Table Legends:

Supplementary Table 1. Differentially expressed transcripts between insulin
treated (T) and insulin deprived (D) type 1 diabetic patients. P values were
calculated using paired t-tests, and not adjusted for multiple comparison errors.
Annotations for each transcript were provided by Affymetrix NetAffx Analysis
Center.

Supplementary Table 2. Differentially expressed mitochondrial genes between
insulin treated (T) and insulin deprived (D) type 1 diabetic patients. This EXCEL
file has multiple data sheets. The data sheet “MITO GENE” lists the 68
mitochondrial genes, which were grouped into 11 functional groups in 11 data
sheets. P values were calculated using paired t-tests, and not adjusted for
multiple comparison errors. Annotations for each transcript were provided by
Affymetrix NetAffx Analysis Center. OXPHOS- oxidative phosphorylation; TCA -
tricarboxylic acid cycle.

Supplementary Table 3. Differentially expressed pathways by Ingenuity
Pathway Analysis (IPA). This EXCEL file has two data sheets that listed the
significantly up- and down-regulated pathways in insulin-deprived vs. insulin-
treated patients, respectively. P values associated with each pathway were
calculated by IPA. Genes were represented by HUGO symbols.
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1.094512 1555737_e KLK4 AF259971 kallikrein 4
1.080001 1553470 _eDNAHL1 NM_17362 dynein, axc
1.060177 223345 _at HDAC8  AF230097 histone des
1.068666 238871 _at MLLT4 Al086124 myeloid/lyn
1.061823 1555807_&c MOG U18840 muyelin olig
0.904468 215504 _x_ANKRD10 AF131777 Ankyrin reg
1.108575 201720_s_LAPTM5 AI589086 lysosomal :
0.612584 1561789 ¢ DKFZP779 BG200397 PRO0845
0.86535 230305_at --- AWO000995 Transcribet
1.07037 1569730_e FLJ40243 BC034600 hypothetice
1.210116 214647 s HFE BG402460 hemochron
0.881076 209883_at GLT25D2 AF288389 glycosyltrai
0.922371 205673_s_ASB9 NM_02408 ankyrin rep
1.087851 219878_s_KLF13 NM_01599 Kruppel-like
1.067275 206679_at APBA1 NM_00116 amyloid be
0.903055 226242 at Clorfl31 BF515750 chromoson
1.141709 224359 s HOOK3  AF241830 hook homo
0.826868 214044 _at --- BE968750 ---
0.900213 238860_at C60rf130 AA398043 chromoson
1.140646 217346_at PPIA /// LC AL021395 peptidylpro
1.143831 201864 _at GDI1 NM_00149 GDP disso
0.867038 227442 _at COX18  BG283902 COX18 cyt
0.941139 203858_s_COX10 NM_00130COX10 hor
1.146439 222087_at PVT1 AW451806 Pvtl oncog
0.913195 217461 x_BTF3 M90355  basic trans
0.901172 1556933_¢ SPIN AF085888 Spindlin
1.123081 1562330_sCSMD1 AB067477 CUB and S
0.883853 241029 at --- Al820633 Transcribe(
0.839456 227012 _at MCFP Al823986 mitochondr
1.053204 218599 at REC8L1 NM_00513 RECS8-like !
1.106023 1558459 sL0OC40132 BC041636 Hypothetic:
1.125138 200742_s_TPP1 BG231932 tripeptidyl
1.118147 201156_s_RAB5C  AF141304 RAB5C, m¢

1.073568 237553_at ---
0.952958 1562166_¢ ---

Al569399 Transcribet
AF085977 Full length

1.080636 221781_s_DNAJC10 BG168666 DnaJ (Hsp:



997.219
149.136
49.6595
166.977
82.2581
232.539
8417.39
221.355
515.242
312.582
215.113
631.857
487.989
154.585
56.3979
54.9663
136.101
488.943
493.396
42.1611
1012.15
97.4547

151.6
28.0356
430.447
30.3708
112.567
10.6596
317.922
1346.57
172.622
112.185
392.522
305.215
78.0104
83.3107
523.887
467.658
1372.42
215.393
84.6304
594.143
28.8756
181.729
80.4999
162.892
191.739
268.241
608.012
34.7624
1328.55
174.855

1377.028

146.689
66.50168
146.8502

81.4846
223.4229
10390.55
206.3726
463.8483
334.7817
182.8837
665.3483
491.5688
176.6072
64.71839
72.68751
154.4676
527.2657
486.9467

33.1228
904.3599
107.9689
142.9768
43.98371
377.3602
29.03932
129.7431
17.61592
351.1956
1104.497
165.3678
99.93122
429.9621
308.6279
75.18431
100.8623
467.1586
505.9658
1246.061
191.0664

79.3932
600.2659

37.4879
169.4997

78.5004
151.7661
214.2538
469.5898
502.5702
35.31014
1126.946
185.2942

1193.413
156.6689
59.43906
163.9072
86.22698
242.1811
9198.013
216.4997
493.5133
314.9198
195.4502
626.4587
521.5003
153.3919
55.96807
81.14531

176.124
599.3723
545.5069
36.16539
1024.589

116.046
152.3338
31.13412
415.8706
23.54208
118.9934
23.81813
373.1693

1224.13
182.2659
106.7071
456.3279
331.9157
87.54036
119.5197
529.8277
474.5928
1393.563
216.4352
89.30708
688.5639
41.73056
155.9516
87.42539
163.0241
252.3704

365.323
582.7929
41.91132
1252.771
176.8574

0.041135
0.041171
0.041172
0.041192
0.041196

0.04121
0.041224
0.041316

0.04133
0.041348
0.041397
0.041509
0.041514

0.04152
0.041536
0.041763
0.041765
0.041773
0.041801
0.041844
0.041845
0.041873
0.041895
0.041916
0.041925
0.041956
0.041962
0.042044
0.042073
0.042091
0.042096
0.042104
0.042132
0.042138
0.042151
0.042158
0.042197
0.042203
0.042205
0.042222
0.042241
0.042247
0.042281

0.04229
0.042322
0.042323
0.042328
0.042366
0.042368
0.042375
0.042382
0.042397

0.866659 211074_at FOLR1

AF000381 folate recey

1.068034 238008_at MGC3530¢ AW61214¢ hypothetice
0.893798 237873_s_ TMEM117 AV659201 Transmeml

1.116152 240338_at LRAP
1.0582 203560_at GGH
1.083958 204688 _at SGCE
0.885229 235313_at NRAP

1.049072 238235_at ---

1.063954 217815_at SUPT16H
0.940672 228075_x_TFB1M
1.068713 204044 _at QPRT
0.94155 225930_at NKIRAS1
1.06089 222333_at ALS2CL
0.868548 205594 _at ZNF652
0.864794 244398_x_ZNF684

1.116358 230267_at -
1.140201 1568616_¢ ---

1.136756 201928_at PKP4
1.12026 223601_at OLFM2
1.091858 1570352_¢ ATM
1.132944 238468_at TNRC6B
1.074809 222247 at DXS542
1.065444 223372_at DNAJC4
0.707856 222341_x_CCDC14
1.102052 211570_s_ RAPSN
0.810697 1554922 ¢ ZNF678
0.917146 1552283_s ZDHHC11
1.35208 1561564 _& TMCC1
1.062568 224639_at UNQ1887
1.108314 208739_x_SUMO2
1.102185 215715_at SLC6A2
1.067806 229459 _at FAM19A5
1.061321 206875_s_SLK
1.075456 223429 x_KIAA1160

1.164343 1562091 _¢ ---
1.184979 243081_at ---

AI807341 Leukocyte-
NM_00387 gamma-glu
NM_00391 sarcoglycal
AA195854 nebulin-rel:
AA013222 ---

NM_00719 suppressor
Al341648 transcriptio
NM_01429 quinolinate
Al970120 NFKB inhik
AV661533 ALS2 C-ter
NM_01489 zinc finger |
BE328243 zinc finger |
AlI673025 Transcribet
Al192615 ---

AA194254 plakophilin
AF131839 olfactomed
BG623786 ataxia telar
AA214704 trinucleotid
S58722  putative X-|
BF116164 DnaJ (Hsp:
AW973235 Coiled-coil
BC004196 receptor-as
BC042500 zinc finger |
NM_02478 zinc finger,
BC030741 Transmem|
Al928466 signal pept
L76416  SMT3 suprg
BC000563 solute carri
AV723914 family with
NM_01472 STE20-like
BC004122 KIAA1160 |
BC041963 CDNA clon
AA824282 CDNA clon

1.13415 226814_at ADAMTS9 Al431730 ADAM met

0.937994 209478_at ---

1.118375 208789_at PTRF
1.132775 241199 _x_DPPA4

u95006  ---
BC004295 polymerase
AV756594 developme

1.124871 229479 _at LOC64632 Al739132 Hypothetici

1.147098 208626_s_VAT1

1.113174 234382_x_---

0.92007 1566760_e FLJ34208

1.113694 1565150_¢ ---

1.07418 225617_at ODF2
1.177904 215384 _s_MAP1A
0.777962 229160_at MUM1L1
1.159625 207163 _s_AKT1
1.186948 228654_at RP11-93B:
1.111651 206284 _x_CLTB
0.954468 203696_s_RFC2

BC001913 vesicle ami
X55777 -

AK094122 hypothetice
AL110290 EST fromc
AL138382 outer denst
AF095910 microtubule
Al967987 melanoma
NM_00516 v-akt murin
AU145277 hypothetice
NM_00183 clathrin, lig!
NM_00291 replication



232.872
60.1849
67.4201
85.2123
164.781
438.003
486.244
43.4483
310.945

364.66
638.661
458.137

129.74
163.024
64.5044
207.865

231.54
47.0906
143.978
46.5948
231.549
245.588
291.439
45.8389
426.456
140.703
1608.22
103.662
171.379
194.111
81.0107
224.621
126.005
37.8726
459.667
227.618
3474.83
56.1151
460.175
133.998
607.228
202.895
210.056
206.522
81.0805
348.685
401.538
152.749
156.535
1178.35
583.942
114.187

228.5188
81.76366
76.37954
121.8573
182.1588
531.7577

624.047
41.44068
318.6657
304.0154
553.3008
423.0736
134.5693
176.1904
71.87474
248.6659
269.8391
60.24893
142.5596
43.90804
232.5524

255.879
289.2418
40.55092
413.8047

150.559
1120.138
95.79357

175.821
181.1834
68.37778

245.738
127.1474
41.98913
490.1239
228.3231
3750.203
59.73739
483.4887
134.7667
630.2571
196.4819
209.0329
203.1966
94.38686
314.9499
392.2309
144.1282
162.9499
1388.283

503.157
133.4174

256.1047
66.57746
83.42704
144.1608
163.1208
487.1828
576.9838
46.15649

355.717
347.3068
622.6986
463.5543
149.5988

188.863
79.24572
284.1011
313.1662
54.14826
154.3136
49.31827
212.0874
240.0608
297.1928
46.59229
450.9603
138.7313
1313.487
107.7456
185.0687
198.1002
72.85219
227.9429
141.1701
52.53036
509.2158
237.1097
3451.082
66.83086
452.9916
126.5959
691.8359
173.9667
226.3214
225.4371
85.46231
337.3758
490.8999

173.124
180.9213

1267.58
593.8906
121.9974

0.042425
0.042431
0.042455
0.042468
0.042483
0.042485
0.042488
0.042526
0.042552
0.042561
0.042567
0.042589
0.042606

0.04263
0.042702
0.042722
0.042744
0.042767
0.042782
0.042782
0.042811
0.042815
0.042831
0.042837
0.042882
0.042883
0.042885
0.042911
0.042965
0.042967
0.042972
0.042983
0.043002
0.043011
0.043021

0.04305
0.043093
0.043129
0.043136
0.043141
0.043204
0.043205
0.043216
0.043237
0.043246
0.043254
0.043256
0.043263
0.043271
0.043316

0.04332
0.043328

1.120716 230952_at --- AW?29963( ---

0.814267 241432_at SLIT2 AA778610 Slit homolo
1.092269 213067_at MYH10  AI382123 myosin, he
1.183029 1569073 _x SMARCA4 BC033232 SWI/SNF 1
0.895487 242300_at --- BF432276 Ubiquitin B
0.916174 213034 _at KIAA0999 AB023216 KIAAQ999 |
0.924584 204690_at STX8 NM_00485 syntaxin 8
1.113797 242501_at RPL5 AA778773 Ribosomal

1.11627 206927 _s_GUCY1A2 NM_00085 guanylate ¢
1.142398 200601_at ACTN4  U48734  actinin, alpl
1.125425 205392 s CCL14 /// (NM_00416 chemokine
1.095683 228823 _at POLR2J2 AW615396 DNA direct:
1.111686 238518 _x_GLYCTK AI239772 CG9886-lik
1.071925 1561403 e SOHLH1 BC031861 spermatoge
1.102553 37170_at BMP2K  AB015331 BMP2 indu
1.142501 33322_i_al SFN X57348  stratifin
1.160566 209448 _at HTATIP2 BC002439 HIV-1 Tat il
0.898742 228273 at --- BG165011 Transcribec

1.08245 244788_at --- Al038503 Homo sapi
1.123217 1564758 ¢LOC64365 AK056971 hypothetice
0.911998 206492 _at FHIT NM_00201 fragile histi
0.938181 206159 at GDF10 NM_00496 growth diffe
1.027489 44617_at OGFOD2 Al431902 2-oxoglutar
1.148982 1557050 ¢ --- CA448125 ---

1.08979 211535_s_ FGFR1  M60485 fibroblast g
0.921442 241972_at LOC40158 AA507555 hypothetice
1.172612 224765 _at LOC33928 AA001203 hypothetice
1.124769 206239 s SPINK1 NM_00312 serine pept
1.052597 206766 _at ITGA10  AF112345 integrin, alg
1.093368 213521 at PTPN18 AW57537S Protein tyrc
1.065437 213953_at KRT20 Al732381 keratin 20
0.927585 229793 _at RP11-564( Al656964 N-acylsphir
1.110287 215015 at CCDC64 AA319460 coiled-coil (
1.251046 1569334 ¢ STRA6 BC015881 stimulated |
1.038953 215566_x_LYPLA2 AK024724 lysophosph
1.038483 229650 s C19orf42 BG538931 chromoson
0.920239 39729 at PRDX2 L19185  peroxiredo:
1.118744 219606_at PHF20L1 NM_01601 PHD finger
0.936923 214428 x_CA4A [/l C41K02403  complemer
0.939371 241992 at FLJ11259 AA724995 Hypothetic:
1.097704 213540_at HSD17B8 AL031228 hydroxyste
0.885408 207231_at DZIP3 NM_01464 zinc finger
1.082707 214823 at ZNF204 AF033199 zinc finger |
1.109453 49051_g_eDTX3 N92708 deltex 3 ho

0.905447 217299 _s_NBN AK001017 nibrin
1.071205 231276_at PDE3B  BF591245 Phosphodit
1.251558 209550 _at NDN U35139  necdin homr

1.20118 210150_s_LAMAS BC003355 laminin, alg
1.110288 225288_at --- Al949136 Full-length
0.913056 202425_x_PPP3CA NM_00094 protein pha
1.180329 225355_at DKFZP761 AK026748 hypothetice
0.914404 216771_at --- AK025194 CDNA: FLJ



3014.15
112.666
123.579
82.7645
386.648
617.031
72.2254
407.548
231.402
791.628
209.289
102.143
195.236
43.0613
75.4445
21.5429
306.117
132.979
93.7367
388.288
359.032
114.398
248.486
141.208
92.4317
233.495
3503.44
827.914
252.539
175.172
449.837
172.084
319.003
84.5637
53.2559
828.586
292.298
102.733
210.566
108.106
177.292
520.537
115.042
1114.59
323.145
512.325
133.257
212.951
227.072
19328.6

79.029
317.416

2590.906
112.0027
132.7907
79.96636
373.7806
621.8251
63.45536
450.1781
216.4537
795.8521
212.9541
129.0359
195.3163
46.93802
59.48004
24.31451
288.7446
147.2502
111.6954
462.9291
349.0349
130.2276
232.0261
152.8686
91.28022
241.6418
3101.181
801.0236
261.4591
169.0426
486.4413
181.5562
348.98
105.4956
50.90493
797.0461
278.4346
123.8109
224.6226
120.422
221.1571
451.6746
112.7454
1428.607
272.2539
484.8698
132.8277
208.2449
205.2433
18726.48
90.74222
317.8203

2778.689

104.176
123.4623
111.3396
354.8312

719.847
53.79111
749.9311
242.4413
883.8718
196.9498

148.128

206.114
41.67196
48.21664
20.46421
304.2524
133.6987
97.78049
513.4503
373.4571
119.2483
221.1928
164.8576
100.2981
261.2082
3319.219
723.7526

