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09.5eq 378{gi4506692{refINM_001021.1|RPS1 7] Homo sapiens ribosomat protein $17 {RPS17) mRNA ] a
11.5eq 444|gi|532596)gbiM12 7 59|HUMIGI0Z Human ig J chain_ gene, exens 3 and 4. E-151
14.5eq 358|gii5821114[dbjlABO 1 7710.1{ABO177| Home sapiens USOHG genes for IS0 snoRNA and USO snaRNA, complete 1.00E-37
1B.5eq 525 |gij? 5 76344[gb]ACO02 400{HUACO02 4 Human Chromosome 16 BAC clone CIT9875K-A-7350G6, tomplete sequen| E-130
17.seq 441]gi|43 14418[gb]ACOOE4B7;ACDO6487] Homo sapiens chromesome 17, clone hRPC.1028_X 10, complete sequer 0
1B8.5eq 385 gi|4506696]ref[NM_D1 023.1|RPS20]| Home Sapiens ribosgmal protein $20 (RFS20) mRNA 0
19.seq 336)0i|2529723|gbjAFO01893|BETA2 Human MEN1 region clone epsilon/beta mRNA, 3' fragment E-174
20.5eq 344|gi[5032086[ref|NM_DQ587 7.1|SF3A11 Homo sapiens pre-mRNA sphicing factor SF3a (120 kDa subunit}, E-172
22.5eq 298|gi|4505656irefNM_002559.1|PDE2A| Homo sapiens phosphodiesterase 24, cGMP-stimulated (PDE2A) mRNA 5.00E-86
25.5eq 4711gi|33949)emb|X687 42 HSINTASA H.sapiens mRNA for integrin, alpha subunit 6.00E-B7.
27.5eq 254{gi|150120igb|K0Z07 5 MXARSSMS Myxococcus xanthus satedlite multicopy single-stranded DNA (msDNA). 0.25
28.58q 305 |gil477 5623 |embJAL035594.7|HS67 A] Human DNA sequence from clone 67A5 on chromesome 6g22.31-22.33 E-130
29.seq 422|gil3970932(gb|ACO06 1 30|ACOGE1 30 Homo sapiens chromosome 189, BAC CIT-B-131n6, complete sequence [H 5.00E-13
31.5eq 562 gil5032088|ref|NM_005626.1|SFRS4L Homo sapiens splicing factor, arginine/serine-fich 4 (SFRS3) MRNA Z.00E-04
32.3eq 410[gi{1834938lemb[285227|HSZ85227 | H.sapiens Ig lambda fight chain variable region gene (9-1501A119) E-135E
34.5eq 460 |gi)5262556lemblal 0B0123. 1HSMBG Homo sapiens mRNA; cDNA DKFZp569D2231 (from clope DKFZp569D22 0
35.5eq 569 |gi|434050[gh]L 1253 5HUMRSUT A Human RSU-1/RSP-1 mRNA, comptete cds. 0
36.seq 40&)gi| 18662 8|ghjM? 7663 [HUMK DA Human keratin 10 mRNA, 3° erd. E-169
37.seq 297 [gi|13003|embjvV00662|MIHSXX H.sapiens mitochondrial genome E-160
40.5eq 431|gi|468242|gbjU07 289|HSUO7 38D Human Burkitt's lymphoma immunoglobulin kappa light chain mRNA, E-148
41.5eq 52414i[532596[gbM 127 53 HUMIGJ02 Hurnan ig ) chain gene, exons 3 and 4. E-137
43.5eq 47%{gil 4506638 refiNM_000996,1JRPL3 54 Homo sapiens ribosomal protein L33a {RPL3SA) mRNA Q
44,589 437 gi[480697 1]gbIAF) 28894.1|HSTERT2| Homa sapiens telomerase reverse transcriptase (TERT) gene, exons 7-16 0.44
45.5¢0 415 |git4506700)refjNm_001025.1{RPS23|[ Homo sapiens ribosomal protein S23 (RPS23) mRNA ]
47.seq 527|gil31 65402 |ghiaC0047 5 2]AC0047 52 Homo sapiens chromosome 5, BAC clone Be5 (LBNL H167), complete s 0
48.seq 414|gi§4506596|refiNM_000976.1{RPL1 2|l Homo sapiens ribosomal protein L12 (RPLT2) mRNA Q
51.seq 2731gi|4753237|gb|ACO06372.2|AC00631 Homa sapiens clone NHO331D0S5, complete sequence E-127
52.seq 494]gi|49 1461 4jemb|AL 050393, 1HSMBO! Homo sapiens mRNA; cDNA DKFZpsB6F0420 {from clone DKFZpS86F042 0
53.seq 490|gi|4506696|refMM_001023.1[RPS20]| Homo sapiens ribosomal pratein 520 (RPS20) mRNA 0
S4.seq 372 |gi|2358100jgbJAE00DG65MMAEDOOE Mus musculus TCR beta locus from bases 501860 ta 700960 (section 3 d 0.37
55.seq 367 |gi|52311401gb]AF 153608.1]AF 1 5360 Homo sapiens sin3 associated polypeptide (SAP18) mRNA, complete cds 4]
57.5eq 455 |gi|5016088(refNM_DO1101.2|ACTS| | Homo sapiens actin, beta (ACT8) mRNA [+]
59.5eq 355]gi}2429080)dbjlDB7 67 S|DA767S Homo sapiens ONA for amyloid precursar protein, complete cds 0.36
6l.seq 580|gil4507030refiNM_000343.1|SLC5A | Homo sapiens solute carrier family 5 (sodium/glucose [4]
61.5eq 861[gil51747 26jref|NM_DO05998.1[TRICS| | Homo saplens TCP1 (t-complex-1) ring complex, polypeptide 5 (TRICS) Q
B4.seq 399(gi|307150igbjL 191 B2|HUMMAC25X | Human MAC2S mRNA, complete cds. E-124
66.3eq 524|gi|1 7983 11gb|MI4859HUMCALIEF Human cainexin MRNA, complete cds. Q
b67.5eq 492 |4il45895%1|dbjlAB0Z3 19,1 1AB0231| Homo sapiens MRNA for KIAADS74 protein, partial cds [+]
b6il.seq 857 [gi3071 50)gb|L19182[HUMMAC25X_ | Human MAC25 mRNA, complete cds. E-117
69.5eq 851|gil4760290lemb|AL03 1346,8/H55978 Human DNA sequence from clone 59782 on chromoseme 22q13.2-13.32 0.057
70.5eq 471gi|392692igbju33324)CCU33324 Caulobacter crescentus RNase PH (rph) gene, GrpE {grpE) gene and 0.031
72.5eq 523! qit348908|gb|L22548]HUMCOL 18AX | Human collagen type XVl alpha 1 (COR18A1) mRNA, rital cds. E-159
73.5eq 454]gil1 86042jgbM7 401 HHUMIGKW Hurmnan Ig rearranged light-chain mRNA V region. 0
77.5eq 409, gil244237|gb|$7 8624578624 YCRS91...YCR522 {Saccharomyces cerevisiae=yeast, Génomic, 4 genes, 0.1
£0.5eq 368 |gi|556597 6lgblAF152462.1}AF1 5248 Homo sapiens transimembrane protein BRI {BRI) mRNA, complete cds E-135
B1.seq 538|gi}4679019|gb]AF07 7 203.1|AF07 720 Homo sapiens HSPCO17 mRNA, complete ods 1]
82.s5eq 483 |gi|265602 7 |dbjiABO090S 1|ABOGIDS | Arabidopsis thaliana genomic DNA, chromasome 5, P1 clone: M1H22 0.12
83.seq 419(gi|31091]emb|X1 6869HSEF 1AC Human mRNA for elongation factor 1-alpha (clone CEF4) 0
B835.5eq 404|qi|434764)dbjj02 1 262 |HUMORFGA Human mANA for KIAAQO35 gene, partial ¢cds 0
86.5eq 537 |gi|3165402igbACO047 5 2|ALD047 52 Homa sapiens chromosome 5, BAC clone BeS (LBNL H167), complete 2.00E-44
88.seq 544)9i{1590807 Kbji087 91 4[08791 4 Human mRNA for pmithine decarboxylase antizyme, complete cds a
B9.seq 300|gi)181532{gb|M3792S{HUMDEFSA H.sapiens defensin 5 gene, complete cds. E-110
91.5eq 496 |gi|5679530jemb]AL 050305.9{HSDAG( Human DNA sequence from clone §0B16 on chromosome Xp11.21-22.2, 0.008
92.5eq 838|gi]532596{gbiM1 27 59|HUMIGI0Z Human Ig J chain gene, exons 3 and 4. E-1¥4
94.seq B38|gi|4505604jrefNM_002580.1|PAP| | Homo Sapiens pancreatitis-associated protein (PAP) mRNA 0|
95.5eq 831 |gi202922|gblL11002{RATANKBIND | Rat ankyrin binding glycoprotein-1 related miNA sequence. 5.00E-61
96.seq 851,0i100923 1jabli 38B28[TOBSUP INT | Nicotiana tabacum EF-1-alpha-related GTP-hinding protein {SUP1) mRNA, 0.22
97 .5eq 85310i}532596(gbijM 1 27 59HUMIGI02 Human Ig | chain gene, exons 3 and 4. E-103
98.seq 797 0il23690jembiX 5693Z|H52 JKOHBP | H.sapiens mRNA for 23 kD highly basic protein E-154
99.seq 887 |gi|181070lghM3 31 45[HUMCRPR Human cysteine-rich peptide mRANA, complete cds. 0.
100.5eq 821 |gi|13003lernb| VOO662{MIHS XL H.saplens mitochondrial genome D
101.5eq 861

