BH 3 RV ET ARG RETES

1 7 ANI—T VA X BBEERY L TATOY T F A OREE

BRIR Y > TAD LB/ LN RNA TORGFRELZEHET LA 74 AV Z—TRHELFELD
VIFNERLIRT XS, BiFTCHoT,

L

X1

2 REMBEERBSIUEERGELTSHs525 Y vy

A7uVzs MCRERBLEZRE EEREORLRAEEDT LA REITFEN TS,
LoTENORI FRF VL FIZEVBTORBIET, T LA OREHOEEIIH .
BEFIAFIREL B A DI D, HIT LR EZE V-2AILRT, 2453 —0/EFEy b T
D7 TFARZV T TR2EIZEINENT A N F—DHRLT F 7S RNA I,
TUARITZEDHLT v ZRBEEITOR TV Z ERERSE (F V-24),
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EAF A AFEREREIT SN TER
SHFRBEE
O RY LT VA OB 255
SHEFEE KGR CRERRZFEFERFIEREER)

FEEE  cDNAZZ 07 LA ZRIZBWT, BEFRERZRAIETSIRICELD
o2 BEROEBEL, TOEROHROHELRTR-T, EORBRICESE, b
SDEOREVWERYEERL-ERTFT VA VEREL, 2O7FFA OTTHoekE
M BBRTHI-DELERBVIRELEOAEDL D 217227,

A. EEH

cDNA 7 U A EifffiE, SROBEFORBEELF
BRI RIET AN TEBIHENTTHD, ZOK
Iz L ->TH LN DHERIT, FEORREP, &
AR BDOHERICORMNB EHFEIRLTWS, L
ML, cDNA 7 LA ICXARIETIX, BIERRED
Ba BB TREITIEL2ERELSD, L
ST, ZOLHIRBPE/ A XEFART—-FD
fnd, WHILTEOBEREFBLINREL

785, TOEDITED LI LHOERBEZLT,

+HRRECHRVIBELETRI I LT, BERT
EUBHELDEEHETHIIEBEETHD.
LASLETE, oDNA 7 VA EROPTH cDNA =
7 a7 LA ZBROEREIC OV TORE I+
FIITR DR TV,
FZTABE T, cDNA w7 7 LA KERICE
WT, BEFRAEFRETIRICELSESL
SXEROEREL. TOEROGEBOEERTT
ote, FOBRIZESE, Ib0&0REW
ERYEEL-ERT VAV EBEL, 20T
YA U DOFTCHoRBHAEHERT D ILOCL
ERBVELEORELY 21T 27,

B. BIgthik
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Fhabhiz oDNA =7 07 LA EROFRE,
ERERFETA-DDF -2 Thb, R—0
FhEEHRRaEE PC14 % 2 DIZHFIL, FnFho
#ABa L v HhH L7 tRNA o3 LT T7-RNA IiBIE
(T7-RNA RV A F—F ZFIRA L7 RNA 1881
AFIET, BEFEICAVBNATVWS) 2175
BEE. BEEZTOLRVWEGOEALNIC?
WT DA =27 LA LV BETFREREY
BELE. 74T~ T 1 AOEREILL-
THEEhTWD, BETEIR 775 BTH 5.
B{kfRERFIESE LT, T7-RNA BIRER IR
FLETLAL%2 1 Bizo% 348, 3 BRIESEL
T, &8t 9 BB L7, £DH%., BHRRBIZETT.
Arh, TT-RNABIBEEFEIT LT RWT L1 %
1 BiZ-o& 3 #, 3 BREECEE 9 BiErkL
2o EEEFIT I KHOT LA LT, 1 @R
EEh T3, FRETFORERRITIEE
18 B2 TH b,
EF—-FIIH LT, TI-RNAHIEE, B, 7
VA, BaFEEL2EERE LT AILE
D, FELOXEROSBHEREEL RO, i
FEENERIERIEND L TELDZELDE



DEEBRRENT EBFRENSZZD, T7-
RNABIEEEZ R LB E L EHR L TV AN
BE0, TNETNIZSOWTH T I A— TRt %
fTo7=, 6 AEID ICCOE(LET/D =, 1
AD3DT LA BITHITE{T 2012, 28
HEORENE. MAHEBRERCLIT. ICC &%KT)
ERAWTiT 251,

ORT—F AT AEATERICESE, A
BIE62E2ZEEL T, cDNATZTT LA %
BROTY
AZ3OVBELR, REI1Z. BARNT, A
CAREBZIET LIRIEEZ 2807 VA 2 AT
RETDHEE. BRE21Z, MART, 4E1%
BEAT L7 R &40 2 25T LB 2 2 e
DIETODT VA 2RANWTRIET 254, &
E3ik. RARBAT, 08 1 25 LBk n
B2zHETLIERERENRETh 2T 207 v
AFRAVTEHARDT LA IZTRIESTS5S
ThD, TLADOEER3D>OFFA BETRH
LThd, TNEFNOFY A NZBELT, £F
N ESBERITREEMR L, EEXL D DI,
RRDRBOLZEILY, FERXEETREAR
OEEE LTV ABREGETRFETINE 57T
Hd, THCBELTFRELXITRIBEI, &
BT A DBVIELEIZOWT, BEADE
R bRETL=,

