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oooooao
No. 7 a—=71D GenBank w14
Accession No.
1 GE472734 NM_002498. 1 NTIMA (never in mitosis gene a)-related kinase 3
(NEK3), transcript variant 1

2 GE4752327 AL833645. 1 mRNA; cDNA DEFZp667E1520 (from clone DKFZp667B1
520)

GE482827 NM_002531.1 neurotensin receptor 1 (high affinity) (NTSR1)

4 GE485904 NM_173359. 3 wh40f10x1 NCI_CGAP_GC6 cDNA clone IMAGE:2308171

3" similar to contains Alu repetitive element:
GE487757 NM_018309. 1 hyvpothetical protein FLJ11046 (FLJ11046)
GE492524 AK025534. 1 cDNA: FLJ21881 fis, clone HEP02746

7 GE495677 CR749847. 1 mRNA; cDNA DEFZp686G1922 (from clone DKFZp686G1
922)

8 GE49824 4 CR627148. 1 mRNA; cDNA DKFZp779F2127 (from clone DEFZp7T79F2
127)

9 GE511294 NM_000839. 2 glutamate receptor, metabotropic 2 (GRMZ)

10 GEB22329 AI732634. 1 agllalQ.xb Gessler Wilms tumor cDNA clone IMAGE
11070010 37 similar to contains Alu repetitive
element:;, mRNA sequence

11 GEB27865 AT651168. 1 wa2la09. x1 NCI_CGAP Kidll cDNA clone IMAGE:2298
712 3’, mRNA seguence

12 GEB3132 NM_006037. 2 histone deacetylase 4 {HDAC4)

13 GE5H3150 NM_003059. 2 solute carrier family 22 (organic cation transp
orter), member 4 (SLC22A4)

14 GEB3197 NM_015326. 1 KIAA0456 protein

15 GEB3214 NM_014858. 2 cerebral protein 11 (HUCEPL1)

16 GEB53406 NM_004267. 3 carbohydrate (N-acetylglucosamine—-6-0) sulfotra
nsferase 2 (CHST2)

17 GE534699 NM_003525. 2 histone 1, H2bi (HISTIH2BI), mRNA
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No. 7 ra—71ID GenBank E{s T4
Accession No.
18 GEB36694 NM_032824. 1 hypothetical protein FLJ14681 {(FLJ14681)
19 GEbH3639 NM_014572.1 LATS, large tumor suppressor, homclog 2 (Drosop
hila) (LATS2)
20 GEB37013 BU621125. 1 UI-H-FL1-bfy—f-04-0-UIL. s1 NCI_CGAP FL1 ¢DNA clo

ne Ul-H-FL1-bfy-f-04-0-Ul 3", mRNA sequence

21 GEL37701

NM_001013670. 1

cDNA FLJ4bb12 fis, clone BRTHAZ0214440

22 GEB3911 NM_017769. 2 KTAA1333 {KIAA1333)

23 GE54025 NM_003277. 2 claudin b {(transmembrane protein deleted in vel
ocardicfacial syndrome) {CLDNG}

24 GEH40583 NM_145318.1 nasopharyngeal carcinoma-related protein (NPCR)
, MRNA

25 GEb4144 NM_005239. 4 v—ets erythroblastosis virus E26 oncogene homol
og 2 (avian) {ETS2)

26 GE54239 NM_004458. 1 acyl-CoA svynthetase long—chain family member 4
(ACSL4), transcript variant 1

27 GE542691 NM_013956. 1 neuregulin 1 {NRG1), transcript variant HRG-het
al

28 GE54403 NM_001163.2 amyloid beta {A4) precursar protein-binding, fa
mily A, member 1 {X11) (APBA1)

29 GEb4h24 BM680882. 1 kallikrein 10 (KLK10), transcript variant 1

30 GE54650 AFO70595. 1 clone 24583 mRNA sequence

31 GEb4741 NM_004897. 2 multiple inositol polyphosphate histidine phosp
hatase, 1 (MINPP1}

32 GEH4859 AF131778. 1 DAP-1 alpha [Hemo sapiens]

33 GE54990 NM_032630. 2 cyclin—dependent kinase 2-interacting protein (
CINP)

34 GEbBb126 NM_ 004240, 2 thyroid hormone receptor interactor 10 (TRIP10)

35 GEBb1474 NM_172240.1 TUWD12 {TUWD12)

36 GEH52665 NM_003552.1 olfactory receptor, family 1, subfamily D, memb
er 4 (ORID4), mRNA

37 GEbBb367T NM 017673, 4 chromosome 1 open reading frame 26 (Clorf26)

38 GE5b405 NM_017713.1 hypothetical protein FLJ20211 {(FLJ20211)

39 GEHbHH38 NM_1942859.1 hypothetical protein LOC152195 (LOC152195)

40 GEHbHE1 AK0Z24309. 1 hypothetical protein FLJ20584 {(FLJ20584)

41 GEHbH51 BG429136. 1 YTH domain containing 2 {(YTHDCZ)
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Accession No.

