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D.REF Seme o Gene Titls Lo, Retio Welch t-test P valus

1 206628_at MIMES matrix li idase 3 (; lysin 1, progelati ) * 0.774778 0.06061t
2 1555801 s ZNF533 zinc finger protein 533 * 0.518025 0.19317¢
3 206172 at IL13RA2 interieukin 13 receptor, alpha 2 * 0.511648 0.039765
4 210732.s_ at LGALSB lectin, galactoside-hinding, soluble, B (galactin 8) * 0.346608 0.051438
5 208561 at. ABCCS ATP-binding cassette, sub—family C (CFTR/MRP), member 9 0.32123¢t 0045828
6 227614 at HKDC1 hexokinase domain oontaining 1 * 0.276635 0092353
7 1559433 at LOC149773 Hypothetical protein LOC148773 0271118 0161796
8 226933 ¢at D4 Inhibitor of DNA binding 4, dominant negative helix-lcop—helix protein * 0.262948 0.025491
9 1567224 at HMGA2 high mobility group AT~hook 2 0.262065 0085171
10 1554311 aat  SUPTEH suppressor of Ty 6 homolog (8. cerevisiae) * 0.256598 0.032280
1 209301_at CA2 carbonic anhydrase Il 0.244565 0.148147
12 1568765_at SERPINE!  serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member t * 0.243091 0.058433
13 240395 _at CDNA FL.J42406 fis, clone ASTRO3000482 0.242708 0.125662
14 238748 at. CDNA FLJ41972 fis, clone SKNMC2003987 * 0.242591 0.020623
15 206371 at FOLR3 folate receptor 3 (Ramma) 0.241833 0.150400
16 218886 s at GALNTt2  UDP-N-acetyl-alpha-D- lypeptide N 1sferase 12 (GalNAc—T12) * 0.240355 0.144400
17 219985 _at HS3ST3A1  heparan sulfate (glucosamine} 3-O-sulfotransferase 3A1 0.233758 0.068456
18 22901 _at Transcribed locus 0.231689 0.157188
19 230361_at KIAA1833  hypothetical protein KIAA1833 0231310 0.135944
20 238495 at CDNA FLJ41444 fis, clone BRSTN2001801 * 0.230438 0.120996
21 239812.s a8t  IQCH 1Q motif containing H * 0.229319 0.090412
22 65438 at KIAA1609  KIAA1609 * 0.227936 0.127404
23 241252 at ESCO2 establishment of cohesion 1 homolog 2 (S. cerevisiae) 0.226974 0.101318
24 15537500 at FAMTEB  family with sequence similarity 76, member B * 0.226122 0.125499
25 1569469 a_ at LHX8 LIM homeabox 8 0.225642 0.053410
26 228570 at BTBD11 BTB (POZ) domain containing 11 0225300 0075462
27 244091 at Transeribed locus 0.221982 0.188375
28 223333 s.at  ANGPTLA  angiopoietin-like 4 * 0.217395 0.032400
29 211089s.at  NEK3 NIMA (never in mitosis gene a)-related kinase 3 0214822 0158255
30 223985 at FSDIL fibronectin type [l and SPRY domain containing 1-like 0.214500 0.126728
at 225207 at PDK4 pyruvate dehydrogenase kinase, isozyme 4 * 0.207827 0.064638
a2 230556_at IMMP1L IMP1 inner mi ial i fike (S. * 0.207333 0027933
a3 203665 at HMOX1 heme oxygonase (decyoling) 1 0.203566 0.150251
34 2085625 at ABCC9 ATP-binding cassetts, sub—family C (CFTR/MRP), member 9 0.202000 0.100085
35 2225095t  ZNF672 zine finger protein 872 0199412 0.118512
36 216231 at PRKAG2  Protein kinase, AMP-activated, gamma 2 non-catalytic subunit 0.198266 0.081559
37 221009.sat  ANGPTL4 angiopoietin-like 4 * 0.197421 0.101697
38 235292 at FLJ32255  hypothetical pratein LOC643977 * 0.195870 0140637
39 1554686 at STAU2 staufen, RNA binding protein, homolog 2 (Drosophila) 0.194247 0.050748
40 214091 sat  GPX3 glutathione peroxidase 3 (plasma) * 0.188461 0.113310
41 227486 at NTSE §'-nuclectidase, ecto (CD73) * 0.186233 0.158505
42 205960 at POK4 pyruvate dehydrogenase kinase, isozyme 4 * 0.185952 0.119272
43 213418 at HSPAG heat shock 70kDa protein & (HSP70B") 0.185323 0.153166
44 1653192 at ZNF441 zinc finger protein 441 0.183902 0.028728
45 15576095 at TBCID12 TBC1 domain family, member 12 0.183756 0.166133
48 15596722 at  C90rfa3 chromosome 8 open reading frame 93 0.182909 0.180822
41 232027 at SYNE1 Spectrin repeat containing, nuclear envelope 1 0.180564 0.147148
438 235868 at. MGEAS ingi P antigen § (hy: i 0.179785 0.171478
49 1555292 at FAM40B family with sequence similarity 40, member B * 0.178103 0.002304
50 1553142 at Ct3orf31  chromosome 13 open reading frame 31 0.176637 0073812
51 210410sat  MSHS mutS homolog 5 (E. coli) * 0.176428 0103118
52 219529 at cLIc3 chloride intracellular channel 3 * 0.171626 0.196173
53 217080.sat HOMER2  homer homolog 2 (Drosophila) * 0171415 0.106125
54 1554018 at GPNMB glycoprotein (transmembrane) nmb 0171314 0.055881
55 1556811 at Homo sapiens. clone IMAGE:5433056, mRNA 0.169565 0.100193
56 236911 at FAMS0B Family with sequence similarity 80, member B 0.168433 0.109293
&7 210864 sat  DSCRIL2 Down syndrome critical region gene 1-like 2 * 0.168943 0.045978
58 230769 at DENND2C DENN/MADD domain containing 2C 0.168943 0.101442
59 1554037 aat ZBTB24 zinc finger and BTB domain containing 24 0.168529 0.188632
60 211078 sat  STK3 serine/threonine kinase 3 (STE20 homolog, yeast) * 0.167959 0003294
61 240259 _at 0.167647 0.040237
62 219257 sat  SPHKI sphingosine kinase 1 * 0.167505 0.080273
63 214443 at PVR poliovirus receptor 0.167261 0048627
64 213805 at ABHDS abhydrolase domain containing § 0.167035 0.050084
65 239846 _at MTHFD1 drofolate dehyd (NADP+ )1, -ahydrofolate . fo* 0.166367 0.185017
66 1556097 at MRNA; cDNA DKFZp686A11113 (from clone DKFZp686A11113) 0.165225 0.141574
67 228579 at CDNA FLJJ7386 fis, clone BRAMY2026538 0.165171 0.046866
68 207387 sat GK glycerol kinase * 0.164771 0.064447
69 228359 at STS-1 Cbl-interacting protein Sts-1 0.162232 0.172956
70 207678sat  SOX30 SRY (sex determining region Y)-box 30 0161974 0.149184
n 242037 at 0.160561 0.135722
72 210932sat  RNF6 ring finger protein (C3H2C3 type) 6 0.160238 0.101262
73 206243 at TIMP4 TIMP metallopeptidase inhibitor 4 0.159208 0.148328
74 239835 at KBTBD8 kelch repeat and BTB (POZ) domain containing 8 0.159066 0.122694
75 204580 at MMP12 matrix metaliopeptidase 12 (macrophage elastase) 0.158361 0.093070
76 210305 at PDE4DIP  phasphadiesterase 4D interacting protein (myomegalin) * 0.158166 0.113365
77 204210sat  PCYT1A phosphate cytidylyltransferase 1, choline, alpha * 0.156950 0.042241
78 232152 at Céorf182  chromosome 6 open reading frame 182 * 0.156726 0168817
9 220740 s at SLC12A6  solute carrier family 12 (potassium/chloride transporters), member 6 * 0.156315 0.157741
80 238794 at C100rf78  chromosome 10 open reading frame 78 * 0.155753 0.048844
81 239793 et CDNA FL.J39800 fis, clone SPLEN2006875 0.155643 0081614
82 205945 at IL6R interleukin 6 receptor * 0.155008 0.143403
83 212977 at CXCR7 chemokine (C—X-C motif) receptor 7 * 0.154099 0.147153
84 201348 at GPX3 glutathione peroxidase 3 (plasma) 0.154042 0.161544
85 1559307.s.at RBL1 retinoblastoma-like 1 (107} * 0.152449 0.082795
86 223123sat  Clorfi28  chromosome 1 open reading frame 128 0.152299 0129778
87 223315 at NTN4 netrin 4 0.151696 0.173082
88 206943 at TGFBR1 transforming growth factor, beta receptor I (activin A receptor tyne [l-like kinase, 53kDa) * 0.151000 0.121980
89 233899 xat  ZBTB10 Zinc finger and BTB domain containing 10 0.150904 0.133870
90 237790 at Transcribed locus 0.150501 0.141418
91 209292 at D4 [nhibitor of DNA binding 4, dominant negative helix—loop—helix protein * 0.149738 0.158028
92 207063.sat  SMADE SMAD family member § * 0.148014 0.106202
93 204796 at EML1 echinoderm microtubule associated protein like 1 0.148673 0.104648
94 235315.at TSC22D1  TSC22 domain family, member 1 0.147978 0.192542
95 1556429 a at WDR67 WD repeat domain 67 0.147898 0.147736
96 241725t E2F7 E2F transcription factor 7 0.146791 0.050691
97 212466 at SPRED2 sprouty-related, EVH1 domain containing 2 * 0.146279 0.005436
98 224453 s at  ETNK1 ethanolamine kinase 1 0.145571 0.045064
99 210286s.at  SLC4AT7 solute carrier family 4, sadium bicarbonate cotransporter, member 7 0.145550 0.027652
100 216549s at TBCID228 TBC1 domain family, member 22B * 0.145382 0.063581
101 235780 at. PRKACB  protein kinase, cAMP-dependent, catalytic. bata 0.144598 0.088785
102 218739 at ABHDS abhydrolase domain containing § * 0.144342 0.063363
103 242206 at * 0.144249 0.073212
104 230748 at SLCt6AB  solute carrier family 16, member & (monocarboxylic acid transporter 7) * 0.143598 0.055883
105 216898 s at  SKAP2 sre kinase associated phosphoprotein 2 * 0.143527 0.101958
106 227403 at PIGX Phosphatidylinositol glycan anchor biosynthesis, class X * 0.143396 0.031780
107 204361sat  SKAP2 st kinase associated phosphoprotein 2 * 0.143385 0039299
108 230427 sat  BAGS BCL2-associated athanogene 5 0.143160 0.133814
109 208534.sat  FLJ21767 /7 RAS p21 protein activator 4 /// hypothaetical protein FLJ21787 * 0.140883 0171181
110 235236 at CDNA FLJ31436 fis, clone NTZNE2000636 0.139104 0.134811
m 202438 x at  IDS iduronate 2-sulfatase (Hunter syndrome) * 0.138270 0048164
nz 1566603 s at RPUSD3 RNA pseudouridylate synthase domain containing 3 * 0.138231 0.096306
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ID_REF g‘"fm‘ Gene Title Log; Retio Welch t—test P value
113 236514 at ACOT8 Acyl-CoA thigesterase 8 * 0.137463 0.140844
14 205885.s.at  ITGA4 integrin, alpha 4 (antigen CD49D, alpha 4 subunit of VLA-4 receptor} 0137412 0.015282
115 222776_at FLJ10292  mago—nashi homolog 2 0.136420 0.181664
116 242586 at FSDIL Fibronectin type iil and SPRY demain containing 1-like 0.136257 0122993
17 235356 at NHLRC2  NHL repeat containing 2 0.136139 0122231
118 214245 at RPS14 ribosomal protein S14 0.135576 0.189742
19 236672 at CDNA clone IMAGE:3833639 0.135505 0.140847
120 239642 at CDNA FLJ38546 fis, clone HCHON2001646 0.134787 0.177051
121 1554295 x at  TTBK2 tau tubulin kinase 2 * 0.134521 0.097883
122 1554607 at CNKSR2  connector enhancer of kinase suppressor of Ras 2 * 0.134351 0.100262
123 204969 s at  RDX radixin 0.134301 0.155800
124 210436_at CCT8 chaperonin containing TCP1, subunit 8 (theta) 0.134239 0.137998
125 228432 at RAB3IP RAB3A interacting protein (rabin3) 0.133818 0.130403
126 213935 at. ABHDS abhydrolase domain containing 5 0.133915 0.116045
127 240269 at Transcribed locus 0.133524 0175347
128 242336_at MRNA: cDNA DKFZp686L15210 (from clone DKFZp686L15210) * 0.133309 0042669
129 241866 at Clorf23 chromosame 3 open reading frame 23 0.132986 0117844
130 205411 at STK4 serine/threonine kinase 4 * 0132324 0.170761
131 231791 at ASAH2 N Isphi dohydral; i 2 0.131508 0.164840
132 240873 x et  DAB2 disabled homolog 2. mitogen-responsive phosphoprotein (Drosophila) 0.131485 0.103691
133 231962 at AP4B1 adaptor-related protein complex 4, beta 1 subunit * 0.131170 0.167896
134 220484 at MCOLN3  mucolipin 3 0.130153 0.133165
135 238464 at ANKRD36 /7 KIAA1641 /// ankyrin repsat domain 36 /// similar to ankyrin repeat domain 36 /// similar ta protein immune-reactiy 0.129934 0.068609
136 205884 at ITGA4 integrin. alphe 4 (antigen CD49D, alpha 4 subunit of VLA-4 recepter) 0.129798 0.199131
137 241745 at Full-length cDNA clone CSODIO23Y[16 of Placenta Cot 25~normalized of Homo sapiens (human) 0.129241 0.103362
138 1653284 s at LMLN leishmanolysinlike (metallopeptidase M8 family) 0.128071 0.113957
138 1554053 at SPTLC1 serine palmitoyltransfarase, long chain base subunit 1 * 0.129060 0.076546
140 223634 at RASD2 RASD family. member 2 * 0.128174 0.110131
141 231102 at CROT carniting O-octanoyitransferase 0.128082 0.160652
142 217655 at FXYD5 FXYD domain containing ion transport regulator § 0.127750 0.172068
143 207501 s.at  FGF12 fibroblast growth factor 12 0.127687 0093189
144 235548_at APCDDIL  adenomatosis polyposis coli down—regulated 1-lke * 0127614 0.110073
145 216926 sat  KIAAOB92  KIAAQBS2 * 0.127310 0162914
148 227216 at RLTPR RGD, leucine—ich repeat, troporodulin and proline-rich containing protein * 0.126754 0.183726
147 223143 s at CBorfl66  chromosome 6 open reading frame 166 * 0.126689 0092443
148 214581 x at  TNFRSF21 tumor necrosis factor raceptor superfamily, member 21 0.126576 0.176581
149 15692418t ZNFO3 zinc finger protein 83 0.126333 0037610
150 219901 at FGD6 FYVE, RhoGEF and PH domain containing 6 0125173 0.187560
154 232506.sat  ClSorfd1  chromosome 15 open reading frame 41 0.124751 0099880
152 209189 at FOS v—fos FBJ murine osteosarcoma viral oncogene homolog * 0.124727 0.061476
153 211431.sat  TYRO3 TYRO3 protein tyrosine kinase * 0.124376 0.008736
154 220550 at FBXO4 F-box protein 4 0.123917 0069170
158 232958 at CDNA FLJ13595 fis, clone PLACE1008595 0.123829 0.125762
156 204151 x at  AKRI1C1 aldo-keto reductase family 1. member C1 (dihydrodiol dehydrogenase 1: 20~aipha (3-alpha)-hydroxysteroid dehydrogei 0.122253 0047407
157 1568801 at ClSorf44  chromosome 15 open reading frame 44 0.121828 0198715
158 230275 at ARSI arylsulfatase family, member [ * 0.121809 0.124611
159 227719 at Transcribed locus 0121728 0.040937
160 220390_at AGBL2 ATP/GTP binding protein—iks 2 0.121520 0.129161
161 207038 at SLC16A6  solute carrier family 16, member & (monocarboxylic acid transporter 7) 0.t2127 0.137127
162 244069 at Transcribed locus * 0.120362 0054572
163 233964_at MRNA; cDNA DKFZp564H082 (from clone DKFZp564H082) 0.120941 0.106911
164 228415 at 0.120588 0.088273
185 242639 at Transcribed locus 0.120414 0.160501
166 244025 at * 0119899 0.186396
167 214408 at RFPL3S ret finger protein-like 3 antisense 0.118030 0.156297
168 218353 at RGSS regulator of G-protein signalling § 0.118870 0.076961
188 242628 at Transcribed locus 0.118830 0.148089
170 200677 at PRKCI protein kinase C, iota 0118321 0.053551
m 219499 at SEC61A2  Sec61 alpha 2 subunit (S. cersvisiae) 0.117870 0.042480
172 222951 sat  ANKRDS ankyrin repeat domain 5 0.117843 0.116802
173 1554649 at CONA clone IMAGE 4476475 0117779 0161323
174 208765_at ADAM19  ADAM metallopeptidase domain 13 (meltrin beta) 0.117630 0.180393
175 215286s.at  PHTF2 putative homeodomain transcription factor 2 0.116692 0077398
176 237400_at ATPSS ATP synthase, H+ transporting, mitochondrial FO complex, subunit s (factor B) 0.116438 0.030339
177 210455 at C100rf28  chromosome 10 open reading frame 28 0.116351 0.107691
178 220696 _at PRO0478  PRO0478 protein 0.115684 0023908
179 224495 at TMEM107  trensmembrane protein 107 * 0115476 0.168561
180 228643 _at GDNA clone IMAGE:56277380 0115413 0.191327
181 1656688 at Cl50rf37  chromosome 15 open reading frame 37 0.114259 0.157978
182 47553 at DFNB31 deafness, autosomal recessive 31 0.113706 0191067
183 234409 at ZNF354C  zinc finger protein 354C 0.113574 0.118146
184 221843 s at KIAA1809  KIAALB0S 0.113380 0.180331
185 214786.at MAP3K mitogen-activated protein kinase kinase kinase 1 0.113079 0118001
186 213030 s.at  PLXNA2 plexin A2 * 0.113031 0.061539
187 210021 s.at CCNU cyclin U * 0.112882 0.058685
188 220122 at MCTP1 multiple G2 domains, transmembrane 1 0.112400 0.112244
189 1553991 s at FLJ20874  hypothetical protein FLJ20674 0.112487 0.124430
180 201044 x ot  DUSP1 dual specificity phosphatase 1 0.111576 0.162147
191 226333 at IL6R interleukin 6 receptor 0.111456 0.107310
192 1559222 at CDNA FLJ30725 fis, clone FCBBF4000415 0.111328 0050672
193 200010sat  TRIO triple functional domain (PTPRF interacting) 0.111101 0.067202
194 223081.at NIN ningin (GSK3B interacting protein) 0110855 0.088012
195 215966 x at  GK3P glycerol kinase 3 pseudogene Q.110834 0.055322
196 244096 _at 0.110824 0.190334
197 211823 sat  PXN paxillin 0.110401 0.055001
198 205132 at ACTCI actin, alphsa, cardiac muscle 1 * 0110351 0179922
199 229064 5_at 0.110028 0.125656
200 227163 at GSTO2 gutathione S-transferase omega 2 * 0.109667 0.135648
201 1556008 at PEX13 peroxisome biogenesis factor 13 0.109299 0.180468
202 232200 at HSPAS heat shook 70kDa protein 8 (mortalin) 0.109267 0.192982
203 238662 at ATPBD4 ATP binding domain 4 0.108958 0.082759
204 15554465 at  TMEM1 transmembrane protein 1 0.108718 0.077622
205 219736 at TRIM36 tripartite matif—containing 36 0.108574 0097292
206 1657066_at LUC7L LUCT7-like (S. cerevisiae) 0.108524 0.150527
207 1553155.x at ATP8VOD2 ATPase, H+ transporting, lysosomal 38kDa, VO subunit d2 0.108421 0.144785
208 214270 s.at  MAPRE3  microtubule-associated protein, RP/EB family, member 3 * 0.108387 0.168948
209 238803 at HEGTD2 HECT domain containing 2 0.108324 0.060404
210 210910 sat  POMZP3  POM (POMI21 homolog, rat) and ZP3 fusion 0.108228 0064188
211 1557701.s.at POLH polymorase (DNA directed), eta * 0103103 0043395
212 216283sat PVR poliovirus receptor 0.107573 0.023131
213 223643 at CRYGS Crystallin, gamma S 0.107519 0.158131
214 223789 sat  GTPBP2 GTP binding protein 2 * 0107323 0.158282
215 236375.at Transcribed locus 0.106871 0.073886
218 238517 at Transcribed locus 0.106281 0114127
217 243225 at LOGC283481 hypothetical protein LOG283481 * 0.106275 0.182250
218 1554757.a.0t  INPPSA inositol polyphosphate-5-phosphatase, 40kDa * 0.106232 0.120281
219 208180.sat  HISTTH4H histone cluster 1, Hah * 0.t06021 0.161895
220 236282 at CDNA clone IMAGE:4826240 * 0.105660 0.082810
221 205106_at MTCP1 mature T-cell proliferation 1 0.105650 0.195543
222 210567 s at  SKP2 S-phase kinase-associated protein 2 (p45) 0.105216 0.075374
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ID_REF

