd pene 087 P 084 A 058 A DM A K04 A 048 P AT P 068 A 100 A M 115 A 088 A
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Ginnduier Stomach  Liver Wik ¥oin Bismuch
Shr 24hr #hr Hhr the 24hr Bhr 24hr 24hr 48hy
Gans Title Ratio Rutio Ratio Ratio Ratio Ratis Ratis Autio Ratio Ratio
syutemn nch pratem 61 120 A OB P 03 A 10t A 092 P RDE P 103 P ElT P 44 P 123 P L P 198 P
cyclin-dependant kinssa wnhibitor 1A (B21) 095 A 08T P 128 A OB A 117 A VRG P U6 P 0BS5S P 113 P A . P alE P
anrum-indweible kinase 142 P 101 P 110 # 173 A 08! P IS8 P 117 P 244 P 123 P P P 3ak P
histone 2, H2sat 190 P 079 P 13¢ P 147 P 52 P tAl F 076 P 120 P 110 P 7 [ P3N B
HAD(PIH dehydrogensas, guinone | 122 A 087 P LI3 P P E3Z P L4 P 0B P 133 P B2 P . - P P 233 P
ehanpholipate A2 greup X1 t20 F 087 P 09 P 384 P 142 P 172 P ID1 P 130 P 13 P p P23 P
STe BT P 881 P 111 P &I P 118 P 110 P 156 P Q)8 P 143 P P P lAE P
whckstem hemslugy-liks domam. famiy A. membar T 83 P 132 P 0S4 P P TS P 136 P 113 P AN P ‘k3n P P P 12T P
MHC ¢lssp T repion RD gans tY P 113 P e B P .23 P 083 P OB P _M§N: P 085 P .l P o073 P
pEmbS-ps pasudagane 155 P 119 P 08 P P 44T P ] LIK P 107 P [ [ ] P 101 P
«DHA e P 081 P 011 P P LIS P 103 P 083 P P otH P P o1es P
bg sermling H-chain gans V-region (subfamily T15) 14 P 833 P 104 P ¢ P 033 A 08 P 132 P P M P D8l P
aDNA 98y P 018 P 1.3 P £ 13t P 188 P 124 P P ;P P 148 P
wetheating tranengtion facter 3 s P 392 P 125 P P 123 P 112 P 088 P P P FE 130 P
ASF1 anti-sitancing function 1 homaley A (5. caravisias) 58 P 087 P OB P | 1P 08s P 105 P 088 F P P P oAy P
sarbomc snhydrase 2 52T P 0N P 110 P A 10T P R4N P CRAE P P P P 080 P
carbonyl reductass 1 o8 P 482 P 13 P P LI P 082 P oM P P P URIN P R4 P
CCAAT/enbancer binding protwin (C/EBP). dasts 07T P 484 P 100 P P o122 P 123 P 111 P . [ P 11s p
©D39a antigen Wsr P 102 P 075 P P 137 P 141 P 103 P P LRt P P tar p
crystatiin, slahs B 15 A 105 P 080 A A GEt A 0%) P BM1 P PR P P oAl P
eyshn 1 142 P Y32 P 108 P P ORe P 145 P 1LTE P TP P P 213 p
Wuatrin 080 P d484 P OSA P U P 117 P 182 P 104 P P il P P o124 P
warly sréwth resmenae 1 13t P 1kt P 102 P A Q43 A OTC P 4TE P p R P aso P
whoaida hydralees 1. micrasomsl 09T P 233 P 308 A P 144 P 032 P 144 P P A DRIEN P
clutamata-cystaine ligase , madifier subunit 99T P 134 P 097 P P OBZ P 104 P 088 P P . P P ot p
i cystame liga ytic subunit 03T P G¥3 P 087 P P 0S8 B 105 P 483 P p Lo P rIS P
clutathisne 5 o U4l P 0N3 P 04 P P O P 143 P 102 P P P P 203 P
haat shock protein 1. siphs 43 P 327 P QA5 P (205 P 132 P 138 P 478 P P S P oaz P
immudiats warly reszonan 2 035 P 141 P 083 P P 105 P 105 P 0N P P [ SR otil B
Jun=B oncogens 123 P @33 P 117 A A 1M A D¥0 P 120 P TP -RAs P A 12 B
kuratin complen 2. basic. gons Ba 199 M 133 P 187 P P 120 # 141 P 0719 P i p A A 086 A&
lipm 113 P 093 P 059 A P .3¥2. 7 110 P 033 P A [ * 144 P
Iymphocyte antigen § complex, Jocus A 09T P QN8 P 142 P P O3S P 08 P 43 P g P P 141 P
wotnn 3 0 P 107 P 114 P P 087 P 087 P 103 P P P F o0 P
mtallethionsm t 108 P Q83 P 081 P P 10t P 183 P 01 P P 4 IS I )
NADH i } 1. slpha/bate sub lex. 037 P 000 P 113 B P L4 P 188 P 134 P P Lay P P 107 P
Nefi-A binding protem t 15 P 14y P o0 P, P 104 P 102 P 033 P P 3 B oomr P
plackairm homology-line dumain, femily A. membar J 073 P 148 P 150 P A OB A 12} P 1354 P P [ PR P
proteascma (eronome. macropsin! subunit. sipha typs 3 09 P 032 P 114 P P oM P 101 P OW P P TR P P o8z P
RAB14. membur RAS snesguna family 108 P 0B P 097 P P D P 085 P D3E P [ P P 0fa P
ribosomal protein L28 131 P Q90 P &84 P - P 122 P 101 P 081 P P [ P 1aT P
rissnsmal proxein L3 o P 140 P 0¥ P f 112 P o0 P 031 P P ¥ P P 11T P
RIKEN cONA 2210023G0% sens 175 P 0 P 075 P RIS P 104 P 104 P 408 P LS P P 144 P
RIKER eDNA 2310057H18 aens 093 P 138 P 140 P P o100 P 088 P 133 P R P P E4T P
RIKEN cDNA G230007P08 gens 97 P 117 P 102 P CRIZ P 101 P 132 P 9% P P OE84 P P 087 B
RiKydlguinsl eytochrame ¢ reductasa sors protemn 2 t2y P 44 P M P P 08 P W30 P 147 P P NP P 108 P
L protem 11 a1z P 140 P 33 P P 18 B 32 P O0SR P P 34 P P oM P
m binding pretown A% (caloyciin) teT P 082 P 13t P . P &3 P 08 P 108 P P .3 P P lads P
084 P 042 P 102 P ., Poi0y P 182 P ODsY P P 412 P P AaTs P
me Nt-scetyl transfarasa 1 035 P 097 F 030 P P 0¥ P UTA3 P 14T P P AN P P 08 P
hramossme 10§ P 105 P 190 P P o123 P 105 P 032 P LA T P UFL P
3F3 call double minute 2 T P 433 P BT7 P P a7 P 137 P 188 P P 075 P P iss P
P 0bs P 104 P P 433 P 103 P 09 P P TR0 P oo P
P 0 P 105 P RO Pt P 130 P P A3 P P 143 P
oin tyre kinding nrotsm P0F P 0N8 P 109 M TP 132 P 133 P 108 P TP 01 A ® o P
WW domsin bindisg n § 03s P 045 P LI P JF wM P o101 P OIS P L XTI Fovio P
- = e g
Fa TUVAMOXF7TRICTERBHTHRBES LR > TRRET LARET
Spleen  Chmndular Stomach  Liver "
8hr Shr 24hr Shr Zdhr &hr 24br 24hr ABhr
Gy Title Ratio Ratio Ratic Fatio Ratia Rstio Ratio Ratio Aatio
growth hormone receptor 103 WM 075 P 082 P 932 P 108 P O0B4 P 0B4 P 104 P 082 P 038 P 072 P 04 P
RAB7, member RAS oncogens family 082 P D87 P 054 P D55 A 0BT P 081 P 10T P 103 P G4 P 008 P 101 P 028 P
RIKEN cDNA 1500063003 gerw 0Bl P 101 P 0B P D15 A 103 P 0B84 P 055 P 101 P Q7 P 03 A 05T P 02 P
RIKEN cDNA 1300011718 gera 07 P 082 P 106 P Q16 A 0BT P 080 P 100 P 077 P 116 P 020 A 104 P 020 P
RIKEN cONA 3100002M17 gene 080 A 078 P O P 024 A 03T P 1368 P 008 P 080 P 0M P 0M P 085 P 0m P
RIKEN cDNA 3110002K08 gane 07T P Q44 P 0B P 021 A 121 P 08B P 0BT P 100 P 077 P 024 A 11 P G P
RIKEN cONA DS10038P07 gene 102 P 087 P Q78 P 038 W t01 P 192 P 103 P 142 P 109 P 043 P 109 P O P
HIKEN cDNA 1110054N08 gene oM P 139 P 052 P Q38 P 11 P 111 P 132 P 107 P 0B1 P 042 P 035 P 040 P
proten diulfide momermas—reisted protein 083 P 082 P 090 P Ot8 A 106 P 085 P 109 P 115 P 104 P 020 A 0B1 P 042 P