42 GEB5690 H15265.1 UI-H-DTO-att—e-01-0-Ulsl NCI_CGAP_DT0 c¢DNA clon
e IMAGE:5864040 3

43 GEBbh766 NM_018115.1 SDAl demain containing 1 {(SDAD1)

44 GE55860 MM _018219.1 hypothetical protein FLJ10786 {(FLJ10786)

45 GE5bE946 NM_018302. 1 hypothetical protein FLJ11017 {(FLJ11017)

46 GE55988 NM_007188. 2 ATP-binding cassette, sub—family B {MDR/TAP), m
ember 8§ (ABCBS), nuclear gene enceding mitochon
drial protein

47 GE56100 NM_004665. 2 vanin 2 (VNN2), transcript variant 1

43 GEH6113 NM_003762. 2 vesicle—associated membrane protein 4 {VAMP4),
transcript variant 1

49 GE56606 NM_017565. 2 family with sequence similarity 20, member A {F
AM20A)

50 GEB6695 NM_022770. 2 hypothetical protein FLJ13912 {(FLJ13912)

b1 GEH6838 AL157491. 1 mRNA: cDNA DKFZp434K1111 {from clone DKFZp434K1
111)

h2 GE56915 AJ420516. 1 mRNA full length insert cDNA clone EUROIMAGE 96
6164

53 GEH6916 NM_019896. 2 polymerase {DNA-directed), epsilon 4 (pl2 subun
it) (POLE4)

b4 GEB7026 AL8339156. 1 mRNA: cDNA DKFZp434N0820 {from clone DKFZp434N0
820

55 GEG7102 NM_006507. 2 regenerating islet—derived 1 beta {pancreatic s
tone protein, pancreatic thread protein) (REGIB
)

56 GES7210 NM_006226. 1 phosphclipase C-like 1 (PLCL1)

57 GEB75673 BU740414. 1 UI-E-EJ0-ahv—o-10-0-UL. s2 UI-E-EJO ¢DNA clone U
I-E-EJ0-ahv-c-10-0-UIl 3", mRNA sequence

58 GEB77759 NM_145266. 4 similar to RIKEN cDNA 2700047N05 (LOC134492)

59 GE57819 H20347.1 mRNA: cDNA DKFZp68610845 {from clone DKFZp68610
845)

60 GEH7831 NM_000781.1 cytochrome P450, family 11, subfamily A, polype
ptide 1 (CYP11A1), nuclear gene encoding mitcch
ondrial protein

61 GE57860 NM_005139.1 annexin A3 {(ANXA3)

62 GEH7874 NM_001007792.1 |neurotrophic tyrosine kinase, receptor, tvpe 1
(NTRK 1)

63 GEB80340 NM_145045. 3 hypothetical protein MGC20983 (MGCZ20983)
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64 GEb8066 MM_181552.1 cut-like 1, CCAAT displacement protein {Drocsoph
ila) (CUTL1), transcript variant 1

) GEbH8105 NM_005195. 2 CCAAT /enhancer binding protein (C/EBP), delta (
CEBPD)

66 GEH8140 NM_002427.3 zine finger protein 76 (expressed in testis) (Z
NF76)

67 GEH8277 NM_002243. 3 potassium inwardly-rectifying channel, subfamil
v J, member 15 {KCNJ15), transcript variant 2

68 GEb8425 NM_006800. 2 male—specific lethal 3-1like 1 {(Drosophila) (MSL
311}, transcript variant 3

69 GES85328 AL833255. 1 mRNA: cDNA DEFZp761L0320 {from clone DKFZp761L0
320)

70 GEb863T7E NM 172370. 2 D-aminc acid oxidase activator (DAOA)

71 GEbH863LH4 CD236719. 1 FNPABGOZ FNP Homo sapiens cDNA

72 GEH9184 MM_005491.1 chromesome X open reading frame 6 {Clorf6)

73 GEH9269 NM_006834. 2 RAB32, member RAS oncogene family {RAB32Z)

74 GE59270 NM_000410. 2 hemochromatosis (HFE), transcript variant 1

75 GEB956L 1 AW051648. 1 wx27a0b. x1 NCI_CGAP_Kidl1 c¢DNA clone IMAGE: 2544
848 37 similar to contains OFR. t1 OFR repetitiv
e element ;, mRNA sequence

