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Accassion No. Genes

Fold change
Sh_Bh 12h Cluster

Chaperone

M14050,1 heat shock 70kD protein 3 {Hepa5) / Immunoglobulin heavy chain binding protein (I -1.8 -2.0 B
NM_022399.1  calreticulin {Culr} A4 1.8 B
AM12322 twomplex 1 (Tcp1) / chaperonincontaining t-complex patypaptide 1 (CCT) 44 13 -]
B1284365 calcium binding protein 1 (Cabp1) -1.4 B
NM_D33849.1  protein disulfide isomeraee related protein (calcium-binding pratein, intestinal-rel. Ji-1.7 1.0 -}
NM_017319.1  ER-80 proteass {(ER60) / glucose reguiatad pwtoln. 59 kDa (Grp38) / onldondumu ERp51 15 B
Cholesterol synthesis

NM_022389.1 T-dehydrochol 1 red! {DherT) «1.8 B
NM_0171381  squalens spoxidaze (Sqls) 14 8
HM_019238.t  famesyl diphosphate farneeyl transfecase 1 [Fdft1) / squalens synthase 44 43 B
NN_080828.1  stercl-Cd-mathyt oxldase-like (Scdmol) f neurorep 1 1.3 A8 8
NN_013134.9  3-hydroxy-3-methylglutany-C: yme A reductass (Hmger) A5 a
NM_0223821 growth mponn pmt-ln {CLS§)/Invigt AT 2318 B
NM_D17288.9  3-hydroxy-3 y-C yma A synthass 1 (Hmgcs1) <14 4817 B
NM_031840.¢  famnesyl dlphosphat- ynthase (Fdps) / dimethylallyh fi Igeranyldranstran -1.4 18 <18 B
NM_053339.1 Isopentenyl-diphosphate delta i [idit) 134718 B
Amino acid metabolize

NM_024403.1 activating transcription factor ATF-4 (Atf4) 19 E
NNM_013111.1  solute carrier family T mamber A1 (amino acid trensparter cationic 1) (SleTat) 1.8 E
NM_017383.1  tumor-associated protein | {TAT}f SicTa8 28 13 E
NM_01928).1 solute carrier family I (activators of dibasic and neutral amine scid transpost), mem 1.0 1.8 E
uarzoz 1 asparagine synthetase {Asns) 31 39 27 v}
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EMRBBIEICETH5EETFRIBOAMARN

Ethylnitrosourea (ENU) : DNAF L JLIER
RE &S ‘F344/jc) rat ($T4R13 B85, n=2). 60 mg kg ip.
FyuJ B : GeneChip (Rat Genome U34A. AFFYMETRIX)
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ENURRIZLHHIRFA-PR—ABEEFOER

Fold change
Up-regulated Function 6h 24h
p21 cell cycle / p53 target gene 10.05
Cyclin G1 cell cycle / p53 target gene 6.41 4.24
Mdm?2 cell cycle / p53 target gene 1.93
Retinoblastoma protein cell cycle 1.54
cyclin D1 cell cycle 1.52
PCNA DNA replication 1.64
Bax : apoptosis / p53 target gene 1.66
rBax alpha apoptosis 1.65
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Cytosine arabinoside (Ara—C) BEZVYME{FIXTH
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Cytosine arabinoside {Ara-C) : DNASRIEE
SEEE  Wistar rat(BERISHES, n=2), 250 mg/ke ip.
FuTt BFHT . GeneChip (Rat Expression Array 230A, AFFYMETRIX)
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Ara-CRBICI MR- PR — RBEE F DO LB

Cell cycle Fold change {Log2)
NM_080782.1 p21 (WAF1) 26
NM_022381.1 Proliferating cell nuclear antigen (Pcna) 0.4
05341 pS5CDC mRNA -1.5
£119985.1 cyclin B -1.3
NM_022391.1 Pituitary tumor transforming gene (Pttg1) -1.3
U10188.1 pola like kinase {plk) -1.4
AAQ44180 ESTs, Highly simitar to CKS2 MOUSE CYCLIN-DEPENDENT  -1.0
KINASES REGULATORY SUBUNIT 2
NM_133572.1 cell division cyele 25B (Cdc25b) 0.9
NM_022392.1 growth response protein (CL-6) 0.6
BE111697 ESTs, Highly similar to RB6K MOUSE RABKINESIN-8 -0.6
BM385445 topoisomerase {DNA) Il alpha -0.3
Apoptosis
NM_022548.1 p53-activated gene 608 (PAGE08) 1.0
NM_017058.1 Bax protein splice variant k mMRNA 0.7
NM_012922.1 ICE-related protease CPP32 (Caspase-3) 0.5
NM_031135.1 TGFB inducible early growth response (Tieg) 0.4
i Ara-CREEIZLD
Reasa— e R A AR R T

CAL nge

ORCIL

G2MHHRFORIAE D

ORCAUL
ORCIL ORCAL
ORCHL DRCEL

(GZMEARERMHLVIZER ?)