275.085

176.876
534.4679
213.0714
309.6674
118.3779

41.7011
867.9074
263.8489
136.3493

205.034
132.4912
253.0372
486.7282
103.4812
1285.862

336.399
520.6142
141.8616
224.8998
226.9876
19101.94
102.0407
338.0172

0.043347
0.043361
0.043364
0.043369
0.043401
0.043401
0.043426
0.043451
0.043465
0.043486

0.04353
0.043538
0.043559

0.04359
0.043592
0.043666
0.043688

0.04383
0.043847
0.043866
0.043867
0.043869
0.043888
0.043893
0.043897
0.043935
0.043944
0.043954
0.043967
0.043982

0.04399
0.043994
0.044025
0.044025
0.044065
0.044117
0.044125

0.04415

0.04415
0.044167
0.044174
0.044184
0.044186
0.044188
0.044206

0.04421
0.044246
0.044259
0.044268
0.044282
0.044299
0.044311

1.072478 208781_x_ SNX3 AF062483 sorting nex
0.930121 1558573_¢ C1GALT1CAF456465 C1GALT1-

0.929752 237065_s_ --- BF444997 ---
1.39233 209291 _at ID4 AW157094 inhibitor of
0.949304 230605_at KCNAB1 BF433830 Potassium
1.157636 214953 _s_APP X06989  amyloid be
0.8477 1563591 _¢ --- AL832222 MRNA; cDI
1.665854 202766_s_FBN1 NM_00013 fibrillin 1

1.120061 236855 at C100rf85 R43204 chromoson
1.110598 226031_at FLJ20097 AA523733 hypothetice
0.924846 225884 s ZNF336 AL046381 zinc finger |

1.14796 235508 _at PML AW?291023 promyelocy
1.055283 238360_s_ --- Al885665 CDNA clon
0.887808 216788_at --- AK025564 CDNA: FLJ
0.810636 207447_s_MGAT4C NM_01324 mannosyl (
0.841646 1561328 ¢ --- BC039338 CDNA clon
1.053708 218393_s_SMU1 NM_01822 smu-1 supy
0.907969 239191 at DHRS7B AWO071789 Dehydroge
0.875421 241925 x_--- BF207870 Transcribe(

1.109134 234466_at --- AL390137 ---
1.069971 1554039 ¢ C14orf159 BC009182 chromoson
0.915691 205876 _at LIFR NM_00231 leukemia in

0.95331 225531_at CABLES1 AK025627 Cdk5 and #
1.078427 1560617_¢ --- BG720400 CDNA clon

1.098793 226136_at --- N32834  ---
1.080973 209193 _at PIM1 M24779  pim-1 onco
1.070308 234954 _at --- AL035604 ---
0.903535 40837 _at TLE2 M99436 transducin-

1.052115 205050_s MAPKS8IP2 NM_01232 mitogen-ac
1.04634 231188 _at ZSCAN2 AW206602 zinc finger .
1.09873 214728_x_ SMARCA4 AK026573 SWI/SNF i

1.173584 225799 _at MGC4677 BF209337 hypothetice
0.88735 208284 x_GGT1 NM_01342 gamma-glu

1.122112 210218 s SP100 U36501  SP100 nuc

0.819196 216094 _at WASL AK025323 Wiskott-Ald

1.088905 200960 _x_CLTA NM_00709 clathrin, ligl

0.947615 202240_at PLK1 NM_00503 polo-like ki

1.101271 240830_at SCARNAL AlI300126 small Cajal

0.912793 1558345 _¢LOC43991 BI715235 hypothetice

1.100224 215326_at PAK4 AB032968 p21(CDKN

1.144151 208866 _at CSNK1A1l BF510713 casein kina

1.077608 226705_at FGFR1  BE467261 fibroblast g

0.917831 209480_at HLA-DQB1M16276 major histo

0.900081 201424 _s_CUL4A  NM_00358 cullin 4A

1.235608 201670_s MARCKS M68956 myristoylat
1.07372 89948 at C20orf67 Al743331 chromoson

1.068012 231876_at TRIM56  AL512757 tripartite mc

1.079977 205166_at CAPN5  NM_00405 calpain 5

1.105944 215464 _s_TAX1BP3 AK001327 Taxl (humi
1.02005 213453 _x_ GAPDH BF689355 glyceraldet

1.124511 244682_at CAMSAP1 H11471  calmodulin

1.063548 1561100 ¢ --- BC039348 CDNA clon



171.515
429.62
52.6798
241.355
62.1331
155.036
172.612
98.531
111.472
67.2629
205.722
378.622
146.824
85.6084
1163
10.5188
438.883
254.712
321.792
136.876
28.8616
951.662
205.311
281.886
97.6286
352.602
197.803
93.4772
270.013
183.944
41.536
171.953
337.105
150.333
85.005
962.545
26.9814
25.3202
118.19
225.844
239.972
73.6625
72.4355
144.793
130.708
229.552
685.86
557.318
135.865
201.256
1337.44
402.244

212.7588
335.0663
49.38214
240.1368
71.01561
172.4262
178.0102
90.19434
120.8283

79.8226
218.0304
414.2391
155.5852
89.34193
1176.047
29.81177
399.1796
255.9142
304.3203
139.3508
30.97264
977.7636

175.816
287.0078
93.22947
399.9666
215.6621
87.33411
222.1328
206.0649
53.86463
155.4872
313.5314
166.8207

95.5173
945.8314
37.07468
29.27503
134.7219
285.7694
245.4398
93.50781
81.79273
136.9548
126.1644
196.2757
1017.797
591.7154
153.4144

278.457
1374.239
368.9346

172.2342
377.2546

42.3885
252.6657
62.86848
191.5579

192.923
97.29969
133.8912
94.15141
193.4279
447.6576
144.2933
81.81976
1306.049
19.34666

383.533
292.7453
266.1457

131.695

36.2761
827.0032
191.8153

301.553
85.44072
350.6552
199.2274
90.48957
252.9181
219.4517
62.57579
171.5986
328.2948
179.9251
106.6247
1010.617
44.82887
22.00821
123.1486
245.3638

266.444
117.0859
91.11469
131.3329
132.6566
213.7107
915.0542
645.4729
172.4223
238.5576
1280.509
387.4474

0.044332
0.044401
0.044402
0.044438
0.044496
0.044527
0.044527
0.044531
0.044572
0.044575
0.044575
0.044589

0.04459

0.04461
0.044623
0.044638
0.044681
0.044706

0.04471
0.044722
0.044798
0.044863
0.044866
0.044871
0.044882
0.044883
0.044911
0.044917
0.044957
0.044984
0.044997
0.045032
0.045033
0.045039
0.045043

0.04506
0.045075
0.045086
0.045127
0.045135
0.045188
0.045209
0.045212

0.04524
0.045308
0.045312
0.045328
0.045354
0.045358
0.045415
0.045433
0.045446

0.809528 230393 _at CUL5
1.12591 233451_at C200rf54
0.858377 231523 _at FGF14
1.052174 236813_at C100rf83
0.885277 214193 _s_C1lorf107
1.110956 232229 _at SETX
1.083775 217525_at OLFML1
1.078778 232928_at FARP1
1.108111 206706_at NTF3
1.179508 203844 _at VHL
0.88716 231851_at RAVER?2
1.080674 1557540 _¢ -
0.927423 1557065_¢ YLPM1
0.915805 238906_s_RHOJ
1.110542 225591_at FBXO25
0.64896 1562049 & SCTR
0.960803 224174 _at TTTY11
1.14392 223691_at RGS22
0.874558 229659 _s_---

BF448201 cullin 5
AL118502 chromoson
BE221273 fibroblast g
N21659 chromoson
Al770084 chromoson
AK024331 senataxin
AW305097 olfactomed
AK025341 FERM, Rhc
NM_00252 neurotrophi
NM_00055 von Hippel-
AL359613 ribonucleog
BQ006233 CDNA FLJ:
AA927802 YLP motif ¢
BE218803 ras homolo
AA749085 F-box prote
BC040633 Secretin re:
AF332240 testis-speci
AY009106 regulator of
BE501712 Transcribec

0.945061 235255_at ATP6VOAZ2 BG106215 ATPase, H:

1.17123 238723_at ATXN3

AW083848 Ataxin 3

0.845811 225948 at Cl14orf153 BF197057 chromoson

1.091 216883_x_PDE6D
1.050679 53076_at BAGALT7
0.916456 209685_s_PRKCB1

AJ001626 phosphodie
AlI040029 xylosylprott
M13975  protein kine

0.876711 231032_at LOC28607 BE503158 hypothetice

0.923794 206004_at TGM3
1.036131 1566979 _¢ KIAA0317
1.13859 204983_s_GPC4
1.064964 233041_x_BTBD9
1.161723 1562283 _& MAPK1
1.103618 232490_s_PRUNE
1.047087 202208_s_ARLAC
1.078554 230113 _at ---
1.116287 244323_at BHLHB5
1.068496 208771_s_LTA4H
1.209151 1555558 _¢ USP25
0.751774 1554844 ¢ EYA3
0.914095 240489 _at ---
0.858607 228024 _at VPS37A
1.085578 211234 x_ESR1
1.252151 232927 _at TMTC2

NM_00324 transglutan
AF085823 KIAA0317

AF064826 glypican 4

AK025009 BTB (POZ)
AL833111 Mitogen-ac
U67085  prune hom
BC001051 ADP-ribosy
AWG665447 MRNA; cDI
Al968349 basic helix-
J02959 leukotriene
AF419247 Ubiquitin sy
BC041667 eyes abser
AA034014 Transcribet
AW02810C Vacuolar pi
AF258449 estrogen re
AU147356 Transmem|

1.11397 206134_at ADAMDEC NM_01447 ADAM-like,

0.958951 235859 at ABP1
1.051458 209832_s_CDT1
1.088829 216751_at CDRT4
0.899054 218435_at DNAJC15
1.09085 223259 at ORMDL3
1.123899 239070_at ITFG2
0.856712 228032_s_---
0.931795 223008_s_ C9orf5
1.050179 219113 x_DHRS10

BE551763 Amiloride b
AF321125 chromatin |
AK024879 CMT1A duj
NM_01323 DnaJ (Hsp:
BC000638 ORM1-like
Al434790 Integrin alp
AWO071458 CDNA FLJ:
AF153415 chromoson
NM_01624 dehydrogel



131.152
42.1185
188.897

77.991
830.867

201.65
85.8021
522.176
254.301
60.3285
336.293
2.74565
89.9895
126.282
62.7403
677.873
739.678
255.948
68.0185
57.2451
523.256
470.434
385.091
47.7176
278.115
17.8811
231.421
490.891

75.847
314.702
1937.71
343.477
262.267
95.7915
236.584
20668.2
190.003
108.446
277.651
2184.65
278.638
67.5324

43.646
278.666

50.943
208.123
839.318
153.427
94.3271
171.311
220.618
119.183

145.3684
54.80564
272.3519
98.29522
779.8789
187.9769
101.5677
480.1473
226.5697
52.15638
326.3128

8.55849
95.36696
152.5762
71.92762
711.0623
666.6537
242.6403
80.54963
57.85022
601.3259
439.5422
400.7031
52.53214
303.4379
18.48607
259.7692
755.4304
75.06474
319.9289
1845.659

319.703
249.1349
101.1973
342.9943

20517.3
199.0712
112.1468
288.1762
1995.983
261.8756

66.3382
57.50891
268.0037
53.98581

228.161
976.1784
149.0432
97.33688
163.6683
196.5607
139.3847

162.7317
66.81783
244.5833
89.75317

868.992
203.3886
89.37284

537.986
245.5549
56.79617
287.9197
5.705798
84.67582
128.9107
78.16083
770.5907
751.1148

254.022
90.31334
53.13578
520.8704
488.3076
431.5349
60.11816
327.7869
22.32007

243.609

574.239
83.87768
345.5032
2191.868
339.7194
266.5928
113.0015
301.3938
20819.57
209.4909
121.5689
323.9467
2951.048
292.0679
49.56387
53.70761
287.0962

48.2581
203.0498
888.7871
159.9177
104.3591

181.877
214.8561
153.9264

0.045505
0.045505
0.045544
0.045549
0.045557
0.04557
0.045611
0.045644
0.045645
0.045645
0.045681
0.045788
0.045801
0.045808
0.045826
0.045877
0.045896
0.045916
0.045921
0.04597
0.045999
0.046002
0.04602
0.046041
0.046042
0.046102
0.046123
0.04614
0.046148
0.046155
0.046174
0.04618
0.046207
0.046214
0.04624
0.046249
0.046261
0.046288
0.046303
0.046332
0.046335
0.04637
0.046396
0.046424
0.046456
0.046466
0.046476
0.046478
0.046494
0.0465
0.046512
0.046522

1.119443 240958_at UNC5C  R02580  Unc-5 hom
1.219178 1557513 ¢--- wo5281  ---
0.898042 229525 at --- AW118132 ---
0.913098 236202_at --- AW467480 Transcribe(

1.114265 200755 s CALU BF939365 calumenin
1.081987 1558622 ¢ ZNF548 AK057494 zinc finger |
0.879934 237725_x_SMC5L1 BE502701 SMCS5 strur
1.12046 215836_s_ #####H##: AK026188 protocadhe
1.083794 243702_at --- AA722627 Full length
1.088959 1560557 ¢ --- BC039046 CDNA clon
0.882343 238504 _at C6orf57  AA521023 chromoson
0.666683 233703_x_FLJ42117 AK024236 FLJ42117 |
0.887895 1552368_¢ CTCFL NM_08061 CCCTC-bir
0.844894 230379 _x_PR01853 BF439153 hypothetice
1.086659 1566301_¢ PPP1R11 AV755778 Protein phc
1.083717 54970 _at DKFZp761 AA868332 hypothetice
1.126694 227271_at FGF11 AU151265 fibroblast g
1.046908 240818_at --- AA770459 ---
1.121214 238824 at --- BF844863 CDNA FLJ.
0.918506 1565242 ¢ TNXB U52700 Tenascin X
0.866203 218642_s_CHCHD7 NM_02430 coiled-coil-|
1.110946 225615 _at LOC12691 AK024480 hypothetice
1.076944 229998 x Clorf78 AI304355 Chromosor
1.144407 1558082 ¢ C90rfo93  AK094506 chromoson
1.080244 221402_at OR1F1 NM_01236 olfactory re
1.207399 242940 _x_DLX6 AA040332 distal-less |
0.93779 206178_at PLA2G5 NM_00092 phospholip.
0.760148 228977_at IL17D Al669535 Interleukin
1.117404 244673 at --- AW271558 Transcribet
1.079938 1553239 ¢ FLJ30707 NM_14501 hypothetice
1.18758 213214 x_ACTG1  AW190090Q actin, gamr
1.062609 216699 s KLK1 L10038  kallikrein 1,
1.070074 232106_s_FLJ14640 AK001375 Hypothetic:
1.116645 230418 _s_GALNTL1,Al097463 UDP-N-ace
0.878714 201026_at EIF5B AB018284 eukaryotic
1.014732 212581_x_GAPDH BE561479 glyceraldet
1.052341 210318 at RBP3 J03912 retinol bind
1.084015 233355_at LOC28473 AL157500 hypothetice
1.124127 212700 _x_PLEKHM1 AJ002220 pleckstrin h
1.478493 205132_at ACTC NM_00515 actin, alphe
1.115293 228326_at WDR27  Al016894 WD repeat
0.747139 233127_at ZNF331 AK022474 Zinc finger
0.933901 206364 _at KIF14 NM_01487 kinesin fam
1.07124 207687_at INHBC NM_00553 inhibin, bet
0.893903 243311_at RP5-1103( BE044548 defensin, b
0.889941 225925 s USP48 AA044730 ubiquitin s
0.910476 213309_at PLCL2 AL117515 phospholip
1.072962 1554286 ¢ FLJ25758 BC033035 hypothetice
1.072144 232436 _at ZNF274  AI057616 zinc finger |
1.111253 209907_s_ITSN2 AF182198 intersectin .
1.093078 209423_s_PHF20 AY027523 PHD finger
1.104328 202987_at TRAF3IP2 AW296296 TRAF3 inte



233.659
583.375
7393.65
139.209
36.0534
109.067
167.243
611.831
320.969
365.344
126.955
212.617
664.401
126.107
735.309
599.199

150.09

68.445

162.43
118.191
1454.81
542.174
284.597
173.406
216.787
366.916
657.072
397.098

170.14
270.098

44.483
203.313
216.314
579.188
866.292
56.8945
3120.35
650.425
39.6527

123.04
134.585
544.499

180.22
303.283
340.142
207.865
178.008
553.906
95.3256

57.732
1964.14
274.865

221.7174
597.1326
7741.023
138.8063
36.83094

111.719
154.4989
489.7453
293.5676
367.2267
124.0699

198.354

695.577
137.7047
666.9066
545.1071
148.4231
53.84947
154.8193
134.3301
1321.401
555.6064
273.8463
184.4604
206.7466

460.218
729.2722
390.2701
187.6551
274.2392

52.1114
208.6317
213.0248
554.4036
1013.748
59.86462
3298.093
687.9549
50.93827
142.6907
138.2306
716.2638
240.8544
291.8838
286.4648
230.4819
173.5722
690.1317
106.2222
62.99102
1862.462
311.9861