76 GE 59600 NM_001332. 2 catenin {(cadherin-associated protein), delta 2
{neural plakophilin-related arm—repeat protein)

(CTNNDZ)

77 GEB9740 NM_002146. 3 homeo box B3 (HOXB3)

78 GE 59858 NM_002382. 3 MAX protein (MAX), transcript variant 1

79 GE59967 NM_022009. 4 MARCKS-like 1 (MARCKSLI)

80 GEbH9976 NM_012413.3 glutaminyl—peptide cvclotransferase {glutaminyl

cvelase) (QPCT)

81 GE60003 NM_002742. 1 protein kinase D1 (PRKD1)

32 GE600300 BF056784. 1 7k09d04, x1 NCI_CGAP_GC6 ¢DNA clone IMAGE:344376
6 3, mRNA sequence

33 GE60135 NM_ 001445, 1 fatty acid binding protein 6, ileal {gastroctrop
in) (FABP6)

34 GE60149 NM_004083. 4 DNA-damage—inducible transcript 3 {DDIT3)

35 GE60153 NM_003426. 1 zine finger protein 74 (Cosb2) (ZNE74)

36 GE60208 NM_003057. 2 solute carrier family 22 {organic cation transp
orter), member 1 {SLC22A1), transcript variant
1

87 GE60240 NM_006912. 3 Ras-1ike without CAAX 1 {(RIT1)
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38 GE60313 NM_147156. 3 transmembrane protein 23 {(TMEM23)

89 GE60420 BX395766. 2 pituitary tumor—-transforming 1 interacting prot
ein (PTTG1IP)

90 GE61064 NM_024691. 2 hypothetical protein FLJ23233 (FLJ23233)

91 GE61240 NM_001706. 2 B-cell CLL/lymphoma 6 {zinc finger protein 51)
(BCL6), transcript variant 1

92 GE61439 NM_003879. 3 CASP8 and FADD-like apoptosis regulator (CFLAR)

93 GE61452 NM_015608. 2 chromosome 10 open reading frame 137 (Cl0orf137
)

94 GE61460 NM_002356. 4 myristoylated alanine-rich protein kinase C sub
strate (MARCKS)

95 GE614610 AL117546. 1 mRNA: cDNA DKFZph86C1923 {from clone DKFZpb86C1
923)

96 GEG14895 AF150179. 1 mRNA from cd34+ stem cells cDNA clone CBDABGO1,
mENA sequence

97 GE61520 NM_002928. 2 regulator of G—protein signalling 16 (RGS16)

98 GE61537 NM_ 0155654, 1 glucurcnyl Ch—epimerase (GLCE)

99 GEG62032 BI522152. 1 progesterone receptor membrane component 1 {PGR
MC1)

100 GE62074 NM_018659. 2 cytokine-like protein C17 {C17}

101 GE62098 NM 018971.1 G protein—coupled receptor 27 {GPRZT)

102 GE62130 BF932982. 1 RAB11 family interacting protein b {class 1) (R
AB11FIP5)

103 GE62171 NM_024693. 2 enovl Coenzyme A hydratase domain containing 3
(ECHDC3)

104 GE62201 BG190623. 1 chromosome 10 cpen reading frame 11 {(C10crf11}

105 GE624199 AK054971. 1 cDNA FLJ30409 fis, clone BRACEZ008615

106 GE62487 NM_020651. 2 pellinc homolog 1 (Drosophila) (PELI1)

107 GEG62520 NM_013262. 3 myosin regulatory light chain interacting prote
in (MYLIP)

108 GEG2680 NM_006729. 2 diaphanous homclog 2 {Drosophila) (DIAPH2), tra
nscript variant 156

109 GE62695 NM_018421. 2 TBC1 demain family, member 2 (TBC1DZ)

110 GEG2706 NM_000725. 2 caleium channel, voltage—dependent, beta 3 subu
nit (CACNB3)

111 GEG62878 NM_005472. 3 potassium voltage—gated channel, Isk-related fa

mily, member 3 {KCNE3)
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N

112 GE62881 NM_000437. 2 platelet-activating factor acetylhydrolase 2, 4
OkDa (PAFAH2)

113 GE62914 AY114160. 1 compl ement component (3b/4b) receptor 1, includ
ing Knops blood group system (CRLl), transcript
variant S