1 221886 at
2 222717 8t
3 236264 at
4 209866 s at
5 1558048 x at
6 219619.at
7 2063855 at
8 2117285 at
9 238503 at
10 209031_at
11 210073 at
12 216598 5.at
13 2389065 _at
14 15655233 at
15 212558 at
16 235385 at
17 225016 at
18 15592665 at
18 212008 s_at
20 223628 at
21 235480 at
22 229357 at
23 209032 s at
24 232523 at
25 2210305 at
26 225975 at
27 230708 at
28 228218 at
28 1554786 at
30 236859 at
3 209583 s at
32 226814 at
33 206022 _at
34 15616155 at

35 236442 at
36 235763 at
37 230482 at

38 207558 s at
39 210587 at
40 221885 at
41 2209793 at.

42 219700 at
43 213125 at
a4

45

48

47

48

43 X

50 242236 at
51 204917 s at
52 228268 at
53 222556 at
54 209030 s at.
55 229506 at

56 2128655 at.
57 237865 x at
58 229912 8t
58 235518 at
60 240725 at
61 225962 at
62 211488 5 at
63 224362 at
64 2235575 at
65 229975 at
66 242258 at
67 239582 at
68 231738 at
69 210242 at
70 1554522 at
kil 225801.at
72 229706 at
n 53981 at