C. WR&ER

BT —Z T RIFICL T, iIbozE
RooEEEMEZ, UEFH* 0.538, B
0.763, 7 LA 30.254, BREH 0.393 £720
ICC X 0.273 L{EMoT, BIEAMDIESEHE
BREWVZENFER SN, F72, T7-RNA HIE
EEER LR 307 LA & T7T-RNA B2
ERLTHWRWIKROT LA 33 750
— 7T OFESR., AiE TR, FEb0&ERD
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T, ICCIT0.522 & R L,
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L. RMRHE, BREN 2 FoRI3ME
FREEDTT %HD L LIBEESTHSB, (B
E 1), (BRE 2). [BF JOMEBREARER
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Hb & R& L EBEkEI >, A
LOERKREPSLFERE LTI, BEOER
FHDOENDIED, RREITROLHEE O
W Rm B LA BB b RE ok bEX LN
Do T, RBETR2IEHMSEE. ERcE
BRethO 2N, HHREBVICCOMENHS
ETHBZITROLERLB EEL NS, *+
Dfth, +HREHEEEZE L2 R EE L
T, RUT7T VA ECOR—#ETORYIE LR
RENTNRPoZ EREMRETONE, T
VA BB 3E—BETFOEVIELIZLY,
TlA EREFOREERICLIDIELSEDX
TEZOERKIbORBD, DX,
cDNAv7 BT Lo ERTIL, HRexipidbo
HERBFET DD, WIS LT, b0
DREVEREZZEELIRRTV A OF, £
BETRIMENSLZENFMERE, -,
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DEEMNTENT, TNEEEETIERE 02200, REREER, BRY Y710

75 &, TRRBREAEELIRDPORD, B EITD 2 & T, EREOAE LERETFRE
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BIIFEETHAOT, SBRNORBEL LIV,
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S., Hirata, K., Ohashi Y., Abe, O.
Randomized controlied trial comparing oral
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BE4 744N -TLAIZBWTEYE LT ENETEF O

(address:7 L4 WD R Ry MiIfE, GenelifsF4, GenBank:GenBank Database ioi 17
HE{ETF ID, obsl-obs3:3 DT L A 2B BBEFHREET —F), Typeilta T OHEET
STEES)

1. HE7 4082 —T 1A

NO  address Gene GenBark obsl  obs2  obs3

20 AD2f MR#P/crganic anion trensporter (MOAT-B) AF071202 7587 8246 6985
953 E13s MRP/organic anion transporter (MOAT=8) AF0T1202 6545 7184 G657
1052 FOBb MRP/organic anion transporter (MOAY-B) AFOT1202 61.52 8417 5566
1115 F10i DNA (eytosine=5-)methyltransferase 2 {CNMT2) AJ220333 6018 6801 5602
1150 F13b DA (eytotine-5-}-methyltrarsferase 2 (DNMT2) AJ223333 5632 6104 5573
1157 Fi3c DNA (cytosine=5=}methyltransferase 2 {DNMTZ) AJ223333 5153 6285 5684
26 AD2) protein kinase C delta (PKC—delta) D10495 1.1 9333 81712
o564 C13d protein kinase C delta (PKC~delta) D10495 618  BS08 6681
1011 FO3e protein kinase C delta (PKC~delta) D10485 74.1 a3 69.33
4539 COSk  interleukin 2 receptor gamma subunit (IL2R-gamma: [L2ZRGY cytokine receptor  D11086 6238 £5.2 5895

common gamma chein precursor

%7 D13a intedewiin 2 receptor gamma subunit (IL2R-gamma; IL2RG): eytckine receptor D11086 31T 7492 6893

common gamma chain precursor

780 D14j interleulin 2 receptor gamma subunit (IL2ZR-gamma; IL2RGY, cytokine receptor D11086 15749 20645 22151

common gamma chain precursor

220 BO2j phospholipase C {PLCL) D42108 12728 19593 22141

511 C09g phospholipass G {PLCL) 042108 67.6% 67.3 64,36

856 E13n phospholipase C {PLCL) 42108 6512 7143 6083

197 BO1» microsomal UDP-glucuronosyltransferase 1-8 precursor (UDPGT: UGTLLE; J04093 64.15 6874 57.92
UGT1F. GNT1)

392 Bfdn microsomal UDP-glucuronosyltransferase 1-6 precursor {(UDPGT; UGT1.6; J04003 6115 6621 56.32

UGT1F; GNT1}

568 C13h microsomal UDP-glucurenosyltransferage 1-6 precursor (UDPGT: UGTLE: J04093 8439 1651 115

UGTI1F: GNT1}

141 Alla intedeukin 7 {IL?) JO4156 7289 V347 6443
770 Di3n intereukin 7 (L7 JO4156 8568 8931 88.92
1155 F13g interleukin 7 {IL7) JO4155 854 10583 9492
689 D08c matrix metalloproteinase 9 (MMP3); gelatinase B; 92=kDa type [V collagerase  JO5070; 10051 7239 7794 6245
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precurser {CLGAB)