114 GE62996 NM_006537. 2 ubiquitin specific protease 3 (USP3)

115 GE63192 NM_021817.2 hyaluronan and proteoglycan link protein 2 (HAP
LN2)

116 GE63232 NM_013279.1 chromosome 11 open reading frame 9 (C1llorf9)

117 GE636665 NM_006371. 3 cartilage associated protein (CRTAP)

118 GE639052 N95633. 1 zb64f11. sl Soares_fetal_lung NbHL19W cDNA clone

TMAGE: 308397 3, mENA sequence

119 GE6b4634 CB04503b. 1 NISC gcO8b0Z. x1 NCI_CGAP Col7 cDNA clone IMAGE:
3217875 3, mRNA sequence

120 GE662578 AW151660. 1 xf67d04. x1 NCI_CGAP_Gas4 c¢DNA clone IMAGE:26231
11 3, mBNA sequence

121 GEGBO5T 5 AIG10857. 1 tpZld01. x1 NCI_CGAP Gas4 cDNA clone IMAGE:21884
17 ¥ similar to contains Alu repetitive elemen
ticontains element MER1 repetitive element i, m
RNA sequence

122 GE707241 BGOO4862. 1 RC5-GNO132-211100-022-D05 GNO122 Homo sapiens c
DNA

123 GET714891 AWZ270928. 1 xs06c05. x1 NCI_CGAP_Kidll cDNA clone IMAGE:Z2768
840 37, mRNA sequence

124 GET20681 BU146798. 1 AGENCOURT 8642891 NIH MGC 113 cDNA clone IMAGE:
6295773 5, mRNA sequence

125 GET728874 BC033250. 1 clone IMAGE:5441027, mRNA

126 GE730790 BE590247. 1 nabZ21hlZ. x1 Scares NSF_F8 9W OT PA P S1 cDNA cl
one IMAGE: 3266567 37, mRNA sequence

127 GE733953 AT391585b. 1 hyvpothetical protein MGC48972 (MGC489772)

128 GE741079 NM_183373.2 chromosome 6 open reading frame 145 (CHorfl4b)

129 GET744399 NM_182b74.1 hypothetical protein FLI36070 (FLJ36070)

130 GET748199 Al733648. 1 anZ20h1l. x5 Gessler Wilms tumor cDNA clone IMAGE
11699269 37 similar to contains L1.t3 L1 repeti
tive element ;, mRNA sequenhce

131 GE749725 ALB12747. 1 mRNA: cDNA DKFZp5470054 (from clone DKFZp547005
4)

132 GE768229 AL833348. 1 mRNA: cDNA DKFZp68600934 (from clone DKFZp68600

934)
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133 GE768333 BM8G2290. 1 Similar to RIKEN cDNA 2700049P18 gene MGCH7827
)

134 GE770538 BM789800. 1 K-EST0069477 S228NU16 c¢DNA clone SZ25NU16-1-FO1

5, mRNA sequence

135 GE780564 Al246421. 1 qilla09. x1 Soares_NhHMPu_S1 cDNA clone IMAGE:18
56152 3" similar to contains Alu repetitive ele
ment;., mRNA sequence

136 GET86876 AA45T148. 1 zx84g02. s1 Soares ovary tumor NbHOT cDNA clone
TMAGE 1810482 3’ similar to contains element TAR
1 repetitive element ;, mRNA sequence

137 GE79234 BI772115. 1 histone 2, H2aa (HISTZH2AA)

138 GE 79247 NM_014301.2 iron-sulfur cluster assembly enzyme (ISCU), nuc
lear gene encoding mitochondrial protein, trans
cript variant 1, mRNA