munne leukems virus modified polytropic proveus DNA 085 P 052 P 0BS P .£32 P 092 M 068 P 1% P Q86 P DBE P Q18 P 105 P 075 P
wrowth wrest snd DNA—damage—inducible 45 gamma 0564 A 110 P Q30 P .04 F QM P 128 P 083 P 04 P 103 P 026 P 183 P 086 P
filaggnn DBY A 129 P Q48 A 097 A 104 A 157 A 051 A Q38 P 022 P 038 A 083 A 160 A
Hluctuaninyl {N-scety)) transierase 1, cors 2 075 P 058 A 100 A Q%4 A Hi1 A 134 P 104 P 077 A OB A 034 P O P O P
ARP2 sctinrreliated proten 2 hamalog (ysast) 05¢ P Q17T P 166 P 039 A 119 P 104 P 100 P 113 P 120 P 043 A 112 P 925 A
Tcfep2-refatad transcrptional rapressor 1 115 P 057 P 492 P 038 P 084 P 082 P Q12 P 102 P 102 P 044 P 120 P 02 P
LM and SH3 proten 1 055 A 0% P 481 P 039 A 074 A 056 P 082 P 089 A 103 P 011 A 139 P 032 A
four and s half LIM domams 1 108 P 100 P 117 P 108 A 071 A 10 P 10T P 083 P 132 P 042 P 084 P b33 P
solute carrier family 22 (organc cotion tremporter). member £ 068 A 109 W 089 M 051 A GBS M 111 P 08 P OBS P 088 P D37 P 064 P OM P
scyi-Cowrzyme A ovidate 1, paimitoy! 04 A 081 P 1 P Q70 P tH P 095 P 081 P 100 P 07 P 040 P D78 P OM P
srythrocyte protain band 4.1 013 P 076 P 120 P 063 P 101 P 087 P 115 P 05 P 056 M 034 P 085 P 040 P
intracistornal A-particte 076 P 085 P 035 P 058 A 081 P OBS P 142 P 078 P 088 P O#4 P 105 P 045 P
Eph recastor B4 QR P 088 P 11 P Q47 P 100 P 194 P 084 P 189 P 138 P 0N P 120 P D45 P
RIKEN cDNA ADIDOGTLI7 gene 082 P 128 P 031 P 115 P 103 P 013 P 106 P 080 P 200 P 010 P O P Qin P
REKEN cDNA 2810313E07 gone 0T P 119 P 1B P G53 A 089 P 100 P 103 P 107 P 070 P 053 P OM P 038 P
ROGEN cONA 231-0018A09 gune 100 P 122 P 106 P 084 P 08B0 P 108 P O0BZ P 125 P 102 P 105 P 088 P 08 P
ATP-binding cassette. sub—famity D {ALD) membaer 3 112 P 087 P 08 P 156 P 0BE P OB F 065 P 083 P Q41 P 15 P 0567 P 072 P
proteass. sarna, § 106 A 078 M OGBS A 070 A 150 A 052 A D68 A 044 A O4F A 029 P O0B4 P 074 P
L dehyd 2 {NADP+), mitochondrial 082 P 081 P 103 P @52 P 115 P 103 P 107 P Q83 P 042 P 03 P 122 P Q7 P
ssleruun binding proten 1 101 A QN P 120 M 071 P 112 P Q081 P 120 P 083 P 03! A Q47 P 085 P 4487 P
L dipio spiho) baoxy 088 A 0489 A 097 A 185 A D58 A D84 A D44 A T3t P 029 A DIB A OB P LiB P
narditysn, N-argnne dibssic comvertase, NAD convertasa | Q74 P 087 P 080 P 052 P 105 P OB4 P 053 P 083 P 042 P OM P Q%7 P 128 P
chitinaze ke 3 123 P 105 P QBT P 107 A 0B A OBL A 084 A O P 033 P 051 A 121 A 054 P
Ras assocustinn (RaGOS/AF—8) domain family 5 08 P 149 P 0B P 083 P 076 P 10t P €072 P 032 P 033 P OB Ff 140 P 117 P
war=3 (partitioning defactive 3) homotog {C. wegans) 0B A 238 P 056 P 286 P OB A 083 P 0J3 P O3 P O3 P O P 115 M 135 P
RIKEN cDNA 3110006P03 gene 192 P 100 P 104 P 146 P Q83 P 108 P 073 P O P Q53 P 140 P D83 P 081 P
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Gane Title SFUU BMP AraGC BLM KBrO, FZ PO AF2 EMS MNNG MQ  NaCl PA  Chx EtOH
activating transcription factor 3 193 135 585 228 126 409 106 808 157 157 718 082 143 2389 780
pratein phosphatase 1D Mg-dependent 255 119 445 327 156 250 115 254 153 126 238 245 142 128 163
heterogenecus nuclear ribonuclecprotain [ 267 085 126 095 066 273 110 261 138 102 260 252 235 217 085
p21 112 095 1134 445 322 110 123 533 155 130 298 145 096 066 117
PCF11p homolog J344 102707171017 166 353 089 179 090 068 475 204 202 485 284
eukaryotic translution intiation factor SA 37277272 116 440 152 335 149 030 125 093 t21 102 322 0BG 170
protein phosphatase 1, reguiatory subunit 15A 073 122 134 074 063 235 095 177 124 088 354 . 263 056 356 232
thioredoxin imteracting protein “g48. 108 256 184 1290 111 079 13t 118 1315 132 0% 177 872 3
protein phasphatass 1, requlatory subunit 15A D77 091 176 044 053 232 105 185 154 124 394 ~ 258 014 425 214
F-box and leucinevich repeat protein 1 204 130 079 174 138 212 078 108_144 137 129 291 303 286 354
KIAADEGY T'2%2 123 088 105 197 233 100 1117 1B1 070 201 174 152 266 191
cystathionase {cystathionine gamma-iyase) 137 136 212 140 092 388 070 215 106 084 435 100 30 111 3§
solute carrier famity 38, member 2 172 193 136 155 155 293 086133 084 0% L1 ALY 191 051, 224
bromodomain cortaining 2 106 056 120 084 123 083 123 243 127 122 30B 274 101 383 14
opiold receptor, sigma 178 064 052 061 276 184 033 080 052 085 (9% 329° 054 185 283
beta S-tubulin 057 052 111 055 177 049 094 115 087 118 125 178 055 105 080
enolass 1, (aipha) D35 048 087 038 230 032 104 124 101 137 116 210 029 122 110
stress-inducad-phosphoprotein 1 021 032 093 018 204 028 104 138 098 099 091 230 0M 198 112
calnexin 044 056 099 0653 236 041 093 10z 122 130 128 180 049 136 1.27
prowth arrest snd DNA-dsmage—inducible, bata 026 093 107 024 076 624 101 130 078 114 227 072 019 431 188
tumor necrosis factor, sipha-induced protein 3 035 t45 286 116 075 041 107 090 133 101 126 200 048 199 086
phosphodiesterase 4B 026 082 430 284 121 056 096 066 081 082 01t 055 058 400 182
DEAD (Asp-Glu-Ala-Asp) box polypeptide 3 039 124 083 039 189 035 108 030 102 101 083 257 044 105 130
chromosome 9 open resding frame 16 012 093 131 021 078 611 134 282 080 170 D86 127 D08 107 084
chemoking (C~C motif} ligand 3 044 132 225 119 081 052 109 048 092 096 151 027 055 097 018
inhibitor of DNA binding 3 052 065 306 100 073 [26 094 083 093 108 044 028 062 093 084
HZB histona farily, member S 033 139 059 023 085 050 121 125 123 130 085 134 0371825 048
SEC23 interacting protein DB1 069 074 075 . 287 059 099 085 045 018 043 161 122 224 145
heat shock 70kDa protein 1A 026 148 073 036 119 025 129 289 133 134 143 0738 030 027 029
transgatin 2 023 033 05t 032 203 024 082 127 082 098 104 169 027 114 091
phenylalanine—RNA synthstase-lke 025 083 108 028 102 013 110 100 114 115 043 102 02 138 120