74 2116165 at
75 205893 at
76 208470 s at
n 2187115 at
78 207135.at
79 223422 s at
80 204455 at
8t 212083 s at
82 207012 8t
83 2112985 at
84 235050 at
85 235581 at
86 220130 at
87 236330 at
88 206237 s at
89 228850 s at
a0 240637 at
91 235977 at
92 230212 at
93 210657 s at
9 235009 at
95 230596 at
96 1565936.a_at
97 232821 at
98 235761 at
99 209582 s at
100 235213 at
101 226435 at
102 243233 at
103 233204 at
104 242442 x at
105 213411 at
106 238718 at
107 228108 at
108 206026 s_at
109 244163 at
1o 1665579 at
m 209747 at
112 226065 at
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ge:znl Gene Titls Log, Retio Welch t-test P value
DENND2A DENN/MADD dom:m ccntalmng 2A * -0.490858 0.037300
SDPR serum depl respon: idylserine binding protein) -0.470996 0.139860
LPHNZ latrophilin 3 * -0.468302 0.010908
LPHN3 latrophilin 3 * -0.467563 0.125233
-0423152 0.t24592
DIRAS2  DIRAS family, GTP-binding RAS-like 2 * -0.388342 0.181482
ANK3 ankyrin 3, node of Ranvier (ankyrin G) -0.378875 0.125169
FMO2 flavin containing monooxygenase 2 (non—functional) -0.375485 0.033049
CDNA clone IMAGE:5301310 * ~0.386843 0.046750
CADM1 Cell adhesion mulacula 1 * -0.363756 0.170810
ST8SIA1 ST8 alpha-N-a« uraminide alpha-2,8-sialyl t -0.333723 0079879
ccL2 chemokine (C-C metif) ligand 2 -0.325265 0.132190
RHOJ ras homolog gene family, member J —0.315088 0.157366
RHOJ ras homolog gene family, member J -0.309130 0.166652
SPRY1 sprouty homoalog 1, antagonist of FGF signaling (Drosephila) -0.300284 0.045514
CDNA FLJ34016 fis, clone FCBBF2002541 * -0.203768 0.055366
APCDD1  adenomatosis polyposis celi down-regulated 1 -0.286488 0071339
FLJ45187 /7 hypothetical protein 1.OC387640 /// hypothetical protein LOC730417 * -0.284430 0.028898
MTUS1 mitochondrial tumor suppressar 1 * -0.281638 0.164457
PCDHBS  protocadherin beta 5 * ~0.281370 0.126772
RHOJ ras homolog gene family, member J -0.276180 0.078118
ADAMTS5 ADAM metallopeptidase with thrombospondin type | motif, § (aggrecanase—2) * ~0,269458 0093876
CADM1 cell adhesion malecule 1 * -0.268182 0.148669
MEGF10  multiple EGF-like-domains {0 -0.266291 0.110573
ARHGAP24 Rho GTPass activating protein 24 * ~0.263558 0087711
PCDH18 protocadherin 18 -0.250847 0.119127
PRICKLE1  Prickle hamelog 1 (Drosophila) —0.258834 0.104318
CDNA clone IMAGE:5284126 * -0.255914 0.056353
C200rf32  chromosome 20 open reading frame 32 * -0.255874 0.070959
RUNX2 runt-related transcription factor 2 -0.252386 0.199370
D200 CD200 molecule —0.249070 0155649
ADAMTSS  ADAM metallopeptidase with thrombospondin type 1 motif, 9 -0.246481 0.189454
NDP Norrie disease (pseudoglioma) -0.245672 0.151434
SLCBAI solute carrier family 8 (sodium/calcium exchanger), member 1 * ~0.245641 0024293
DPF3 D4, zinc and double PHD fingers, family 3 * -0.244723 0.098328
SLC44AS  solute carrier family 44. mamher 5 * -0.244876 0.075947
STEGALNACSTE (alpha-N-acety! 1.3)>N: inide alpha-2,6-sialy! * -0.243538 0085366
PITX2 paired-tike homeodomain transcrlptmn factor 2 -0.241488 0.027880
INHBE inhibin, beta E * -0.241397 0.141459
DENND2A  DENN/MADD domain containing 2A * -0.236424 0.168823
ST6GALNACSTE (alpha-N-acetyl .3-beta 1.3-N: i alpha-2.6-sialy -0.236090 0.164618
PLXDC1  plexin domain containing 1 * -0.236683 0.087692
OLFML2B  olfactamedin—iike 2B -0.234711 0.191598
NFATS nuclear factor of activated T-cells 5, tonicity-responsive * -0.232171 0.088123
RRAD Ras-related associated with diabetes -0.230781 0.174817
SEMA3A  sema domain, immunogiobulin domain (Ig), short basic domain, secreted, (semaphorin) 3A * ~0.220970 0.151214
ADAMTSS ADAM metaliopeptidase with thrombospondin type 1 motif, 5 (aggrecanase-2) * -0.228002 0.166845
LOCS554203 hypothetical LOCS54203 * -0.227384 0.108903
SUZ12P  Suppressor of zeste 12 homolog pseudogene * -0.225567 0.092927
* -0.224947 0.164542
MLLT3 myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, Drosophil anslocated to, 3 -0.222217 0.184564
FMO2 flavin containing monooxygenase 2 (non—functional) -0221207 0.128742
ALGS inked § homolog (S. , dolichy! beta—gl Y -0.220429 0.104469
CADM1 cell adhesion molecule 1 * -0.220420 0.131362
CDNA clone IMAGE:5263177 -0.213985 0.069701
COL14A1  collagen, typs XIV, alpha 1 (undulin) - -0.212708 0.097613
* ~0.211635 0.064528
SDK# sidekick homalog 1, cell adhesion molecule (ahicken) * -0.211342 0.045436
SLC8A1 solute carrier family 8 (sodium/calcium exchanger), member § -0.208349 0.100699
CDNA FLJ42381 fis, clone UTERU2036512 * -0.207853 0051676
ZNRF1 zinc and ring finger 1 -0.205829 0.143377
[TGBs integrin, beta 8 * -0.203629 0.141118
Connexin -0.203529 0.067951
TMEFF2  transmembrane protein with EGF-like and two follistatinike domains 2 -0.201591 0.198050
Transcribed locus -0.199219 0.125496
Transcribed locus -0.199068 0.139973
PML promyelocytic leukemia -0.197163 0.175238
PCDHB7  protocadherin beta 7 -0.195191 0.173713
ZMYM2 zine. ﬁnger MYM-type 2 * -0.194850 0.177582
CNNM2 cycli -0.194437 0.139587
CDNA FLJ39585 fis. clone SKMUS2006633 -0.193138 0.146717
TCERG1 transcription elongation regulator 1 * -0.192744 0.131077
DENND2A  DENN/MADD domain containing 2A -0.190670 0.103214
HTR2A $-hydroxytryptamine (serotonin) receptor 2A -0.189439 0031292
NLGN1 neuroligin 1 * -0.188684 0.033891
GPMBA glycoprotein MBA * -0.188675 0.150167
SDPR serum deprivation response i ine binding protein) -0.187483 0.126928
HTR2A S-hydroxytryptamine (serotonin) receptor 2A -0.186141 0.155622
ARHGAP24 Rho GTPase activating protein 24 -0.185952 0.058074
DST dystonin * -0.184669 0.140552
MTUS1 mitochondrial tumnr suppressor 1 -0.182868 0.126750
MMP16 matrix 7 18 ( inserted) * —0.178928 0.164304
ALB albumin =0.177880 0.195063
SLC2A12  solute carrier family 2 (facilitated glucose transporter), member 12 -0.177708 0.096046
Transcribed locus -0.176711 0.172582
sLIT2 Slit hamolog 2 (Drosophila) * -0.176232 0084876
CONA FLJ42688 fis, clone BRAMY3002120 -0.175306 0.187814
NRG1 neuregulin 1 * -0.172074 0.199189
=0.171879 0.181186
WDR41 WD repaat domain 41 * -0.171765 0098209
LLONRF2 LON peptidase N-terminal domain and ring finger 2 ~0.171392 0.004237
LOC729345 hypcthetical protein LOC728345 /// hypothetical protein LOC730525 -0.168049 0.153230
4-Sep septin 4 ~0.166888 0.180325
FAM44A  family with sequence similarity 44, member A * -0.166498 0028541
CDNA FLJ39261 fis, clone OGBBF2009381 -0.166020 0.134087
LMO3 LIM domain only 3 {rhombotin-iike 2) -0.16578¢ 0.10393¢
LOC286025 hypothetical protein L.OC286025 —0.165257 0.174242
CDNA FLJ38553 fis, clone TRACH2008478 -0.164824 0.148222
©D200 CD200 molecule -0.164176 0072477
ITPKB Inositol 1,4, 5—tnsphosphate 3-kinase B -0.161636 0.010750
PAPLN papilin, pi fike sulfated glycop: -0.161088 0.077407
Transcribed locus * -0.160735 0.035239
FLJ11903  similar to hypothetical pratein MGC40405 * -0.158430 0.121054
RGIMTD2  RNA (guanine—9-) methykransferase domasin containing 2 -0.1582682 0084084
MRNA; cDNA DKFZp (from clone DKFZs -0.158102 0.156284
CDNA FLJ37816 fis, clone BRSSN2003093 -0.157860 0077029
CDNA clone IMAGE:5263177 -0.156617 0.192629
TNFAIP6  tumor necrasis factor, alpha-induced protein 6 -0.156390 0.148782
SEMA3A sema domain, immunoglobulin domain (1g), short basic domain, secreted, (semaphorin) 3A * -0.155186 0.158670
CDNA cicne IMAGE:3689276 -0.154076 0.174461
TGFB3 transforming growth factor. beta 3 -0.154016 0068198
PRICKLE?  prickie homolog 1 (Drosophila) -0.152899 0082702
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226189 at ITGB8 integrin, beta 8 ~0.149530 0.192965
228964 at PRDM1 PR domain containing 1, with ZNF domain -0.149075 0060111
235371 at. GLTED4 glycosyitransferase 8 domain containing 4 -0.148080 0.178987
1559985 at CDNA clone IMAGE:4811567 * -0.147744 0.034561
204803 s.at  RRAD Ras-related associated with diabetes -0.147126 0.124011
243686 at MRNA; cDNA DKFZp686E1944 (from cione DKFZp686E 1944) -0.147062 0.138156
203723 at ITPKB inositol 1.4,5-trisphosphate 3-kinase B -0.146844 0.182696
208241 at NRGI neuregulin 1 * —0.145843 0.199270
220301 at CCDC102B  coiled-coil domain containing 102B -0.145257 0.184777
219230 at TMEM100  transmembrane protein 100 -0.144431 0.086496
225540 at MAP2 microtubule—associated protein 2 —0.142296 0.109082
238673 at Clone TEC AC113188.2-001 REV mRNA sequence -0.141025 0.193598
228731 at CDNA clone IMAGE 5273954 -0.140577 0056282
235645 at ESCO1 establishment of cohesion 1 homolog 1 (S. cerevisiae) * -0.140536 0.175508
204010s.at  KRAS v—Ki-ras2 Kirsten rat sarcoma viral oncogene homolag -0.140462 0.155863
222313 at Transcribed locus * -0.139895 0.139130
212831 at MEGF9 multiple EGF-like-domains 9 —0.138263 0.071605
208451.s.at  G4A /// C4lcomplement component 4A (Rodgers blood group) /// complement component 48 (Childo blood group) —0.139202 0010216
226775 at ENY2 Enhancer of yellow 2 homolog (Drosophila) —0.138969 0.061944
1555234 a.at RHOJ ras homelog gene family. member J -0.138960 0033677
239466 at LOC344595 hypothetical LOC344595 -0.138874 0.168420
241100 st Transcribed locus * -0.138748 0.032914
231136 at * —0.138425 0.023748
231240 at DIo2 deiodinase, iodothyronine, type Il * -0.137095 0.124768
236692 at LOC729838 similar to DTW domain containing 2 -0.137078 0.122292
201505 at LAMB1 laminin, beta 1 —0.136810 0.190830
211621 at Al androgen receptor (dihydrotestosterone receptor, testicular feminization; spinal and bulbar muscular atrophy; Kennedy -0.136069 0.170047