139 GE 79307 NM_001776. 3 ectonucleoside triphosphate diphosphohydrolase
1 {ENTPD1)

140 GE79324 NM_016277.3 RAB23, member RAS oncogene family (RAB23), tran
script variant 1

141 GE79387 NM_G02775. 2 protease, serine, 11 (IGF binding) (PRSS11)

142 GE79431 NM_032936. 2 chromosome 7 open reading frame 35 (C7orf35)

143 GE794827 XM _298004. 2 similar to bA370B6. 1 {(similar to histone H2B) (
LOC347395), mRNA

144 GE79504 NM_016009. 2 SH3-domain GRBEZ2-like endophilin Bl {(SH3GLBL)

145 GE79590 NM 182755.1 hyvpothetical protein LOC220929 (LOCZ20929)

146 GET97051 AFO70647. 1 clone 24438 mRNA sequence

147 GET9709

NM_001025593. 1

ADP-ribosylation factor interacting protein 1 (
arfaptin 1) (ARFIP1)

148 GET79727 NM_005985. 2 snail homolog 1 {Drosophila) (SNATL)

149 GE79729 NM_006550. 1 fibrinogen silencer binding protein (FSBP)

150 GET79744 NM_005494. 2 Dna] (Hsp40) homclog, subfamily B, member 6 (DN
AJB6), transcript variant 2

151 GE 79855 NM_144660. 1 sterile alpha motif domain containing & (SAMDS)

152 GE 79865 U87791. 1 eRFS mRNA

153 GE 79920 CN349650. 1 sin3-associated polypeptide, 30kDa (SAP30)
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154 GE80097 NM_001015891.1 | TAF9 RNA polymerase II, TATA box binding protei
n {TBP)-associated factor, 32kDa (TAF9), transc
ript variant 2

155 GE80129 NM_001505.1 G protein-coupled receptor 30 {(GPR30)

156 GE80157 DN996937. 1 cytochrome b-245, alpha polypeptide (CYBA)

157 GE80183 NM_022129.1 MAWD binding protein (MAWEP)

158 GE&0380 AB209123. 1 baculoviral IAP repeat-containing 1 (BIRC1)

159 GE80402 NM_198536. 1 cDNA FLJ45204 fis, clone BRCANZ009168

160 GE8B0416 Ug4971. 1 fetal unknown mRNA

161 GE80432 NM_138389. 1 hypothetical protein BCO01096 (LOCHZ689)

162 GE80465 NM_020234.3 x 009 protein (MDS00%)

163 GE80469 NM_025249. 1 KTAA1683 (KIAA1683)

164 GE80504 BQR436796. 1 RNA binding motif, single stranded interacting
protein 1 (RBMSL), transcript variant 3

165 GE80529 AT916676. 1 plasminogen activator, urokinase receptor (PLAU
R), transcript variant 1

166 GE80739 NM_001833.1 clathrin, light polypeptide (Lca) (CLTA), trans
cript variant brain-specific

167 GE80763 NM_138386. 1 hypothetical protein BCO08207 (LOCHZ345)

168 GE80933 BX955193. 1 chemokine (C—C motif) receptor 2 (CCRZ), transc
ript variant B

169 GE81103 BM913228. 1 ferritin, heavy polypeptide 1 (FTHL), mRNA

170 GE81346 NM_004087. 1 discs, large homolog 1 (Drosophila) (DLG1)

171 GE81481 NM_005234. 3 nuclear receptor subfamily 2, group F, member 6

(NRZF6)

172 GE81484 NM_005275. 2 guanine nucleotide binding protein-like 1 (GNL1
)

173 GE81602 NM_006161. 2 neurogenin 1 {NEUROG1)

174 GE81634 NM_006428. 3 mitochondrial riboscmal protein L28 (MRPL23), n
uclear gene encoding mitochondrial protein

175 GE816831 T91980. 1 vdbbg03. sl Soares fetal liver spleen INFLS cDNA

clone TMAGE:112180 2, mENA sequence

176 GE81822 NM_013328.2 pvrroline-b-carboxylate reductase family, membe
r 2 (PYCRZ)

177 GE81911 AB209763. 1 trans—prenyltransferase {TPRT)

178 GE82278 NM_018030. 3 oxystercl binding protein-like 1A {(OSBPL1A), tr
anscript variant OSBPLIA
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GenBank

Accession No.