103.seq 875 |gIl450451 SlrefiNM_001553.1[IGFEPT] __| Homo sapiens insulin-Hie growth factor binding protein 7 (IGFBP7) [i)
107580 919 2i{3962496(gb|AC00611 TIACOME1 1T Homao saplens chromosome 19, cosmid F20720, complete sequence [Homo 1E-123
108sea 858 |gl|1262342] XGI3IYHSMITG H.sapiens mitochondrial DNA, complete genome 0
109.58q BT9{gHZ92446)etM77T234[HUMRPSAIA Human ribosomnal protein 53a mRANA, complete cds. Q
110.5eq 848

111seq 898E_l|1405347[d_bﬂD45| I2|HUMHOXY1 Home sapiens mRNA for zinc-finger ONA-binding protein, comolete cds 1E-154)
112.5eq 82812i181532|gb|MI7925|HUMDEFSA H.saplens defensin 5 gene, complete cds. 1E-132
114.5eq 879

115.5eq 843 2i{530070]eb{LI12691|HSLU12691 Human Hsad mitochondrion cytochrome oxidase subunt W {COII) gene, 1E-175
118.seq 863

119%.5eq 898 gi]12092541gb]L.2031 1|BOVIG IMRNA Bos taurus mu- and alpha-Trermusogiobulin- associated J-chain mRNA, 5.00E-95|
120.seg 973]gH181532 ﬂMBTBZE]HUMDEFEA H.sapiens dafensin § gene, comoiete cds. 1E-101
122.seg 924 gi|4505408|refiNM_002512.1|NME2{ Homo saplens non-metastatic cells 2, orotein {(NM23B) expressed in [s)
124.5eq 892 | gi}4929722|gh| AF 1518851 |AF151885 Homo sapiens CGI-127 protein mRNA, lete cds [s]
126.seq 897

130.5eq 838 |gi|4506622|reflNM_DO0D38B.1|RPL27| Home sapiens ribosormal protein L27 (RPL2T) mRNA 0|
131.5eq 887 git2055294|dbjiDBT438/D8T438 Human mRNA for KIAADZST gene, partial cds )
133seq 868 |glt187762|eb|M26432|HUMMHC 1 BW Human MHC class | HLA-C.) gene, complete ods. N 0
134.seq 988 |2(14506834|ref|NM_002988.1{SCYAZ1| | Homa sapiens small nducible cytokine subfamily A (Cys-Cys), member O
135.5eq 1O

136.5eq 966 |gl|598636|cbjtD1 639 2{HUMD2DOZMS Human HepG2 partial cDNA, clone himd2d02ms 1E-109
137.5eq 874

140569 876

141.seq 972

142.5eq 382 gl]ﬁQZ&OHGnglACDGSBGSlACOO.’:SﬁS Homo sapiens 12p13.3 PAC RPCI5-1063M23 (Rosweld Park Cancer Institute 0
143.5e0 886 | gi[4503456[refiNM_001401.5[EDG2| Homo saplens endothelial ditferentiation, lysophosphatidic acid o
145569 9121 1j30091 |emb X03963|HSCOLAIC Human procollagen aloha-1 (IM) mMRNA Yuntranstated region {UTR) 0
148 seq as1