245.8014
678.5046
7406.543
155.0398

40.3545
102.5769
167.0138
602.1441
319.4932
341.1959
136.0231
181.0731
1179.565
126.0467
720.9693
571.6667
143.1458
65.13606
176.7268
146.3413
1532.464
604.0304
285.5397
201.5281
245.3154
544.4104
624.3303

415.547
176.0676
295.2254
58.83203
223.7012
229.2618
596.4883
863.3276
79.52589

3105.74
740.0239
43.29604

158.722

157.603
625.0784
205.6751
312.2488
306.2296
243.8003
188.3499
767.6821
122.3595
73.57424
2533.787
295.1093

0.046554

0.04656
0.046589

0.04662

0.04663

0.04664
0.046655
0.046697

0.04672
0.046791
0.046798
0.046804
0.046807
0.046825
0.046834
0.046866
0.046873
0.046875
0.046931
0.047012
0.047014
0.047033
0.047039
0.047058
0.047076

0.04709
0.047217
0.047242
0.047259
0.047287
0.047339
0.047351
0.047387
0.047405
0.047411
0.047419
0.047448
0.047458
0.047474
0.047477
0.047557
0.047568
0.047582
0.047619
0.047622
0.047658

0.04767

0.04769
0.047691
0.047698
0.047715
0.047715

1.108625 235857_at KCTD11 AI859242 potassium
1.136271 55616_at PERLD1 AI703342 perl-like dc
0.956791 214143 _x_RPL24 /Il < AI560573 ribosomal g
1.11695 223789 s GTPBP2 AF116627 GTP bindin
1.095668 1562051 & LOC28475 AK092805 hypothetice
0.918169 201638_s_CPSF1 BE676642 cleavage a
1.081003 208699 x_ TKT BF696840 transketola
1.229505 1552698 ¢ MGC1670: NM_14504 alpha tubul
1.088312 211536_x_MAP3K7 AB009358 mitogen-ac
0.929115 202683_s_RNMT NM_00379 RNA (guan
1.096343 238716_at --- AL527331 Homo sapi
0.912879 227201_at LOC64383 AI679230 hypothetice
1.695807 208782_at FSTL1 BCO000055 follistatin-lil
0.915341 210257_x_CUL4B  AF212995 cullin 4B
1.081065 222462_s_BACE1l  Al653425 beta-site Al
1.048724 203572_s_TAF6 NM_00564 TAF6 RNA
0.964444 228173_at GNAS AA810695 GNAS com
1.209595 201843 _s_EFEMP1 NM_00410 EGF-conta
1.141503 204490_s_CD44 M24915 CD44 mole
1.089416 210115 _at RPL39L L05096  ribosomal f
1.159727 219090 _at SLC24A3 NM_02068 solute carri
1.087155 210749 _x_DDR1 L11315  discoidin d
1.0427 215858 _at --- AK022363 CDNA FLJ.
1.092528 211076_x_ATN1 722814  Atrophin 1,
1.186552 201279_s_DAB2 BC003064 disabled hc
1.18294 210519 s NQO1 BC000906 NAD(P)H d
0.856101 203153 at IFIT1 NM_00154 interferon-ii
1.064768 225483 at VPS26B AI971602 vacuolar pr
0.938251 230078_at RAPGEF6 Al640834 Rap guanir
1.076525 203417_at MFAP2  NM_01745 microfibrilla
1.128967 232371 _at 7-Mar AU155401 Membrane-
1.07223 223457_at COPG2  AB047847 coatomer p
1.076221 241076_at SH3BGRL: AA001939 SH3 domai
1.07591 218481 at EXOSC5 NM_02015 exosome c
0.851619 214761_at ZNF423  AW149417 zinc finger |
1.328429 242518 _at --- AA748423 CDNA FLJ-
0.941677 218094_s_DBNDD2 NM_01847 dysbindin (
1.075687 44146_at GMEB2 AA045183 glucocortici
0.849971 237798_at MSRA Al074612 Methionine
1.11235 231013 _at --- w80446  ---
1.140146 1554163 ¢ TWIST2 BC033168 twist homol
0.872693 204726_at CDH13 NM_00125 cadherin 1:
0.853939 218395_at ACTR6 NM_02249 ARP6 actin
1.069771 241373_at IMPDH2 AWO015588 IMP (inosin
1.068995 218844 _at FLJ20920 NM_02514 hypothetice
1.057785 204057_at IRF8 Al073984 interferon
1.085138 214484 s OPRS1  AF226604 opioid rece
1.112371 203156_at AKAP11 NM_01624 A kinase (F
1.151921 1569904 x PALLD BC015161 Palladin, cy
1.168012 1557632_¢ --- BU681135 ---
1.36045 201426_s_VIM Al922599 vimentin
0.945905 1555131 ¢ PER3 BC026102 period hom



206.375 182.7073 245.8653 0.047732 1.345679 225242_s_CCDC80 AW303375 coiled-coil (
53.7521 60.91703 68.54527 0.04774 1.125223 220376_at LRRC19 NM_02290 leucine rich
97.399 120.3136 137.831 0.047748 1.145598 1566002_c ANKRD11 AK096064 Ankyrin reg
41.5981 41.79757 36.23891 0.047764 0.86701 214705_at INADL AJO001306 InaD-like (L
420.603 570.855 487.473 0.047778 0.853935 236798_at --- AW268719 CDNA FLJ.
139.753 131.6914 138.4752 0.04778 1.051513 229633_at INTS10 AA115512 Integrator c
296.145 347.775 314.3963 0.04779 0.904022 222600_s_UBE1L2 AB014773 ubiquitin-ac
1326.02 1537.264 1320.989 0.047792 0.859311 216954 x_ATP50  S77356  ATP synthe
464.831 492.0748 448.6022 0.047794 0.911655 204032_at BCAR3  NM_00356 breast canc
356.72 369.46 333.4686 0.047814 0.902584 218256_s_NUP54 NM_01742 nucleoporir
264.324 327.3209 293.1528 0.047827 0.895613 228867_at TATDN3 BES541548 TatD DNas
241.512 227.8316 244.8506 0.047841 1.0747 218113_at TMEM2  NM_01339 transmemb
115.456 107.7683 91.37448 0.04785 0.847879 242002_at TCBAl N62814  T-cell lympl
192.705 214.212 196.9696 0.047928 0.919508 221627_at TRIM10 AF220123 tripartite m¢
121.391 118.2206 108.1323 0.047929 0.914666 220018 at CBLL1 NM_02481 Cas-Br-M (
209.087 207.3103 192.9621 0.047951 0.930789 241639_at LOC64547 BE049158 Hypothetic:
97.8758 115.8796 107.4588 0.047977 0.927331 1555127_e¢MOCS1 BC036839 molybdenu
153.129 180.261 205.663 0.047984 1.140918 241637_at LOC64547 BE049158 Hypothetic:
315.582 412.6698 359.0532 0.04803 0.870074 219696_at FLJ20054 NM_01904 hypothetice
494.048 431.1943 468.778 0.048039 1.087162 45297_at EHD2 Al417917 EH-domain
397.607 398.7842 439.5388 0.048069 1.102197 207024_at CHRND NM_00075 cholinergic
400.431 367.228 396.057 0.04808 1.078504 236134_at WDR68  AA769995 WD repeat
203.129 204.4592 220.8223 0.048099 1.080031 229835_s_--- AAQ004210 Transcribet
290.417 293.7604 330.6971 0.048142 1.125737 222631_at PI4AK2B  Al862887 phosphatid
90.0878 89.0912 107.0255 0.048152 1.201303 244347_at C10orf61 BE825318 Chromosor
197.077 198.8751 212.7949 0.048155 1.069993 206012_at LEFTY2 NM_00324 left-right de
297.478 280.2394 385.2551 0.048179 1.374735 200660_at S100A11 NM_00562 S100 calcit
331.777 325.3633 337.8752 0.048187 1.038455 229456_s_DDAH1  AI885718 Dimethylar
871.225 936.9832 1052.855 0.048196 1.123665 207549_x_CD46 NM_00238 CD46 mole
159.308 161.8807 152.5979 0.048216 0.942657 232810_at AIG1 AK001347 androgen-il
140.364 186.9651 161.4137 0.0483 0.863336 1560648 _sTSPYL1 AI625538 TSPY-like :
96.2421 113.7909 82.21012 0.048321 0.722467 1559190_sRDH13  AL833150 MRNA; cDI
62.293 62.99127 67.6729 0.048327 1.074322 1557452_e SSBP2 AF088024 Single-stral
73.63 85.62368 95.84662 0.04834 1.119394 225250_at STIM2 N48266  stromal inte
240.092 308.6591 275.8342 0.048353 0.893653 236772_s_--- AA554330 Transcribet
104.784 146.3196 169.1131 0.048361 1.155779 213316_at KIAA1462 AL050154 KIAA1462
164.277 352.4788 289.3309 0.048395 0.820846 231640_at LOC14436 AV654063 Hypothetic:
91.0511 99.4877 70.6421 0.048418 0.710059 240703_s_HERC1  AW59196¢ hect (homao
2605.47 1818.576 2081.498 0.048422 1.144576 1564207_gFLJ35390 BC014556 hypothetice
96.1792 91.28373 107.1683 0.048456 1.174013 230657_at CLOCK  Al423466 Clock homt
50.7921 55.84446 50.29564 0.048493 0.900638 224358_s_MS4A7  AF237916 membrane-
125.339 153.9217 128.3858 0.048507 0.834098 222663 _at RIOK2 AK001697 RIO kinase
88.4286 101.8211 94.05919 0.048526 0.923769 236841_at FLJ25222 BE464132 CXYorfl-re
431.848 388.3252 421.3847 0.048533 1.085133 1553178_e SSTR3 NM_00105 somatostat
20.6708 17.28511 20.96699 0.048555 1.213008 1555932_&c TSGA10 AK094208 Testis spec
538.467 587.3077 606.1888 0.04856 1.032149 203103_s_PRPF19 NM_01450PRP19/PS!
128.17 131.397 146.2114 0.04857 1.112746 212256_at GALNT10 BE906572 UDP-N-ace
141.176 175.5488 152.7547 0.048577 0.870155 238912 _x_C9o0rf85 AA824363 chromoson
1488.86 1531.212 1623.323 0.048615 1.060156 210966_x_LARP1 BC001460 La ribonucl
20.1038 14.62165 17.85099 0.048642 1.22086 1554770_xFLJ32130 BC040642 hypothetice
4197.67 3569.718 4002.244 0.048683 1.121166 214359 _s_HSP90ABI1AI218219 heat shock
146.023 171.5708 193.7536 0.048687 1.129292 1553426_¢c FLJ37543 NM_17366 hypothetice



235.265 259.0268 284.5139 0.048705 1.098396 1552414 ¢WFDC9 NM_14719 WAP four-

64.184 67.48184 61.56289 0.048728 0.912288 215272_at --- R59977  ---
73.7823 105.7095 121.783 0.04874 1.152053 1569885 ¢ --- BC036229 CDNA clon
81.4663 73.95741 84.19029 0.048765 1.138362 205908_s_OMD NM_00501 osteomodu
539.992 487.0623 621.7752 0.048825 1.276582 200600_at MSN NM_00244 moesin
477.758 455.5161 486.5656 0.048849 1.068163 216475_at --- AL133269 ---

225.714 230.971 217.6911 0.048853 0.942504 222012_at LOC90379 AA535066 Hypothetic:
395.671 420.7067 383.623 0.048861 0.911854 233080_s_PRPF40A AF155096 PRP40 pre
285.13 341.0311 291.2909 0.048876 0.854148 206527_at ABAT NM_00066 4-aminobult
82.4808 75.22836 68.22461 0.048897 0.9069 1561785_g MUC4 AKO074437 Mucin 4, ce
894.808 709.2019 868.4504 0.048897 1.224546 200703_at DYNLL1 NM_00374 dynein, ligh
416.78 400.9313 346.8653 0.048907 0.865149 217368_at --- X69909  ---
176.237 215.092 195.689 0.048907 0.909792 208920_at SRI AV752215 sorcin
92.2832 83.83459 73.54497 0.048929 0.877263 233365_at PRKG1  AU147809 Protein kin:
132.823 137.526 146.7798 0.048951 1.067287 215854 _at FBX022 AU146050 F-box prote
64.9177 83.98862 74.33321 0.048978 0.885039 229151_at SLC14A1 BEG673587 Solute carr
368.88 346.5527 375.9239 0.048992 1.084753 218231_at NAGK NM_01756 N-acetylglu
1331.48 1578.283 1399.228 0.049021 0.88655 212848 s_C9orf3 BG036668 chromoson
79.9792 93.21903 86.32288 0.049047 0.926022 1569139 _s FAM53A BC042071 family with
70.3979 92.0743 75.90078 0.049104 0.824343 228966_at PANK2 BE674076 Pantothene
82.5319 85.54792 92.8644 0.049104 1.085525 228113_at RAB37 R62453 RAB37, me
708.944 675.6353 713.9281 0.049173 1.056677 208420_x_SUPT6H NM_00317 suppressor
224.708 219.7756 237.8492 0.049199 1.082237 240099_at ARSG AA573201 Arylsulfatas
2227.91 2129.647 2318.404 0.049218 1.088633 216484_x_ --- L24521  Full-length
214.757 226.9419 238.5858 0.049222 1.051308 238003_at FLJ25530 AI885128 hepatocyte
221.529 210.2277 222.7457 0.049223 1.059545 218770_s_TMEM39B NM_01805 transmemb
77.3524 80.08832 75.27791 0.049229 0.939936 224229_s_AKT3 AL117525 v-akt murin
90.5483 82.90333 87.01814 0.049252 1.049634 228232_s_VSIG2 NM_01431 V-set and il
97.8083 87.71057 97.1485 0.049273 1.107603 221205_at --- NM_01804 ---
38.0514 36.90483 40.76958 0.049353 1.104722 229824_at --- AL133706 CDNA FLJ-
129.843 117.733 127.138 0.04936 1.079884 222874 s CLN8 AF123757 ceroid-lipof
49.9911 48.11634 41.69521 0.049364 0.86655 241755_at UQCRC2 AI961429 Ubiquinol-c
80.4762 75.80977 84.06066 0.049412 1.108837 217361_at --- X73110 ---
269.689 260.7219 277.1991 0.049466 1.063198 234316_x_ KLK12 AF135025 kallikrein 1.
409.007 439.7154 404.3613 0.049491 0.919598 201917_s_SLC25A36 Al694452 solute carri
194.848 213.3459 228.4139 0.049509 1.070627 205058 at SLC26A1 M74715 solute carri
160.044 155.6581 134.0788 0.049525 0.861367 1553158 & C3o0rf34  AY099509 chromoson
421.943 401.4622 455.7747 0.04953 1.135287 218061_at MEA1 NM_01462 male-enhai
312.304 316.3203 351.1106 0.049535 1.109984 221529_s_PLVAP AF326591 plasmalem
63.6136 67.3989 81.17543 0.049541 1.204403 205559_s_PCSK5 NM_00620 proprotein
5522.61 4932.919 5301.701 0.049542 1.074759 200735_x_NACA NM_00559 nascent-po
109.249 110.0798 126.1411 0.049569 1.145907 216444 at SMURF2 AK024138 SMAD spe!
4202.92 4770.297 4512.857 0.049599 0.946033 218201_at NDUFB2 NM_00454 NADH deh!
372.269 447.7841 370.2192 0.049604 0.826781 223089_at VEZT Al805297 vezatin, ad
455.842 434.5209 462.9326 0.049606 1.065386 220155_s_BRD9 NM_02392 bromodomi
45509 49.83688 53.18993 0.049663 1.067281 233316_at MKLN1  AK023427 Muskelin 1,
44,1588 43.00822 47.2955 0.049667 1.099685 238512_at ST7L BF961733 Suppressia
199.736 178.8998 190.1689 0.049669 1.062991 239837_at ADAM11 T15748 ADAM met
569.452 571.0048 628.7677 0.049674 1.10116 40255_at DDX28 AC004531 DEAD (Asg.
49.9146 54.22297 49.12049 0.049674 0.905898 1555433_¢ SLC39A14 BC015770 solute carri
48.1358 62.92417 74.82253 0.049684 1.189091 1570117_¢--- BC037877 CDNA clon
111.312 104.4628 112.6623 0.049715 1.078492 217497_at ECGF1  AW613387 endothelial