229160_at MUMIL1 melanoma associated antigen (mutated) 1-jike 1 ~0.135829 0.171060
232720 at LINGO2 Leucine rich repeat and Ig domain containing 2 -0.135584 0.029638
228098 sat  MYLIP myosin reguiatory light chain interacting protein -0.135430 0045310
232565 at CDNA: FLJ21399 fis, clone COL03627 * -0.135345 0.052879
1569512 at Homo sapiens, clone IMAGE: 4294265, mRNA -0.135169 0.172177
214428 x.at  C4A /// CAlcompiement companent 4A.(Radgers bload group) /// complement compeonent 4B (Childo blood group) ~0.135022 0.062827
213075_at OLFML2A  olfactomedin-like 2A -0.134509 0.007887
1557478 at CDNA FL.J25058 fis, clone CBL04608 * -0.134502 0.151771
235099 _at CMTMB CKLF~like MARVEL. transmembrane domain containing 8 -0.134459 0051179
228030 at RBM6 RNA binding motif protein 6 * -0.134363 0.144413
227839 at MBDS5 methyl-CpG binding domain protein § -0.133933 0082824
228413 s at ~0.133837 0.140043
221234 sat  BACH2 BTB and CNC homology 1, basic leucine zipper transcription factor 2 -0.133369 0.186766
1556696s_at FLJ42709  Hypothstical gene supported by AK124693 -0.132802 0.132829
206693 at L7 interleukin 7 -0.132705 0.155981
232729 at -0.131718 0.098953
238905 at: RHOJ ras homelog gene family, member J -0.131567 0093269
208557 at ZNF702 zinc finger protein 702 * ~0.131456 0.086457
219674 at 1-Mar membrane-assooiated ring finger (C3HC4) 1 * -0.129890 0075828
217394 at TRA@ T cell receptor alpha locus -0.128768 0.133090
205481 at ADORA1 adenosine Al receptor -0.128234 0.122681
15581845 at ZNF17 2inc finger protein 17 * ~0.128200 0.068981
202815.s.at  HEXIM1 hexamethylene bis-acetamide inducible 1 -0.127334 0070218
211388.s.at  CASP1 caspase 1, related cysteing idh eukin 1, beta, convertase) -0.126824 0.127494
210454 sat  KCNJ6 potassium inwardly-rectifying channel, subfamily J, member 6 * -0.126589 0.189460
242134 at Transcribed locus * -0.128400 0.083897
235388 at CHD9 chromodomain helicase DNA binding protein § * -0.126353 0111533
235733 at Transcribed locus -0.126314 0.050270
241620 at SMCHD1  structural maintenance of chromosomes flexible hinge domain containing 1 -0.125986 0.158792
235616.at TSHZ2 Teashirt family zinc finger 2 ~0.125176 0.179478
203973 sat  CEBPD CCAAT/enhancer binding protein (C/EBP), delta —0.123439 0.082159
227775.at BRUNOL6  bruno-like 6. RNA binding protein (Drosophila) -0.123185 0.066205
238852 at Transcribed locus -0.121850 0.162019
228400_at SHROOM3  shroom family member 3 * —0.120906 0.100281
225436 _at RASSF4 Ras essociation (RalGDS/AF—6) domain family 4 -0.120477 0.171029
218976 at DNAJC12  BnaJ {Hspd0) hamolog, subfamily C, member 12 -0.120253 0.087360
242979 at Transcribed locus * —0.120063 0.024463
235362 at LOC729970 Hypothetical protsin LOC728870 ~0.118905 0071815
209543 sat  CD34 CD34 molecule * -0.118619 0.097263
202510 s.at  TNFAIP2  tumor necrosis factor, alpha-induced protein 2 —0.119485 0.132589
230803.sat  ARHGAP24 Rho GTPase activating protein 24 -0.118079 0.066051
228329 at * -0.118868 0.188838
202350 5 at MATN2 matrilin 2 -0.118011 0.167848
238013 at PLEKHA2  pleckstrin logy domain family A (phosphoi de binding specific) member 2 —0.117196 0016782
215290 at Clone 24571 mRNA sequence -0.117142 0.070362
232826 at CDNA FLJ11400 fis, clone HEMBA1000673 -0.118632 0.194976
1558948_a_at Full length insert cDNA clone ZDSOBI0 -0.116115 0.140008
211596 sat  LRIGI leucina-rich repeats and immunoglobulin—like domains 1 -0.115647 0.185936
235299 at Transcribed locus * ~0.115477 0100196
240190 at Transcribed locus * -0.115389 0.067085
230741 at Full length insert cDNA clone YX74D05 -0.115229 0.150221
218691 s.at  PDLIM& PDZ and LIM domain 4 -0.115208 0.104786
202708 s.at  HIST2H2BE histone cluster 2, H2be ~0.115074 0.184930
229872sat  LOCB42441 hypothetical LOC642441 /// hypothetical protein LOCT302566 /// hypothetical protein LOC730257 -0.115045 0061164
23513t at RHOJ ras homolog gene family, member ~0.114920 0.089217
204069 at MEIS1 Mais homeobox 1 —0.114666 0.187943
227454 at TADK1 TAQ kinase 1 * -0.113775 0.124583
1559966 a_at CDNA clone IMAGE:4811567 * —0.113646 0.124696
240479 at HS3STS heparan sulfate (glucosamine) 3-O-sulfotransferase 5 * —0.113588 0.026025
205433 at BCHE butyrylcholinesterase -0.113525 0.186672
223044 at SLC40A1  solute carrier family 40 (iron-regulated transporter). member 1 -0.113524 0.165979
230958 s at Transcribed locus -0.113339 0.140727
1559293 x at  CYorf14 Ghromoscme 9 apen reading frame 14 * -0.113044 0117773
218502s.at  TRPS! trichorhinophalangeal syndrame | -0.113008 0021474
219759 at LRAP leukacyte-derived arginine aminopeptidase -0.112820 0.161280
229334 at Transcribed locus * -0.112582 0.004452
241489 at Transcribed locus ~0.112490 0.129444
218589 at P2RYS purinergic receptor P2Y, G-protein coupled, § —0.112432 0.135060
230305 at Transcrived locus -0.111830 0088413
1559369 at FLJ13611  hypothetical protein FLJ13611 -0.111779 0.087461
243648 at * -0.110882 0.144333
49306_at RASSF4 Ras association (RalGDS/AF-6) domain family 4 -0.110484 0071627
219077 s.at  WWOX WW domain containing oxidereductase -0.108973 0.148833
219370 at RPRM reprimo, TP53 dependent G2 arrest mediator candidate -0.108533 0.153788
229449 at CDNA FLJ36553 fis, clone TRACH2008478 -0.108122 0.144056
225548 at SHROOM3  shroom family member 3 -0.107906 0.058214
239742 at TULPA Tubby fike protein 4 * -0.106679 0.156326
212650_at EHBP1 EH domain binding protein 1 * ~0.106435 0.055318
1662056 at CDNA FLJ35081 fis, clone PLACE6005788 * -0.106425 0044529
233548 at Clane IMAGE:35115, mRNA sequence -0.106328 0.129634
240044 x at TNRC6B  Trinucleotide repeat containing 6B -0.106113 0.191848
228396 at -0.105376 0.070292
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1 205828 _at MMP3 matrix idase 3 ysin 1, ps * 0.7163 0.104288517
2 1655801 s.at  ZNF533 zinc finger protein 533 * 0.3985 0.080724068
3 206172 at IL13RA2 interleukin 13 receptor, alpha 2 * 0.3814 0.106596359
4 226228 at AQP4 aquaporin 4 0.3519 0.043513231
5 226933 sat D4 Inhibitor of DNA binding 4, dominant negative helix-loap—helix protein * 03441 0.028569474
6 210732sat  LGALSS lectin, galactoside-binding, soluble, 8 (galactin 8) * 03124 0.05074257
7 228143at 02898 0.155140013
8 1555800 at ZNF533 zinc finger protein 533 0.2893 0.054501608
9 206969 _at KRT34 keratin 34 0.2891 0.193535734
10 238495t CDNA FLJ41444 fis, clone BRSTN2001801 * 02834 0.088641429
" 223821s.at  SUSD4 sushi domain containing 4 0.2833 0.178T17715
12 226955 at AFAP1L1  actin filament associated protein 1-like 1 0.2803 0.108789927
13 205081_at CRIP1 cysteine-rich protein 1 (intestinal) 0.2782 0.130745469
14 218885.sat GALNT12  UDP-N-acetyl-alpha—D-gala: i l ide N Igal iyl f 12 (QaiNACc-T12) * 02715 0.085352381
15 39248 at AQP3 aguaporin 3 (Gill blood group) 0.2695 0.107486782
16 210166 at TLRS toll~fike receptor 5 0.2629 0.044910108
17 243295 at LOC283481 hypothetical protein LOC283481 * 02617 0.026771443
18 204846 at cP ceruloplasmin (ferroxidase) 0.2557 0149721238
19 15580345 at CP ceruloplasmin (farroxidase) 0.2536 0.190971809
20 222482 at LOCA401002 single stranded DNA binding protein 3 /// similar to single-stranded DNA-binding protein isoform a; Lck=associated si 02410 0.127627345
21 219232.s.at  EGLN3 &gl nins horolog 3 (C. elegans) 02383 0.19494152
22 230425 at EPHB1 EPH reoeptor B1 02378 0.186130154
23 202291 s_at MGP matrix Gla protein 0.2356 0.122681753
24 219529 at CLIC3 chloride intracellular channel 3 * 0.2353 0.021679184
25 210305 at PDE4DIP i a5 protein * 0.2292 0.050419244
26 209189 at FOS v—-fos FBJ murine asteasarcoma viral cncogene homolog * 0.2281 0017347551
27 208180 s_at HISTTHAH  histone cluster 1, H4h * 0.2264 0.000814225
28 230556_at IMMPTL IMP1 inner mi d like (S. cerevisiae) * 0.2246 0.115489645
29 1553750 a at FAMT76B family with sequence similarity 76, member B * 0.2211 0.076341312
30 201744 s st  LUM {umican 0.2210 0.160144385
an 1554311_a st  SUPTEH suppressor of Ty 6 homolog (5. cerevisiae) * 0.2207 0.141536914
32 1554195.aat MGC23985 similar to AVLV472 0.2191 0.087207658
33 223333sat  ANGPTL4  angiopoietin-like 4 * 02184 0.065583721
34 220415 at TNNI3K TNNI3 interacting kinase 0.2156 0.119463268
35 202376.at SERPINA3  serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3 02122 0.150375227
36 1566603 s at RPUSD3  RNA pseudouridylate synthase domain containing 3 * 0.2117 0137681579
37 1557636 a.at LOC136288 hypothetical protein LOC136238 02107 0191933253
38 205960_at pyruvate dehydrogenase kinase, isozyme 4 * 0.2102 0.037241446
39 236428 at Transoribed locus 0.2091 0.144675646
40 223635.sat  SSBP3 single stranded DNA binding protein 3 0.2083 0.093003444
41 211959 at IGFBPS insulin-like grawth factor binding protein 5 0.2076 0.160894664
42 242112 at LSMT1 LSM11, U7 small nuclear RNA associated 0.2087 0.109820753
a3 226207 at PDK4 pyruvate dehydrogenase kinase, isozyme 4 * 0.2053 0.051515663
44 1554185 at LOCS554206 hypothetical LOC554206 02042 0.120795903
45 238646_at Transcribed locus 0.2032 0.04283397
46 235916.at YPEL4 vippee-like 4 (Drosophila) 0.2002 0.184057637
47 221009sat  ANGPTL4  angiopoietin-lke 4 * 0.1985 0.106846898
48 212977 at GXCR7 chemokine (C-X-C motif) receptor 7 * 0.1979 0.148364318
49 227614 at HKDC1 hexokinase domain containing 1 * 0.1958 0.116601401
50 223946 at CRSP3 cofactor required for Sp! transcriptional activation, subunit 3, 130kDa 0.1954 0.140252489