149.seq B35 gl|45031 Bajref|NM_00:916.1|CYC1| Homo saplens eytochrome ¢-1 {CYC1) mRNA >gi30302|emb|X06984|HSCYC o]
150.5eq 845

151seq 878 | gi|4506684ref|NM_001017.1|RPST 3| Homo sapiens ribesomal protein 513 (RPS13) mRNA, o
152560 972 | gll92744 7 |emb{XBE8I2JMTHSLAS44 H_saplens mitochandrial DNA for foop attachment secuence (clone 1E-156i
153.5eq 862 gi]1495465|emb]|X97260|HSMTISOZ H.sapiens mRNA for metallothionein lscform 2 1E-172
154.5eq 862

155 5eq BGSF:I;ZEI 239|eb{ $50732550732 immunoglobulin M light chain V reglon=anti-Iinid A antibody [human, _ 0
156.5eq 850 |

157.5eq 857 ]3i|4507894|ref|NM,003330.1 IvIMy Homa saplens vimentin (VIM) RNA >gi[3785ernh]Z19554|HSVIMENTA g
158.5eq 865 | gi[4758543|ref|NM_004500.1|HNRPC|_ | Home saplens hetercgenecus nuctear riborucleoprotein C (C1/C2) 0
1160.5eq 85E | RI[4506722|ref|NM_001006.1|RPS3A] Howno saplens ribosomnal protein $3A (RPS3A) mRNA o
161.5e9 —
162589 862|ei{4529576|eblAF151812.1{AF151812 Homo saplens CG!-54 protein mRNA, complete ods )
163.5eq 832! gi|2335046|dpjlD17409.1|D17409 Homo sapiens mRNA for SM22 alpha, complete cds [a]

s




164,580 841}

165.seq 873 |i{5870425]emb|At249366.1|HSA249366{ Homa sapiens mRNA for epsilon-COF protein and epsilon-COP protein o]
166.5ea

167.589 B30i_gi[2583'l74 ab{AF)26844. 1 AFO26844 Hotno sapiens ribosomal protein L41 mRNA, complete cds o)
169 seq 837 [€532596}ab|{M12759(HLIMIG J02 Human |g J chain gene, exons 3 and 4. it
170.500 968 |ei[4504964|ref|NM_002298.1|LEP1| Homo sapiens lymphotyte cytosolic protein 1 {L-plastin) {(LCP 1) mRNA o
171,50 8402123139843 |gb|U5T42|HS U5 T42 Hurmnan chromosome 16p13.1 BAC clone CIT9875K-55)G9 complete sequenc 0
172580 865

173589 817

175.5eq 833 | 2t{2335045|dbj|D1 7409.11017409 Homo sapiens mRNA for SM22 alpha, comoplete cds. Q
176.580 853 | gi{2394328]gbjUs1942|UB1942 Homo sapiens mmunoglebulin Kght chain mRNA, partiaf cds 0
178.589

179.seq 826 gi|1770459|emb{x98261|HSMPPS H.sapiens mRNA for M-phase phosphoprotein, mppSs 1E-158
180.5eq 828

181.seq B27 | gi|5453671 jref|NM_006418.1|GW112| Homo sapiens differentially expressed in hematopoletic ineages 0
182.5eq 834

183.seq 831]gl|186969|gb|M2173[HUMLCS Human Boocortin-V mRNA, complete cds. 0
184 5eq 8441 gi|4503304jref|Nbs_001926.1{DEFAG] Homo sapiens defensin, alpha 6, Paneth cell-speciic (DEFAB) mRNA O
185.5e0 823

186.5eg 8281 21|30029|emb| X1 S8B0{MSCOLIC Hurnan mRMNA for collagen V1 alpha-1 C-terminal globular domain 0l
187.5eq 816 l|4759055iref|Nm_004587.1{RABP1| Homo saplens ribosome binding protein 1 (dog 180kD homolog) (RREP1) 2.00E-54
188.seq 804 gi[S0I2050jref|NM_005617.1{RPS148!_ | Homa sapiens nbosomat protein 514 {RPS14) mRNA 1]
189.seq 822|gil31094|ernb|X16869{HSEF 1AC Human mRNA for elongation factor 1-akgha (clone CEF4} 4]
191.seq 818 gi]1 B4656|gb|M7 TBO4|HUMIFNWRS Human tryptophanyl tRNA synthetase (IFNWRS) mRNA, comolete cds. Q)
192.5eq 839 gl{2281706]gh|AFO14838|AF014538 Homo saplens galectin-4 mRNA, complete cds 9
193.5eq 308 | g1|4506890iref|NM_003011.1{SET] Homo saplens SET translocation {myelold leukemia—. 1) (SET) 1E-123
194.sea 439 gijdS06636tref|NM_000995.1{RPL34| Homo saplens ribesomal proteln L34 (RPL34} mRNA 0
195.seq 3B1|gil5911928emblAL1 17465.1[HSMBOOSTE Homo saplens mRNA: cONA DKFZp58610322 (from clene DKFZp58610322) 0
196.5eq 480

197.seq 414

198.5eq 496 gi{288095]ermb| X557 33| HSINTFA4B Hsaplens inttiation factor 48 cONA 1E-171
199.580 46411234102 1)eb|AC00247TIACDO247 T Human PAC clone DJ327A19 from Xq25-q26, complete sequence [Homo sapl 9.00E-55
200.5¢q 454 -

201 .3eq 405|gi|3043681{dbjlABO1 1151|ABOT1153 Homo sapiens MRNA for KIAADSTY protein, partial cds 0|
202,580 360 gi]1 3003|emb|VOOBE2|MIHSXX H.saplens mitochondrial genome 1E-116]
203.5eq 410