86.7428 82.17289 92.35002 0.049723 1.12385 243877_at Clorf25 BF514803 Chromosor
359.025 355.4726 371.9598 0.04973 1.046381 227090_at PHF21A AA194264 PHD finger
135.024 111.4267 129.2302 0.049755 1.159777 223463_at RAB23 AF161486 RAB23, me
378.842 359.8393 386.1818 0.049758 1.073206 226163_at ZBTB9 AW291499 zinc finger .
138.326  152.193 164.3319 0.049776 1.07976 240374_at --- BF448248 ---
520.367 505.8144 543.2603 0.049788 1.074031 221067_s_C120rf39 NM_03057 chromoson
262.794 268.513 292.1459 0.049818 1.088014 219923_at TRIM45 NM_02518 tripartite mc
445,964 470.3228 497.5119 0.049862 1.057809 222640 _at DNMT3A N26002 DNA (cytos
8365.4 8921.327 8650.104 0.049879 0.969598 212042_x_RPL7 /// LCBG389744 ribosomal f
2254.67 1608.723 1817.493 0.049884 1.129774 1564208 x FLJ35390 BC014556 hypothetice
224,711 258.8259 233.1544 0.049901 0.900816 1565027_gOFCC1  AF548114 orofacial cli
323.333 382.6097 367.2678 0.049924 0.959902 59631_at TXNRD3 Al247566 thioredoxin
199.558 192.9542 212.6396 0.049971 1.102021 216038_x_DAXX BE965715 death-asso
3113.03 2948.482 3543.02 0.049972 1.201642 211073_x_RPL3 BC006483 ribosomal g
122.189 143.9901 126.1756 0.049992 0.87628 213934_s_ZNF19 /// Z AL567808 zinc finger |
7.22143 9.946652 6.152171 0.049993 0.618517 221037_s_SLC25A31 NM_03129 solute carri
543.551 528.1126 599.472 0.049998 1.135122 201810_s_SH3BP5 AL562152 SH3-domai



1ame
NA DKFZp686F1844 (from clone DKFZp686F1844)

synaptic membrane exocytosis 4
L6 mMRNA sequence

d locus

al protein PRO2900

inding protein-like 7

)lyl isomerase (cyclophilin)-like 2

)ecific peptidase 37

d locus

n factor A, mitochondrial

ne 6 open reading frame 137

annel, voltage-dependent, L type, alpha 1C subunit

onse factor (c-fos serum response element-binding transcription factor)
bulin heavy constant alpha 1 /// immunoglobulin heavy constant gamma 1 (G1m marker) /// immunoglok
) domain containing 15

otif-containing 11

protein

ne 21 open reading frame 29

ymain containing 1

dherin-associated protein), alpha 3

rane protein 4

ne 19 open reading frame 37

development candidate 1

Ig cassette, sub-family C (CFTR/MRP), member 13

1 leukemia viral oncogene homolog B (ras related; GTP binding protein)
eceptor potential cation channel, subfamily V, member 1

apeat containing 3

tta 4

u homolog (mouse)

1-specific guanine nucleotide-releasing factor 2
monophosphate deaminase 2 (isoform L)
ibulin heavy constant gamma 1 (G1m marker)
Al protein DKFZp313A2432
\sp-Glu-Ala-Asp/His) box polypeptide 26B

IAP repeat-containing 4

ctural maintenance of chromosomes 1-like 1 (yeast)
protein

12, smooth muscle, aorta

nain containing 2B

sloid ecotropic viral integration site 1 homolog 2 (mouse)
protein 252

ific protein, Y-linked 1

1sistance-associated overexpressed protein

protein 207

iciated transcription factor 1

e (DNA directed), eta



/larginine hydrolase

ling protein-like 1

like enhancer of split 3 (E(spl) homolog, Drosophila)
and FYVE domain containing 1

nin B (secretogranin 1)

3in

2peat containing 5

and HMG-box DNA binding protein 1
X domains 2A

ens, clone IMAGE:5743779, mRNA
‘e homeobox 2

eracting protein

protein L22
nscription factor IIIC, polypeptide 1, alpha 220kDa

-B0335 protein
homolog (Drosophila)

naintenance of chromosomes flexible hinge domain containing 1
rotein-like 3 antisense

mne 1 open reading frame 26

pha (actin binding protein 280)

protein 286 /// similar to zinc finger protein 286

nily member 3

Jrotein S2

modulin binding protein 3

tivated protein kinase-activated protein kinase 5
olog C (C. elegans)-like

, oligomeric mucus/gel-forming

e (prosome, macropain) 26S subunit, non-ATPase, 10
al LOC553137

)-Glu-Ala-As) box polypeptide 19A

il gene supported by AL832565

na

n

nin 2 (bilateral acoustic neuroma)

er in mitosis gene a)-related kinase 6
sphatidylethanolamine-hydrolyzing phospholipase C
molog, cytochrome ¢ oxidase assembly protein (yeast)
d locus

1i homolog

acent to 3' end of integrated HPV16 (INT421)
whibitor 1

otif-containing 38

tivated protein kinase kinase kinase 1



12ak

domain 46

iin depolymerizing factor)

stidase M

2in sulfotransferase 1

h mobility group box protein TOX
al protein LOC339457

ie IMAGE:5263917

ne 16 open reading frame 45

ific kinase substrate

ens, clone IMAGE:5219794, mRNA

, CCHC domain containing 6
lecule-like family member g

brane protein 4

iuclear receptor co-repressor 1
ens, clone IMAGE:3446976, mMRNA

n beta receptor (TNFR superfamily, member 3)

1ydrogenase 5 (class Ill), chi polypeptide

in containing 2

il protein LOC169834

almitoyltransferase Il

:eptor interacting protein 2

cDNA clone CSODF014YC15 of Fetal brain of Homo sapiens (human)
enosine transferase

acruitment domain family, member 11

mne 18 open reading frame 8

factor RNA polymerase I

ke protein

iral integration site 1

ad cell death 6

domain containing 58

er family 9 (sodium/hydrogen exchanger), member 3 regulator 2
il protein FLJ20433

/pe VI, alpha 2

ne 14 open reading frame 172

protein 587

1eta 1 pseudogene

ie IMAGE:4816709

1 osteosarcoma

ctor 1 (ets domain transcription factor)
)GEF and PH domain containing 2
Jatic

CCCH-type containing 5

al protein LOC643234

wydrogenase (decarboxylating)

ing protein 2

Ig cassette, sub-family A (ABC1), member 7



ling LIM protein 1

voltage-gated channel, subfamily F, member 1
al biogenesis factor 3

ial fission regulator 1

ding protein 1

il gene supported by BC024195

ier family 1 (neuronal/epithelial high affinity glutamate transporter, system Xag), member 1

iteracting substance of 220 kDa

il protein LOC440465

translation elongation factor 1 delta (guanine nucleotide exchange protein)

Drosophila) /// ovo-like 2 (Drosophila)

)gy 2 domain containing adaptor protein B
protein 169

annel, voltage-dependent, gamma subunit 5
d locus

protein 614

hin

11677 fis, clone HEMBA1004778

ain containing 1

ne 20 open reading frame 45

nethyltransferase

| binding protein 4

1g Rho activating protein
:oupled receptor 137

cytidylyltransferase 1, choline, alpha

1

Jnectin, cwev and kazal-like domains proteoglycan (testican) 2
r0lar RNA, H/ACA box 28

)sphatase 1, catalytic subunit, beta isoform

yptide repeat domain 17

e ¢ oxidase subunit Vb

eukemia transcription factor 1

r synthase trafficker

d locus

in and CaM kinase-like 1

ne 19 open reading frame 29

1sferase 4 (alpha (1,3) fucosyltransferase, myeloid-specific)

ist-specific 2
ne 9 open reading frame 91

d locus, moderately similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens]

ase C and casein kinase substrate in neurons 2
pping transcript 2 (antisense non-coding RNA)

protein 130
dl syndrome 1
(C-C motif) ligand 21



omain receptor family, member 1

pha (actin binding protein 280)

n elongation factor A (Sll)-like 1

3ssor protein 1

ike 1 /Il lysozyme-like 2

UBR1 type 1

sis transmembrane conductance regulator, ATP-binding cassette (sub-family C, member 7)
n binding protein 4 (formin binding protein 21)

ne 9 open reading frame 164

| containing TCP1, subunit 5 (epsilon)

yressor of mif two 3 homolog 2 (S. cerevisiae) /// similar to SMT3 suppressor of mif two 3 homolog 2 /// s
40) homolog, subfamily C, member 6

e 1 (mast9, hevin)

lily member 3B

e repeat containing 6B

ne 6 open reading frame 182

ain and WD repeat domain containing 1

1d transmembrane 1

1omolog 1 (zebrafish)

yphosphate-5-phosphatase F

d locus

20814 fis, clone ADSE01064

xd cell death 6

2 P450, family 3, subfamily A, polypeptide 4

1ily member 6, elongation of long chain fatty acids (FEN1/Elo2, SUR4/Elo3-like, yeast)

cyclase 3

ase C binding protein 1
ase kinase, beta

1 repeat containing 35

il protein LOC285965

protein

homeobox 1b

L-myc fusion

Al protein LOC642372

n factor 3 (E2A immunoglobulin enhancer binding factors E12/E47)
roup

d locus

icarboxylase

otif-containing 3

din E receptor 3 (subtype EP3)

ysosomal acid, cholesterol esterase (Wolman disease)

yb1-like 2 (chicken)

nase/reductase (SDR family) member 7

mone receptor, alpha (erythroblastic leukemia viral (v-erb-a) oncogene homolog, avian)
an factor binding to IGHM enhancer 3



al protein LOC283033

d locus, weakly similar to NP_990560.1 very low density lipoprotein (VLDL)/vitellogenin receptor [Gallus
stor I/X (CCAAT-binding transcription factor)

d-like 2 (Drosophila)

nin 2 (bilateral acoustic neuroma)

ntaining F3

NA DKFZp434F0535 (from clone DKFZp434F0535)

cting protein

d locus

ttor, arginine/serine-rich 9 /// splicing factor, arginine/serine-rich 9

allopeptidase domain 3a (cyritestin 1)

geptide receptor A/guanylate cyclase A (atrionatriuretic peptide receptor A)

al protein LOC283075

1omology domain containing, family A (phosphoinositide binding specific) member 3
septor co-repressor 1

32664 fis, clone TESTI1000088

protein 1

ne 1 open reading frame 42

+ transporting, lysosomal 13kDa, V1 subunit G1

se D

tor 1

rane protein 132A

40) homolog, subfamily C, member 4
N-acetylglucosaminidase

roblastosis virus E26 oncogene homolog 1 (avian)
:omplex subunit 1

\urora kinase A-interacting protein (AURKA-interacting protein)
onjugating enzyme E2E 1 (UBC4/5 homolog, yeast)
il protein MGC42174

I transcription complex, subunit 1

mmunoglobulin-like receptor, subfamily A (with TM domain), member 5
1-like 5

1 transcription factor 1 (acute myeloid leukemia 1; amll oncogene)
croglobulin/bikunin precursor

1t homolog 2 (Drosophila)

growth factor binding protein 1

ita 5

insert cDNA clone ZB77E08

rmone receptor, beta (erythroblastic leukemia viral (v-erb-a) oncogene homolog 2, avian)
in domain family 11, member A /// C-type lectin domain family 11, member A
yeptidase 4 (CD26, adenosine deaminase complexing protein 2)

le IMAGE:5296164
il protein LOC285178
d locus

mplex component 5

per transcription regulator 2
il protein FLJ10916

2



(S. cerevisiae)
ain N, 1
al protein MGC24039

sequence similarity 76, member B

protein 687

1g motif, single stranded interacting protein
ription factor /// Sp2 transcription factor
tratricopeptide repeats 1

tate dehydrogenase

sin

ne 16 open reading frame 52

protein 333

rowth factor 6

ne 9 open reading frame 14

123572 fis, clone LNG12403

min VII

er family 2, (facilitated glucose transporter) member 8
1e nucleotide exchange factor (GEF) 1
yeat and MYND domain containing 1
ase, beta

oplasmic 1, light intermediate chain 2
e domain containing 6

nolog 1 (Drosophila)

domain 62

“ipt

(globulin) inhibitor H5

-regulated 1

n4

35945 fis, clone TESTI2011915

acting protein 2

sein kinase and cyclin-dependent kinase substrate 1
siated, gamma adaptin ear containing, ARF binding protein 2
rotein

lin (schwannoma-derived growth factor)

38904 fis, clone NT2NE2001524

Jtic leukemia /// similar to promyelocytic leukemia protein isoform 1
Id modifier 1

jht polypeptide (Lcb)

‘esponsive gene 15

1se 1l

lyl isomerase A (cyclophilin A)

>eptor coactivator 5

an factor-like 5 (basic helix-loop-helix)

1 like 1

ynthase kinase 3 alpha

arase family, cytosolic, 1A, phenol-preferring, member 2
1ige kinase 4

1 cycle 25B

a mouse model of primary ciliary dyskinesia



Jamma 3

plicated region transcript 4

se and tensin homolog (mutated in multiple advanced cancers 1) /// phosphatase and tensin homolog (n
:oupled receptor 173

iinding protein 1 (amine oxidase (copper-containing))
ctural maintenance of chromosomes 5-like 1 (yeast)
115

:oupled receptor 44

protein 148 (pHZ-52)

:oupled receptor 135

ribose) polymerase family, member 3

d locus

)sine phosphatase, receptor type, M

38461 fis, clone FEBRA2020977

1 sequence similarity 83, member B

Jeuronal acetylcholine receptor protein, beta-4 subunit precursor (Neuronal acetylcholine receptor non-¢
(C.elegans)

acles homolog 1 (Drosophila)

15

ne 16 open reading frame 45

al protein LOC644246

er family 34 (sodium phosphate), member 1
38396 fis, clone FEBRA2007957

nember RAS oncogene family

-like 1 (cartilage glycoprotein-39)

)

expressed 3
sequence similarity 14, member A

ier family 16 (monocarboxylic acid transporters), member 3
dsinding protein-related factor)-proximal homolog (Drosophila)
omain receptor family, member 1

/stream regulated gene 1

nase/reductase (SDR family) X-linked

neobox, 5 /// double homeobox, 3 /// double homeobox, 1
ne 14 open reading frame 115

1 repeat containing 20

lass I, type 8B, member 4

ily interacting protein 2

»nyl CoA epimerase

e domain containing 1

unoglobulin-like variable motif containing

d locus

d locus

+ transporting, lysosomal 50/57kDa, V1 subunit H

al protein LOC283970

14061 fis, clone HEMBB1000749

rcule

IKEN cDNA 2210021J22

protein 554



ginine dimethylaminohydrolase 1

ens, clone IMAGE:4685786, mMRNA

tivated protein kinase kinase kinase 7 interacting protein 2

ated, EVH1 domain containing 1

tatic cells 5, protein expressed in (nucleoside-diphosphate kinase)

NA DKFZp761E1721 (from clone DKFZp761E1721)

rrin gamma subfamily C, 3 /// protocadherin gamma subfamily B, 4 /// protocadherin gamma subfamily A
cort 1 homolog B (S. cerevisiae)

eceptor, C type 2

channel, subfamily T, member 2
lyl isomerase A (cyclophilin A)
ht polypeptide 9, regulatory

iceptor potential cation channel, subfamily V, member 5
lin

ylinositol-4-phosphate 5-kinase, type Il, alpha
aginding protein /// TAR DNA binding protein
iblastic leukemia (translocation) 1

) domain containing 15

‘oplasmic 1, heavy chain 1

1 (C. elegans)

rotidyl transferase, CCA-adding, 1
ositide-3-kinase, catalytic, alpha polypeptide
‘otein (actin filament) muscle Z-line, beta

'AS domain protein 3

related protein 1

thers against DPP homolog 2 (Drosophila)

NA DKFZp667M159 (from clone DKFZp667M159)

ated protein 1

domain containing 40

domain 74 /// WD repeat domain 74

r pathway inhibitor (lipoprotein-associated coagulation inhibitor)
38130 fis, clone D60ST2000464

type Il domain containing 6

pressor
n microtubule associated protein like 5

avy polypeptide 11, smooth muscle

' lipoprotein-related protein 1 (alpha-2-macroglobulin receptor)
Ig protein 1

protein 639

almitoyltransferase 1A (liver)

1g protein 8 (putative)

ne CD 43T7

Imodulin-dependent protein kinase Il inhibitor 1

ier family 25, member 28

annel, voltage-dependent, beta 1 subunit

ie IMAGE:4825318



2in |

ex group 18

ens, clone IMAGE:4047715, mRNA

nel, sperm associated 3

i-domain protein (SRF accessory protein 1)
elated, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2
ressor of lin-12-like (C. elegans)

sequence similarity 26, member B

1 sequence similarity 84, member A

protein 277

s One Binder kinase activator-like 2B (yeast)

40) homolog, subfamily A, member 2
IAP repeat-containing 7 (livin)

xin 2 /Il peroxiredoxin 2

Jase domain containing 2

|l division cycle 23, yeast, homolog)
il protein LOC644053

mma 2

1ily interacting protein 5 (class 1)

2 external ophthalmoplegia 1

protein 541

al gene supported by AK097381; BC04086€

3in 9

)GEF kinase

elial cell transforming gene 1

al protein MGC39900

43113 fis, clone CTONG2028208

35829 fis, clone TESTI2006460

rane emp24 protein transport domain containing 3
Icleotide binding protein-like 3 (nucleolar)
Ac:betaGal beta-1,3-N-acetylglucosaminyltransferase 4 /// UDP-GIcNAc:betaGal beta-1,3-N-acetylgluco