G1 ] G2 ]




Ara-CREICLIDNAEZEHRETOLH

Sensing DNA damage Fold change (Log2)
NM_022622.1 BRCA1-assceciated RING domain protein 1 {Bard1} 08
NM_0125141  breast cancer 1 (Breal) 07
NM_031058.1  mismatch repair protein (Msh2) 06
BF283113 replication factor C {RFC, activator 1) 2 (40kD) 06

DNA repair (DNA replication )

NM_053480.1  DNA polymerase alpha subunit |l (Pola2) 0.8
BM385924 p32-subunit of replication protein A 0.7
AB086102.1 G22p1 (Ku70) 0.7
NM_053430.1  Flap structure-specific endonuclease 1 (Fen1) 06
NM_030855.1 DNAligase 1 (Lig1) 06
BE101140 ESTs, Highly similar to DPOE_MOUSE DNA polymerase epsilon, 05
catalytic subunit A (DNA polymerase I} subunit A) (M.musculus)
NM_021662.1 DNA polymerase delta, catalytic subunit (Pold1)} 0.5
BE108911 DNA primase small subunit mRNA 05

BM3g2229 ESTs, Highly similar to RFA1_HUMAN REPLICATION PROTEIN A 0.5
70 KD DNA-BINDING SUBUNIT (H.sapiens)

NM_022381.1  Proliferating cell nuclear antigen (Pcna) 04

Al102751 ESTs, Highty similar to DPD2 MOUSE DNA POLYMERASE 0.4
DELTA SMALL SUBUNIT

NM_022391.1  Pituitary tumor transforming gene (Ptig1) -1.3
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B8y : BBESIEHEZESMOEEOENA
3E5H - 1. 5-Azacytidine (5AzC; 10 mg-kg ip.)
2. Cytosine arabinoside (Ara—C: 250 mg/kg i.p)
$h  : SRIRIIAERS Y (n=2)
FTEEIR © GeneChip (AFFYMETRIX)
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5-Azacytidine (5AzC) BRESYMBIFRTO
BAE-BEBREIISTEEFRIBOMAN

5-Azacytidine (5AzC) : cytidine D FFHD0OY , B AFIAL-DHAIEEER
EEEN - EESRI3B 8 JclWistar rat (n=2), 10 mg-kg ip.
FuTELRR : GeneChip {Rat Expression Array 230A. AFFYNMETRIX}
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HYPHK | sERcBH3REFER(5AZCRR)

Accession No. Genes 24h 35h 48h
Glial Cell .

NM_017196.1 allograft inflammatory factor 1 (Aif1)/ Iba-1 / mrf-1 1.9
NM_031832.1 lectin, gatactose binding, soluble 3 {Lgals3) / MAC2 19 34
NM_021770.2 oligodendrocyte transcription factor 1 (Olig1) 1.8
AF265360.1  Slc1a3 /GLAST-1a 18 16
NM_033352.1 solute carrier family 1. member 3 {Slc1a3YEAAT1/GLAST 19

GLASTH1

Microglia Oligodendrocyte Astrocyte
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respansa to wounding
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- i NM_017196.1 allograft inflammatory factor € (Alf1) 1.9
= T
AA11882  zyxin (Zyn) 15
AlOT114 EST (complement component 3) t4
ﬁ J'_'_ E— . D NM_031051.1 macrophage migration inhibitory factor (Mif) t4 17
ﬁ . ostenpontin  secre hespheprotein 23
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LRk e | EERICEITRETFER(SAZCER)