51 1556414 at C2lorf71  chromosome 21 open reading frame 71 0.1940 0.03437548
52 2i1165.xat  EPHB2 EPH recoptor B2 0.1929 0.141300081
53 242517 at KISSIR KISS1 receptor 0.1922 0.08481371
54 240509 s at  GREM2 gremlin 2, cysteine knot superfamily, homolog (Xenopus lasvis) 0.1910 0.111158568
56 236874 at PRSS35 protease, serine, 0.1909 0.199034639
56 2118195 at CXCR4 chemokine (C-X—C motif) receptor 4 0.180% 0.12282087
57 224495 at TMEM107  transmembrane protein 107 * 0.1900 0.04901075
58 243561 at Transcribed locus 0.1888 0.018434544
59 238623 at CDNA FLJ37310 fis, clone BRAMY2016708 01868 0.065223601
60 242208 _at * 0.1853 0.01015899
61 239812sat  [QCH G motif containing H * 0.1851 0.097158127
62 214091 sat  GPX3 glutathione peroxidase 3 (plasma) * 0.1848 0.123184077
63 1554739 at PP intracistemnal A particle-promoted polypeptide 0.1845 0052573826
64 2043805 at  FGFR3 fibroblast growth factor receptor 3 (achondroplasia, thanatophoric dwarfism) 0.1830 0.177112479
65 207361_at HBP1 HMG-box transaription factor 1 0.1823 0.165238208
66 222847 s at EGLN3 egl nine homolog 3 (C. elegans) 0.1822 0.168117353
67 201860 s at PLAT plasminogen activator, tissue 0.1818 0.117536759
€8 217028 at CXCR4 chemokine (C-X-C motif) receptor 4 01811 0111018283
69 1553378 a.at ClorfI25  chromosome 1 open reading frame 125 0.1798 0.067160485
70 203304_at BAMBI BMP end activin membrane—bound inhibitor homolog (Xenopus laevis) 0.1788 0.122274612
n 2271163.at glutathione S-transferase omega 2 * 0.1782 0.104188746
72 208534 sat  FLJ21767 //RAS p21 protein activator 4 /// hypothetical protein FLJ21767 * 0.1772 0.112328088
73 206363_at MAF v-maf ic fibr gene homolog (avian} 0.1762 0.087662962
74 200986 _at SERPING!  serpin peptidase inhibitor. clade G (C1 inhibitor), member 1. {angioedema, hereditary) 0.1763 0.12288669
75 212353 at SULFI sufatase 1 01752 0.060212924
76 202688 at TNFSF10  tumor necrosis factor (ligand) superfamily, member 10 0.1739 0.18567303
77 238529 at CDNA clone IMAGE:6342023 0.1737 0.071404272
78 203485 et RTN1 reticulon 1 01732 0.015401645
79 227403 at PIGX Phosphatidylinosital glycan anchor biosynthesis, class X * 0.1725 0.043215544
80 205352 at SERPINI1  serpin peptidase inhibitor, clade I {neuroserpin), member 1 0.1714 0.136036518
B1 220740_s_at SLC12A8  solute carrier family 12 (potassium/chloride transporters), member 6 * 01712 0.115671732
82 217991 x at  SSBP3 single stranded DNA binding protein 3 01710 0.044534844
83 235228 at CCDC85A  coiled—coil domain containing 85A 0.1708 0.027091713
B4 209292 at D4 Inhibitor of DNA binding 4, dominant negative helix—loop—helix protein * 0.1704 0.119435808
85 2426252t RSAD2 radical S-adenosy! methionine domain containing 2 0.1701 0.113818033
86 230598 at Transcribed locus 0.1690 0.154366857
87 230088 at CDNA FL.J38345 fis, clone FCEBF3028671 0.1678 0.074986172
88 216549.sat TBCID22B TBC1 domain family, member 22B * C.1678 0.025438598
89 207056 s at  SLC4A8 solute carrier family 4, sodium bicarbonate cotransperter, member 8 0.1671 0.124051512
90 230498 at MCHR1 melanin-concentrating hormons receptor 1 0.1669 0.043794171
91 239846 at MTHFD1 ahy ydrog: (NADP+ d dent) 1, y yd , fok 0.1658 0.134868477
92 225939_at EIF4E3 eukaryotic translation initiation factor 4E family member 3 0.1641 0.113039568
83 211078 sat  STK3 serine/threonine kinase 3 (STE20 homolog, yeast) * 0.1636 0.128293536
94 201508 at IGFEP4 insulin-like growth factor binding protein 4 0.1635 0.054404528
95 205199 et CA9 carbonic anhydrase IX 0.1820 0.189678393
96 230898 at. Transcribed locus 0.1618 0.128055701
97 204751 x.at  DSC2 desmoceliin 2 0.1815 0154216958
98 204966 at. BAI2 brain-specific angiogenesis inhibitor 2 01610 0.131979731
98 206209 at  CA4 carbanic anhydrase 0.1810 0.108202339
100 238474 at NUP43 nucleoporin 43kDa 0.1600 0.18931267
101 240603sat  EXODt exonucleese domain containing 1 0.1589 0.014380245
102 236514 at ACOTS8 Acyl-CoA thioesterase 8 * 0.1586 0.085373961
103 1556487 a at  C3orf15 chromosome 3 open reading frame 1§ 0.1580 0.165052327
104  219864sat  DSGRILZ  Down syndrome oritical region gene 1-like 2 * 0.1578 0.17048987
105 228750 at. Transcribed locus 0.1§75 0.142264743
106 212466 at SPRED2 sprouty-related, EVH1 domain containing 2 * 01571 0.004573027
107 217080_s_at HOMER2 hemer homolag 2 (Drosophila) * 0.1569 0125193912
108 238658 at Transcribed locus 0.1566 0.187924502
108 204654.sat  TFAP2A transcription factor AP-2 alpha (activating enhancer binding protein 2 alpha) 0.1557 0.170271354
110 224496.sat  TMEM107  transmembrane protein (07 0.1551 0.027044062
111 204378 st FGFR3 fibroblast growth factor receptor 3 (achondroplasia, thanatophoric dwarfism) 0.1545 0.073531301
12 230577.at 0.1540 0.125034865
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13 204210.s.at PCYTIA  phosphate oytidylyltransferase 1, choline, alpha * 0.1536 0.073993112
1a 1564240 at CDNA FLJ38404 fis, clone FEBRA2009029 0.1631 0.13566481
s 218383 at FLJ14213  hypothetical protein FLJ14213 0.1528 0.149388888
116 210830.s.at ERBB2 v-arb-b2 erythroblastic leukemia viral encogene homolog 2, neuro/ glichlastoma derived oncogene homolog (avian) 0.1526 0.11831109
117 231962_at AP4B1 adaptor-related protein complex 4, beta 1 suhumt * 0.1526 0.091198056
118 228501 at GALNTLZ  UDP-N-acetyl-aipha-D- N i like 2 0.1517 0086900158
19 210045_at [DH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial 0.1514 0.041558025
120 223143 s at GCBorfl86  chromosome B open reading frame 166 * 0.1511 0.065250054
121 214270.sat  MAPRE3 mwcrutubuls-nscclated protein, RP/EB family. member 3 * 0.1510 0102412622
122 218634 at CHSTI drate (ch 4} sulfotr 1 0.1509 0.112471576
123 216926.sat  KIAAQBIZ  KIAA0892 * 0.1487 0.178996771
124 205158 at RNASE4 ribonuclease, RNase A family, 4 0.1488 0.108479784
125 209201 xat CXCR4 chemokine (C~X~C motif) receptor 4 01486 0.128783182
126 229279 at Transcribed locus 0.1474 0135174921
127 207813 s.at  FDXR ferredoxin reductase 0.1465 0.168328061
128 220018 at ZNF533 2ine finger protein 533 0.1455 0.034727446
129 206084_at PTPRR protein tyrosine phosphatase, receptor type, R 0.1453 0.077111818
130 213208 at TAF6L TAFG-like RNA pol 11, p300/CBP- i factor (PCAF i factor. 85xDa 0.14561 0.147399208
131 207089.sat  SMADG SMAD famity member 6 * 0.1447 0.098676398
132 1560284 at CDNA clons IMAGE:5271145 0.1443 0.083557503
133 212182 at NUDT4 /// Inudix (nuclecside diphosphate linked moiety X)-type motif 4 /// nudix (nucleoside diphesphate linked maiety X)—(ype 01443 0.170582467
134 235202 at FLJ32255  hypothetical protein LOC643377 0.1443 0.120957402
135 241994 _at XDH xanthine dehydrogenase 0.1440 0.103789571
136 209931 s at  FKBP1B FK508 binding protein 1B, 12.6 kDa 0.1439 0.060358892
137 1556488 s at Clorfl§ chromoasome 3 open reading frame 15 0.1433 0.11504361
138 212865.s.at  COLI4A1  collagen, type XIV, alpha t (undulin) o 0.1430 0.063849138
139 230275 at ARSI arylsulfatase family, member | * 0.1428 0.130905084
140 1559045 at CDNA FLJ37541 fis, clone BRCAN2026340 01428 0.132955852
41 1568765 at SERPINE!1  serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member 1 * 0.1419 0.136114543
142 209589s at  EPHB2 EPH receptor B2 01414 0.028659717
143 202718 at IGFBP2 insulin-like growth factor binding protein 2, 36kDa 0.1410 0.078840317
144 1557701 s.at POLH polymerase (ONA directed). sta * 0.1402 0.034687515
145 231062_at Clone IMAGE:1257951, mRNA sequence 0.1402 0.117955422
146 217685.at SLC16A3  Solute carrier family 16. member 3 (monacarboxylic acid transporter 4) 0.1399 0.108338321
147 213658 at MRNA full length insert cDNA clone EURCIMAGE 826033 01389 0.165938437
148 210222s st  RTNI reticulon 1 0.1388 0.115745785
149 216322 at cDs8 CDS8 molecule 0.1388 0.172943276
150 238794 at G100rf78  chromosome 10 open reading frame 78 * 0.1387 0.082921496
151 241986 at BMPER BMP binding endothelial regulator 0.1386 0.156895127
162 1564053 at SPTLCH serine palmitoyltransferase, long chein base subunit 1 * 0.1385 0.097355184
153 1556834 at CDNA clone IMAGE:5296106 0.1382 0118511749
154 232152 at CBorfl82  chromosome & open reading frame 182 * 0137 0.084687326
155 227216.at RLTFR RGD. leucine~rich repeat. tropomodulin and proline-rich containing pratein * 0.1366 0.061728789
156 234996 at Transcribed locus 0.1363 0.143151885
157 1555292 at FAMA40B family with sequence similarity 40, member B * 0.1358 0.170424989
158 200632_s at NDRGI1 N-mye downstream regulated gene 1 0.1351 0.073297771
159 223765sat  KBTBD4  kelch repeat and BTB (POZ} domain containing 4 0.1349 0069788058
160 238327 at L0CA440836 similar to MGC52679 protein 0.1346 0014778025
161 224916 at TMEM173  transmembrane protein 173 01346 0.159872664
162 238748 at CDNA FLJ41972 fis, clone SKNMC2003987 * 0.1340 0.100481508
163 1554821 aat  ZBED1 zinc finger, BED—type containing 1 0.1339 0.151953764
164 205966 _at TAF13 TAF13 RNA polymerase Il. TATA box binding protein (TBP)-assaciated factor, 18kDa 0.1339 0.145716212
165 223790 at KATNALI  katanin p60 subunit A-like | 0.1335 0.098012068
166 207824 sat  MAZ MYC-associated zinc finger protain (purine-binding transcription factor) 0.1328 0.075014129
167 204452 s at FZD1 frizzled homalog 1 (Drasaphila) 0.1328 0.185101747
168 228296 at YPELI yippee-like 1 (Drosophila) 0.1321 0.192101948
169 823at CX3CL1  chemokine (C-X3-C motif) ligand 1 0.1315 0.172099865