1 cycle 42 (GTP binding protein, 25kDa)

mentosa 9 (autosomal dominant)

lyl isomerase A (cyclophilin A)

ydrogenase (ubiquinone) 1 beta subcomplex, 6, 17kDa

1 protein ligase, HECT domain containing, 1

ntaining with AAA domain

'DZ domain containing 1

domain containing 1

n factor 3 (E2A immunoglobulin enhancer binding factors E12/E47)
latory transcription factor 1

er family 22 (organic cation transporter), member 4
seD

d locus

al gene supported by BC008048

1 only 2 (rhomboatin-like 1)

sferase 1



ne 9 open reading frame 93

Upha (actin binding protein 280)

bosomal protein S3a

ne 1 open reading frame 2

ox K2

1, epsilon 1 /// hemoglobin, epsilon 1

Jciated antigen 16

alcium binding domain 5

rane protein 131

!-sulfatase (Hunter syndrome)

tatin/kazal, immunoglobulin, kunitz and netrin domain containing 2
protein

etaGal beta 1,3-galactosyltransferase polypeptide €

n factor 3 (E2A immunoglobulin enhancer binding factors E12/E47)
1drome chromosome region, candidate 2

1 containing 1

d locus

nain helicase DNA binding protein 9
n (thioltransferase)

iid receptor, alpha

/-Pudlak syndrome 4

‘BC1 domain containing 3

10se 4,6-dehydratase

growth factor binding protein 7
yphosphate-5-phosphatase, 145kDa
in family, member 2

sarcoplasmic reticulum protein 1
'steine-rich domains 1

’in tyrosine kinase 2

30762 fis, clone FEBRA2000575

n VI (platelet)

lyl isomerase A (cyclophilin A)
icleotide binding protein (G protein), beta polypeptide 1
ase, cGMP-dependent, type Il
yrinogen oxidase

al protein 164kDa

iceptor potential cation channel, subfamily V, member 4
ial ribosomal protein L41

ation protein 3

protein

40) homolog, subfamily C, member 4
ymphocytic leukemia, 2

3in 9

ding protein C, slow type

wvy chain member 2

\lagille syndrome)

:le homolog 2 (Drosophila)
1yde-3-phosphate dehydrogenase



/lyltransferase and 5'-phosphatase

2-associated protein 2

sine ligase

/pe XXIV, alpha 1

lated protein complex 3, mu 2 subunit
expressed 3

ie IMAGE:4797099

2 (RNA) IIl (DNA directed) polypeptide H (22.9kD)
kinase

yrane protein 132E

side triphosphate diphosphohydrolase 4
magnesium homeostasis factor (S. cerevisiae)
protein 673

-1 homolog (Drosophila)

protein 161

ieat domain 13 family, member D

er family 22 (organic anion transporter), member 7

al protein BC009862

ta l

ousled-like kinase 2

mitochondrial membrane peptidase-like (S. cerevisiae)

acting protein 1

ion elongation factor, mitochondrial

protein 32

35982 fis, clone TESTI2013604

icity tyrosine-(Y)-phosphorylation regulated kinase 1A /// dual-specificity tyrosine-(Y)-phosphorylation re:

. rRNA accumulation, homolog (S. cerevisiae)
rrol-3-phosphate O-acyltransferase 3
2
rowth factor receptor 4
NA DKFZp56400862 (from clone DKFZp56400862)
hyde-3-phosphate dehydrogenase, spermatogenic
protein 90kDa alpha (cytosolic), class A member 1
in5
allopeptidase 28
hthisis 1 (juvenile)
lie IMAGE:3950788
apeat containing, X-linked 4
1 repeat containing 61
ed channel like 1
d locus
og gene family, member H
x homolog 5 (HP1 alpha homolog, Drosophila)
ox L2
105kDa/110kDa protein 1
lyl isomerase A (cyclophilin A) /// peptidylprolyl isomerase A (cyclophilin A
ysphatase 1, regulatory subunit 7
icleotide binding protein (G protein) alpha 12
il protein LOC642398



ie IMAGE:5302680

IM domain 5

Jciated binding protein 2

ronosyltransferase 1 family, polypeptide A10

d locus

Jcerate kinase 1

itamyltransferase 1

il MGC13053 /// hypothetical MGC13053

ptor, type 2, member 14

ie IMAGE:5310903

allopeptidase 14 (membrane-inserted)

Ihomocysteine hydrolase-like 1

mmunoglobulin-like receptor, subfamily B (with TM and ITIM domains), member 2
insert cDNA clone ZD52G03

»njugating enzyme E2B (RAD6 homolog)

ie IMAGE:4420497

)adenosine 5'-phosphosulfate synthase 2

al protein LOC284371

lyl isomerase C (cyclophilin C)

il protein LOC93463

NA DKFZp686B2320 (from clone DKFZp686B2320)

isphatase 2 (formerly 2A), regulatory subunit A (PR 65), beta isoform
type Il domain containing 3B

d dCMP deaminase domain containing 1

protein 28

)sine phosphatase, receptor type, C

channel, subfamily T, member 1

amide branched chain transacylase E2

elin phosphodiesterase 3, neutral membrane (neutral sphingomyelinase II)
cDNA clone CSODHO005Y118 of T cells (Jurkat cell line) of Homo sapiens (human)
se activating protein 10

brane and coiled-coil domain family 1

in containing 4

/RNA polymerase Il complex component, homolog (S. cerevisiae)
SH3 domain containing 2

ie IMAGE:5268742

ie IMAGE:5396656

log E3 ubiquitin protein ligase (mouse)

utamic acid dipeptide (RE) repeats

ens, clone IMAGE:5248198, mRNA

d locus

length insert cDNA clone EUROIMAGE 1090207

d locus

1 repeat containing 38

e 5

(S. cerevisiae)

e (prosome, macropain) inhibitor subunit 1 (P131)

cription factor 3

onine kinase 17a (apoptosis-inducing)

ductin, axil) /// axin 2 (conductin, axil)
al protein LOC643496



sicle trafficking protein homolog B (S. cerevisiae)
ymain containing 1

se T2

sequence similarity 62 (C2 domain containing) member B
'main containing 2

insert cDNA clone YS02G11

n (thioltransferase)

al protein FLJ13236

iemia, complementation group L

2 P450, family 2, subfamily E, polypeptide 1
il protein LOC284454

:omplex subunit 5

‘otein ligase E3C

uclease I, lysosomal

and cell motility 2

gene product

annel, nonvoltage-gated 1 alpha

ily member 3

ydrogenase (ubiquinone) 1 alpha subcomplex, 10, 42kDa
linobutyric acid (GABA) A receptor, alpha 5 /// similar to Gamma-aminobutyric-acid receptor alpha-5 suk
some antigen 1, 162kD

ne 7 open reading frame 10

ie IMAGE:3613219

)sphatase 1, regulatory subunit 9B, spinophilin

d locus

zhydrogenase (lipoamide) alpha 2

inding protein-like 5

ie IMAGE:5295909

ociated transcript 4

ibulin heavy constant gamma 1 (G1m marker)
nunodeficiency virus type | enhancer binding protein 1
42259 fis, clone TKIDN2011289

ated protein complex 1, sigma 3 subunit

protein 366

ierine, 35

rotein S27a /// similar to ubiquitin and ribosomal protein S27a precursor
syndrome critical region gene 11

il protein LOC642891 /// hypothetical protein LOC649158
11

:oupled receptor 26

nteractive protein 2, 30kDa

ne 5 open reading frame 21

al protein LOC285016

ne 1 open reading frame 123

1t component 1, s subcomponent
protein 533

mne 17 open reading frame 42



iIfinic acid decarboxylase
igomeric mucus/gel-forming

ronosyltransferase 2 family, polypeptide A3
2 1 (S. cerevisiae)

ens, clone IMAGE:2960615, mRNA
protein

annel, voltage-gated, type I, beta

din E receptor 4 (subtype EP4)

:cule (Indian blood group)

-associated plasma protein A, pappalysin 1
)z/ten-m homolog 2 (Drosophila)

protein

ne 10 open reading frame 86

irin beta 7

> receptor complex member 2

siated PDZ and coiled-coil motif containing

xnoyl-Coenzyme A carboxylase 2 (beta)

vigator 1

il cancer associated protein

e, alpha; acid (Pompe disease, glycogen storage disease type )
GE:110862, mRNA sequence

al protein LOC283663

al protein LOC283551

al LOC440900

1 containing TCP1, subunit 5 (epsilon)

'ma virus CT10 oncogene homolog (avian)

sequence similarity 22, member A /// family with sequence similarity 22, member B /// family with sequel
n binding protein 4 (formin binding protein 21)

Jsitide-3-kinase, regulatory subunit 5, p101

10log, nonsense mediated mMRNA decay factor (C. elegans)

de FF-amide peptide precursor

> segregation increased 2-like 3

Ihomocysteine hydrolase-like 1

(S. cerevisiae)

120892 fis, clone ADKA03430

din E synthase 3 (cytosolic)

» homolog 3 (neuroendocrine-dlg, Drosophila)
1embrane protein 1

bulin superfamily containing leucine-rich repeat 2

A exonuclease 1 homolog (S. cerevisiae)
ne 12 open reading frame 47

dlog 1 (Drosophila)

ain containing 6



protein

ama breakpoint family, member 10

ne 10 open reading frame 53

.eucine-rich repeat-containing protein 14

etrahydrofolate dehydrogenase (NADP+ dependent) 2-like
d locus

insert cDNA YI37C01

er family 38, member 5

ceptibility candidate 2

)eta-hydroxylase

d locus

ty group box 4

omain containing 2

sociated protein 3

rar RNA activating complex, polypeptide 5, 19kDa
nily, member B1 /// SPANX family, member B2
|

‘NRP) and tolloid (TLL)-like 1

ociated transcript 3

il protein MGC34821

ase, X-linked /// protein kinase, Y-linked

annel, voltage-dependent, alpha 11 subunit

er family 2 (facilitated glucose transporter), member 3
d locus

tin binding protein, 2A

38388 fis, clone FEBRA2004485

1e nucleotide exchange factor (GEF) 12
INA-ribosyltransferase domain containing 1

sequence similarity 66, member C

ase A2, group VI (cytosolic, calcium-independent)

yeptidase 6

1l LOC283677

37917 fis, clone CTONG1000137

!NA binding motif protein, Y chromosome, family 2 member B
ata, non-erythrocytic 4

'mbrane protein 2A

" lipoprotein receptor-related protein 6

ase N2

D9

ition repair homolog 2 (E. coli)

group (transferase A, alpha 1-3-N-acetylgalactosaminyltransferase; transferase B, alpha 1-3-galactosyl
:oupled receptor 84

hancer binding protein (C/EBP), epsilon

\-methyltransferase

protein 701



(yeast)

n containing oxidoreductase

d locus

f G-protein signalling 1

y 1, member A (torsin A)

all subunit (SSU) processome component, homolog (yeast)

differentiation protein

'ase activating protein

ie IMAGE:4824668

40) homolog, subfamily C, member 15

itein, ataxia-telangiectasia locus

al protein LOC90408

:nescent cell antigen-like domains 1

d protein 2/3 complex, subunit 4, 20kDa /// actin related protein 2/3 complex, subunit 4, 20kDa
gene 7 (TEL2 oncogene)

1 mRNA sequence

» membrane protein band 4.1-like 3 /// erythrocyte membrane protein band 4.1-like 3
se beta like

protein

anse element binding transcription factor 2

2peat containing, X-linked 5

ier family 35, member D2

1 binding protein (scraps homolog, Drosophila)

lase (flavin containing) domain 2

al protein FLJ10803

NA DKFZp762M127 (from clone DKFZp762M127)

inase, muscle

ibulin light chain variable region complementarity determining region (CDR3) mRNA
ritoyltransferase, long chain base subunit 1

ne 14 open reading frame 43

ein beta 1,4-galactosyltransferase, polypeptide 7 (galactosyltransferase I}

ator V alpha gene segment V-alpha-w27, clone IGRa05

3in p53 inducible protein 13

il protein FLJ21369

rowth factor receptor 1 (fms-related tyrosine kinase 2, Pfeiffer syndrome)

ated protein complex 3, delta 1 subunit
al protein FLJ33708

tor (erythroid-derived 2)-like 3

ne X open reading frame 23

IM domain 5

ptosis, WT1, regulator

2, type 2 (N-cadherin 2)

d locus

Jciated binding protein 2

HIT type 3

lissociation inhibitor (GDI) alpha /// Rho GDP dissociation inhibitor (GDI) alpha
alpha 10

gene product

ox N4



omain receptor family, member 1

sociated factor X

kappa light polypeptide gene enhancer in B-cells, kinase gamma

r domain containing 2

and SOCS box-containing 2

kidney disease 2 (autosomal dominant)

15, group | (pepsinogen A) /// similar to Pepsin A precursor /// similar to Pepsin A precursor
al gene supported by BC014163

2 P450, family 4, subfamily F, polypeptide 11

MRNA processing factor 8 homolog (S. cerevisiae) /// PRP8 pre-mRNA processing factor 8 homolog (S.
rane protein 25

rane 6 superfamily member 2

11
mne 10 open reading frame 22

se activating protein 9

ne 20 open reading frame 28

DHHC-type containing 19

llopeptidase inhibitor 3 (Sorsby fundus dystrophy, pseudoinflammatory)
d locus

il protein

il protein FLJ12886

1e nucleotide exchange factor (GEF) 1

1e nucleotide exchange factor (GEF) 4

1

:omplex subunit 6

il locus LOC388666

protein

alpha-1,6-)-glycoprotein beta-1,6-N-acetyl-glucosaminyltransferase, isozyme B
lasin homolog (yeast)

il protein LOC648987

y terminated mRNA decay factor-like

phase expressed 1 /// G-2 and S-phase expressed 1
d locus

smber RAS oncogene family

1-related protein 3 homolog (yeast)

al protein LOC202460

ain family, member 2

2in 32

ig gene family, member G (rho G)
rowth factor 1 (acidic)
1e-6-phosphate deaminase 2

d locus

nopeptidase (aminopeptidase B)
protein, alpha-crystallin-related, B9

NA DKFZp434C108 (from clone DKFZp434C108)
e fiber of sperm tails 2-like



il protein FLJ25770

ne 20 open reading frame 27

‘eceptor, metabotropic 7

rmone receptor associated protein 1

ne 19 open reading frame 18

il locus LOC401237

associated guanylate kinase, WW and PDZ domain containing 3
lylinositol transfer protein, cytoplasmic 1
- repeat, RNA binding protein 1
‘hogenetic protein receptor, type IA
lymphoma 11A (zinc finger protein)

al protein FLJ37659

/pe VI, alpha 1

d locus, strongly similar to XP_371182.1 PREDICTED: similar to BC282485 1 [Homo sapiens]
ens, clone IMAGE:5180681, mRNA

114

ox J1

al protein LOC646769

-interacting protein 2 homolog A (Drosophila)

13350 fis, clone OVARC1002143

.G7889-PA

icule, complement regulatory protein

1g protein with multiple splicing
and BTB domain containing 26

ly member 1

rane protein 16J

2 (RNA) IIl (DNA directed) polypeptide D, 44kDa

nber RAS oncogene family

in binding glutamic acid-rich protein like

ythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian)
ita 2

ie, beta, acid 3 (cytosolic)

| type Il domain containing 3B

iin containing 5

ie IMAGE:4828283

compatibility complex, class I, E

protein 195

ase, H+ transporting, mitochondrial FO complex, subunit s (factor B)
tor I/B

3-O-sulfotransferase 4

ling protein 1A, 12kDa

protein 3

din 12 (prostacyclin) synthase /// prostaglandin 12 (prostacyclin) synthase
:ceptor 1

lily member 13B

viralicidic activity 2-like 2 (S. cerevisiae)

A5
d locus



ial ribosomal protein S31

nyloidosis, Finnish type)

nal

ain, immunoglobulin domain (lg), short basic domain, secreted, (semaphorin) 3B
sferase 5 domain containing 1

iynthetase medium-chain family member 2

siated, gamma adaptin ear containing, ARF binding protein 1

al protein MGC26733

mna 2, smooth muscle, enteric

beta 1

ens, clone IMAGE:4151631, mRNA

se-like 4

il protein LOC646562 /// hypothetical protein LOC652572
» domain containing 1

jJamma chain

stor I/A

(S. cerevisiae)

40) homolog, subfamily C, member 9

nin 2 (bilateral acoustic neuroma)

il gene supported by BC03323C

nd polyadenylation specific factor 3-like

elated, matrix associated, actin dependent regulator of chromatin, subfamily e, member 1
al protein FLJ35801

growth factor receptor pathway substrate 15-like 1
Jinding Ig-like lectin 8

1 like 2

ne 8 open reading frame 45

einL, 3

42263 fis, clone TKIDN2014570

[

rotein-like 3 antisense /// ret finger protein-like 1 antisense
al protein MGC11257

lass I, type 8B, member 2

d locus

!CA2-containing complex, subunit 3
al protein LOC286087

1

nase/reductase (SDR family) member 3
1 (Drosophila)

asterase 3A, cGMP-inhibited
surface antigen

1embrane glycoprotein (rat)