204.5eq 333 gi|36506]emb|X68292|HSSMMHC H.saplens mRNA for smooth muscle myosin 1]
205.5eq 433 | gil4503470refiNM_001402.1{EEF1A1) | Homo saplens evkaryotic translation elorgation factor 1 aloha 1 9
206.seq 475 | &il) 209254120{1,.20311|BOVIG IMRNA Bos taurus mu- and alpha— Immunoglobulin-associated J-chain MRNA, 1E-102
207.seg 245[g|1237214)emb{X96TS4|HSKAPPALC | H.saplens gene encoding kaoa light chain constant region 1E-177
209.seq 186 | 1| 340233)ghiM25246HUMVIM3 Human vimentls (HuVim3) mRNA, 3' end. B.00E-60
210.seq A06 | gI4T5BE73jref|NM_004800.1)P76] Hormo saptens 76 kDa membrane protein (P76) mRNA [s]
211.seq 356 gi|4504278jrefiNM_002107.1|HIFIA| Homo saplens H3 histone, famity 3A {H3F3A) mRNA 1E-139
212.52q 280|gi[182355|gb| M1 D0SOfHUMFABPL Human lver fatty acid binding proteln {FABP) mRNA, complete cds. JE-148,;
213.580 356|gl|13003|emb|VOOE62|MIHSXX H.saplens mitochorndrial genome 1E-1354
216389 153 gl|4502050}refNM_D00090.1]COL3AT| | Homo saplens colagen, type ill, aipha 1 {Ehiers-Danlos syrkirome tyne 1.00E-51
217.seq 415 glil46891 20|t AFQT 70411 AFQ77041 Homo saplens SIH002 mRNA. comnplete ods Y
218.5eq 380 45053 16|refiNM_002480.1|MYPT1| Homo sapkns rrvGein ohosphatase, target subunit 1 (MYPT1) mRNA 1E-167
216589 365 gI|1834359]emb|Z285148|HSZB51 48 H.saplens Ig lambda light chain variable reglon gene (4-230ILA95) 1E-161
221,580 420

222.3eq 119|gl}285540idbj|D14658HUMORFO2 Human mRNA for XIAAD102 gene, complete ods B8.00E-49
223.seq 3771 ll4D621 76]eH{ACO0E1 21| ACO0E1 21 Homo saplens chromasome X, clone hCIT.200_L_4, jete sequence IE-121
224580 395 g1|644480]dy)| D381 121 JHUMMTA Homo saplens mitochondrial DNA, complate sequence 1E-154;
227580 128|81|291843|gbiL12434|HUMAGCGB Hurnan cheomosome 3p21.1 gene sequence, complete cds. 200E-21
229.38Q 502

230.5eq 431 gil1136389|dbi|D79986|D7 9986 Human mRNA for KIAAQ164 gene, complete cds 1E-179
231.5eq 402 [gi{45029501refINM_000030.1|COL3A1] | Homo saplens collagen, tyoe Il alpha 1 (Ehlers—Danlos syndrome VE-174
232seq 457 | gH|1913895}ghbiUa091 S|HSU0916 Human clone 23600 cytechrome & oxidase subunit IV mRNA, complets 1E-174]
234.5e0 398
1235.5eq 428

23658 401 jgll4502302{ref|NM_001 697 ALATPSO} Homo sagplens ATP synthase, H+ transporting, mitochondrial F1 1E-155
237 sea 408 | i 1021480 emnbyZ 554359IHS4085F H.sapiens CpG island DNA genomik: Msa 1 fragment, clone 4005, forward 6.00E-99,
238.seq 440 |g)|3327155|dni| ABO1 4571 (ABOT1 4571 Homo sapiens mRNA for KIAADET1 protein, complete cds V]
239.520 472|gi1209254)gbi 2031 } | BOVIG MR NA Bos taurus mu- and aipha-immunoglobulin—associated J-chain mRNA, 2.00E-95
240.5e9 384 |gl3183974|emb|¥ 10183.1|HSMEMD H.saplens mRNA for MEMD protein T1E-128;
241.seq 604

244300 319 gl4092059|eb)AF0541 8TIAF(54 187 Homo saplens aloha NAC mRNA, complete cds 1E-166
245,589 450|gi|189019|gb|M22918|HUMMYLCB Human non—-muscle myosin akail light chain mRNA, 3 end. 0
246.seq 325 ]2i|51 74556} ref|MM_005928.1|MFGES} Homo saplens milk fat globule~ EGF factor 8 protein (MFGEB) mRNA 1E-173]
248.5eq A28 |@i|497212Tjemb]ALO43829 2|CNSOO00B | Hurnan chromosome 14 DNA sequence **» [N PROGRESS »»» BAC 12402 of| 1]
249.5eq 506 81|339442|gb|MB1 601 [HUMTEF SH Hurman transcription elongation factor {SI1) mRNA, complete cds. [1]
251.88q 481 | gi[2662290jdnj|ABO0Y282|AB009 282 Homa sapkens mRNA for cytochrome b5, partlal cds 1)
252.8e0 424 gl|5835387 jref|NC_001807.1]| Human mitechondrion, complete genome >gi|1944628|gb{J0141 5|HUMMTCG 1)
254.5¢a 485|21|2832592]embiZ951 16|HS57GS Human DiNA sequence from BAC §1G4 on chromosome 22g12.1 Contains EST o
255.50Q 455| g{4884267 |emb|ALOS0G28. 1|HSMBO0362 Homo sapiens mRNA; cDNA DKFZp566C0424 (from clone DKFZp566C0424) 1]
256.5eq

258580 4461gi|3483018]emblAJ010569]HSAD10568 | Homa sapiens mRNA for GEF-2 protein 0|
259.5e0 451 gi|1049079|gb|U30826{HSLI30826. Humnan splicing factor SRp40-1 (SRp40) mRNA, lete ods, 1E-167]
260.5eq 154 | gi|3859769{ermb|AJ01 1930{HS 5171 Homo saplens chromosome 21g22.3, PAC clones 314N7, 226015, BAC clone 7! 2.80E-31
261 seq 635 | gild75791 1{ref|NM_004346.5| CASP3| Homo saplens caspase 3. apoptosts-related cysteine protease (CASPA) 1E-171
262.5eq 491 ghlACH04448IAC 004448 Homo saplens chromosome 17, clone HCIT187M2, complete sequerce [Homo 0
263.50q 438|gil5763746|emb|AL049766.14|HSDLI686N Human DNA sequence from clone 886N3 on chromosome 20g13.2-13.2 1E-T80
264.5eq 510|gil4504T66|ref|NM_002211.1|ITGB Homo saplens integrin, beta 1 (fibronectin receptor, beta 0
265.5eq 549

266.5eq 443 |glj4757925|refiNM_D04902.11CC1.3¢ Homo sapiens splicing factor (CC1.3) (CC1.3) mRNA 9
267.seq 450211663763 gb]U6E358[HSUEE359 Human T54 protein (T54) mRNA, complete cds Q
268.seq 480 gi[2072143]eb|U67053HSUE7093 Human ataxia-telangiectasia locus protein (ATM) mRNA, 3UTR seguence 9
26i9.seq 553