ol lease RRP41 028 089 074 029 052 028 086 103 093 127 022 081 029 074 0OI3
shhydrotass domain containing & 045 077 055 021 089 034 108 069 088 111 042 08 021 076 085

wlax exonucleass RRPA1 035 087 090 022 073 025 106 085 087 135 033 068 015 063 065
MCM3 associated protein 042 030 062 0380 081 032 103 073 057 115 086 102 031 042 080
ribosome binding protsin 1 homolog €14 086 111 006 039 019 101 146 056 152 143 050 018 070 069
splicing factor, arginine/ssrina-rich 1 039 085 133 040 115 032 033 0989 115 122 101 118 044 055 072
cyclin-dependant kinase % 030 110 098 D024 @62 031 105 085 087 108 035 045 03¢ 099 060
srrestin. bata 2 038 089 083 037 G711 043 077 062 084 050 070 105 039 040 082
hypothetical protein FLJ20399 069 084 103 036 075 05 102 034 105 134 002 042 027 06% 050
interferon regulatory factor 4 030 08t 062 037 130 025 109 0S3 132 127 097 072 031 035 039
G protein—coupled receptor 43 o0s 099 102 021 082 008 120 030 102 113 031 103 013 109 090
Epstein-Barr virus induced gene 2 042 110 044 140 110 044 080 034 109 055 022 063 087 033 049
testis 2inc finger protein 028 033 053 040 039 020 076 029 056 088 035 056 065 117 080
v-myc virsl oncogene homolog 029 095 D46 066 055 028 108 080 087 125 057 033 045 040 023