- sulfoxide reductase B3

il protein LOC645212

ie IMAGE:5295909

sequence similarity 69, member B
ty domain containing 2

er family 44, member 1
(metallopeptidase M3 family)



n

itoantigen 1, 69kDa /// islet cell autoantigen 1, 69kDa
10log B (S. cerevisiae)

1

1d calcium binding EGF domains 1

endent kinase 6

se activating protein 30

el

tor A4

r, basic, 6 (monilethrix) /// similar to keratin, hair, basic, 6

1 repeat containing 40

jyroup ring finger 5

d locus

mone receptor, alpha (erythroblastic leukemia viral (v-erb-a) oncogene homolog, avian)
d locus

d locus, weakly similar to NP_787073.2 hypothetical protein MGC35023 [Homo sapiens]

antigen, golgin subfamily a, 1

ie IMAGE:4827146

:oupled receptor 161

ein

oplasmic 1, intermediate chain 2 /// dynein, cytoplasmic 1, intermediate chain 2
taining transmembrane protein 1 /// hypothetical protein LOC644512
rothymosin, alpha (gene sequence 28)

in family member 27

hate phosphatase-related protein type 2

d locus

cDNA clone CS0DI029Y116 of Placenta Cot 25-normalized of Homo sapiens (human)
d locus

aptor regulated 1

)sis polyposis coli

elated developmental regulator 2

’logy subfamily A member 5

specific beta-1-glycoprotein 4

domain 40B

ie IMAGE:4821793

er organic anion transporter family, member 2A1

'nescent cell antigen-like domains 2

120874 fis, clone ADKA02818

1 containing preferred translocation partner in lipoma

d locus

thers against DPP homolog 3 (Drosophila)

stimulated exonuclease gene 20kDa-like 2 /// interferon stimulated exonuclease gene 20kDa-like 2
Ipha 2B (pancreatic)

ne 2 open reading frame 17

al protein LOC644009

h repeat (in FLII) interacting protein 1

xy-terminal domain, RNA polymerase I, polypeptide A) small phosphatase 2



1in

lymphoma 2

al protein LOC285103

ne 10 open reading frame 92

d locus, strongly similar to NP_079045.1 adipocyte-specific adhesion molecule; CAR-like membrane prc
ated protein 1, 65kDa

wr-associated protein 3-like

ie IMAGE:5296510

)

le IMAGE:4814828

ne 10 open reading frame 33

1e nucleotide exchange factor (GEF) 4
protein

ne 17 open reading frame 84

)ecific peptidase 14 (tRNA-guanine transglycosylase)

tor I/X (CCAAT-binding transcription factor)

/lation factor 3 /// ADP-ribosylation factor 3

SH3 domain containing 2

arase family, cytosolic, 1A, phenol-preferring, member 2

protein 3

:oupled receptor 133

'mia (Rab escort protein 1)

ier family 25 (mitochondrial carrier; Graves disease autoantigen), member 16
kinase 2

ens, clone IMAGE:5743964, mRNA

endent kinase 8

iceptor, family 2, subfamily M, member 4

in containing 6

olog (S. pombe)

NA DKFZp564D043 (from clone DKFZp564D043)

3in, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6B
' lipoprotein-related protein 12

hibitory protein 45

er family 1 (glutamate transporter), member 7
yrotein, kinesin binding 1

llatory protein alpha
'or receptor-bound protein 10

ig gene family, member F (in filopodia)
mily, AAA domain containing 3C
mone receptor interactor 6

zyme A oxidase-like

)-Glu-Ala-Asp) box polypeptide 27
d locus

y 1, member B (torsin B)

r, IgA, IgM, high affinity

ssociated Eps domain containing 2
hatase (inorganic) 2

mily, AAA domain containing 3B



al protein MGC39900

jht polypeptide (Lca)

120923 fis, clone ADSE00893

lylinositol glycan, class T

iin depolymerizing factor)

ed ovarian killer

ial carrier homolog 2 (C. elegans)

f G-protein signalling 12

DNA binding 2, dominant negative helix-loop-helix protein /// inhibitor of DNA binding 2B, dominant neg:

1ydrogenase 4 (class Il), pi polypeptide

ylinositol 4-kinase, catalytic, alpha polypeptide

:eptor subfamily 1, group H, member 4

ase, CAMP-dependent, regulatory, type I, beta /// similar to cAMP-dependent protein kinase type I-beta r
d locus, weakly similar to NP_079012.2 gasdermin domain containing 1; 1810036L03Rik [Homo sapien:
30446 fis, clone BRACE2009255

annel, voltage-dependent, L type, alpha 1B subunit

protein 141
ne X open reading frame 15
styl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 11 (GalNAc-T11)

ioside activator

tivated protein kinase kinase kinase 11
32 /Il interleukin 32

» membrane protein band 4.1-like 1

d locus

ens, clone IMAGE:4250593, mRNA

3in 38

IKEN cDNA 1200014N16 gene
mone receptor associated protein 5
ne 20 open reading frame 161
:ucine rich repeat neuronal 6C

y 1, member A (torsin A)

tor A10

er family 35, member D3

1e nucleotide exchange factor (GEF) 7

il protein LOC127841

allopeptidase 28

rcule

ne 1 open reading frame 85

il protein LOC648342

ial ribosomal protein L9 /// mitochondrial ribosomal protein L9
progressive homolog (mouse)

al protein LOC283904 /// hypothetical gene supported by AK091834
ymerase alpha

ama breakpoint family, member 14 /// neuroblastoma breakpoint family, member 1 /// KIAA1245 /// neurc

voltage-gated channel, subfamily H (eag-related), member 2



if cytokinesis 6
ne 16 open reading frame 57

ain containing 3

yrotein particle complex 6B

thetase co-transcribed homolog (bacterial)
adhesion molecule 1

g protein p400

convertase subtilisin/kexin type 5
l-related gene

rotein S27-like

)

eylglucosamine pyrophosphorylase 1-like 1

n, beta
protein

‘ase (DNA) | pseudogene 2

7

t containing 2

ylate cyclase-associated protein 1 (yeast)

se-like 2

e (prosome, macropain) 26S subunit, non-ATPase, 6
protein /// FLJ34870 protein

ytochrome c reductase, 6.4kDa subunit

dtor alpha locus /// T cell receptor delta locus

2 (heparan sulfate proteoglycan 1, cell surface-associated, fibroglycan)

, mitochondrial (E. coli)

teracting serine-threonine kinase 4

' synthetase /// glutathione synthetase

ier family 33 (acetyl-CoA transporter), member 1

32438 fis, clone SKMUS2001402

Jne acetyltransferase (monocytic leukemia) 3 /// MYST histone acetyltransferase (monocytic leukemia) :
iated domain containing 1

| binding protein 1

20us nuclear ribonucleoprotein U (scaffold attachment factor A)
al LOC554248

se 3 (a protein tyrosine kinase, leukocyte)

er family 28 (sodium-coupled nucleoside transporter), member 3
n2

brane protein 106C

yphosphoprotein

al protein FLJ20366

1olog (S. cerevisiae)

ding protein

il protein ZD77D08

al protein LOC155006



2-associated protein 1 light chain 3 gamma /// microtubule-associated protein 1 light chain 3 gamma
al protein LOC283432

‘F-hand domain containing

Jase domain containing 4

aginding protein /// TAR DNA binding protein

llus 1 homolog (rat)

23 mRNA sequence

protein 664

il protein HSPC111

8

13

RAN-binding domain containing 3

L binding protein 1, 182kDa

120971 fis, clone ADSU01565

Jrotein, large, P2

in containing RING finger 3

ISis transmembrane conductance regulator, ATP-binding cassette (sub-family C, member 7)
37884 fis, clone BRSTN2012451

al protein LOC149832

ne 13 open reading frame 18
onal domain (PTPRF interacting)
| development protein 1

"protein 8

al protein LOC283012

rane protein 9

8 (Drosophila)

al protein LOC154822

is (X-linked, juvenile) 1

og C (C. elegans)

ieat and KH domain containing 1 /// MASK-4E-BP3 alternate reading frame gene
il LOC389105 //I hypothetical protein LOC65141C

1 osteosarcoma

|

a/beta-like factor /// stoned B/TFIIA-alpha/beta-like factor
ptor-associated protein 29

122799 fis, clone KAIA2625

ens, clone IMAGE:5164889, mRNA

1 homolog (Drosophila) /// within bgcn homolog (Drosophila)

d locus

in binding glutamic acid-rich protein like 3 /// SH3 domain binding glutamic acid-rich protein like 3
1osphoprotein 1 (osteopontin, bone sialoprotein I, early T-lymphocyte activation 1)

d locus

slear divisions 1 homolog (S. cerevisiae)

nember RAS oncogene family

cruitment domain family, member 12

ymolog (Drosophila)



rous nuclear ribonucleoprotein C (C1/C2)
ember of RAS oncogene family

sequence similarity 54, member A

36413 fis, clone THYMU2010816

stitutive photomorphogenic homolog subunit 7B (Arabidopsis)
tor related to kappaB binding protein

tress induced like

e (prosome, macropain) 26S subunit, ATPase, 2
domain 42A

"FKSG49

>tor, arginine/serine-rich 4

sequence similarity 111, member B

er family 35, member E3

il LOC285711

ymeobox

ylserine decarboxylase

domain containing 5 (spindle associated)

il protein LOC643364

10some associated protein

d locus

il protein LOC646215

nma complex associated protein 6

ens, clone IMAGE:5539086, mRNA

11 (mouse) like 1

)ecific peptidase 48

10some associated protein

al protein MGC10471 /// hypothetical protein MGC10471
omain family, member 1

ctor 5 (ets domain transcription factor)

11 (apoptosis facilitator)

protein

al protein LOC283761

sequence similarity 24, member B

ne 3 open reading frame 58

achment factor B2

36579 fis, clone TRACH2012647

in44

ie IMAGE:4304686

MYM-type 1

il protein MGC2752

1t component (3b/4b) receptor 1 (Knops blood group)
+ transporting, lysosomal 9kDa, VO subunit e
adenosyltransferase Il, alpha

in containing 4

sinogen B1 /// chymotrypsinogen B2 /// similar to Chymotrypsinogen B precursot
1l LOC339123

120867 fis, clone ADKA02259
onal domain (PTPRF interacting)



sequence similarity 83, member H

1 receptor antagonist

ain containing 1

30500 fis, clone BRAWH2000471

deat containing, nuclear envelope 2

interacting protein K

1 repeat and sterile alpha motif containing 1

al protein LOC643473 /// hypothetical protein LOC64351¢
(Drosophila)

icity phosphatase 15

posable element with ZNF domain

1sferase 6 (alpha (1,3) fucosyltransferase)

ain containing 7

)sine phosphatase, receptor type, f polypeptide (PTPRF), interacting protein (liprin), alpha 1
nain containing 1

il protein MGC5139

+ 2 (Drosophila)

11851 fis, clone HEMBA1006744

le IMAGE:4829494

120947 fis, clone ADSE01841

rrin gamma subfamily C, 3 /// protocadherin gamma subfamily C, 3 /// protocadherin gamma subfamily B
insert cDNA clone ZA88B06

lated kinase 3

-associated ring finger (C3HC4) 5

‘YVE domain containing 3

otif-containing 32

protein 587

domain 36
fructo-2-kinase/fructose-2,6-biphosphatase 2
37566 fis, clone BRCOC2002085

NA DKFZp434J2111 (from clone DKFZp434J2111)
1sferase, CAAX box, alpha

aceptor 1

»njugating enzyme E2Z (putative)

d locus

al protein LOC284219

ne 15 open reading frame 5 /// chromosome 15 open reading frame 5
|ain containing 3

1l LOC439962

‘acting protein

Jlogous to the E6-AP (UBE3A) carboxyl terminus) domain and RCC1 (CHC1)-like domain (RLD) 1
protein 124 (HZF-16)

IKEN cDNA 6030419C18 gene

letermining region Y)-box 6

ama breakpoint family, member 15 /// neuroblastoma breakpoint family, member 10 /// neuroblastoma br
)imain containing 3

ssemia/mental retardation syndrome X-linked (RAD54 homolog, S. cerevisiae) /// similar to transcription
123242 fis, clone COL01514



al protein MGC33214

cDNA clone CSOCAP006YPO08 of Thymus of Homo sapiens (human)
h repeat containing 7

eoside diphosphate linked moiety X)-type motif 9 pseudogene 1
rotein L35 /// ribosomal protein L35

iceptor, family 3, subfamily A, member 3 /// olfactory receptor, family 3, subfamily A, member 3
1in 2 binding protein

sein kinase and cyclin-dependent kinase substrate 1

n termination factor, RNA polymerase |

imidinase-like 5
IKEN cDNA D630023F18
allopeptidase domain 12 (meltrin alpha)

er family 25 (mitochondrial carrier; Graves disease autoantigen), member 16
associated guanylate kinase, WW and PDZ domain containing 1

ne 14 open reading frame 168

Zinc finger protein 418

protein 579

ly defined colon cancer antigen 10

ntrin specific peptidase 6

-ate and iron-dependent oxygenase domain containing 1
domain containing 41

2 P450, family 2, subfamily A, polypeptide 6

otif-containing 2

d locus, strongly similar to NP_065948.1 hyperpolarization activated cyclic nucleotide-gated potassium ¢
dlog (S. cerevisiae)

/cerate kinase 2

f BRCAL gene 2

il protein FLJ20422

1g motif protein 34

sequence similarity 20, member B

7) cofactor (p47)

box 9

nolog (RecA homolog, E. coli) (S. cerevisiae)

length insert cDNA clone EUROIMAGE 362430

Jrosophila)

in 44

tachment factor B

asterase 4D interacting protein (myomegalin)

d locus

nzyme A acetyltransferase 1 (acetoacetyl Coenzyme A thiolase)
protein 710

anhancer 2 homolog (C. elegans) /// protein F25965

tor of activated T-cells, cytoplasmic, calcineurin-dependent 3
og 3 (E. coli)

protein 260

ne 11 open reading frame 31

protein



receptor type A

d locus

tivated protein kinase kinase kinase 4

)ieat domain 25

protein

olog (S. cerevisiae)

’log (mouse)

asphatidylinositol specific phospholipase D1

protein

ase (CAMP-dependent, catalytic) inhibitor beta

e (prosome, macropain) 26S subunit, non-ATPase, 11
13242 fis, clone OVARC1000578

:mbrane protein 2A

rotein L21 /// similar to 60S ribosomal protein L21 /// similar to ribosomal protein L21 isoform 1 /// ribosc
amber RAS oncogene family

nding protein 1

n factor 3 (E2A immunoglobulin enhancer binding factors E12/E47)
al protein LOC90624

acetylase 8

23 (Drosophila)

2 (RNA) | polypeptide B, 128kDa

irin beta 1

ne 12 open reading frame 56

ne 6 open reading frame 55

44429 fis, clone UTERU2015653

il protein LOC652226

nitoyltransferase, long chain base subunit 2
stivating protein and VPS9 domains 1

ing protein 4

domain containing 72

ne 14 open reading frame 1

10log (S. cerevisiae)

:ndent kinase (CDC2-like) 10

, DHHC-type containing 2

ydrogenase (ubiquinone) Fe-S protein 1, 75kDa (NADH-coenzyme Q reductase)
/lation factor-like 6 interacting protein

il protein FLJ38773

lymphoma 6, member B (zinc finger protein)

ha 3

ial ribosomal protein S30

1d double PHD fingers, family 3

ta 2 (complement component 3 receptor 3 and 4 subunit)
ytochrome c reductase binding protein

noic acid binding protein 2

123566 fis, clone LNG10880

ne 6 open reading frame 12

dine receptor domain and SOCS box containing 3

ite (chondroitin 6) sulfotransferase 3

al protein LOC338864

NA DKFZp761B0221 (from clone DKFZp761B0221)



midinase
ata, non-erythrocytic 4 /// spectrin, beta, non-erythrocytic 4
protein 518

f G-protein signalling 19

ciated endoplasmic reticulum protein 1

e-1-phosphate phosphatase 1 /// sphingosine-1-phosphate phosphatase 1
2

4

ht polypeptide (Lcb)

voltage-gated channel, subfamily H (eag-related), member 2
: kinase 1

1 escape 1

2d domain containing ets transcription factor

ne 12 open reading frame 46

omolog (Drosophila)

lactosaminidase, alpha-

»nemal, heavy polypeptide 1C

nain family, member 4 /// TSC22 domain family, member 4
dlog 1 (Drosophila)