270.seg 451 | g1|3954884embiAJd1 0442|HSA01D442 | Homa saplens mRNA for immunoglobulin kappa light chain, arti-RhD, 0
271.5eq 527 | gil437 71992 |gblAFOT5242|AF Q75242 Homo saplens tumor transforming proteln 1 {TUTR}} mRNA, complete 1]
272.5eq 375|757 T99Iref{NM_004318.1|ASPH| Homo sapiens aspartate beta~hydroxylase (ASPH) mMRNA 4A00E-44}
273seq 314! gI|185596|gbjMS5409|HUMPANC AN Homo sapiens pancreatic tumor-retated protein mRNA, partiad cds 1.00E-93
275.5eq 414

276580 445 | g)|4758949|ref|NM_000942.1|PPIB| Homo sapiens peptidviprolyl isomerase B (cyclophilin B) {(PPIB) mRNA 0
277 seq 509 | gi|4507446|refidM_003223.1|TFAP4 Howo sapiens transcription factor AP-4 (activating enhancer-binding 1E-177
2785eq 5211 81966{gh|M29548|HUMEF1 AB Human glongation factor 1-alpha (EF1A) mANA, partial cds. 0
279.5eq 469Fi|1806l4 eb|M55593|HUMCLG4Q13 Human collagenase type IV (CLG4) gene, exon 13. 0
280.5eq 290

281.5eq 547 lgi}573Bd34|emblALO?9333.?|HSDJ823F3 Human DNA sequence from clone 823F 3 on chromesome Xa21,33-22.3, 0
282.5e9 433

285.5eq 515 |21[2121233|gb|UF4585|H3LI94585 Homo saplens requiern homolog (hsReq) mRNA, complete cds [y
286.3eq 508

287 500 5465 2[285992]dbj{D13634|HUMRSCA 14 Human mRNA for KIAADO(D gene, corrplete cds 1€-159]
288.5eq 344g1|57299 1 OjrefNM_006691,1]L.YVE-1] | Homo sapiens lymphatic vessel endothefiat hyaluronan receptor 1 1E-176
289.5eq 405 gl|58049 1 7jemblALOBO250.11jRSJ234P 5| Human DNA sequence from clone 234P15 on chremoseme 6913-14.3, comple 4.00E-53|
290.seq 446 | gi[4506706]{ref|NM_001028.1|RPS25] Hemo sapiens ribosomal protein $25 (RPS25) mRNA 0
291.seq 486

297 seq 368 | gi|2462457/emb(Y11843[H5 Y1 1843 H.saplens mRINA for MHC class { human leukocyte antigen, allele 1E-141

©é



294 500 398 |gil4504964iref|NM_002298.1|LCP1} Homo sapiens lymphocyte cytosclic protein & {L-plastin) (LCP1) mRNA [+
205 580 420 gil4506666irefiNM_001002.1|RPLPO{ Homo sapiens risosomal protein, large, PG (RPLPQ) mRNA G
296.520

207 seq 264 gi|441374|emb|X72453|HSIGKLY32 H.sapiens mRNA for rearranged |g kappa light chain variabie region 1E-125]
208 5eq 362 |gi|4506834 ref|NM_002989.1[SCYA21] | Homo sapiens srall inducisle cytokine subfarily A (Cys-Cys), member ol
209.5eq 365 |ei[19117731eb| S83364|S83364 putative Rab5-interacting protein {clone L1-57} [human, HeLa célls, 2.00E-86|
300.seq 449 gi|4506680jref|NM_D01015.1|RPS11] Homo sapiens ribosomal protein 511 {RPS11) mRNA 4
301.5eq 403

A02.seq 429

130350 408 |gi[1834892jemb|ZB5181]|HSZ85181 H.s2pierss b larixda light chain varlable region gene (6-090NAG1) 1E-109)
304.5e9 409

306.5eq 337

307.5eq 325|gi|545367 1 ref|NM_D06418.1|GW112| Homo saptens differentially expressed in hernatopoietic lineages 1E-153)
308.5eq 267 | gi|3859054]enblAJ00E031 |MMUEDIT Mus musculys IHABP gene, promater 4.00E*2§I
309.5e0 358 gI[32220(emb|X64881 [HSHLAEUT3 H.sapiens gene for HLA-E heavy chain (3' untranslated region) §.00E-30]
310.5eq 398|i|3152832|gb| AFO62327|AFD62327 Home sapiens p120 caterin iscform 2A (CTNND1) mRNA, alternatively 1E-153
311.seg 359 gi|386034| bl 0S085|HUMRIBEROF Hema sapiens ribosomnal protein L30 mRNA, complete cds 1E-144]
312.5e9 332/ gi|2114292|dbj|087023[D87023 Human {lambda} DNA for immunoglobin &ght chain 1E-117,
313.seq 251 gl}4154282| gb| AFO8I744|AFOBIT 44 Homo sapiens xenotropic and polytropic murine leukermia virus receptor 3.00£-47|
3155eq 351

316.5e0 404 §|15678813Q]AF145191.| AF 146191 Homo sapiens FRG1 (FRG 1) gene, complete ¢ds: 55 ribosomal RNA gene, 2.00E-12]
317.seq 402 | ail4506722}ref|NM_0DH006.1(RPS3A] Horna saplens ribosomal protein S3A (RPS3A} mRNA Y
320580 8i| 25! RO AFQLTT3ZIAFO17732 Homao saplens chr 2 cosmids cos111 and cos 607/6 containing 1E-120]
321 seq Homo saplens histone acetyltransferase ¥ {HAT1) mRNA 1E-157]
322s5eq Homa sapiens adenyate kinase 2 (AK2), uclear gene encoding 1E-153|
323sea

324386 Human fetal Ig heavy chain variabie region (clone M43} mRNA, 1E-142]
325.5eq

321seq 4 Homo saplens mRNA; cONA DKFZn586K2222 (from clone DIKFZp5BEK2222)}

328.5eq Human Ig J chain gene, exons 3 and 4.

330.5eq Hurnan mRNA for 14.3.3 protein, a protein kinase regulator

331.5eq Homo saplens amyloid orotein homologue mRANA, complete ¢ds

333.5eq 422 gi[312806]embi[X68641|HSHIP H.saplens HIP mRNA

334.5eq 483121|45031 40refiNM_001814.1;CTSC| Homo saplens cathepsin C {CTSC) mRNA >gi|1006656{emb| X872 2IHSCATH!