¥ RELR smer ]
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Gene Title WMMMIGO,F’Q AF2 FZ BMS MNNG MQ  NeCt PA Chx EtOH
p2i 112 095 HM A4S A® 1z 5® L1015 13 288 145 0% 066 117
testis zing finger protein 02 033 055 040 0 076 a2 420 0% 088 Q15 05 065 117 Q™
" growth arrest and DNA—darmage—inducible, alpha 138 13t 626 174 118 117 387 17 127 054 262 Q78 050 160 186
soiute carvier family 7 228 11 160 123 147 110 1 248 135 Q85 538 095 198 040 184
calreticuin 432 1954 083 318 131 Q% 075 A40 O/ 097 114 107 244 QB2 085
hypothetical protein FLISO005 166 Q79 344 202 102 090 299 143 116 109 277 057 104 188 1.3
thyraid peroicase autoentibody light chain variableregie 071 0% Q84 148 163 185 (243 104 074 185 160 155 111 110 127
605 Fbosorel Protein L7 194 187 080 13 187 08t 099 212 1% 089 19 0 176 1Lt 12
BTG3 associated nuclear protein 20 1 100 2R 0 127 090 185 0% 14 119 082 160 182 14
prostats diferentiation factor 085 104 68 A8 150 147 739 111 123 287 116 113 AW a7 12
dhydrofolate reductase 261 1B 101 1% 0Bt 092 128 295 100 086 11 108 182 Q62 Q%5
calnean a4 Q5% 099 Q67 256 093 102 G40 12 130 128 180 Q49 136 127
SEC23 interacting protein agt QB9 a7 07 267 099 Q65 099 Q45 Qi Q43 1561 122 224 145
£7 EmMIRT-PR 7— % & GeneChip #— ¥ Ol (RT-PCR / GeneChip)
Sarnple PLAD P2l ATF | GADDAS . PPMID . EFSA _ PSMDIT  MGCAS0 | GMP Tia [ E-N
| EwE e e 3 e CNAAET AR N T e i
il b6/08 FE S A 20715 |7 VAARTTORAE T TAAT T vasie T aasgs ; [u.r:/o:m“
Fi 00 e AR Y Vi i/58 '!H"T'If VAT TS T, R i EA ITN—H'W 0a/02
m_m-[m. LA ) A ”i‘."a?ifﬁ"'"‘;’“i"ﬂ/"i’.i'"': war TEEAS T ramd
ki [ans A Gz ez ] isvis BT A TR T T T A TR 1A
TR TTRAS T A R VAAET YT T I 0E70E BF0ET easte  TOAETUUVEA 0.1/08
S goAE HLE RN S T T2 ey Lo TREAORT TR SREAS A0 [Tas08
’m“mﬁmmmﬁ?"‘l” i B30 ) o587 i 6767 " [0E0s ] oams [05/10 J[ 6564 J[ 63705
,_,jif;_,w--f_‘_‘f*?q 72, T [ aest Y[ aaai J[owaz ] 6848 " [Gaee _J[ei/er ][ oxes | tesez
mmnvmrmml ATZT_[Fi7e0 J[oass J[esoi ][50 | owee [0203 J[0Zor ][ 583