MYND-type containing 19

/lation factor-like 10

iceptor, family 1, subfamily I, member 1

ens, clone IMAGE:4456091, mRNA

protein 398

ne 10 open reading frame 44

- repeat, RNA binding protein 2

)rol kinase, theta 110kDa

smber RAS oncogene family
compatibility complex, class I, DR beta 1

nsporter 1
llopeptidase inhibitor 2
hatase, prostate
1embrane protein 3
nding protein 1

al protein LOC283033
styltransferase 1
:ceptor 1

Fyn-associated substrate
wdhesion molecule 3

:h secretory protein LCCL domain containing 2

asterase 10A

cDNA clone CSODK012YA15 of HelLa cells Cot 25-normalized of Homo sapiens (human)

>ida-like domain containing 1

22 mRNA sequence

rotein L7 /// similar to 60S ribosomal protein L7 /// similar to 60S ribosomal protein L7 /// similar to 60S 1



ranscription factor 6

n factor binding to IGHM enhancer 3
ongenital contractural arachnodactyly)
slated gene 3

domain containing 9

d locus

llopeptidase inhibitor 2

ription factor

ntigen, golgin subfamily a, 3
receptor, ionotropic, kainate 1
Jrotein L3

il protein FLJ39502

25766 fis, clone TST06382
homolog 1 (Drosophila)

ie IMAGE:3881027

)

ding protein 1

vator of heat shock 90kDa protein ATPase homolog 2 (yeast)
iced proliferation-associated 1 like 3

asterase related

olog 4 (Drosophila)

25946 fis, clone JTH14258

)sine phosphatase, receptor type, A

il protein LOC284576

il gene supported by BC035379; BC042129
20us nuclear ribonucleoprotein A/B

2 | and transcript release factor

regulated spectrin-associated protein 1-like 1
domain containing 84

2 P450, family 1, subfamily B, polypeptide 1
onine kinase 38 like

nu

Ig cassette, sub-family B (MDR/TAP), member 7
sequence similarity 46, member C
allopeptidase with thrombospondin type 1 motif, 8
6

lily CW-type zinc finger 2

1 delta /// neurocalcin delta

ie IMAGE:5267328

ydrogenase 13 (all-trans/9-cis)

ed neurotrophic factor

30383 fis, clone BRACE2008102

‘otein sorting 72 (S. cerevisiae)

:h secretory protein LCCL domain containing 1

translation initiation factor 3, subunit 5 epsilon, 47kDa
al protein MGC42174



iosphoribosyltransferase

ie IMAGE:5302109

JIKEN cDNA 2410129H14

40) homolog, subfamily A, member 1
ucosyltransferase 1

dGEF (ARHGEF) and pleckstrin domain protein 1 (chondrocyte-derived)
:omplex subunit 4

nitoyltransferase, long chain base subunit 2
tivated protein kinase 14

olog (S. cerevisiae)

’2/Sun domain family, member 4

ie IMAGE:4140029

ukaryotic translation initiation factor 3, subunit 8
element binding protein G

ase C, alpha

arotein

ase C-like 2

e

| containing 2, with ZNF domain

iinding protein 1 (amine oxidase (copper-containing))
ydrogenase 11 (all-trans/9-cis/11-cis)

eductase family 1, member Al (aldehyde reductase)
e repeat containing 5

»ma binding protein 6

al protein LOC151174

yrane protein 85

egulatory factor 2 binding protein 1

e family, member Y

lin, class 2, transcription factor 2

il protein LOC642826

protein 566

’RKA) anchor protein 7

:d GPR, member X1

.compatibility complex, class I, DO alpha
acting protein 3

myelin protein 2

er family 27 (fatty acid transporter), member 4
racellular channel 1

'nic determinant of recA protein homolog (mouse)
ial ribosomal protein S11

nduced protein 44

ne 14 open reading frame 150

din E synthase

+ 2 (Drosophila)

34 mRNA sequence

protein 653

|alactoside alpha-2,3-sialyltransferase 3
)GEF and PH domain containing 6

iase C, epsilon 1

>ha 9



;alized factor 1
\se HEL308

1ain interacting protein kinase 1

)n-associated protein 4

| synthase 2

se activating protein 1

ed neurotrophic factor

)sphatase 4, regulatory subunit 2

ng growth factor, beta receptor | (activin A receptor type ll-like kinase, 53kDa)

d locus, strongly similar to NP_775751.1 hypothetical protein LOC126295 [Homo sapiens]
insert cDNA clone ZD67H01

) domain containing 5

n protein, beta 1, 32kDa (connexin 32, Charcot-Marie-Tooth neuropathy, X-linked)
e

onine kinase 38

a+/K+ transporting, beta 3 polypeptide

asterase 8B

n

ioning defective 6 homolog beta (C. elegans)
domain containing 17

teracting protein 1 (toonin)

protein

al protein FLJ14834

rane emp24 protein transport domain containing 5

'4 (Drosophila)

deaminase

ty domain containing 1

related protein 2

2 ¢ oxidase subunit Vib polypeptide 1 (ubiquitous)
1

‘BRCAl

xdrome chromosome region, candidate 7

al protein LOC197350

ne 20 open reading frame 116

osis factor, alpha-induced protein 8

tta 3 (platelet glycoprotein llla, antigen CD61)

jene related to SRC, FGR, YES

il gene supported by AK054937

e tumor suppressor, homolog 1 (Drosophila)

homolog 1 (Drosophila)

il gene supported by BC028186

scule, decay accelerating factor for complement (Cromer blood group)
CoA 2-hydroxylase interacting protein-like

ial ribosomal protein S15

lymphoma 11A (zinc finger protein)

cDNA clone CSODF032YA11 of Fetal brain of Homo sapiens (human)
d locus



ne 17 open reading frame 80

protein 435

kinase 2, mitochondrial

:kpoint homolog (S. pombe)

;oantigenic sperm protein (histone-binding)
<inase 2

nain containing 4

22kDa protein 8

glycosylase 2

ens, Similar to neuronal thread protein, clone IMAGE:4106635, mRNA
domain containing 2 (spermatozoa) /// similar to thioredoxin domain-containing 2
ydrogenase

ase C, beta 1

ne 11 open reading frame 61

sociated differentiation marker

ie IMAGE:4800096

al protein FLJ10986

d receptor, alpha

1-coil protein

10log 1 (Drosophila)

s and SOF1 domain containing

d locus

e 4 /Il stathmin-like 4

se ceramide glucosyltransferase-like 2

nophosphatase domain containing 1

)-Glu-Ala-Asp/His) box polypeptide 57

-acetyl-galactosaminyl transferase 1

yryonic lethal, abnormal vision, Drosophila)-like 1 (Hu antigen R)
ting protein Sts-1

iptide repeat domain 3

lex 5

icity phosphatase 8

translation initiation factor 5B

associated tyrosine kinase

al LOC147975

33905 fis, clone CTONG2008405

il protein FLJ20032

ieral receptor for phosphoinositides 1)-associated scaffold protein
idase B (beta polypeptide)

Je nucleotide transhydrogenase

2

! (S. cerevisiae)

32243 fis, clone PROST1000039

1ding protein 7

ne 9 open reading frame 19

ic lateral sclerosis 2 (juvenile) chromosome region, candidate 11
10log, nonsense mediated mMRNA decay factor (C. elegans)

il protein LOC644246 /// hypothetical protein LOC649063

3

xdrome chromosome region, candidate 9



10log (Drosophila)

il protein LOC644137

avy polypeptide 11, smooth muscle

1g growth factor beta 1 induced transcript 1

1g protein S1, serine-rich domain

lase, cytosolic 1A /// 5'-nucleotidase, cytosolic 1A

1g motif protein, Y-linked, family 1, member Al /// RNA binding motif protein, Y-linked, family 1, member
otif-containing 14 /// tripartite motif-containing 14

ne 17 open reading frame 27

ie IMAGE:4820928

le IMAGE:4828523

(CRM1 homolog, yeast)

nal

:oprotein endopeptidase-like 1

molog, ubiquitin-conjugating enzyme E2 binding protein, 1 (Drosophila)
domain 20

1t homolog 3 (Drosophila)

d locus, moderately similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens]
annel, voltage-dependent, beta 1 subunit

rrin gamma subfamily C, 3 /// protocadherin gamma subfamily B, 4 /// protocadherin gamma subfamily A
ociated protein 43

sequence similarity 13, member Al

nain containing 3

1-inducing protein 38

irsten rat sarcoma viral oncogene homolog

»n midleg-like 4 (Drosophila)

il protein FLJ22688

5 binding protein 2 (Rett syndrome)

receptor, nicotinic, alpha 4

itic like 3 (Drosophila)

d locus, strongly similar to NP_002946.3 ras responsive element binding protein 1; RAS-responsive eler
xdrome chromosome region, candidate 1

roxymethyltransferase 1 (soluble)

Je repeat containing 6C

s and homeoboxes 3

translation elongation factor 1 alpha 1

)ieat domain 1 (cardiac muscle)

:oupled receptor 35

otrophic factor

ne 3 open reading frame 49

ain containing, apoptosis associated protein 2

yressor of mif two 3 homolog 2 (S. cerevisiae)

)isphatase 1, regulatory (inhibitor) subunit 3F

protein 4

nma complex associated protein 5

, beta 2 (dystrophin-associated protein Al, 59kDa, basic component 2)
tor B1

»hjugating enzyme E2N (UBC13 homolog, yeast)

| containing 4
stivating Rap/RanGAP domain-like 1
)inding protein-like 5



-1 homolog (Drosophila)
ne X open reading frame 21

ama breakpoint family, member 11 /// neuroblastoma breakpoint family, member 9
nin 2 (bilateral acoustic neuroma)

d locus

ated endogenous sequence

ed-Steinberg cell-expressed intermediate filament-associated protein)
noter factor 1, homeodomain transcription factor

allopeptidase with thrombospondin type 1 motif, 9

ltransferase 2

1 sequence similarity 27, member A

helix-coiled-coil-helix domain containing 1

astatin preprohormone

og gene family, member Q

mega protein

ced proliferation-associated 1 like 2

J, type 2 (T2-cadherin)

al protein LOC641845 /// hypothetical protein LOC647087
tor, arginine/serine-rich 2, interacting protein

ne 17 open reading frame 79

ike 3

il protein LOC79755

secific peptidase 31

ne 2 open reading frame 33

ain containing 1

ase, CAMP-dependent, regulatory, type I, alpha (tissue specific extinguisher 1)
al protein LOC150759

/pe XX, alpha 1

ine-tRNA synthetase-like, alpha subunil

ial ribosomal protein L17

iydrogenase 2, NAD (mitochondrial)

dominant-negative inhibitor pseudo-ICE

rspaced zinc finger motifs

hrome oxidase deficient homolog 1 (yeast)

family, member 2

domain containing 109A

d locus, weakly similar to XP_496435.1 PREDICTED: similar to FLJ46489 protein [Homo sapiens]

isphatase 2 (formerly 2A), regulatory subunit A (PR 65), beta isoform
2ar ribonucleoprotein polypeptide N

1 binding protein 1

iional domain (PTPREF interacting)

allopeptidase 16 (membrane-inserted)
Jox 1

nolog (yeast) /// BUD13 homolog (yeast)
Jrotein L3

:peats and discoidin I-like domains 3

n termination factor, RNA polymerase Il



il protein LOC647149

protein 4 homolog (S. cerevisiae)

al protein MGC13114

ntrin/SMT3 specific peptidase 3

38849 fis, clone MESAN2008936

d locus

egulatory factor 4

Jne acetyltransferase (monocytic leukemia) 3
anergic receptor mRNA, 3' UTR

sequence similarity 44, member C

(CRM1 homolog, yeast)

sforming growth factor beta binding protein 1
38419 fis, clone FEBRA2009846

11179 fis, clone PLACE1007450

1e nucleotide exchange factor (GEF) 2
teoglycan-like sulfated glycoprotein
(prostase, enamel matrix, prostate)

»nemal, heavy like 1

acetylase 8

nphoid or mixed-lineage leukemia (trithorax homolog, Drosophila); translocated to, 4
odendrocyte glycoprotein

yeat domain 10

associated multispanning membrane protein 5

d locus

il protein FLJ40243

natosis

nsferase 25 domain containing 2

ieat and SOCS bhox-containing 9

e factor 13

ta (A4) precursor protein-binding, family A, member 1 (X11)
ne 1 open reading frame 131

llog 3 (Drosophila) /// hook homolog 3 (Drosophila)

ne 6 open reading frame 130

lyl isomerase A (cyclophilin A) /// similar to peptidylprolyl isomerase A isoform 1 /// similar to peptidylprol
ciation inhibitor 1

ochrome c oxidase assembly homolog (S. cerevisiae)

molog, cytochrome ¢ oxidase assembly protein, heme A: farnesyltransferase (yeast)

jene homolog, MYC activator (mouse)

cription factor 3

sushi multiple domains 1

d locus

ial carrier family protein

1 (yeast)

al LOC401320

yeptidase |

ember RAS oncogene family

d locus

insert cDNA clone YT87C03

40) homolog, subfamily C, member 10



otor 1 (adult) /// folate receptor 1 (adult)

al protein MGC35308

brane protein 117

derived arginine aminopeptidase

itamyl hydrolase (conjugase, folylpolygammaglutamyl hydrolase)
n, epsilon

ated anchoring protein

~of Ty 16 homolog (S. cerevisiae)

n factor B1, mitochondrial

phosphoribosyltransferase (nicotinate-nucleotide pyrophosphorylase (carboxylating)

ditor interacting Ras-like 1

‘minal like

protein 652

protein 684

d locus, weakly similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens]

4

in 2

1giectasia mutated (includes complementation groups A, C and D)
e repeat containing 6B

linked retinopathy protein

40) homolog, subfamily C, member 4

domain containing 14

ssociated protein of the synapse, 43kD

protein 678

DHHC-type containing 11

brane and coiled-coil domain family 1

ide peptidase 3

yressor of mif two 3 homolog 2 (S. cerevisiae)

er family 6 (neurotransmitter transporter, noradrenalin), member 2
sequence similarity 19 (chemokine (C-C motif)-like), member A5

- kinase (yeast)

protein

le IMAGE:5302310

ie IMAGE:5296106

allopeptidase with thrombospondin type 1 motif, 9

2 | and transcript release factor

ntal pluripotency associated 4

al protein LOC646324

ine transport protein 1 homolog (T californica)

il gene supported by AK091527

slone 76558, 5' end

e fiber of sperm tails 2

2-associated protein 1A

associated antigen (mutated) 1-like 1
ie thymoma viral oncogene homolog 1
al protein LOC139886

ht polypeptide (Lcb)

factor C (activator 1) 2, 40kDa



ig 2 (Drosophila)

avy polypeptide 10, non-muscle

elated, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4
(UBB) mRNA, 3' UTR and genetic suppressor element

protein

protein L5

cyclase 1, soluble, alpha 2

ha 4

(C-C motif) ligand 14 /// chemokine (C-C motif) ligand 15
ed RNA polymerase Il polypeptide J-related gene

G

enesis and oogenesis specific basic helix-loop-helix 1
cible kinase

nteractive protein 2, 30kDa

d locus

ens, clone IMAGE:4344826, mMRNA

al protein LOC643659 /// hypothetical protein LOC64925&
dine triad gene

arentiation factor 10

-ate and iron-dependent oxygenase domain containing 2

rowth factor receptor 1 (fms-related tyrosine kinase 2, Pfeiffer syndrome)
1l LOC401588

al protein LOC339287

‘idase inhibitor, Kazal type 1

>ha 10

»sine phosphatase, non-receptor type 18 (brain-derived)

agosine amidohydrolase (non-lysosomal ceramidase) 2B
domain containing 64

by retinoic acid gene 6 homolog (mouse)

10lipase Il

ne 19 open reading frame 42

xin 2

" protein 20-like 1

1t component 4A (Rodgers blood group) /// complement component 4B (Childo blood group)
al protein FLJ11259

roid (17-beta) dehydrogenase 8

DAZ interacting protein 3

protein 204

'molog (Drosophila)

esterase 3B, cGMP-inhibited

10log (mouse)