J36.seq 134 1|51 74470{refiNM_D05895.131IDH1| Hormw saplens isocltrate dehydrogenase 1 {NADP+), soluble {IOH1) mRNA

337.se0 404 | gi[3928123|eb]ACO05972|AC005972 Homo sapiens chromosome 17, ¢lone hRPK.180_P_8, cmlete sequence [Ho

338.seq 426 | 2|4335942{eb| AFO61 TIYAFOE1738 Homo sapiens urknown MRNA

138.sea 395|450 1BB8]ref|NM_001615.1]ACTG2| | Homo saplens actin, gamma 2, smooth muscle, enteric (ACTG2) MRNA

340.3ea 933! gl|1 7869 MBZ809|HUMANXAA Human annexin IV (ANX4) mRNA, complete cas,

341380 2541 gi{181532{eb!MgTI25|HUMDEF5A H.sapiens clefensin 5 gene, complete cds.

342380 487

343.5eq 350 gi|3646023|emb|AL031228]HS 1033810 | Human DNA sequence from clone 1033810 on thrormosome §p21.2-21.31.

J44.5eq 456 [gi|337454|gb|M23063HUMRNPC2A Hurman hnRNF C2 protein mRNA.

34558 Ig alpha 1- alpha 2reimmunoglobuin A3-A2 lambda hybrid GAL heavy

347 seq Human mitochondriorn ¢; hrome b gene, partial ods.

348580 Homao sapiens MRNA for KIAAQTST protein, partial cds

349.seq Homo saplens chromosome 12 clone 91705, complete sequence

350.5eq

351.5eq 230 2i{3201 BS9|eb|AFQST420|AFO67420 Homo sapiens SNC73 protein (SNC73)} mRNA, complete cds 1E-139
352.500 A13

353.5eq 487 |gl532596[gb|M1275HUMIG J02 Human Ig J chain gene, exons 3 ardd 4. 1E-120|
354.50q 445 gI|4506668/reANM_D01003.1[RPLP1| | Homo sapiens ribosomal protein, large, P1 (RPLP1) mRNA ol
J5b.seq 267 lg_,l|1459307 BDIUST456|HSLIST456 Human transforming growth factor-beta signaling pratein-1 (bsp-1) 1E-110)
357.5eq 50%|gi]45081 46| refiNm_002770.5[PRSS2] Homo sapiens protease, serine, 2 (trypsin 2) (PRSS2) mRNA [s)
358.5seq 334 gi[5835387|ref]NC_001807.1]| Human mitochondron. complete genome >&f|1944628lgb] /01 415HUMMTCG 1E-150|
35%.5eq 398

360.5eg 519| gil4507668]ref]NM_003235.1{TPT1| Home saplens tumnor protein, translationally-controlled 1 (YPT1) 0
361 .seq 540! gl|2280483|dbj| ABOOZ3TOIABOO2370 Human MRNA for KIAAD372 gene, complete cds ]
362500 532

363.5e0 488 | gi|2576344|gblACO02400{HUACD02400 | Human Chromosome 16 BAC clone CIT9875K-A-T35GE, complete sequence 0
366.5eq 464

368.5eq 454 i4520549LR_b|L27550|HUMIGFBPSX Humnan Insulin-iike growth factor binding protein 5 (IGFBPS) mRNA. 4]
370.5ea Homwo sagiens Integrin, alpha 4 {antigen CD49D, alpha 4 subunit of 8.00E-95|
371 5eq Homo saplens tetranectin (plasminogen-binding protein) (THA) mMRNA, 0
372.seq Humnan |g rearranged gamma chain mRNA, V-J-C region and compiete cds. [s)
3735eq Hueman mitochonckion, complete genome >gi|1944628{gb] 0141 S|HUMMTCG D
374.5eq Homo saplens polypyrimidine tract binding protein (hetercgeneous 1E-11
375.5eg

376.580 415l§i|1178152 gb] V6683 HSLIBEEIT Hurman MAP kinase 3b mRNA, complete cds Q
37735eq 813 gi[4826871[refiNM_005124.1INUP153] | Homo sapiens nucleoporin 153kD (NUP153) mRNA 0
37Bseq 486 | gl|4454701{eb| AFQTOEGI|AFO70663 Homo saplens HSPCOO7 mRNA, complete cds 1E-142]
379.5eq 483 | gild 32438 gbj1I03IBEI HELOIBES Human MHC Class | HLA-A-0203 mRNA, complete cds. 0l
380.5eq 507 | gH3789715|gb| ACOO5799|ACO0D5799 Homo saplens chromosome 17, clone hRPK.62_F_10, complete sequerce [Hon 1E-154)
3Bl seq 557 1gi]1 7827 6{gbiMEB1 831 [HUMAHCY Human S-adenosyihomacystelne hydrolase (AHCY)} mRNA, cormplete cds. [+)
383.seq

384 560 526 gi|4505922|ref[NM_002687.1|PNN| Homa sapkens pinin, desmosome assoclated protein (PNN) mRNA 1E-109
385seq 545

|3885e0 431 |g|54535n IrefiNM_O06418.1[GW112] | Homo sapiens differentially expressed in hematopoletic lineages 2.00E-89
350.5eq el 562509igb|LI681 05| HSPABPS13 Hurnan poly(A)-binding protein (PABP) gene, exon 15 YE-122
391 seq 443 gi 35237|embiX52112.1|HSPAGIL Human mRNA for immunogiobulin light chaln V. region, lambda~V 1E-130
392.58q 70lref|NM_0D01004,1|{RPLP2)| Horno sapiens ribosomal protein, large P2 (RPLPZ) mRNA 4]
395.5eq £[4529684|egh| AF151866.1|AF151 866 Homo sapiens CG1-108 protein mRNA, complete cds 9.00E-15
397.5eg 516 |gi|5835387|ref|NC_DO1807 .3} Hurnan mitochondrion, complete genome >gi|1944628{gb]J01415|HUMMTCG D)
399.5eq 397

400.seq 444 gi[347963|gh|L 22453HUMTAPR Homo sapl HIV-1 TAR RNA binding protein (TARBP—b) mRNA, cornplete [V
401.52q 195

402 seq 375/ gl|184819]gb] MESO52|HUMIGFBPG Human insulin-like growth factor binding protein 5 (IGFBP-5) mRNA. 1E-152
404 seq 324