down regulated in genechip

TR s (heis T aene ] Cedses BT L4 AR | VAR T

W A s [RGE J[ae08 L ALIE ] i T iZAA 1209

EwOH 0540 1.1115“41.??!;.9 "ﬂ'ii;i{"l.gw[a.mn | N O T [ERRYE] AAE A e
643" iiver T T J[osne J[ 35713 ST !wmwz,? LB TTIAS T TEAE AT T ok
up regulated in genechip [  up regulated in RT-PCR (sample/control>2)

3 down regulated in RT-PCR (sample/control<0.5)

#F8 RT-PRELHVWIAR. SBBTLICRT 238K

(@‘;n- S |PLAB P21 ATF3 PPMIL EIF5ASMDI 4GCAS: CMP ; LTA ! CDC  SLC /GPR43 CCL2

200 | & 41 16 - 14 12 2 1 E 1 10 - 1511
iprvz 08 13.05 08 141 07 1. 1609 13- 1.0 |

KBrO3] 4175 | 4 | #1097 760 22 1A 1.0 T 00 1000 0. 07 71,0708
81232 51 68 %3109 - 09 09 0 0808 0.7 g4

835 222 o4 30 LE 1.0 0. 09 U 0.8 0o - U ,

25 4 10 14 21 1208 12 0 - 1__08 - 06 03
06 .08 .23 .05 .10 12.99..10.:.10:15 0O 1.0 @ 06

EMS 50 4.1, 15028 .0 13 .13 10 1008 B 14 L2 1a7Te
g1 7141207 07 8N 5 08 09" 04 01

100 L] 0.7 1 21 . 1 08 049 12 1.2 R 3 U - U5 U,

T .07 9 130608 08 110708 12 13 08 0F

PQ 150 1 4106 08 1.2 - b} 08 10 0 08 : 10 051410708 05
[ 5 . [ - 0 08 45 0.9 08 08 10 0 0.5