»ha 5

cDNA clone CS0ODIO01YP15 of Placenta Cot 25-normalized of Homo sapiens (human)
;sphatase 3 (formerly 2B), catalytic subunit, alpha isoform (calcineurin A alpha)

il protein DKFZP761M1511

121541 fis, clone COL06166



in3
specific chaperone 1

DNA binding 4, dominant negative helix-loop-helix protein
voltage-gated channel, shaker-related subfamily, beta member 1
ta (A4) precursor protein (peptidase nexin-Il, Alzheimer disease)
NA DKFZp686K0736 (from clone DKFZp686K0736)

ne 10 open reading frame 85

al protein LOC55610, isoform b

protein 336

Jtic leukemia

ie IMAGE:5259979

21911 fis, clone HEP03855
alpha-1,3-)-glycoprotein beta-1,4-N-acetylglucosaminyltransferase, isozyme C (putative)
ie IMAGE:5268518

aressor of mec-8 and unc-52 homolog (C. elegans)
‘nase/reductase (SDR family) member 7B

d locus

ne 14 open reading frame 159
Whibitory factor receptor alpha
Abl enzyme substrate 1

ie IMAGE:4824791

igene /// pim-1 oncogene

like enhancer of split 2 (E(sp1) homolog, Drosophila)
tivated protein kinase 8 interacting protein 2
and SCAN domain containing 2
elated, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4
il protein MGC4677 /// hypothetical LOC541471
itamyltransferase 1
lear antigen
Irich syndrome-like
ht polypeptide (Lca)
nase 1 (Drosophila)
body-specific RNA 17
il gene supported by NM_194304
1A)-activated kinase 4
ise 1, alpha 1
rowth factor receptor 1 (fms-related tyrosine kinase 2, Pfeiffer syndrome)
compatibility complex, class Il, DQ beta 1 /// major histocompatibility complex, class Il, DQ beta 1

ed alanine-rich protein kinase C substrate
ne 20 open reading frame 67
otif-containing 56

an T-cell leukemia virus type I) binding protein 3
1yde-3-phosphate dehydrogenase

regulated spectrin-associated protein 1

le IMAGE:5269545



ne 20 open reading frame 54
rowth factor 14

ne 10 open reading frame 83
ne 1 open reading frame 107

in-like 1

dGEF (ARHGEF) and pleckstrin domain protein 1 (chondrocyte-derived)
in 3

-Lindau tumor suppressor

rotein, PTB-binding 2

31833 fis, clone NT2RP6000130
sontaining 1

)g gene family, member J

2in 25

ceptor

ific transcript, Y-linked 11

f G-protein signalling 22

d locus

+ transporting, lysosomal VO subunit a2

ne 14 open reading frame 153

asterase 6D, cGMP-specific, rod, delta

ein beta 1,4-galactosyltransferase, polypeptide 7 (galactosyltransferase I}
ase C, beta 1

al protein LOC286071

ninase 3 (E polypeptide, protein-glutamine-gamma-glutamyltransferase)

) domain containing 9

tivated protein kinase 1

olog (Drosophila)

/lation factor-like 4C

NA DKFZp779M2422 (from clone DKFZp779M2422)
-loop-helix domain containing, class B, 5

A4 hydrolase

secific peptidase 25

1t homolog 3 (Drosophila)

d locus

rotein sorting 37 homolog A (S. cerevisiae)
:ceptor 1

brane and tetratricopeptide repeat containing 2
, decysin 1

iinding protein 1 (amine oxidase (copper-containing))
icensing and DNA replication factor 1

plicated region transcript 4

40) homolog, subfamily C, member 15

3 (S. cerevisiae)

ha FG-GAP repeat containing 2

36663 fis, clone UTERU2002826

ne 9 open reading frame 5

nase/reductase (SDR family) member 10



olog C (C. elegans)

d locus

protein 548

ctural maintenance of chromosomes 5-like 1 (yeast)
rrin gamma subfamily C, 3 /// protocadherin gamma subfamily B, 4 /// protocadherin gamma subfamily A
insert cDNA clone YZ94H06

ie IMAGE:4823654

ne 6 open reading frame 57

protein

1ding factor (zinc finger protein)-like

il protein PRO1853

»sphatase 1, regulatory (inhibitor) subunit 11

Al protein DKFZp76112123

rowth factor 11

30581 fis, clone BRAWH2007069

B

helix-coiled-coil-helix domain containing 7
al protein LOC126917

ne 1 open reading frame 78

ne 9 open reading frame 93

iceptor, family 1, subfamily F, member 1
homeobox 6

ase A2, group V

17D

d locus

al protein FLJ30707

nal

, renal/pancreas/salivary

al protein FLJ14640
styl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase-like 1 /// similar to UDP-N-ac
translation initiation factor 5B
1yde-3-phosphate dehydrogenase

ing protein 3, interstitial

al protein LOC284739

1omology domain containing, family M (with RUN domain) member 1 /// similar to pleckstrin homology dt
1, cardiac muscle

domain 27

protein 331

lily member 14

aC

eta 32 (UNQ827) (DEFB32)

)ecific peptidase 48

ase C-like 2

al locus FLJ25758

protein 274

2

" protein 20

rracting protein 2



channel tetramerisation domain containing 11
amain containing 1

arotein L24 /// solute carrier family 36 (proton/amino acid symporter), member 2
Ig protein 2

il protein LOC284757

nd polyadenylation specific factor 1, 160kDa
se (Wernicke-Korsakoff syndrome)

in-like

tivated protein kinase kinase kinase 7

line-7-) methyltransferase

ens, clone IMAGE:5396854, mMRNA

il protein LOC643837

el

PP-cleaving enzyme 1

polymerase I, TATA box binding protein (TBP)-associated factor, 80kDa
plex locus

ining fibulin-like extracellular matrix protein 1

scule (Indian blood group)

rotein L39-like

er family 24 (sodium/potassium/calcium exchanger), member 3
omain receptor family, member 1

12301 fis, clone MAMMA1001858

/Il Atrophin 1

ymolog 2, mitogen-responsive phosphoprotein (Drosophila)
lehydrogenase, quinone 1

nduced protein with tetratricopeptide repeats 1 /// interferon-induced protein with tetratricopeptide repea
‘otein sorting 26 homolog B (S. cerevisiae)

1e nucleotide exchange factor (GEF) 6

wr-associated protein 2

-associated ring finger (C3HC4) 7

yrotein complex, subunit gamma 2

in binding glutamic acid-rich protein like 2

omponent 5

protein 423

43403 fis, clone OCBBF2016612

dystrobrevin binding protein 1) domain containing 2

oid modulatory element binding protein 2

-sulfoxide reductase A

log 2 (Drosophila)

3, H-cadherin (heart)

1-related protein 6 homolog (yeast)

1e monophosphate) dehydrogenase 2

al protein FLJ20920

egulatory factor 8 /// interferon regulatory factor 8
ptor, sigma 1

’RKA) anchor protein 11

/toskeletal associated protein

10log 3 (Drosophila)



domain containing 80

1 repeat containing 19

yeat domain 11

Jrosophila)

32438 fis, clone SKMUS2001402
:omplex subunit 10

stivating enzyme E1-like 2

ase, H+ transporting, mitochondrial F1 complex, O subunit (oligomycin sensitivity conferring protein)
zer anti-estrogen resistance 3

1 54kDa

e domain containing 3

yrane protein 2

homa breakpoint associated target 1
otif-containing 10

‘murine) ecotropic retroviral transforming sequence-like 1
al protein LOC645478

m cofactor synthesis 1

al protein LOC645478

il protein FLJ20054

1 containing 2

receptor, nicotinic, delta

domain 68

d locus

ylinositol 4-kinase type 2 beta

ne 10 open reading frame 61
stermination factor 2

am binding protein A11 (calgizzarin)
ginine dimethylaminohydrolase 1
icule, complement regulatory protein
nduced 1

1

NA DKFZp313H0740 (from clone DKFZp313H0740) /// Retinol dehydrogenase 13 (all-trans/9-cis)
nded DNA binding protein 2

araction molecule 2

d locus

al protein LOC144363

Jlogous to the E6-AP (UBE3A) carboxyl terminus) domain and RCC1 (CHC1)-like domain (RLD) 1
il protein FLJ35390

olog (mouse)

-spanning 4-domains, subfamily A, member 7 /// membrane-spanning 4-domains, subfamily A, member
1 2 (yeast)

slated protein

in receptor 3

sific, 10

04 pre-mRNA processing factor 19 homolog (S. cerevisiae)
styl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 10 (GalNAc-T10)

ne 9 open reading frame 85

eoprotein domain family, member 1

al protein FLJ32130

protein 90kDa alpha (cytosolic), class B member 1

Al protein FLJ37543



lisulfide core domain 9

e IMAGE:5284861
lin

al protein BC002926

-mRNA processing factor 40 homolog A (yeast)
tyrate aminotransferase

3|l surface associated

1t chain, LC8-type 1

ase, cGMP-dependent, type |

2in 22

ier family 14 (urea transporter), member 1 (Kidd blood group)
iIcosamine kinase /// N-acetylglucosamine kinase

ne 9 open reading frame 3

sequence similarity 53, member A

ite kinase 2 (Hallervorden-Spatz syndrome)

amber RAS oncogene family

of Ty 6 homolog (S. cerevisiae)

e G

cDNA clone CSODMO011YAOL1 of Fetal liver of Homo sapiens (human)
- cell adhesion molecule

rane protein 39B

ie thymoma viral oncogene homolog 3 (protein kinase B, gamma)
mmunoglobulin domain containing 2

45325 fis, clone BRHIP3006717
‘uscinosis, neuronal 8 (epilepsy, progressive with mental retardation)
:ytochrome c reductase core protein Il

2

er family 25, member 36

er family 26 (sulfate transporter), member 1

ne 3 open reading frame 34

nced antigen 1

ma vesicle associated protein

convertase subtilisin/kexin type 5
ilypeptide-associated complex alpha polypeptide
cific E3 ubiquitin protein ligase 2

ydrogenase (ubiquinone) 1 beta subcomplex, 2, 8kDa
herens junctions transmembrane protein

ain containing 9

, intracellular mediator containing kelch motifs

n of tumorigenicity 7 like

allopeptidase domain 11

)-Glu-Ala-Asp) box polypeptide 28

er family 39 (zinc transporter), member 14

ie IMAGE:5273799

cell growth factor 1 (platelet-derived)



ne 1 open reading frame 25

" protein 21A

amber RAS oncogene family
and BTB domain containing 9

ne 12 open reading frame 39
otif-containing 45
sine-5-)-methyltransferase 3 alpha
arotein L7 /// similar to 60S ribosomal protein L7 /// similar to 60S ribosomal protein L7
al protein FLJ35390
eft 1 candidate 1
reductase 3
iciated protein 6
rotein L3 /// ribosomal protein L3
protein 19 /// zinc finger protein 23 (KOX 16)
er family 25 (mitochondrial carrier; adenine nucleotide translocator), member 31 /// solute carrier family
in binding protein 5 (BTK-associated)



wulin heavy constant gamma 3 (G3m marker) /// similar to Ig heavy chain V-1l region VH26 precursor ///












similar to SMT3 suppressor of mif two 3 homolog 2 /// similar to SMT3 suppressor of mif two 3 homolog .
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nutated in multiple advanced cancers 1)

1pha-2 chain) (N-alpha 2)



, 8 /Il protocadherin gamma subfamily A, 12 /// protocadherin gamma subfamily C, 5 /// protocadherin gz



saminyltransferase 4






gulated kinase 1/






wunit precursor (GABA(A) receptor)



nce similarity 22, member C /// similar to nuclear protein in testis
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cerevisiae)
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ative helix-loop-helix proteir

'egulatory subunii
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»blastoma breakpoint family, member 11 /// neuroblastoma breakpoint family, member 15 /// neuroblastc












,, 4 /1] protocadherin gamma subfamily B, 4 /// protocadherin gamma subfamily A, 8 /// protocadherin gar

reakpoint family, member 16

1al regulator ATRX isoform 1



channel 3; potassium/sodium hyperpolarization-activated cyclic nucleotide-gated channel 3 [Homo sapie



ymal protein L21 pseudogene /// similar to 60S ribosomal protein L21 /// similar to ribosomal protein L21



ribosomal protein L7 /// 60S ribosomal protein L7-like /// similar to 60S ribosomal protein L7 /// similar to















F /// RNA binding motif protein, Y-linked, family 1, member B /// RNA binding motif protein, Y-linked, fan

. 8/l protocadherin gamma subfamily A, 12 /// protocadherin gamma subfamily C, 5 /// protocadherin gz

ment binding protein-1; DNA-binding protein [Homo sapiens]






lyl isomerase A isoform 1 /// similar to peptidylprolyl isomerase A isoform 1 /// similar to peptidylprolyl isc















. 8/l protocadherin gamma subfamily A, 12 /// protocadherin gamma subfamily C, 5 /// protocadherin g¢

.etyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase-like 1

omain containing, family M (with RUN domain) member 1; adapter protein 162



tsl









25 (mitochondrial carrier; adenine nucleotide translocator), member 31



myosin-reactive immunoglobulin heavy chain variable region /// anti-RhD monoclonal T125 gammal he












2 /Il similar to SMT3 suppressor of mif two 3 homolog 2 /// similar to SMT3 suppressor of mif two 3 hom












amma subfamily C, 4 /// protocadherin gamma subfamily B, 7 /// protocadherin gamma subfamily B, 6 ///










































yma breakpoint family, member 9 /// neuroblastoma breakpoint family, member 10 /// neuroblastoma bre












mma subfamily A, 8 /// protocadherin gamma subfamily A, 12 /// protocadherin gamma subfamily A, 12 /,



:ns



isoform 1 /// similar to 60S ribosomal protein L21 /// similar to 60S ribosomal protein L21 /// similar to rib



60S ribosomal protein L7 /// similar to 60S ribosomal protein L7 /// similar to 60S ribosomal protein L7















nily 1, member D /// RNA binding motif protein, Y-linked, family 1, member E /// RNA binding motif protei

amma subfamily C, 4 /// protocadherin gamma subfamily B, 7 /// protocadherin gamma subfamily B, 6 ///






ymerase A-like /// similar to peptidylprolyl isomerase A isoform 1 /// peptidylprolyl isomerase A-like /// sirr















amma subfamily C, 4 /// protocadherin gamma subfamily B, 7 /// protocadherin gamma subfamily B, 6 ///















avy chain












olog 2 /// similar to SMT3 suppressor of mif two 3 homolog 2 /// similar to SMT3 suppressor of mif two 3












" protocadherin gamma subfamily B, 5 /// protocadherin gamma subfamily B, 3 /// protocadherin gamma










































akpoint family, member 12 /// neuroblastoma breakpoint family, member 16












/I protocadherin gamma subfamily C, 5 /// protocadherin gamma subfamily C, 5 /// protocadherin gamme






iosomal protein L21 isoform 1 /// similar to 60S ribosomal protein L21 /// similar to ribosomal protein L21


















in, Y-linked, family 1, member J

" protocadherin gamma subfamily B, 5 /// protocadherin gamma subfamily B, 3 /// protocadherin gamma






lilar to peptidylprolyl isomerase A isoform 1 /// similar to peptidylprolyl isomerase A isoform 1 /// similar t















" protocadherin gamma subfamily B, 5 /// protocadherin gamma subfamily B, 3 /// protocadherin gamma



























homolog 2












subfamily B, 2 /// protocadherin gamma subfamily B, 1 /// protocadherin gamma subfamily A, 11 /// protc






















































a subfamily C, 4 /// protocadherin gamma subfamily C, 4 /// protocadherin gamma subfamily B, 7 /// protc






isoform 1 /// similar to ribosomal protein L21 isoform 1


















subfamily B, 2 /// protocadherin gamma subfamily B, 1 /// protocadherin gamma subfamily A, 11 /// protc






o peptidylprolyl isomerase A isoform 1 /// similar to peptidylprolyl isomerase A isoform 1 /// similar to peg















subfamily B, 2 /// protocadherin gamma subfamily B, 1 /// protocadherin gamma subfamily A, 11 /// protc







































ycadherin gamma subfamily A, 10 /// protocadherin gamma subfamily A, 9 /// protocadherin gamma subf






















































ocadherin gamma subfamily B, 7 /// protocadherin gamma subfamily B, 6 /// protocadherin gamma subfe
























ycadherin gamma subfamily A, 10 /// protocadherin gamma subfamily A, 9 /// protocadherin gamma subf






stidylprolyl isomerase A isoform















ycadherin gamma subfamily A, 10 /// protocadherin gamma subfamily A, 9 /// protocadherin gamma subf







































family A, 7 /// protocadherin gamma subfamily A, 6 /// protocadherin gamma subfamily A, 5 /// protocadh






















































amily B, 6 /// protocadherin gamma subfamily B, 5 /// protocadherin gamma subfamily B, 5 /// protocadhe
























family A, 7 /// protocadherin gamma subfamily A, 6 /// protocadherin gamma subfamily A, 5 /// protocadh





















family A, 7 /// protocadherin gamma subfamily A, 6 /// protocadherin gamma subfamily A, 5 /// protocadh







































erin gamma subfamily A, 4 /// protocadherin gamma subfamily A, 3 /// protocadherin gamma subfamily /






















































:rin gamma subfamily B, 3 /// protocadherin gamma subfamily B, 3 /// protocadherin gamma subfamily B
























erin gamma subfamily A, 4 /// protocadherin gamma subfamily A, 3 /// protocadherin gamma subfamily #





















erin gamma subfamily A, 4 /// protocadherin gamma subfamily A, 3 /// protocadherin gamma subfamily #







































4, 2 /Il protocadherin gamma subfamily A, 1






















































, 2 Ill protocadherin gamma subfamily B, 2 /// protocadherin gamma subfamily B, 1 /// protocadherin gar
























A, 2 /I protocadherin gamma subfamily A, 1





















A, 2 /I protocadherin gamma subfamily A, 1





























































































subfamily B, 1 /// protocadherin gamma subfamily B, 1 /// protocadherin gamma subfamily A, 11 /// protc










































































































































subfamily E