406.5eq 379|gl|5835387|ref|NC_001807.1|| Human mitoshendrion, complete genome >gil1 3446281261101 41 5{HUMMTCG 1E-142]
408.seq 368 2i|2920708|emb]A1224143.1{H5A$4143 | Homo sapiens MRNA variant alfa for RNA polymerase il subuinit 3 4]
409.seq 410 gi|1209254|gbi 2031 1|BOVIGJMRNA | Bos taurus mu- and alpha-immunoglobulin-assoclated J-chakn mRNA, 1.00E-87
410:5eq 415 gil455T576[refiINM_001443,1|FABP1| Homo sapiens fatty acld binding protein 1, liver (FABP1) mRNA 1E-154]
411.58q 442 | gi|4503304|refiNM_001926.1|DEFAG] Hemo sapiens defensin, aloha 6, Paneth cell-specific (DEFAG) mRNA 0
415.5eQ 418

418.5eq 372]gi[1197535/gb]U48020/HSMEF2A10 Hurnan myocyte-specific enhancer factor 24 (MEF2A) gene, last coding 5.00E-53
419.5eq 451 1gi1184847 2b|ME343B[HUMIGGK Human Ig rearranged gamma chaln mRNA, V-J-C region and complete Q
420.5eq 399

421.seq 365 | 2i[285970dai{D13510.1 [HUMPAPC Horno sapiens mRNA for PAP hemologous protein, complete cds o
422 seg 413 [21|984142jemb{X80401 |HSL21PROT H.saplens mRNA for large subunit of Hbosomal protein L21 0
423 .58 207

|426.5eq 342 [gi[4557454|refiNM_001277.1|CHK} Home saptens choline kinase {CHIK) mRNA >gi[219540idbi|D1 0704 HUMC K] 1E-110
427 seq Q08| gi[4506658]ref|NM_000971.1|RPLT| Homo sapiens ribosomal protein LT (RPL7) mRNA 1E-173]
432 seqa 297 | gi|3970953|gb|ACO0493|AC004999 Homo sapiens PAC clone DJ215P15 from Sal2, seguence [Home 1.00E-92
435.5eq 435

43 seq 437 gil4557800jref|NM_000270.! {NP{ | Homa sapiens nucleoside phosphorylase (NP) mRNA .0
439.5eq 412

440 seq 485 | gi|23690[emb]X56932{HS23KDHEP H.sapiens mRNA for 23 kD highly basic protein N 1]
441.5eq