1160 F13l matrix metalloproteinase 8 (MMPS); gelatinase Br 92-kDa type TV collagenase  JO5070; D10051 6148 7099 5855
precursor (CLG4B)
1167 Flde matrix metalloprotsinase § (MMPY); gelatinase B; 92-4Da type [V collagenase Jo5070: ©10051 136,09 16536 15497
precursor (CLG4B)
567 Cldg &—fos proto~oncogene: GOST protein KO0B50 7109 10028 7184
663 DOG} c~=fos prote~ancogene; GOS? protein KO0650 10346 1158 9281
1152 F13n «—fos proto~oncogene; GOS? protein K00850 6434 7584 6446
557 Cl12k peroxisome proliferator activated receptor alpha (FPAR-alphs: PRARA) L02032 €048 €312 5766
573 C13dm peroxisome proliferator activated receptor alpha (PPAR?aIpha: PRARA) LO2932 7568 10474  B9.S3
8957 Et3e peroxisome proliferater activated recester alpha (PPAR-alpha; PPARA) L2932 142796 18141 9397
23 AQ2i excision repair cross—complementing rodent repair deficiency complementation LC4791 8537 8488 8091
group 6 (ERCCE). Cockayne syndrome protein 2 type B {CsSB)
207 BO1h ion repair Sross: ol ting rodent repair deficiency complementation L04791 11975 17454 21883
group 6 (ERCCEY, Cockayne syndrome protein 2 type B (CSB)
1055 FO6e ion repair cross—comgl ting rodent repair deficiency complementation LO4791 632 6567 6178
group 6 (ERGLE), Cockayne syndrome protein 2 type B (CSB)
221 BOZk heat shock 70-kDa protein 4 (HSPA4Y, HSPTORY, hest shock 70-Telsted protein L1 2123 132 19084 23448
APG-2
994 FOIn heat shock 70-kDa protein 4 (HSPA4) HSPTORY: heat shock 70-vreiated protein L12722 14355 15178 13227
APG-2
1157 F13i heat shock 70~kDa protein 4 (HSPA4) HSPI0RY: heat shock 7C-related protein L12723 112.2% 17553 14255
APG-2
27 02 focsl adhesion kinase (FADK), proline=rich tyrosine kinase 2 (PYK2) L13616 9892 15597 18348
261 B2k focal adhesion kinase (FADKY: proline—vich tyresine kinase 2 (PYK2) L13616 14142 15308 14178
1165 Flde focal sdhesion kinase (FADK), proling=rich tyrosine kinase 2 (PYK2) L13616 nAn 1182 1178
581 Clég retincbiastoma-related protein p107 L14812 12342 19477 11303
632 DO4b retinoblastomarrelated protein p107 114312 7202 7669 6034
976 EV4j retinoblastoma~related protein piC07 L1412 174,23 21638 26574
468 CObg cadherin 8 (CDHE) L34060 6058 61,79  58.98
955 E13c cadherin 8 (CDHB8) LJ4080 8554 6793 5785
1152 F13d cadherin 8 (CDH8) L34060 593 6475 55.2
759 D1de sulfonylurea receptor (SUR) ATP-binding cassette subfamily C (CFTR/MRP}  L78207 122,14 11052 166.1
member 8 (ABCCS)
784 Dl4n sulforylurea receptor (SUR); ATP-binding cassette subfamily C (CFTR/MRP)  L78207 13251 18823 19785
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member 8 (ABCCS)