170 225941 at EIFAE3 eukaryotic translation initistion factor 4E family member 3 0.1314 0.028147746
17 1554830 aat STEAP3 STEAP family member 3 0.1313 0.154233379
172 204260 at CHGB chromogranin B (secretogranin 1) 0.1298 0.170398931
173 236282 at CDNA clone IMAGE:4826240 * 0.1295 0.1403004
174 1552665 at MGC14425  hypothetical protein MGC14425 0.1294 0.086028285
175 223371sat  DNAJC4  DnaJ (Hspa0) homolog. subfamily C. member 4 0.1290 0.186296126
176 235378 at Transcribed locus 01289 0.102392661
177 244025 at * 0.1283 0.148579237
178 215056.at Clone 23695 mRNA sequence 0.1274 0.159807417
179 227352 at C190rf38  chromosome 19 open reading frame 38 0.1272 0.168245611
180 1552631.a.at MAPJK6 mitogen-activated protein kinase kinase kinase 6 0.1270 0.119059213
181 228550 at RTN4R reticulon 4 receptor 0.1255 0.165123356
182 1556301 _at CDNA clone IMAGE:5288145 0.1254 0.149989004
183 205945_at IL6R interleukin 6 receptor * 0.1254 0.179073075
184 1560407 at MARK1 MAP/microtubule affinity—regulating kinase 1 0.1250 0.185610656
185 235648 at APCDDIL  adenomatosis polyposis coli down—regulated 1-fike * 0.1248 0165599133
186 220497 at ZNF214 zine finger protein 214 0.1240 0.127308035
187 207387 sat  GK glycerol kinase * 0.1237 004971485
188 231098 at Transcribed locus 0.1235 0.068632645
189 218279.s at HISTZHZAA’ hlstone cluster 2, H2aad 0.1235 0.087680855
180 227486 at —nucleotidase, scto (CD73) 4 0.1234 0.136022202
191 229678 at LOC729431 Hynothetlcal protein LOC728431 0.1234 0.104922442
192 205141 _at ANG angiogenin, ribonuclease, RNase A family. 5 0.1233 0.136883417
183 202438 xat  IDS iduronate 2-sulfatase (Hunter syndrome) L] 0.1233 0.11686023
194 206782.sat  DNAJC4  DnadJ (Hsp40) homolog, subfamily C., member 4 01232 0164326729
195 203920 at NRIH3 nuclear receptor subfamily 1, group H, member 3 0.1229 0.083567959
196 210675s.at  PTPRR protein tyrosine phosphatase, receptor type, R 01228 0.108728006
197 219257sat  SPHKI sphingosine kinase 1 * 01225 0122976784
198 235277 at AMOTL1 angiomotin like 1 0.1224 0.049135242
199 210021 sat  CCNU eyclin U L] 0.1222 0.030725055
200 1562048 at LOC1562225 hypothetioal protein LOC152225 0.1221 0.188070186
201 223634.at RASD2 RASD family, member 2 * 0.1221 0.189181149
202 215723 sat  PLD1 D1, i ine-specif 0.1220 0.038825616
203 200107sat  THBSI thrambospondin 1 0.1214 0.126642838
204 222642 xat  CABCI chaperone, ABC1 activity of bc1 complex hamolog (S. pombe) 0.1211 0.085568847
205 222830 st  GRHLI grainyhead-like 1 (Drosophila) o121 0.03081573
206 227571 _at CDNA FL.J35566 fis, clone SPLEN2004844 0.1210 0.028499511
207 1558307s.at RBLI retinoblastoma-like 1 (p107) * 0.1208 0.132058338
208 228037 at CDNA clone IMAGE:5162874 0.1206 0.01518288
209 213030.s.at  PLXNAZ plexin A2 * 0.1205 0.10378815
210 212344 at SULF1 suifatase 1 0.1197 0179727352
21 208978 at CRIP2 cysteine—rich pratein 2 0.1195 0.012486729
212 205132 at ACTCI actin, alpha, cardiac muscle 1 * 0.1189 0.016538154
213 1554757 a at  INPPSA inositol polyphosphate—§-phosphatase, 40kDa * 0.1188 0.065758678
214 216899 s.at  SKAP2 src kinase associated phosphoprotein 2 * 01177 0.1780938351
215 227209 at CNTN1 Contactin 1 01175 004471423
218 211431sat  TYRO3 TYRO3 protein tyrosine kinase * 0.1174 0.082178696
217 242336_at MRNA; cDNA DKFZp686L15210 (from clane DKFZp686L15210) * 01173 0070806428
218 213307 x at  RNASE4 ribonuclease, RNase A family, 4 0.1172 0.180403185
219 224973 at FAM46A family with sequence similarity 46, member A 0.1170 0.073234826
220 222108 at AMIGO2 adhesion molecule with [g-like domain 2 01168 0.186296693
221 214266 s at  PDLIM7 PDZ and LIM domain 7 {enigma) 0.1166 0.020331893
222 227075.at GPRIN1 G pratsin regulated inducer of neurite cutgrowth 1 0.1166 0.079194033
223 213528 at 2ZNF6B8 zine finger protein 688 0.1162 0.139483598
224 202091 at ARL2BP ADP-ribosylation factor—like 2 binding protein 0.1159 0.120326383
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225 210410 s_at MSHS mutS homolog 5 (E. coli) * 0.1156 0.120720373
226 202448 s at ZERY zer-1 homalog (C. elegans) 0.1155 0074274875
227 1553962 at RHOB ras homolog gene family, member B 0.1155 0.172964267
228 223700 at MND 1 maiotic nuclear divisions 1 homolog (S. cerevisiae) 0.1154 0.001822809
229 238553.at CTGLF2 /// hypathetical protein LOC399761 /// hypothetical protein LOCE43564 /// centaurin, gamma-like family, member 9 ps« 0.1154 0.138881467
230 1561760 s.at LOCE45513 Similar to septin 7 0.1151 0.10639483t
231 1552927 at MAP3K7IP3 mitogen-activated protein kinase kinase kinase 7 interacting protein 3 01150 0.158412541
232 244069 at Transcribed locus. * 0.1143 0.105383285
233 241599 at LSM11 LSM11, U7 small nuclear RNA assaciated 01140 0032527329
234 228010.at PPP2R2C  protein phosphatase 2 (formerly 2A), regulatory subunit B, gamma isoform 0.1137 0.144614008
235 1554478 a st HEATR3  HEAT repeat containing 3 0.1134 0.033958009
236 213241 at PLXNC1 plexin C1 0.1129 0.144029648
237 222856 at APLN apelin. AGTRL.1 ligand 05126 0.115560449
238 226071 at ADAMTSLA ADAMTS-like 4 01123 0.027499103
239 1566267 at Full length insert cDNA YR25G06 013120 0.162709308
240 219360.s.at TRPM4 transient receptor potential cation channel, subfamily M, member 4 0.1120 0.01725504
241 235330 at CCDC117  ooiled-ooil domain containing 117 01117 0.184636847
242 220388 at CDNA clone IMAGE:5295564 0.1118 0.057156627
243 222857 s.at  KCNMB4  potassium large conductance calcium—activated channel, subfamily M, beta member 4 01115 0.071622448
244 205328 ot CLDN10 claudin 10 01113 0.172392991
245 208724 at CBX4 chromobox homolog 4 (Pc class homolog, Drosophila) 01113 0.055492573
246 201427 sat  SEPPI selencprotain P, plasma, 1 0.1109 0.166432793
247 204041 at MAOB moncamine oxidase B 0.1109 0.040074207
248 210239 at [RXS iroquois homeobox protein § 0.1109 0.116550568
249 219750 at TMEM144  transmembrane protein 144 0.1108 0.084700662
250 227306 at CDNA: FLJ21245 fis, clone COL01184 01105 0.155168234
251 1553402 a at HFE hemochromatosis 01105 0.133962721
252 236550_s_at ZNF31t zinc finger protein 311 0.1104 0.17294299
253 203940 s_at VASHI vasohibin 1 01102 0.023709778
254 2236485t FGFRLI fibroblast growth factor receptor-like 1 0.4100 0.083439363
255 1569433 at SAMDS sterile alpha motif domain containing § 0.1097 0.119382676
256 201149sat  TIMP3 TIMP metallopeptidase inhibitor 3 (Sorsby fundus dystrophy. pseudoinflammatory} 0.1094 0009945255
257 230748.at SLC16A6  solute carrier family 16, member 6 (monocarboxylic acid transporter 7) * 0.1093 0.167879302
258 1653768 a at DCBLD1 discoidin, CUB and LCCL domain containing 1 0.1092 0.152204099
259 213895 at EMP1 epithelia! membrane protein 1 0.1091 0.165285762
260 1560025 at CDNA FLJ37325 fis. clone BRAMY2018295 0.1091 0.057781286
261 2162505 at LPXN leupaxin 0.1090 0.0727528
262 217612.at TIMMS50 translocase of inner mitachondrial membrane 50 homolog (S. cerevisiae) 0.1087 0.038676767
263 244242 at: 0.1088 0.057170867
264 65438 at KIAA1609  KIAAT609 * 0.1085 0.176784487
265 230807 at MGC20983 hypotheticsl protein MGC20983 0.1081 0.021862424
266 1554295 x at  TTBK2 tau tubulin kinase 2 * 0.1076 0.148496434
267 209629.s at  NXT2 nuclear transport factor 2-like export factor 2 0.1076 0.026522579
268 215891 sat  GM2A GM2 ganglioside activator 01074 0.177222432
269 1558706 a.at ATOH8 Atonal homolog 8 {Drosophila) 0.1073 0.042738863
270 205411 at STK4 serine/threonine kinase 4 * 0.1071 0.1052920808
2n 225940 at EIF4E3 eukaryetic transiation initistion factor 4E family member 3 0107 0.048251728
272 226026 at DMKN dermokine 0.1071 0.096506767
273 204361 sat  SKAP2 src kinase associated phosphopratein 2 * 01070 0.029988395
274 210077 s.at  SFRSS splicing factor, arginine/serine—rich § 0.1069 0.150441988
275 243093 at C2crfd9 Chromosome 2 open reading frame 49 0.1066 0.195029272
276 206543 at TGFBR1 transforming growth factor, beta receptor I (activin A receptar type li-like kinase, 53kDa) * 0.1063 0.107181074
277 2237195 at RTBDN retbindin 0.1080 0.128059341
278 239085 et Transcribed locus 0.1058 0186236133
279 212026.s.at  EXOC? axocyst complex component 7 0.1058 0.143721047
280 1554607 at CNKSR2 cannector enhancer of kinase suppressor of Ras 2 * 0.1056 0.152234829
281 214068 at BEAN brain expressed, associated with Nedd4 0.1056 0036590729
282 235534 at CDNA clone IMAGE:5723825 0.1056 0.174222829
283 231260_at BCO36928  hypothetical protein BC036928 0.1051 0.116993072
284 211302.s.at  PDE4B phosphodiesterase 4B, cAMP-specific (phosphodiesterase E4 dunce homolog, Drosophila) 0.1047 0.098571478
285 203968 s_at cDCé cell division cycle 6 homolog (S. cerevisiae) 0.1041 0.189580588
286 20374952t  RARA retinoic acid receptor. alpha 0.1040 0.098976851
287 37500 gat MRNA full length insert ¢cDNA clone EUROIMAGE 375854 /// MRNA full length insert cDNA clone EUROIMAGE 8260 01035 0083163125
288 218739 at ABHDS5 abhydrolase domain containing § * 0.1035 0.139809609
289 1554500 2 at RGS7 regulator of G-protein signalling 7 0.1033 0.178203383
290 235281 x st  AHNAK AHNAK nucleoprotein 01033 0.189067045
291 207264 at KDELR3 KDEL (Lys-Asp-Glu—Leu) endoplasmic reticulum protein retention receptor 3 0.1033 0.111742182
292 213527.set  ZNF688 2inc finger protein 688 0.1033 0.066605402
203 201710 at MYBL2 v-myb myeloblastosis viral oncogene homolog {avian)-like 2 0.1032 0.065472138
294 227032 at PLXNA2 plexin A2 0.1031 0.087130388