_ann L3 4 23 2 .0 07 2 105 08 071 0. [k
000251 2 ] g 7. 0 10 Q- 12 04 12 0 04 03

[N X 0_ 14 : 08 07 .09 .15 :07° 0708 0 0.7_ 04

MNNGE 0005 | 4 J 09 1.7 3377 15 1.2 .12 11 1505 13 709 08 03
05 08" 11 12 708 09 07 i 0T T4 09 05 0.2

0.0t 07 13 =28 19 40 11 06 1 417 00 0. 7

5 4107 5 B : 14 10 10 11 10 @©3 10 08 _ 0 0.3

06. 10 19.- 04 DB 09 09_ 00808 .12 07 - 10 : 06

ENU 10 4 0 80 19 . L3 DB 08 .10 07 04 08 07 05 03
8 9. 17 9171206 07 08 12 05 08708 604 02

20 X e 371 AA . 15 08 10 o 10 04 10 08 - 06 03

up regulated in RT-PCR (sampie/control>2)

down regulated in RT-PCR (sample/control<0.5)

HH 24



B2 )y A8mic s ey AFRKICTRBOZI L LRIETH

Up-regulated o ._Dowh;reg'ulate.d

F9 VT ALEWICBICELLARET (T2 bo—aidT L RRIE)

Rosigitarons TJroglitazens

20 my 200 m 20 mg/| 200 mg /)

20 my 200
1h _4h_24h 72h 1h__4h _24n_72h ih__4h  24h 72h 1h 4h  24h T2h 1h__4h 24n 72h  1h

4h__ 24h 12h acors

Gene Nama

TEIS FITUS oer VRE 001 TEEE 043 VFRUEFTERF 1 TR I FUE rae TN MRY 121 081N
23Xz 247 2K 158 402 131 RN 120 25t D39 183 128 25N 155 208 FAF (2t) 239 100 1.36
TRDE 173 536 BTB 434 159 J61 053 VN[ LA TRAE 140 432 30487 180 606 284 122
A4 075 4341130 480 034 427 R 6ar 161 R0 AD 381 055 1520058 Ba 149 033
343 44T 330 341 LAY 043 A3% L7 238 LN 1N 218 386 040 100,330 1427680 150
“B43 1ty 284 129 iﬂ: 06! LYy 043 708 49237 180 680 148 074 106 . 348 28} 061
SATE A28 A8 RIE 099 008 020 109 n: A2} 484 B0E 147 049 047 076 " AXY 237 2B AMY
~588 150 A ur_lnz; LT e 35 .Nl . 184 180 204 B3F 124 1087LH (52 24T 104
AHTEM 150 148 08 L1 088 m'm 140 146 813 1H 02t G99 FH &4 100
143 FB2 151 1377481 075 098 nn B2 3IT 119 1370491 178 O3 107
SRIT 204 40F 140 239 078 434 13% 103294 224 081 D8 -
‘373383 1920 1 095 03e pas N 427AKE 265 015 083 096 -
i "1 $11 142 gusﬂw 1,34 g;o 188
17

1937581 189 853Y 067 084
138 087 1167483760 084 1) 00 124 148
2 110 1200510 23 055 137 AM 30% 098 12734
154 172 184 083 142,328
135 THST 2B 108 144 L3N
mo 14 208 131 150 ARY

15 I
i »a:z LIT 189 um o |
cud4 175 33 LHT 2 145
830 FAL 1327V A6 087
T334 237 143 20 - 032 . :
12 ARTiY 017 078 058 2083 338 210 1981 . 7010,
VEOS_£41: 104 1S5 4% 234 173 00D . BB AN 156! 2'}& uz“,l#ﬁ ua“‘zﬂ 15 235 050 one” M
SRR _1.30 BN REY L 085 : 158 Q79 414 224 157 34 074 101 148
uﬂ'}ls 258 12 444 Q1D 084 O 4] 2 5 01 031 082 Y}13G 223 127 139 16
8t 038 1281 B 188 U IR PN v - 62151 0.83 244 5234 172 182 005 AKS 14
TH0 040 444 2BR 121 045 AAR 068 348 A% 103 151 Q10 288 085