388 EO8F sulfonylurea receptor (SUR); ATP-binding cassette subfamily C (CFTR/MRP) 78207 6433 6862 5856
member 8 (ABCCS)
574 Cl13n urokinase~type plasminogen activator precursor {Lplasminogen activator: UPA) M15476: D0OD244 18082 27099 293.62
B1& EO34d urckinase=type plasminogen activater precursor (U=plasminogen activator UPA) M15476; 000244 31424 336.07 291%8
1154 F13f urckinase—type plassinegen ectivator precursor (U-plasminogen activater UPA) M15476; D00244 25131 375.3% 36819
444 CO4 eytochrome P450 IDS (CYP2D5) M20403; M19697 80.82 781 Bé
563 C13c eytochrome P450 [ID§ (CYP2D6} M20403; M19697 76.96 7929 193
758 D13b eytochrome P450 106 (CYP2DE} M20403: M19697 9749 962 11.2
510 Coaf erbB3 prote-oncogene; HER3 M29356: M34308 T54 8842 B46S
777 D14g erbBJ prote—oncogent: HERS M23366: M34309 9043 9548 8376
983 FOlc erbB3 proto—pncogene; HER3 M29366; M34309 W13 T6.56  67.94
13 AOIm  ras-related 3 botulinum toxin substrate 1 (RACTX. ras—likeprotein TC25 M29870; M31467 1113 22261 2931
18 ADZd  ras-related CJ botulinum toxin substrate 1 (RACT) ras-likeprotein TC25 M25870; M31467 10665 8138 11234
615 D07c  res-related C3 botulinum toxin substrate 1 (RACT) ras-likeprotein TC25 M29870; M31467 1212 13283 13824
22 AOZn xercgerma pigmentosum group B complementing protein (XPBY: excision repair  M31899 13583  150.6t 185.%
cross-complementing rodent repair deficiency complementstion group 3
(ERCC3Y); basal transcription factor 2 89—kDa subunit (BTF2p8%: TFIH 89-+Da
subunit)
231 BO7a xeroderms pigmentosum group B complementing protein (XPBY excision repair  M318%9 10433 9649 9215
cross=complementing rodent repair deficiency complementation group 3
{ERCCA); basal transcription factor 2 8%-kDa subunit (BTF2p89; TFIH 85-+Da
subunit)
533 Clai xeroderma pigmentosum group B complementing protein (XPB). excision repair  M31899 140.78 32145 17846
cross-complementing rodent repair deficiency eomplementation group 3
(ERCC3), basal transcription factor 2 89—kDa subunit (BTFZp89; TFIH 83—kDa
subunit)
183 BOl¢ insulin=like growth factor-binding protein 2 ([GF-binding protein 2; IGFBP2: M35419 1413 17633 16217
IBP2)
772 D14b insulin~like growth factor-binding protein 2 {IGF-binding protein 2; IGFEP2 M35410 15432 15187 1632
IBR2)
788 EQ14 insulin=like grewth factorbinding protein 2 (IGF-binding protein 2 IGFBP2: M35410 7.8 7943 6553
1BP2)
9 AOTE X-ray repair-complemnenting defective repair in Chinese hamster cells 1 M3I5089 13963 13487 17745

(XACC1)
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235 BO3k X-ray repair-complementing defective repair in Chinese hamster cells | M36089 8368 8618 8214

(XRCC1)
551 C13a X—ray repair-complementing defective repair in Chinese hamster cells 1 M36085 6157 78.62 70.2%
{XRCC1)
162 Al2h interleukin 11 {11}  sdipagenesis inhibitory factor (AGIF) MS7765 8165 85.65 748
203 BO1g interleukin 11 (IL11)}:  adipogenesis inhibitory factor (AGIF) M57765 68 7124 6142
217 B02g interleukin 11 (IL11);  adipogenesis inhibitory factor (AGIF) M57765 7021 002 61352
1 ADle interdeukin 3 receptor beta subunit precursor {IL3R-beta; [L3RB); intedleukin 5 M59941 11443 104,14 14552

receptor beta subunit precursor (ILSR~beta: ILSR), eytokine receptor commaon

beta chain precursor; CSF2RB

896 E08n interleukin 3 receptor beta subunit precursor ([L3R-beta; ILIRBY: interdeukin 5 M59941 67.61 7y 62
receptor beta subunit precursor (ILSR-beta; ILSR}: eytoking receptor common

beta chain precursor; CSF2RB

1153 Flde intedeukin 3 receptor bets subunit precursor (ILIR=beta; ILIRBY interlenkin 5 M53341 7649 8161 8039
receptor beta subunit precursor (IL5R-beta; IL5R); eytokine receptor commen

beta chain precursor; CSF2ZRB

118 AQSF colorectal mutant cancer protein (MCG) ME62397 7284 7257 8.7
211 B02a colorectal mutant cancer protein (MCC) ME2397 6355 6592 5359
216 BO2f colorects! mutant cancer pratein (MCG) M62397 B2 8671 86.12
222 BO2 integrin beta 7 precurser (ITGEY) ME2880; §80335 6523 7337 6578
89S E0Bm  integrin beta 7 precurser {ITGRY} MB2880; 580335 6757 7259 6191
956 E13d integrin beta 7 precursor ([TGB7) ME2880; 580335 7834 9124 B45S5
24 AD2j ERBB2 proto NEU proto HER2 MISEET; MI1730 7109 7347 59
174 A13f ERBB2 proto—oncogene: NEU prote—oncogene: HER2 M35667: M11730 67.07 731 §2.32
565 C13e ERBB2 proto-cncogene: NEU prote-encogene; HER2 M35667; M11730 60,91 66.3% 5912
577 Clde tumer necrosis factor type 1 receptor-sssociated protein (TRAPY) U12585 10877 2582 157.02
585 Cldk tumor necrosis factor type 1 receptor-asscciated protein (TRAPT) 12595 15197 26638 206.73
840 EQdn tumor necrosis factor type 1 receptorassociated protein (TRAP1) ) U1z585 1923 2636 22262
219 BO2 180-kDa secretory phaspholipase A2 receptor precurser (PLA2 receptor, U133 76.65 94462 95.1
PLAZR)
782 D14l 180-4Da secretory phaspholipase A2 receptor precursor (PLAZ recepton u17033 12588 17379 124.9
PLAZR)
1103 FOSk 180-kDa secretory phosphofipase AR receptor precursor (PLAZ recepton U17033 6187 7302 61.94
PLAZR)
500 CO8; iorizing radiation resistance—conferring protein + death=associated protein 3 .U18321 + XBI544 6992 7454 7314
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{DAPI}