N

179 GE82452 NM (018932, 3 protocadherin beta 12 (PCDHB12)

180 GE82466 NM_019034. 2 ras homolog gene family, member F {(in filopodia
) (RHOF)

181 GE82514 NM_020189. 4 e(v)2 protein (e{y)2)

182 GE82790 NM_024081.4 proline rich Gla {G-carboxyglutamic acid) 4 (tr
ansmembrane) (PRRG4)

183 GE82995 NM_024906. 1 stearoyl—CoA desaturase 4 {(SCD4)

184 GE83030 NM_024992. 1 hypothetical protein FLJ12547 (FLJ12547), mRNA

185 GE83258 BM991829. 1 hypothetical protein DKFZp434B044 (DKFZP4345044
)

186 GEB3283 NM_031944. 1 Mixl homeobox—1like 1 (Xenopus laevis) MIXL1)

187 GE83406 NM_03237L.2 hypothetical protein MGCL15416 (MGCL5416)

188 GE83502 NM 032739.1 hyvpothetical protein MGCE370 (MGCH370), mRNA

189 GE842808 AW137452. 1 UI-H-Bll-acv-a-04-0-Ul. s1 NCI_CGAP_Sub3 cDNA cl
one IMAGE: 2715535 37, mRNA sequence

190 GE85017 STT73567.1 transcript chl1l [human, EF1, RF48 stomach cance
r cell lines, mENA, 290 nt]

191 GE850757 BX53831b. 1 mRNA; cDNA DEFZp686101132 (from clone DKFZp6361
01132)

192 GE85211 BG957974. 1 PMO-CT0102-070301-003-d08 CT0102 Homo sapiens c
DNA, mRNA sequence

193 GE857232 CA450274. 1 UI-CF-FNO-afe-b-21-0-Ul. s1 UL-CF-FN0O cDNA clone

UT-CF-FNO-afe-b-21-0-UT 3, mRNA sequence

194 GE86114 U21551. 1 ECA39 mRNA

195 GE863864 BF512974. 1 UI-H-BWl-amh-b-04-0-UL. s1 NCI CGAP Sub7 cDNA cl
one IMAGE: 3069655 37, mRNA sequence

196 GE86401 NM_GO01852. 3 collagen, type IX, alpha 2 (COL9AZ)

197 GE86860 NM_022351. 2 EF hand calcium binding protein 1 (EFCEPL)

198 GE86896 NM_139248. 2 lipase, member H (LIPH)

199 GE86998 NM_032373.2 ring finger protein {(C3HC4 type) 159 (RNF159)

200 GE87010 NM_032330.1 calpain, small subunit 2 (CAPNSZ2)

201 GE87130 BCO14553. 2 RAB3A interacting protein (rabin3), mRNA (cDNA

clone TMAGE:3678939)
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202 GEB7267 AF530474. 1 family with sequence similarity 11 member B (FA
M11E) retropseudogene mRNA, complete sequence

203 GE87480 NM_199227.1 methionine aminopeptidase 1D (MAP1D)

204 GEBT6272 BM450021. 1 AGENCOURT_6393368 NIH MGC_72 cDNA clone IMAGE:5
528026 5, mBNA sequence

2056 GES7657 NM_024573.1 chromosome 6 open reading frame 211 (Corf21l)

206 GE878897 BQO51075. 1 AGENCOURT 6941275 NIH MGC_71 cDNA clone IMAGE:b
785888 5, mBNA sequence

207 GE87909 NM_017998. 1 chromosome 9 open reading frame 40 (C9orf40)

208 GE88024 NM_005543. 2 insulin-like 3 {Levdig cell) (INSL3)

209 GE88122 NM_001025076.1 |EST06425 Infant Brain, Bento Soares cDNA clone
HIBBF83 5 end

210 GE88270 NM_005239. 4 v—ets ervythroblastosis virus EZ26 oncogene homol
og 2 (avian) (ETS2)

211 GE88540 NM_022763.2 factor for adipocyte differentiation 104 (FAD10
4)

212 GE88656 NM_006800. 2 male-specific lethal 3-like 1 {(Drosophila) {(MSL
3L1), transcript variant 3

213 GE88659 NM_147128.3 zinc and ring finger 2 (ZNRFZ2)

214 GE894448 AT024323. 1 ov67g08. x1 Soares_testis NHT cDNA clone IMAGE:1
642430 3°, mRNA sequence

215 GE907029 AT674709. 1 wd19e07. x1 Soares NFL T GBC_S1 cDNA clone IMAGE
12328612 37, mRNA sequence

216 GEQ07277 BX428149. 2 ADULT BRAIN cDNA clone CSODNOOBYK24 3-PRIME, mR
NA sequence
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