295 1553030.2.at  SUOX sulfite oxidase 0.1030 0.086810222
296 209832 s at coT chromatin licensing and DNA replication factor 1 0.1028 0.193012731
297 1556545 at CDNA FLJ32379 fis. clone SKMUS1000030 0.1026 0.124069779
298 212736at Cl6orfd5  chromosome 16 open reading frame 45 01024 0.179130285
299 235833 at PPAT i py! h i ase 0.1023 0.029310755
300 223789 sat  GTPBP2  GTP binding protein 2 * 0.1021 0.162808461
301 212707.s.at  FLJ21767 //RAS p21 protein activator 4 /// hypothetical protein FLJ21767 0.1020 0.050024178
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1 214664 at PAICS phospherib -0.1017 0.195660502
2 243343 at Transcribed locus -0.1017 0.192985674
3 228487 s at RREB1 Ras responsive element binding protein 1 -0.1018 0.17108901
4 217878s.at  CDC27 coll division cyole 27 homolog (S, cerevisiae) -0.1018 0.099453262
5 241100 at Transcribed locus -0.1023 0.053274407
6 230036 at SAMDIL  sterile alpha motif domain containing 9-like -0.1026 0.162149262
7 1560263 at Homo sapiens. clone IMAGE:4106389, mRNA -0.1026 0.144796534
8 238070.at CHD1L Chromodomain helicase DNA binding protein 1-like -0.1028 0.185197823
9 224851 at CDK8 oyclin-dependent kinase 8 ~0.1029 0.073660024
10 230892 at Transcribed locus -0.1033 0.10090317
1 230949 at SLC23A3  solute carvier family 23 (nucleobase transporters), member 3 0.1776261
12 1567073 s .at  TTBK2 Tau tubulin kinase 2 -0.1035 0.123044887
13 242531 at RRAGC Ras-relatad GTP binding C —-0.1036 0.087611832
14 228400 at SHROOM3  shroom family member 3 —-0.1038 0.063801899
15 236760 at AMMECR?  Alport , mental r . midface lasia ang el ragion, gene | -0.1040 0.062138126
16 201025_at EIFSB eukaryotic translation initiation factor 5B —=0.1041 0.134311322
17 204422 s et FGF2 fibroblast growth factor 2 (basic) -0.1042 0.03184699
18 220710 at FLJ13768  hypothetical protein FLJ13768 -0.1043 0.012787674
19 1552736.a.at NETO1 neurapilin (NRP) and talloid (TLL)-like -0.1054 0.141507283
20 210962_s at AKAPY A kinase (PRKA) ancher protein (yotiao) 9 -0.1061 0.160171347
21 225252 at CDNA FLJ34585 fis. clone KIDNE2008758 -0.1062 0.120232161
22 206805 _at SEMA3A  sema domain, immunaglcbulin domain (Ig), short basic domain, secreted, (semapharin) 3A -0.1066 0.119181282
23 230130._at SLIT2 Slit homolog 2 (Dresephila) —0.1069 0.148209795
24 242885 _at -0.1069 0.031114792
25 242450 at RGMB RGM domain family, member B -0.1072 0.184625226
26 221885 at DENND2A  DENN/MADD domain containing 2A -0.1074 0.043328135
27 229999 at -0.1074 0129259828
28 2332148t GDNA FLJ11900 fis, clone HEMBA1007341 -0.1076 0.160508456
23 243846 x at -0.1077 0120981339
30 213050 et COBL cordon-bleu homolog (mouse) -0.1077 0.152022145
31 1569111 at SOX13 SRY (sex determining region Y}-box 13 -0.1079 0.1390233
32 230733 at Transcribed locus -0.1084 0.114624288
33 228243 at Transcribed locus -0.1084 0.18566222.
34 242812 at TRIM26 Tripartite motif-containing 28 -0.1088 0.128626105
35 208364 at KIF14 kinesin family member 14 -0.1088 0.014786821
36 243514 et -0.1089 0.150959551
87 239279 at LRRFIP1 Leucine rich repeat (in FLII) interacting protein 1 -0.1001 0.039087908
38 238884 at Transcribed locus -0.1093 0.101563253
39 216108 at THRAP2 Thyroid hormane receptor assaciated protein 2 -0.1085 0.190659701
40 242280 x_at CPEB4 cytoplasmic polyadenylation element binding protein 4 -0.1100 0.093709806
41 1563841 at MRNA; cDNA DKFZp5§4712317 (from clone DKFZp54712317) -0.1102 0.089782607
42 1550293 x at  CHorfid Chromosome 9 open reading frame 14 -0.1107 0.081270785
43 230207 s at  DOCKS Dedicator of cytokinesis 5 01114 0.060062985
a4 240165 at Transcribed locus -0.1124 0.181485554
45 230618 s at  BAT2Dt BAT2 domain containing 1 -0.1126 0.060785201
46 236733 at Transcribed locus -0.1127 0.010749327
47 233366.at. FBXO4 F-box protein 4 -03128 0.194842122
43 229912 a2t SDKI sidekick homolog 1. cell adhesion molecule (chicken) ~-0.1129 0.072483634
49 239651 _at ANAPC5  anaphase promoting complex subunit 5 -0.1129 0.057865112
50 232156 at -0.1130 0.161635455
51 231240 at DIo2 deiodinase, iodothyronine, type Il ~0.1130 0.152578036
52 225856.at CDNA olone IMAGE:5267398 -0.1131 0.023839151
83 240139 at Transcribed locus -0.1133 0.108128311
54 227121 at MRNA; cDNA DKFZp586K1922 (from clone DKFZp586K1922) -0.1133 0.178627165
85 1568112 at SLCA44AS  solute carrier family 44, member 5§ -0.1134 0.199453128
56 236010_at Transcribed locus -0.1135 0.142386083
57 242279 at -0.1141 0.053063917
58 222738 at WwC2 WW and C2 demain containing 2 -~0.1142 0.067424395
59 242652 at -0.1143 0182425979
60 240557 at CDNA FLJ41867 fis, clone OCBBF2005546 -0.1143 0.128152966
61l 1569053 at AP3M2 adaptor—related protein complex 3, mu 2 subunit -0.1146 0026163392
62 236907.at CDNA FLJ25706 fis, clone TST04817 -0.1151 0.068762722
B3 205383 set  ZBTB20 zinc finger and BTB domain containing 20 -0.1151 0.170425345
B4 241913 at ~0.1153 0.099840605
65 206659 at FLJ14082  hypothetical protein FLJ14082 -0.1154 0.163397601
68 213267 at DOPEY1 dopey family member 1 -0.1155 0.155206227
67 232573 at MRNA full length insert cDNA clone EUROIMAGE 2004482 -0.1156 0.049315076
68 235834 at CALD1 Caldesmon 1 -0.1159 0.135212439
69 232489 at CCDC76  colled-coil domain containing 76 =0.1161 0.073437932
70 208543 sat  CD34 CD34 molecule -0.1169 0.010050545
n 236696.at SR140 U2-associated SR140 protein -01171 0.124455442
72 60815 at POLR2J4  polymerase (RNA) I (DNA directed) polypeptide J, 13.3kDa pseudogene 01172 0.070499794
73 238819 at ZNF347 zing finger protsin 347 =0.1175 0.043643351
74 1558184 s.at ZNF17 zinc finger protein 17 -0.1176 0.139077646
75 240479 at HS38T5 heparan sulfate (glucosamine) 3-O-sulfotransferase 5 -0.1176 0.021107235
76 239857 at -0.1177 0.044388349
n 232805 at CDNA FLJ11973 fis, clone HEMBB1001221 -0.1191 0.06566804
R 228586.at CHD9 chromodomain helicase DNA binding protein 8 -0.1210 0.08503181
7 1559966 a_at GCDNA clona IMAGE:4811567 -0.1212 0.096510954
80 236215_at -0.1214 0.034604582
81 220261 at Transcribed locus -0.1215 0.005457044
82 217523 at CD44 CD44 molecule (Indian blood group) ~0.1216 0.042315236
83 228655_at Unknown mRNA sequence -0.1216 0.152603736
84 219387 at CCDC88A  coiled-coil domain containing 88A -0.1220 0.10530675
85 232471 at CDNA FLJ11954 fis, clone HEMBB1000888 -0.1220 0.156133649
86 1558018.at Homo sapiens, clone IMAGE:4732650, mRNA -0.1222 0.014989719
87 236511 at Transcribed locus -0.1222 0.182965304
88 222311 s.at  SFRS1§ splicing factor. arginine/serine-rich 15 -0.1224 0.167604428
89 236697 at -0.1228 0.014557397
90 229357 at ADAMTSS ADAM Il idase with thromb din type 1 motif, 5§ (agerecanase~2) -0.1231 0.184147476
9t 232000_at C8orf52 Chromosome 9 open reading frame 52 -0.1233 0061753944
92 238B48_at 0oTUD4 OTU domain containing 4 -0.1236 0.133323867
93 242555 et LOC388272 similar to RIKEN cDNA 492152417 -0.1240 015048146
04 215062 at MRNA; cDNA DKFZp547N074 (from clone DKFZp547N074) -0.1240 0.035862138
95 219280 at BRWD1 bromodomain and WD repeat domain containing -0.1242 0.191424179
96 233081 st CDNA FLJ12305 fis, clona MAMMA1001890 -0.1254 0.178712332
97 228271 at CDNA FLJ41738 fis, clone HLUNG2019058 ~0.1256 0.150193636
98 1556742 at LOC728411 Similar to Beta—glucuronidase precursor -0.1264 0.00254397%
99 238185.at Transcribed locus -0.1267 0.134787577
100 229274 at GNAS GNAS complex locus -0.1267 0.187287379
101 1562861 at Homo sapiens, clone IMAGE 5185119, mRNA -0.1272 0.119418664
102 242932 at Transcribed locus -0.1276 0.141359751
103 213957 s.at  CEP350 centrosomal protein 350kDa -0.1277 0.066266683
104 237719.x et  RGSTBP  regulator of G-protein signalling 7 binding protein -0.1280 0.092491177
108 239742 at TULP4 Tubby like protein 4 -0.1285 0.060445664
106 231403 at TRIO Triple functional domain (PTPRF i i —0.1289 0.117002009
107 233985 x at PPPIRYA  protein phosphatase 1, regulatory (inhibitor) subunit 9A =0.1291 0.149942677
108 236910_at MRPL39 Mitochondrial ribosomal protein L39 -0.1283 0.158611579
109 213486 at DKFZP761N(hypothetical protein DKFZp761N08121 -0.1285 0.141036417
110 206808 at. HNRPA3R1 h: nuclear rib I tein A3 pseudogene 1 -0.1299 0.019867991
11 1559528 at PCGF3 Palycomb group ring finger 3 -0.1308 0.018469552
nz 229393 at L3MBTL3  K3)mbt-like 3 (Drosophila) -0.1309 0.089935046
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114 234988 at.
115 212650_at
118 235587 at
17 229383 at
118 1570173 at
119 233112 at
120 210454 s at
121 1555968 a_at
122 235290 at
123 244678 _at
124 242879 at
125 233819 s at
126 214374 s at
127 235705 at
128 207057 at
129 1558021 at
130 242710.at
131 1562442 a ot
132 238533 at
133 203999 at
134 242352t
135 237376 at
136 230903 s at
137 211057 st
138 228030 at
138 2432864t
140 227454 st
141 215128 at
142 235201 at
143 218166.5 at
144 216743 at
145 208035 at
146 1557586_s_ at
147 240910.at
148 213618.at
149 220946 s at
150 1557478 at
151 229334 at
152 206744 s at
153 1561884 at
154 212096 s at
155 15592665 at
158 200867 s _at
157 216005_at.
158 230457 at
159 219700 at
160 242091 at
161 2090305 at
162 239673 at
163 243993_at.
164 243588 at
165 238557 at
166 237726 x_at
187 230057 at
168 240108 at
169 215199 at
170 236437 at
171 238651 at
172 206237 s at
173 1562282 at
174 220436 s at
175 227082 at
178 2091725 et
177 232565 at
178 242251 at
179 238619 at
180 1556202 at.
181 235763 at
182 207012_at
183 240234 at
184 205883.at
185 202801 x et