569 C13i ionizing radiation resistance-conferring protein + desth-associated protein 3 UT8321 + XB3544 7367 10373 BrA2
(CAP3)

760 0134 ionizing radiation resistance—canferring protein + death—sssociated protein 3 U18321 + X53544 11006 10966 12314
(DAP3)
15 AG2s  ros=related protein RABSC L1g420 113,58 112 12881
762 D13f raz—related protein RABSC U18420 169.84 6424 2225
939 E12a ras—related protein RABSC U18420 15469 17168 16367
113 ACSa EB1 protein U24166 8168 12355 11377
572 C13t £81 protein uz4166 13349 27414 23158
878 E141 EB1 protein uz24166 12261 15066 14588
25 AlZR bistone deaceytiase 2 (HD2) 31814 8004 B4DB 8232
266 BCSn histene deaceytiase 2 (HD2) u31d 8418 B507 7622
961 E13 histone deaceytiase 2 (HD2) 31814 16086 20835 24082
602 DCtn ataxia telangiectasia (ATM) U341 8541 9217 8338
766 D13 ataxis telangiectasia {ATM) 33841 10609 11922 11473
963 E13k ataxis telangiectasia (ATM) U33s41 8243 9385 8041
92 AGTh beta 3-gndonexin 37139 8736 8017  B495
768 D13l beta 3-gndonexin U3Mag 79.14 9586 7625
96S E13m beta 3-endonexin U339 6759 7348 BAUS
201 Blie DNA topoisamerase [f] slpka (TOP3A) U43431 177.93 20931 22542
758 EOln DNA tepoisomerase [ alpha (TOP3A) V43431 7279 7589 6145
968 E14b DNA topeisomerase [I1 alpha (TCP3A) V43431 66.81 7044 5864
42 AQIn sering/threaning protein kinase PRP4 homaolog 43735 75.59 Bl1E 67.81
566 C13f serine/threonine protein kinase PRP4 homolog 48735 6677 7983 7328
571 Ci3k serine/threonine protein kinase PRP4 homolog U43736 6729 8464 T4IE
§75 Cl4a gamma=glutamyl hydrolase precursor (GGH; GH), folylpalygammagiutamm U55206 5837 6853 6247
hydrolase; gammas—glu—X carboxypeptidase; conjugase

89T E09a gamma~glutamyt hydrolase precursor (GGH; GHY; folylpelygammaghtamyl U55206 6553 6925 5T
hydrolase; gamma-glu—X carboxypeptidase; conjugase

964 E13l gamma-glutamyl hydrolase precursor (GGH; GH); folylpelygammagitamyl 55206 6431 7213 5979
hydrolase; gamma=glu—X carboxypeptidase; conjugese

212 B02b MHC class [ molecule; MHG elass | subunit-related protein A (MICAYX PERB11.1 UBS416; UGS631; X92841 8624 8225 7785
302 BOBh MHC ¢lsss | molecule: MHC class | subunit—related protein A (MICAY PERBILL USS416; UGSE31T: X02841 12439 14822 12781
1169 Fldg MHC class [ molecule; MHC class | subunit-related protein A (MICAY, PERB11.1 UBS416; UGS631; X92841 17106 23164 21638