Acce 24h 36h 48h
Extra Cellular Matrix
BM3890457 TGF-beta masking protein large subunit (Ltbp1} 20
Al169104 platelet factor 4 (PF4) / SCYB4 1.7
NM_024400.1 a disintegrin and metalloproteinase with thrombospondinrr 1.7
BI1275624 {aminin, gamma 1 {Lamc1) 1.3
BM388837 procoliagen, type |, alpha 2 (Col{a2) 1.3
BI285575 procollagen, type |, alpha 1 {Col1a1) 1.2
BI274401 prolyt 4-hydroxylase alpha subunit (P4hat) 1.5 14
AB001332.1  osteopontin / sacreted phosphoprotein 1 (spp1) 23
2782791 collagen alpha1 type | (Coltat) 13
NM_012656.1 Secreted acidic cystein-rich glycoprotein (osteonectin} (Sparc) 1.2
AF3054181  type ll collagen (Col2al) 14 17
BE1$1752 ESTs, Highty similar to PROCOLLAGEN ALPHA 1{IV) PRECURSOR 1.6
Al171185 Hyaluronan mediated motility receptor (Hmmi/RHAMM) 1.5
BI275716 Coi3al fprocollagen, type lll, alpha 1 14
ANT79127 Small proteoglycan | (biglycan (Bgn})/bonecartitage proteclycan 1 prec -1.5
L38247.1 synaptotagmin IV -1.3
L20468.1 cerebroglycan/Glypican-2 (Gpc2) -1.3
NM_019907.1 postsynaptic protein Cript (Cript) -1.2
ST e BERIET3RETEHN(5A2CRE)
: & sy g
AccestionNo.  Genes 24h 36h 423 h
Glycolysls
BM3BITES  Highly similar to 6-phosphel inase (R.norvegicus) 19
NM_053299.1 Phospheglycerate mutase 1 (Pgami) 13
NM_030834.1 rbaxylate transporter (Mctd) 22 18
N4 _013190.1 Phosphofructokinase, liver, B-type (Pfki) 14 17
NM_017025.1 Lactate dehydrogenase A (Ldha) 14 17
BI283882 Highly simitar to GLUCOSE-8.PHOSPHATE ISOMERASE (M. 13 1.6
NM_053297.4 Pyruvate kinase 3 (Pkm2) 1.2 14
Al408151 Phasphofructokinase, fiver, B-typa {Pfki} 1.7 18 17
Al548699 Highly simllar to MOUSE GALACTOKINASE (GALACTOSE KINASE 1.8
PSR Wa—. NM_012495.1 Aldolase A, fructose-bisphosphate (Aldoa) 14
(YA NM_053291:Tphesphoglycerate kinase 1 (Pgk1) 1.4
m‘ NM_012554.1 Enalass. . alpha (Ena1) 14
i3 AAB48319  Lactate dehydrogenease B {Ldhb) -1.4
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BRAEFHEERARANE (G0 SRR EET7RER)
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T AR —DREEVMKED L ENEOTHEERAOCERRE T LS,
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CRMBERRIEMERDEDHOE D
FIAR—F—2EITHBRED, &
HERRBEICINSDO RSV AR—F—M
RERIEGETD, TNOORMPEY (B
BES) PARERYOHEEZHEY TS
PO AR —R, —RICERENE
SHERIREDNT AR—F— /TN,
Z<ORBEDCRAONRIERYEFIC
BB TESLEDICR2THY. £H4B
HicELEfFEEELTWS, LML,

TOEVETRIEDT-DITHIENED

FIRABADORKRELRD=D, TOLD
RS UAR—F—DOHEENEEDLE
MEOBENRREOEERE TS,
fE>T. DNA 4207 L1k 3
{LZMBOFTHEDEMITBNT, LZF
MBOWHHEERBRCEADLB NS AR —
F—DEBRGTORELLLZHEOTH
HERBRICBT3BRENCEAT RN A
DEDERD, I TERFTICHBNTIS,

BFRLRIMERN S AR—F—-DT7 73
J—T%23 SLC22 OiftekFEDEE
TFOREMTERITI® TS, REE
. SLC22 77 I U —DERINEAHET
ZF NS AR T — A BT O
EHRFEHEOMIL, T3 BEMEE
ZHOBELCEYHEOBMERREERDE
REEDTIBIN S AR — 15
RIELE. WMAT DNA 4207 L
1HRITIC R 2 EMIER OMIRREFO
BT ETo 1=,

B. HIFEhiE

(1) EMRUOHFELED OMERRX
HO5FFEE.
- T IAEBRERANWENS D AR-F—

BEFORE

BFEBAA2. BAF, TI B
BT 2BEED N7 v AR —F — O ER
MEAWT, REShEERNJART
RUVAT )N =V AF—FR—A K
X EST (expressed sequence tag)F —
FR—AD BLAST ##EZ2{To%k. D
#RE 517 BLAST hit Z2FWT. 2E
cDNA ZBEEL J=. &5 cDNA OB,
75 DNA /n5 PCR 1LY DNA ik
2L, ThE27o0—-7&L T cDNA
Z 4 751 —% hybridization {Z& D R
JY)—ZTT5h.H50IEEE DNA
M, &% EST (expressed sequence tag)
Tudx s VETAEUREREER. £
NEAFLTERLE,
Bon/2E DNA i3, Y15y —3I%
—F =B AN = TRICED
HERAEZEREL, T3 /BEMNETH
L=, BEIGRES{ 0TI, TopPred2,
SOSUO! LR EMBMFET NIV X
ATE> T 7,
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