G321 123 DD4 068 027 174 043 186 Q14 1.07 004 204 O3 109 0G4 046 033 074 005 074 O
825 220 008 €02 050 130 038 €23 105 060 040 0I8 07 247 477 041 041 80T 148 022 108
GG 021 04 053 042 €15 081 215 £01 D15 110 ‘028 003 0971884 047 001 QOA 132 621 Q0%
031 044 026 021 11 088 31 060 068 0431 03) DAY 141 050G 070 060 070 G40 031 042 107
an7 032 055 064 Q.08 123 085 O 008 033 054 ORI 010 G2t 284 052 009 52} 079 070 OB
Qoz o8 088 051 00F 204 100 231 002 €33 102 055 Q01 083 498 077 002 0X) 0S8 042 04)
88 033 Q8% 021 0cp OS2 EAE 082 0485 027 070 Q37 14 OIAATN G43 071 017 092 0N 106
012 020 015 042 Q0% 202 143 043 0F1 024 107 056 007 t44 540 051 009 Q18 197 084 038
0% 087 028 034 100 055 OTF 145 055 045 €32 015 D77 120 Of4 022 052 044 057 037 154
005 028 008 004 1.4 227 Q42 084 013 003 DOS D16 1.0/ 250 075 055 OC14 015 004 013 054
G20 045 085 O OB 141 040 138 011 OGB4 025 124 Q1% 110 043 073 G2 048 040 OB4 027
090 033 178 035 108 0517240 051 083 038 200 06X 135 079 ETE 022 053 039 120 030 200
058 083 008 142 2235 G40 CAC OBS 154 047 837 0587436 048 013 0BS 175 O 084 123 147
DG 02 032 €13 023 121 031 041 020 032 0I9 043 028 135 076 097 QOA 035 034 D5I 039
019 061 120 060 017 149 118 195 QIS D4C OM 058 G5 0857251, Q85 Q43 082 127 080 027
026 050 637 039 088 103 098 079 049 04D 056 027 079 080 1.20 113 085 035 054 017 084
011 042 040 026 AN D52 D45 184 OIS 023 118 058 Q1) D78 44F 072 043 088 1.9 053 010
148 101 048 020 189 044 075 048 150 083 033 OX) 153 084 058 035 124 119 091 038 341
030 076 128 161 62 189 1.1 182 08 100 104 138 024 1.30 153 133 029 028 0B1 102 038

CHAE 104 103

181 IB 108

an 0483 108
170 t31 14
145 102 110
103 081 078
107 080 088
148 13t 101
1,14 187 150
108 082 030

12770 SR

008, 274: 149

080 005§

039 051 002
087 089 33
am 088 03
038 071 158

o 0727 3%

082 218 023
045 140 120
07 0T8O
234 043 105
127 013 175
057 084 842
053 045 075
0es 147 121
081 087 12¢
108 1.30 052
082 181 208
048 D51 QI
100 088 214

thyroid hormone responanve SPOT14 homel
RIKEN cONA T70D124F02 germ

thyroid hormons responsive SPOT14 homal
requintor of Gproten sgraling 18

FIKEN cDNA t300007C21 pena
seaoyi-Cosnzyme A desstursas 1
pyrivste carboxytass

maiyttransfevase §

solute carmer family 21, member 10
caruicplasmin

gutarmate v:dnc:-t-hmmr-n-l soh

N-ch e 1

fHT-l)" derhoaphate symthetase
Bin )

tlaudin 3

cmd SOLUAES AI31 5345
RIKEN cONA 1700124502 gerw
lectin, pulactoza binding, soluble §
haat shock proten 1, bets
pyruvate carboxylase

CD386 antigen

kpm 1

wxpreszed ssquance AABE0ISS
regulstor f G=proten mgnaling 16
reguistor of G—protain ngnaling 18

deleted in malignamt brain tumors 1
Mmﬁ.domn-lrmdzﬁhi

2
Mus musculus, Similer to Mbd/hm

Mus musculas, clons IMAGE: 1087123, mAN
RIKEN cONA 1700012818 gene

ESTa Modwritely similar 1o 512207 hypoths
chaperane subunit 4 {deits)

FEKEN cDNA 2210032N20 gane

Mus musculus adult male testia cDNA,

dual specificity phosphatase 1

hypothetical proten MGC37818

RABT
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ahr
drug metabolism &

excretion {6)

signal pathway (6}
tipid metabolism (5) |

PPAR response

transcription (5)

T2hy

cell cyele (7)

Jtipid metabotism (5) {

- Ylipid metabolism (7) | cell cycle {4)

oxidoreductase {4)
“stress response (2)

wnamas

signal pafkwéy 7 signal pathway (3)
oxidoreductase '(3) o oxidative stress (3)
Inﬂammamna{Z} : trquscripﬁon (2)

Gsrrz)