103




562 Ci3b TSG10t tumor susceptibility grotein U82130 64.86 7635  70.26
731 blle TSG107 tumer susceptibility protein us2130 9661 10056 89.87
980 Ef4n T5G101 tumor susceptibility protein Ug2130 7191 7862 T248
T ACg RHO GDP-dissociation inihibitor 3 {(RHO-GOD! 3% RHO-GDI gamma; ARHGDIG ~ U82332 1106 13629 146.5
858 E06d RHC GDP-dissecistion inihibitor 3 (RHO-GDI 3% RHO-GDI gamma; ARHGDIG  U82532 7631 7861 n.?
959 El3g RHO GDP-dissociation initibitor 3 (RHO=GDL 3% RHO-GDI gamma; ARHGDIG  U82532 6752 7054 6183
16 AQ2b ghutathione~S~transferase homalog usn313 23198 18233 25184
19 ADZe glutathione-S~transferase homelog 90313 19407 15074 24303
£36 C1d gutathione=3-transferase homolog Ug0313 19507 551.81 26861
S Alle keppaB epsilon (IKBE} ug1616 7769 842 084
208 BOim  appaB epsilon (KBE) US1616 02 NS5 6286
320 po TkappaB epsilon (IKBE) U91616 6539 706§ 56.3
215 BO2e dihydrofolate reductase (DHFR) w0507 86.61 10009  93.06
630 DO3n dihydrofolate reductase (DHFR) V00507 7538 8417 €708
972 E14f dihydrofolate reductase (DHFR) vo0s07 17193 2078 1061
765 D13 transforming growth factor beta (TGF-beta; TGFB) X02812; JOS114 139.83 18293 1947
1112 F10f transforming growth factor beta (TGF-beta; TGFB) X02812; JOS114 6009 6564 59.67
1163 Fl4s transforming growth factor bets (TGF-beta; TGFB} X02812; JO5114 6748 6478 5912
224 BO2n kit prote=oncogene: mast/stem cell growth factor receptor precursor (SCFRY, X06182 66.01 "y 6133
CD117 antigen
303 BOSi c—kit proto-ancogene: mast/stem cell growth factor receptor precurser (SCFR), X08182 58874 6599 650
CD117 antigen
764 D13n &—kit proto-oncogene: mast/stem cell growth facter receptor precursor (SCFR), X06182 8905 10033 £0.18
GCD117 antigen
205 BOI retinoie acid receptor slpha 1 (RAR=slpha 1; RARAY PML-RAR protein X0DE538; X06614; M73779 10291 18533 1748
457 COSi retinoie acid receptor alpha 1 (RAR-alpha 1; RARAY, PML-RAR protein X06538; X06614; MT3779 64 634 598
587 Cl4m  retinoic seid receptor slpha 1 (RAR-sipha 1; RARAY; PML~RAR protein X06538; X06614; M73779  138.7% 22693 2452
213 BD2e ras homolog gene family member B (RHOB: ARHB), ARHE; HE X06829 101.24 10331 1027
314 BO9F ras homolog gene family member B (RHOB: ARHEB} ARHE; HE X06820 8533 9661  76.33
763 DI3g ras homolog gene family member B (RHOB; ARHB), ARHE, HB XD6820 9441 10425 9902
21 AO2g interferon requlatory factor 1 (IRF1) X14454 §68% 9353 9264
768 D13m interferon regulatory factor 1 (IRF1) X14454 12003 197,25 15023
928 ENe interferon regulatory facter 1 ((RF1} X14454 7573 7649 2.8
1 ADla interleukin & precurser ([L9); T-cell grawth factor p40 X17543: M30134 11111 10481 11586
187 Alde intedeukin 9 precursor (IL8), Trcelt growth factor pd0 X17543; M30134 64.97 6663 5503
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1159 F13k

interdeukin 9 precursor {IL9); T=cell growth factor pdd X17543: MI0134 £6.93 81 §2.14
28 A0Zn heat sheek 70-4Da protein 6; heat shock 70-+kDa protein B X51757 M11236 12621 16937 191.2%
142 Allb heat shock 70—kDa protein 6; heat shock 70-kDa protein B XS1757; M11236 71,23 6808 5136
519 Clde heat shock 70~kDa protein B; heat shock 70-kDa protein B X51757; M11236 6493 7925 G461
738 D1 rho-related GTP=binding protein (RHOGY ARHG X61587 7817 8087 6414
954 E13b tho—related GTP-binding protein (RHOG), ARHG X61587 6792 7307 6366
970 E14d rho~related GTP-binding protein (RHOGY, ARHG X61587 17844 20474 9384
115 AQ9¢ DMA cytasine=5=methyitransferase (DNA metase: MCMT} X63692 7014 73.32 585
223 BOZm  DNA cytosine=S-methyitransferase (DNA metase: MCMT) X63692 6218 6346 5745
1158 F13j DNA eytosine-5—methyltransferase {DNA metase: MCMT) X63692 9146 14256 10181
615 DO2m  serine/threonine=protein kinase PCTAIRE 1 (PCTK1) X66363 7498 8223 &1
958 E13f serine/threonine—protein kinase PCTAIRE 1 (PCTK1) X66363 86.58 9641 6926
960 E13h serine/threonine—protein kinase PCTAIRE 1 (PCTK1) X68363 84.55 942 8469
105 ADSg RHO GDP-dissociation inihibiter 1 (RMO-GDI 1), RHO-GDI alpha (GDIATY X68550 99.79 11049 11317
ARHGDIA
761 D13e RHO GDP-digsocistion inihibitor 1 (RHO=GDI 1} RHO-GDL aloha (GDLA1Y X69550 18622 189.61 26608
ARHGDIA
767 DI BHQ GDP-disseciation inihibitor 1 (RHO-GEH 1% RHO-GDI afphs (GDIATY X64550 2084 11817 111313
ARHGDIA
218 BOZh vridine phosphorylase {UDRPase: UP) X90858 86,14 FAR T >3 ]
513 COGi vridine phosphorylase {UDRPase; UP) X90858 6404 6769 6857
1149 F132 uridine phosphorylase (UDRPase: 1P} X90858 €282 6346 S5
400 COfh bleomycin hydrolase {BLM hydrelase) X92106 6469 8084 6324
T4 D14d bleomycin hydrolase {BLM hydroiase) X82t06 22229 23216 24893
716 D14f bleomycin hydrolase (BLM hydrolase) X92106 24487 27691 25314
510 C13 ras—velated protein RAB28 X34703 S84 6919 5786
917 Et0g ras=related protein RAB2S X94703 6502 6933 5832
974 El14h ras—related protein RAB28 X94703 1469 16341 15801
11 ADIK adening phosphoribosyltransferase (APRT) YQO4886 1491 7697  bO.SS
214 BO2d adenine prosphoribosyliransferase (APRT) Y00486 1454 1568 19038
456 CO5h adenine phosphoribosyltransferase (APRT) YO0486 £287 §7.28 6649
99 AOSs am23-H4; Hucleoside-diphosphate kinase; nucleoside 5'-diphesphate YOT504 8432 10796 121,88
phosphotransferase {NDK)
7118 D14h nm23~H4; nucleeside-diphosphate kinase; nucleoside 5~diphosphate YC7604 26796 33277 32979