186 232110_at
187 1563012 x at
188 215791 at

189 228218 at
180 238209 at
191 215528 at
192 242134 at
183 1556352_at
194 233027 at
195 230481 at
196 1557895 at
197 236379 at
198 206652 at
198 1558082 at
200 204525 at
201 243648 at
202 223629 at
203 240637 at
204 232297 at
205 230385 at
206 244241 x at
207 220979 s at
208 241164 8t
209 229430 at
210 1555978.s at
n 219574 at
212 209470 s_at
213 240895 at
214 218935 at
215 244163 at
216 1559985 at
217 230651 at
218 220158 at
219 24291B_at
220 215767 at
221 235645_at
222 230742 at
223 228320 at
224 233204 _at

gbooooao

OTU domain containing 4

VCPIP1 valosin containing protein (p97)/p47 complex interacting protein 1
EHBP1 EH domain binding protein 1 *
Transeribed locus
CDNA FLJ34016 fis, cione FCBBF2002541
INTS? integrator complex subunit 7
CDNA FLJ10263 fis, clone HEMBB1000991
KCNJS potassium inwardly—rectifying channel, subfamily J, member *
CDNA FLJ30424 fis, clone BRACE2008881, weakly similar tc ZINC FINGER PROTEIN 195
Transcribed locus *
Transcribed locus *
ZNF294 zinc finger protein 284
PPFIBP1  PTPRF interacting protein, binding protein 1 (liprin beta 1)
MRNA; cDNA DKFZp56402423 (from clone DKFZp56402423)
SLC16A7  solute carrier family 16, member 7 (monocarhaxylic acid transporter 2)
RABEPK  Rabg effector protein with keich motifs
Transeribed locus
S§SBP1 single—stranded DNA binding protein 1
SYT1 synaptotagmin 1
NIPBL Nipped-B homolog (Drosophila)
C8orfd2 Chromosoms 8 apen reading frame 42
ROR1 receptor tyrosine kinase-like orphan receptor
RBM6 RNA binding motif protein 8 *
Transcribed locus
TAOK1 TAO kinase 1 *
CDNA FLJ11682 fis, clone HEMBA1004880
Transcribed locus
RSF1 remodeling and spacing factor 1
PYHINI pyrin and HIN domain family, member 1
GRM8& glutamate receptor, metabotropic 8
ATP6VIH  ATPase, H+ transporting, lysosomal 50/67kDa, V1 subunit H
Transcribed lacus
CENTD1 centaurin, delta 1
SETD2 SET damain containing 2
CDNA FLJ25058 fis, clone CBLO4608 *
Transcribed locus *
ZMYMS zing finger, MYM—type §
CEPTI1 cholins/ethanolamine phosphctrlnsfemse 1
MTUSH mitochondrial tumor suppressor 1 *
FLJ45187 //hypothetical protein LOC387640 /// hypothetical protein LOC730417 *
LPHN3 latrophilin 3
TNC Tenascin C (hexabrachion}
C6orf35 chromosome 6 open reading frame 35
PLXDC1 plexin damain containing 1 *
ZNF720 zine finger protein 720
CADM1 cell adhesion molecule 1 *
Transcribed Iocus
Transcribed locus
SMCS structural maintenance of chromosomes 5
LOC28517B hypothetical protein LOC285178
C21orf66  Chromosome 21 open reading frame 66
CALDI1 caldesmon 1
Transcribed locus
NRG1 neuregulin 1 *
ZNF568 zine ﬁnw' nrotem 568
CHST4 -0)
MRNA; 5DNA DKFZpﬁESKlEZZ {from clone DKFZpSBGK'GZZ)
CENPF centramere protain F, 350/400ka (mitosin)
CDNA: FLJ21399 fis, clone COL03627 *
Transcribed locus
CDNA FLJ26188 fis, clone ADG04821
SRGAP2 SLIT-ROBQ Rhe GTPase activating protein 2
SLC44A5  solute carrier family 44, member 5 *
MMP16 matrix metallopeptidase 16 {(membrane-inserted) *
Transcribed locus
NLGN1 neuroligin 1 *
CTSS cathepsin §
CONA FLJ12136 fis, clone MAMMA1000312
CDNA clone IMAGE:5302718
Chromasome 21922.1 enonymous mRNA sequence
CDNA clone IMAGE:5284125 *
MRNA: 6DNA DKFZp58601318 (from clone DKFZp58601318)
Transcribed locus *
CDNA FLJ30440 fis, clone BRACE2008185
CDNA FLJ12302 fis, clone MAMMA1001864
FAM133A  family with sequence similarity 133, member A
FLJ35934  FLJ35934 protein
ZMYM5 zinc finger, MYM-type §
C90rfa3 chromosome 9 open reading frame 93
PHF14 PHD finger protein 14
*
PCDHBS  protocadherin beta 5 *
WDR41 WD repeat domain 41 *
CDNA FLJ11313 fis, clone PLACE1010108, highly similar to Homo sapiens mRNA; cDNA DKFZp586M1418
TFG TRK-fused gene
Transcribed locus
STEGALNAC ST6 (alpha~N-acetyl-neuraminyl-2,3-beta 1,3)-N; inide alpha—26-sial
ranscribed locus
C8orfa6 chromosome 8 open reading frame 46

CDNA FLJ33153 fis, clone UTERU2000332

1-Mar membrane-associated ring finger (C3HC4) 1

GPMBA

ADAMTSS
SEMA3A

THSD7A
NASP
ZNF804A
ESCO1

FLJ11903

glycoprotein MBA

Transcribed locus

ADAM with thromb din type 1 motif. 5 (aggrecanase~2)

sema domain, immunoglobulin damain (Ig), short basic domain, secreted, (semaphorin) 3A
CDNA clone [MAGE:4811567

Transcribed locus

T din, type I, domain ing 7TA

Nuclear autoantigenic sperm protein (histone-binding)

zinc finger protein B04A

establishment of cohesion 1 homolog 1 (S. cerevisiae)

similar to hypothetical protein MGC40405

0.027434405
0.088265415
0.056588638
0.166068757
0.101872085
0.186388791
0170220604
0.126496378
0.045062596
0.11393467
0.080286385
0.178519887
0.154634238
0.142393305
0.087089794
0.091506996
008221573
003513191
0.122564504
0.173748308
0140326353
0.190585151
0.19827946
0.135811273
0.165526559
0.182270043
0.0476971
0.054828842
0.022148861
0.192732276
0.116986671
0.191031033
0.18803513
0.156798241
0.061406159
0.047556517
0.046657578
0.117854286
0.002415544
0.169559966
0.086458899
0.187513033
0.09217437
0.10365918
0.01682792
0.165033918
0.140189241
0.093327671
0.171608315
0.185094976
0.142971406
0.110050655
0.143712784
0.133386426
0.17440686
0.030613108
0.155846014
0.033647982
0.18149908
0.082727927
0.03251175
0.008313512
0.11879622
0.001619402
0.006891712
0.102875558
0.005687683
0.103880363
0.076753916
0.158268133
0.095559936
0.057545559
0.101859378
0.140574579
0.187139778
0.197687916
0.118707375
0.198939659
0.114149006
0.121139082
0.086222629
0.187458266
0.111966503
0.062539844
0.083792278
0.134856707
0.036105999
0069223108
0.116645947
0.015645689
0.095623652
0.108112304
0.183764136
0.188218025
0.176380958
0.161069981
0.145179778
0.190784671
0.165744002
0.187817219
0.149757732
0.116509835
0.022770811
0077277666
0.188314109
0.191144346
0.140817343
0.138611507
0079714145
0.131911927
0.063808779
0.032268831
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225 210587 at INHBE inhibin, beta E * -0.1862 0.194533043
226 235592 at CDNA FLJ36210 fis, clone THYMU2000155 -C.1885 0.14981725
227 241345 at ZRANBZ  zinc finger, RAN-binding domain containing 2 ~0.1902 0.188224476
228 1562056 at CDNA FLJ35091 fis, clone PLACEG005786 * =0.1912 0.006899589
229 209031 _at CADM1 Cell adhesion moleculs 1 * -0.1927 0.154732339
230 236133.xat  ZNF254 zinc finger protein 254 -0.193% 0.082335463
231 205046 8t CENPE centromere protein E. 312kDa -0.1982 0.13728087
232 244181 at -0.2003 0.157835389
233 228494 at PPP1R9A  protein phosphatese 1, regulatory (inhibitor) subunit 9A -0.2015 0.183403922
234 240190_at Transcribed locus * -0.2019 0.132574129
235 210282 at ZMYM2 zine finger, MYM-type 2 * -0.2025 0.180652186
236 2it488sat  ITGBS integrin. beta 8 * -0.2042 0.130362035
237 235008 at CDNA FLJ25241 fis, clone STM02689 -0.2052 0.199450162
238 1556203 a at SRGAP2  SLIT-ROBO Rho GTPase activating protein 2 -0.2063 0.187693774
239 205525.at CALD1 caldesmon 1 -0.2079 0.135200559
240 236442 at DPF3 D4, zinc and double PHD fingers, family 3 * -0.2088 0.001266535
241 204840 s _at EEA1 early endosome antigen 1 -0.2094 0.139402248
242 222313 at Transcribed locus * -0.2115 0.016210029
243 206557 _at ZNF702 zinc finger protein 702 * -0.2129 0.083915253
244 219619 at DIRAS2 DIRAS family, GTP-binding RAS-like 2 * ~0.2132 0.104839964
245 237865 x_at * -0.2146 0062516366
246 1565868._at CD44 CD44 molecula (Indian blaed group) -02175 0.126503886
247 210807 s.at  SLC16A7  solute cerrier family 16, member 7 (monocarboxylic acid transparter 2) -0.2175 0.123866854
248 221886 at DENND2A  DENN/MADD domain containing 2A * -02179 0.116743162
249 1552867 at -0.2181 0.041371876
250 240146 at =0.2206 0.100833654
251 1661615.s.at  SLC8A1 solute carrier family 8 (sodium/calcium exchanger), member t * -0.2218 0.181478711
252 233419.at CDNA FLJ11851 fis, clone HEMBA 1006744 -0.2219 0153307808
253 2110225 st  ATRX alpha thal ia/mental ¢ Jation synd X-linked (RAD54 homolog, S. cerevisiae) -0.2226 0174804682
254 230482 at STEGALNAC ST6 (alpha—N-acetyl-neuraminyl-2.3-beta-; -1.3)-N-acet; inide alpha-2,6-si -0.2251 0.070230757
255 228367 at ALPK2 alpha—kinase 2 -0.2252 0021117501
256 240450 st Transcribed locus -0.2256 0.18882331%
257 242310 at Transcribed locus -02257 0.175569283
258 235388 at CHDS chromadomain helicass DNA binding protein 9 * -0.2290 0.066060945
259 2090325 at CADM1 cell adhesion molecule 1 * -0.2322 0.148251148
260 231285 at NKTR natural killer-tumor recognition sequence ~0.2333 0.14166859
261 244822 at GART Phosphoribosylglycinamide formyltransferase, phospl synthetase, id: sy -0.2337 0.090170261
262 235009 at FAM44A  family with sequence similarity 44, member A * -0.2348 0.106164014
263 244026 ot Transcribed locus -0.2367 0.173953943
264 242236 et * -0.2367 0.184615199
265 1554786 at C200rf32  chromosome 20 cpen reading frame 32 * -0.2372 0.146963032
266 208241 at NRG1 neuregulin * -0.2380 0096572968
267 1560342 at CDNA clone IMAGE 5275043 -0.2393 0.180680568
268 240081 _at LOC54103 Hypothetical protein LOC54103 -0.2430 0.022038951
269 236485 at Transcribed locus -0.2436 0.145068057
270 221030_s_at. ARHGAP24 Rho GTPase activating protein 24 * —-0.2445 0.052386655
n 208003 s.at  NFATS nuclear factor of activated T—calis 5, tonicity-responsive -0.2466 0.113956433
2712 243759 at SFRS15 Splicing factor, arginine/serine~rich 15 -0.2480 0.104137651
2713 236659 x_at Transcribed locus -0.2484 0.194528783
274 220518.8t ABI3BP ABI gene family, member 3 (NESH) binding protein -0.2517 0.149841354
275 1569941 at CDNA clone IMAGE:5450680, with apparent retained intron -0.252¢ 0.110747527
276 233401 at CDNA FLJ11892 fis, clone HEMBA1007281 02536 0.099918013
277 2293498t LIN28B lin-28 homolog B (C. elegans) -0.2568 0.195783414
2718 221088 sat  PPPIRGA  protein phosphatase 1, regulatory (inhibitor) subunit 9A ~0.2587 0.144062259
279 1553894 at -02617 0.197534413
280 244849 at SEMA3A  sema domain, immuncglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3A * -0.2634 0.050609086
281 236386 at suzi2P Suppressor of zeste 12 homolog pseudogene * -0.2850 0.044560188
282 244551 at CDNA FLJ41146 fis, clone BRACE2036300 -0.2686 0087930428
283 240725 st CDNA FLJ42381 fis, clone UFERU2036512 * -0.2602 005137989
284 231136_at * -0.2783 0.029678292
285 1554447 at LOC554203 hypothetical LOGS54203 * -0.2813 0.076872788
286 227152 at C120rf35  chromosome 12 open reading frame 35 -0.2828 0.192344784
287 232126 at CDNA FLJ34585 fis, clone KIDNE2008758 -0.2839 007371329
288 243233 at Transcribed locus * -0.2854 0101014669
289 235385.at CDNA FLJ340186 fis. clone FCBBF2002541 * -0.3040 0.056691374
290 230503 at CDNA clone IMAGE:5301910 * -0.310¢ 0.113830791
201 236264 at LPHN3 latrophilin 3 * -0.3185 0.015588411
292 215092 5 at NFATS nuclear factor of activated T-cells 5. tonicity-responsive * -0.3381 0.102303371
293 204455 2t DST dystonin * -0.3381 0.11934443%
204 232411 at EST from clone 24355, full insert -0.3486 0.143680518
295 240141 at. -0.3590 0.064749655
296 229706 st TCERG1 transcription elongation regulator 1 * -0.3963 0.126306448
297 209866 s_at LPHN3 latraphilin 3 * —0.4476 0.070406805
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