LTI

rO) FS BRI RET L RET

Pi Rosigitazons Trogitazons Gene Nams
20 m, 200 m 20 mg/| 200 I 20 mg/hg 200 g 'hg }
Th_4h_ 24 J7h 1h #h 24h 72h 1h 4h 24h J2h th & 24h 72h 1h 4 2ah_72h _1h__ 4h__24nh _ JZh wonT score
030 147 051 080 112 Q70 115 145 Q08 064 059 078 039 091 047 oy 029 B EF 123 055 1.11 D5 021 2 2 chemokine (C-X—C matif) kigand 1
143 249 036 050 117 157 084 070 070 186 083 Q50 170 175 D49 O5t QB3 e 1607 050 175 %7K 044 D58 1 3 orosamucad 2
304 108 134 231 208 G77 053 285 154 104 117 230 111 081 143 228 44 DST D81 257 2317095 G54T2AE 3 I RMEN cONA 2700043002 gone
£26 125 057 104 147 096 Q52 121 139 178 0A2 14 131 058 051 145 089 KDY 273 120 (.04 108 058 174 2 2 Tnfwinduced sdiposrrelsted protein
083 056 081 164 142 D64 113 126 156 102 078 1.9 124 053 08 178 221227 149 278 054 056 100 121 2 2 Kruppet-#he factor @
095 156 088 1.04 152 128 (21 O8F 155 20) 089 D8O 119 1,04 12 13 ‘m 217 085 088 0.62 057 097 080 2 2 cortactn
LIt 077 048 063 115 038 078 028 153 087 084 D82 176 070 035 0S8 SRR 007 190 073 083 048 2 2 sedlaZ
121 114 £39 025 000 127 £73 054 105 183 187 112 102 1.01 141 073 nmm 449 041 123 088 154 038 2 2 Down syndrome ciitical repon homolog | {1
§58 032 112 060 IBS 92 041 038 10 063 DIY 032 206 008 147 045 %uﬁ Q71 107 0247818 129 D63 1.87 2 2 FOKEN cNA 170001 0ADE gene
203 078 085 1327 248 054 111 083 204 055 OB7 00O 214 Q85 (74 100 287 082 088 095 287 052 074 054 2 2 ATP bintng protein associsted with cell &t
203 183 018 125 057 126 0AY 058 063 168 326 084 DIT 141 030 118 HeyURVETSES 0737471 120 025 109 5 4 serum amvicid A 2
160 TR 025 1.00 058 203 074 074 042 1BF 124 107 071 149 013 149 193 {403 ATE. 065.378 148 026 D76 4 I serum amyloid A2
202 200 084 0BS 080 130 102 082 110 1777483 100 054 161 104 01 Ln gmiijt 150, 393 1.31 079 130 4 3 kpocaia 2
992 447 100 1007836 027 07 125 [EBZ 133 095 085 DAY an 0w 1o JEEY oea DE7 746 147 07% 028 2 2 RIKEN cONA 4833427L07 gene
1,20 267 142 1.67 156 025 L0 088 163 214 082 1.48 202 1.51 059 063 133 1.28 144 120 110 088 0.27 D28 2 2 ATP synthase mitochondeial Fi complan se
084 071 093 132 085 006 102 129 051 079 104 119 052 079 217 140 044 071 134 144 043 073 114 D82 2 2 Down syndroms critical region homolog 5 0
096 G50 053 D66 14t 062 O4a 047 081 083 DSB 084 151 099 054 OB 131 040 058 077 117 050 G43 D58 2 2 hewt shock proten 18
D41 D47 082 052 056 GA1 111 089 05t 041 OBT 084 D33 192 150 D43 RIS 057 125 047 038 009 085 D53 3 2 sokets cherier favady 14 (urma tranaporter),
121 104 130 028 mn 127 173 054 105 183 187 142 102 1.0 1.4 073 s EpE LN 041 120 098 154 0 3 2 Daw #ynaroms critical region homolog 1 (1
070 061 085 (51 154 009 041 034 048 D12 034 045 1.02 1.35 083 Q27 106 145 044 DOT 058 123 114 3 2h
ad4 015 on ase’ jkﬁ 0852 115 071 190 045 051 0545318 023 194 W 173 418 054 067,243 091 082 031 3 zw-mwnmw
054 052 058 010 NH2 079 QB3 055 045 006 020 008 245 043 1.08 O7F QI O34 024 057 108 139 097 052 3 2 onc finger protein 207
il 3 1Y 2RUT
Wi - A= - -
F12z rOYY) S UICHERMCEELARETFORESE
4hr 24hr 72hr

‘ten growh (12).

(meune and_' _
dinflammatory {12}

‘transcription {12)

‘ion transporter (10)
ils'rress'r.c'sponsr {6)

.fsignaf pa-lhﬁ.a.y {6)

‘protein translation (4)

‘apoptosit {3).

lipid metabolism (5}
oxidareductase (5)

structural molecular

{3)

mitnchondrion ﬂmcrm
(7} :

1 I;ignh! pathway nz)}

acuie phase protein {2')

+e

transcription ($y

muarhandrmn fumua

(16} -

fnﬂa‘mm;lib}y (5}
signal pathway (5)
oxidoreductase t4)
structeral molecular
{4)

oxidative stress (3)
amyloid {1)

céll growth (2)
acute phase proiein (2}

)

" Inflammatory (7)

transcription (5} :
deute phase protein (4}
cell growth and -

apoprosis (4)

fon transporier (4}

ubigutin (4}

lipid metabolism (4}

oxidoreductase (3)

0xidan've stress f2)

Jtrucwml m ohru!ar

..i" sie
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