ehosphotransferase (NDK)
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1161 F13m  nm23-H4: nueleoside-diphoschate kinase: nucleoside 5'-~diphosphate Y07604 10354 13549 12706
phosphotransferase (NDK)
292 BON rab geranylgeranyltransferase alpha subunit {rab GG transferase; rab GGTase) Y08200 6723 6572 5%z
962 Ei3; rab geranylgeranyltransferase aipha subunit (rab GG transferase; rab GGTase) Y08200 90,68 10768 10127
1156 F13h rab geranylgeranyltransferase slpha subunit {rab GG transferase; rab GGTese) Y08200 9843 1293 11115
2. BT 4 NF—T LAILBIT DREEET
NO  sddress Gens GenBank okst obs2  obs3  TYPE
1056 FOBf MRP/organic anicn transporter (MOAT-8) AF0T1202 4993 5867 5945 12
4918 E1Ch DMA (cytosine—5-methyltransferase 2 (DNMT2) AJZ23333 50,45 5429 5785 9
244 BO4f protein kinsse G deita (PKCrdelta) D10485 §238 5622 6033 2
732 DINd interleukin 2 receptor gamma subunit (L2R-gamma; IL2ZRG): eytoking D11088 413 5178 4905 ?
receptor common gamma chain precursor
256 BOSd phosphetipass C (PLCL) D42108 44598 5079 5036 2
958 E13f microsemal UDP=glucuronesytransferase 1=6 precurser (UDPGT; UGT1.6; JO4093 4725 5196 5394 10
UGTIF; GNT1)
748 DA interleukin T{LT) JO4156 5076 5483 5186 7
5§36 Cl11d matrix I i 9 (MMP3}; gel B: 52-kDs type Y JO5070; D10051 5037 5457 5945 S
collagenase precursor (CLG4B}
123 AC3W e~fos prote-oncogene: GOS7 protein KOOB50 515 6026 54395 2
482 GO peroxisome proliferator activated receptor alpha (PPAR-siphs; PPARA) L0Z2932 50.77 543 588 4
838 EC4) repair Cross | Wing redent repair deficieney LO4791 4631 5318 4847 k]
complementation group 6 {ERCGE); Cockayne syndrome protein 2 type B
(csB)
1033 FO4k hest shock 7-kDa protein 4 (HSPA4)Y HSPTORY: heat shock T0-related L1272 108.3 162.89 117.4% 11
protein APG-2
£27 D03k foca! sdhesion kinase (FADK), proline—rich tyrosine kinase 2 (PYK2) L13616 5812 6714 5648 E]
107 AOBi retincklastoma=related protein pi07 114812 4959 5537 4867 1
526 DO cadherin § (CDHB) L34060 4853 5342 4944 H
1060 FOS§ sulfonylurea receptor (SUR) ATP-binding cassette subfamily [+ L78207 4185 6056 5691 12
(GETR/MRP) member & (ABCCH)
534 DO4d urokinase—type plasminogen activator precursor (U—plasminogen activator, M15476; D00244 109.25 15812 &8.21 5
UPA)
947 B2 cytochrome P450 D6 (CYP208) M20403; M19687 6259 6618 6673 10
707 DO9g erbB3 prote—oncogene: HER3 M29366; M34309 98.72 12203 12047 B
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254 BOSS ras-related €3 botulinum toxin substrate 1 (RACT), ras=likeprotein TC25 M29870; M31467 M5 16213 99.2 3
835 ED4; xeroderma pigmentosum group B complementing protein (XPB), excistion M31899 6194 69.94 ?9.37 ]
repair cress—complementing rodent repaie deficiency complementation
growp 3 (ERCG3): bassl transcription factor 2 89—kDa suburit (BTF2p8%
TFOH 89—kDa subunit}
582 DOT5 insulin=like growth facter—binding protein 2 (IGF=binding protein 2 IGFBP2; M35410 5475 5593 5453 [
8P
878 EOF X-roy repair-complementing defective repaic in Chinase hamster cells 1 M36089 5885 6471 6504 o
(XRCC1)
759 D13 intedevhin 11 (IL11%;  adipogenesis intibitary factor (AGIF) M57765 5033 5249 4978 7
531 DO4a interleukin 3 receptor beta subunit precurser (ILIR—beta; ILZRBY M59941 4568 5416 4726 H
interleukin 5 receptor beta subunit precursor ([L5R-beta; ILSR): eytokine
receptor commeon beta chain precursor, CSF2RB
330 B10h colorectal mutant cancer protein (MCC) MB2397 4535 5222 5013 2
511 C9g integrin beta 7 precursor (ITGB7) M52880; S80335 4856 5049 54,54 5
218 BO2h ERBB2 proto—oncogene; NEU proto~oncogene; HER2 M95667; M11730 4639  48.22  49.65 2
744 D121 tumor necrosis factor type 1 receptor—sssociated protein (TRAPT) U12595 1230t 12836 1235 7
252 BO4n 180—kDa secretory phospholipase A2 receptor precursor (PLAZ receptor; U17033 4451 4965 513 2
PLAZR)
832 ED4f ionizing radiation resistance~conferring protein + desthmassociated protein U18321 + X83544 5581 6614 6857 8
3 (DAP3)
291 BO7k ras-relsted protein RABSC u1g420 891.66 12557 1138 3
332 BIDy EB! protein U24166 7377 11563 98,15 2
886 E08d histone deaceyilase 2 (HD2) U3isi4 4942 5345 s8%1 g
135 A100 ataxia telanpectasia (ATM) uU3jadt 13458 22659 157.96 2
6§49 DOSe beta 3~endonexin u3Tae 515 5614 5077 ]
888 ECQBf DNA topaisomerase I alpha (TOP3A) U43431 5053 5787 5538 L]
363 B13d serine/threonine protein kinase PRP4 homoleg U48736 4151 5366 5403 2
1005 FO2k gamma-~giutamyl hydrolase precurser (GGH: GH), folylpotygammaglutamyl U55206 5155 6102 57.28 10
hydrolase; gamma=glu=X carboxypeptidase; conjugase
713 Dldc HHC ¢lass | motecute; MHC class § subunit-related protein A (MICAY, UB5418; Uﬁsﬁét: X92841 59,07 65.06 5126 7
FERB11.1
343 Biig TSG101 tumor susceptibilty protein us21x 47.85 53.9 54,68 2
440 CO4f RHO GBP-disseciation inihibitor 3 (RHO-GD1 3%, RRO-GDY gamma: V82532 4318 4988 546 4

ARHGDIG
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1025 FOde glutathione—S—trensferase homolog Usn313 158.28 38766 33295 11
858 EOGd DappaB epsilon (KBE} U91616 50.96 5403 54.2 9
915 E10e dihydrofolate reductase (DHFR) V00507 5146 6056 56353 9
698 DB transforming growth factor beta (TGF-beta; TGFB} X02812; JO5114 4833 5457 4924 [
131 Al0e c—kit proto=oncogene; mast/stem eell growth factor recepter precursor  X0B182 50.01 5486 5194 2

(SCFRY) CD117 antigen
a4 BOBj retinoic aeid receptor alpha | (RAR-alpha 1; RARA), PML-RAR protein  X06538; X06614; M73779  43.83 5311 49.08 4
301 Bogg ras homolog gene family member B (RHOB; ARHBY; ARHE: K6 X06820 €3.67 721 6422 3
711 D14a interferon regulstory facter 1 (IRFT) X14454 46,12 557 4383 7
731 D1 interleukin 9 precursor {IL9Y% T-cell growth factor pdd X17543; M30134 49.12 5253 5099 7

1032 FO4§ heat shock 70—Da protein 6; heat shock 70-hDs protein B X51757, M11236 §1.67 6282 5996 1"
428 CO3h riso—related GTP-binding protein (RHOGY, ARHG X61587 4943 5438 5689 3
894 EOBI DNA cytosine=5=methyltransf {CNA metase; MCMT) X63692 4884 5542 5267 ]
345 B1i serine/threonine=protein kinsse PCTAIRE 1 (PCTK1) X66363 526 6198 €095 2
425 CQ3e RHO GDP-dissociation inihisiter 1 (RHO=-GDI 1} RHO-GO1 slpha (GDLA1} X69550 481 60.51 £9.95 L]

ARHGDIA
9B3 F0ic uridine phosphorylese (UDRPase: UP) X90858 £64.35 81 8991 10

1042 FOSf bleomycin hydrolase (BLM hydrolase) Xx92106 5186 6724 66,76 1
279 BO6m ras-related protein RAB28 X94703 4743 5013 50 3
962 E135 adenine phosphoribesyltransferase (APRT) YOQ486 47.28 5167 5384 10
982 FO1b nm23-H4; nucleoside-diphosphate kinase; nucleeside F'-diphosphate YO7604 112,19 1339 1311 10

phesphotransferase (NDK}
448 CO4n rab gerarylgersnyltransferase alpha subunit {rab GG transferase: b Y8200 §714 5958 5883 4

GGTase)
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