S



Hurman mRNA for KIAAD3IBB gene, complete cds

446560 78] gi|2224715[dbilABO02386|AB002386
447.seq 449 gi|3882244|dbj|AB018305.1|/ABO18305 | Homo sapiens mRNA for KIAAQTE2 protein, partial cds OI
448 seq 248 | pil4753237|gb|ACD0E372.2/AC006372 _ | Homo sapiens clore NHO331005, complete sequence 1.00E-15
449.seq 511 |gi[2887498|b|ACO04143|AC004143 Homo sapiens chromoasome 19, DNA from overlapping cosmids R25893 and 1E-127
450).seq 536 | gil4506618|refiNM_000986.1{RPL24| Homo sapiens ribosornal protein L24 (RPL24) mRNA 0|
452589 482 gi|5453671 jrefiNM_006418.11GW112| Homo sapiens differentially expressed In hematopoletic lineages [}
454 5eq 502 glj4758157|refiNM_004404.1| DIFFS] Homa sapiens ditferentiation 8 (deoxyguancsing triphosphate o
455.5eq 521 gi|532596|gb|M12758(HUMIG.J0Z Human Lg J chain gene, exons 3 and 4. 1E-131
456 seQ 565 | gl|5802969[refiINM_DOB796.)|AFG3L2] | Homo sapiens AFG3 (ATPase family gene 3, yeast)-like 2 (AFG3L2), mRNA 0
457 seq 515 gi|4B85240]refiNM_005252.1|FOS| Homa saplens v—fos FBJ murine ostecsarcoma viral oncogene homolog 0
458.5e0 531]gi|2341021|gblAC0024771AC002477 Human PAC clone DJ3Z7A19 from Xq25-026, complete sequence [Homo sapi 1.00£-94,
459.seq 575 g1[2822459|gb{AFQ30234|AF030234 Homo saplens splicing factar Sipl mRNA, complete cds fe]
460.seq 290
461 .seq 612|gl|190678i£0|M13963|HUMREGA Human islet of Langerhans regenerating protein {reg) mRNA, complete Q
462.seq 523 |gi|58685346(gb]|AC008101 9{ACO0E10] Homa sapiens, complete sequence 1E-358§
463 seq 509 gl|185361|b|MB7 785 HUMIGHEPAH Human (hybrikloma H210) anti-hepatitis A IgG variable reglon, 0
464.5eq 433 |gi|31912]|emb|X04409|HSGSALR Hurman mRNA for coupling protein G{s} alpha-subunit {alpha-51) 0
465.seq 517 |gi[4507812|ref|NM_003353.1|UGDH| Homo sapiens UDP—glucose dehydrogenase (UGDH) mRNA, and translated 0
466580 883 |gi[32804|emb|x61012|HSIGSB0 Human Immunogiobutin VH mRNA (580 bp) 0
467 seq 572
470.seq 284 |gi[51 74628 ref|NM_006099.1|PIASS Homo sapiens protein inhibitor of activated STAT3S (PIAS3) mRNA 1E-1861
4713eq 524/ gi[5012164jemblAL 117596, )[HSMBO1 128 Homo saplens MRNA; cDINA DKFZp564C2163 (from clone DKFZp564C2163) 0|
472.5e0 S04
473.seq 516|gi|13683]emb|VOOT1D[MITIHS Human mitcchondrial genes for several tRNAs (Phe, Val, Lew) and 125 1]
474586 571
475.5eq $04 | 2i[259140|gh| S49875| 549975 glutathione transferase A1-1 [human, HepG2 hepatorna cells, mRNA, s
477 500 490
478580 479
479120 571 |gi|1262342{emb{X93334|HSMITG H.sapiens mitochordrial DNA, lete genome 0]
480).seq 480 gi[2076725leb|ACON2064|HSACO02064 | Human BAC clone RGO15M04 from 7621, complete sequence [Homo sapiens] 0,
Homo saplens chromosome 17, clone HRPCSBTK B, cormplete sequence [Hom)| [/
Homo sapiens HSPCO33 mRNA, complete cds Of
Human lg J chain gens, exons 3 and 4. 1E-145)
Horno sapiens filamin A, alpha (actin-binding protein-280) (FLNA) mRNA ol
H sagiens mitochondrial genome of
Human mithA, fragment for activated c-raf-1 {exons B-17) o]
Home saplens full length insert cONA clone ZD39HD3 1E-147
Human mRNA for beta—actin O
.
Horng sapiens epsB binding protein e3B1 mRNA, complete cds 4]
Human DNA seauence from clone 248E 1 on chromasome 6023.1-23.3 Contal] a]
Homo saplens 15 kDa selenoprotein (SEP15) mRNA uE
498.58G 321 |gi[2558844]gbjAFOV T732|AFD17732 Homo sapiens chromosome 2 cosmids cost 11 and cos 607 /6 containing 1E-133
499500 432 gi|598852}dbi|01 7249HUMDSAGIM3 Human HepG2 3 region Mbol cDNA, clone hmd5a0gm3 1E-137
1500.5eq 415|gil4210488]aHAC O0548E|ACOD6485 Home saplens chromosome 19, BAC CIT-B-147823 (BC85722), complete 2.00E-68}
501.seq 561 | 2i[1042081 |[gbjS78569(STE569 laminin alpha 4 chain [human. fetal ung. MRNA, 6204 nt] O}
|502.5ea 403 gi|STE3T46]emb|ALO49T66.14|HSDIEBEN Human DA sequence from clone 686N3 on chromosome 20013.2-13.2, of
503seq 399 gi|5821 152|dbj|ABI 6092.1|JABG16092 | Homa saplens mRNA for RNA binding protein, complete cds 1E-103
504 s5eq 563 | pi[1508218]emb|Z78340|HSPAT1SG2 H.sapiens fliow-sorted chromosome 6 Hindlil fragment, SCEA19G2 1E-153
505.5eq 524
506.5eq 457 gi[388034gh{L 0SOIS[HUMRIBPROF Home sapiens ribosormal proten L30 mRNA, complete cds 0
509.5eq 417|gl|4506730jrefiNM_001010.3| RPS6| Homo saplens Hbosomal protein SE (RPS6) mRNA 0
5103eq 473 |gi|4826429lemblALO3SS51 5{HS1 TO0E TS Human DNA sequence from clons 1100E15 on chromosome Xa22.1-22.3 3.00E-76
S11.seq 447 | gil4505046|refiINM_002345. 1[L.UM} Hommo saplens lumican (LUM) mRNA >gl|699576]gb|U2112B[HSUZ21128 Humay| OI
5125eq 530
513.5eq 500]21|5802067|ref[NM._00681 8. 110F1Q) Homo saplens trarsmembrane protein (AF1Q), mRNA ol
S1d.5eq 534 | gi|3287156]emb{aL031005HS320E20 | Hommo saplens DA sequence from PAC 329E20 on chromasome 1p34.4-36.1 Q
515.5eq
516.5eq 355|l264772]ub|S 554005 thymosin beta—10 [human, metastatic melanoma cell line. mRNA, 453 L]
S517.5eq 4301 g1}|4510439|gb| ACDO7065.5]AC007065 | Homo sapiens, clone hRPK.58_A_1, comolete sequence 4]
Slédseq 458 |gi|1924939]embix 98411 |HSMYOSIE H.saplens mRNA for myosin—IE 9
51%.3eq 493 -I
520569 415 |gi4931 L3303B[HUMIGKVRG Human immunoglobulin kappa light chain (IGKV) mRNA varlable region, 1E-177)
521.5eq 475 | gi|S771401|gblAF036771.1|HSMLCKKRF Home sapiens myosin light chaln kinase {MYLK) gerw, exon 31, and QI
522.58q 40| gi| 3688107 |gb|ACO044T TIACO044TT Homo sapliens chromosoma 17, clone HRPCBY0E 16, complete seauence [Hom| OI
523seq 510 :
524.seq 355 |i|4928275|gbjAF131913.1|AF131913 | Homo saplens alpha-{1,3/1,4)-fucosyitransferase (FT3B) mANA, complete 2.00E-30)
525seq B50 | gi|348708]eb|l. 22563 HUMCACTHBS Hornn sapiens cathepsin B mRNA, 3 UTR with a stem-loop structure D
526.5eq 541
527 seq 472|gii45051 84{ref|NM_002415.1{MIF| Homo saplens macrophage migration inhibitory factor O
529.seq 510|
530.5eq 556 | gH5262538jemb)ALD801 11.1|HSMB00618 Homo sapikens mRNA: chNA DKFZpS86G2222 (from clone DKFZn586G2222) O
531.5eq 550|ei|38334]emb| X621 25|HSWLRG H.saplens rearranged WLR gene for lambda—Immunoglobulin subgroup It o
532.seq 5282113000t | XE2996]MIHSGENOM H.sapiens mitochondrial genome (consensus sequence) ol
533.seq 520 2i[39511 T{ernb|XE581 ZHSIGHXX30 H.saplens mRNA for XLA IG heavy chain VD region (LE 5-11) 1 O0E-94
534.5eq 533
535.seq
536.5eq 838
537.seq
538.seq
53%.58q 191]gi|450561 4jref|NM_000984.1|RPL23A! | Homo saplers ribosornal protein L23a {RPL23A) mRNA 1.00E-82]
540.5eq 5041 gl|3201 899|eb|AFO67420|AF06T420 Homo sapiens SNC?3 protein (SNCT3) mRNA, complete cds 0
541 seq 3
542.5eq 546 | gi 185539]ebiM1851 3jHUMIGHVAK Human (fetal) rearranged lgM chain VDJ-region mRNA, clone 30P1. 1E-122
S5d3.seq 519|gil23690{emb|X56932|HS23KDHBP H.sapiens mMRNA for 23 kD highly basic protein - 0
|544.5e0 495 gil339899|gb|M23161 [HUMTRANSC Human transpason-like elemment mMRNA. 1E-134
545 seq 582
546520 570|2li4503470 ref|NM_001402.1{EEF1A1] | Homo sapiens eukaryotic translation elongation factor 1 albha 1 0
548.3eq 534]glj4502294{refNM_001686.1|ATPSB| | Homo saplens ATP synthase, H+ transporting, mitochondrial F1 0
549.5eq 560
551.5eq 186|811 3000ernb| X62996|MIHSGENOM H.saplens mitechongrial gerome {(consensus sequence) 1.00E~-94
552560 573|580 154)reiNM_006842.1|SAP145| | Homa saplens spliceosome as d protein 145, SF3b subunit [
553.5eq 504/ &1|38336erb| X621 26|HSWHRG H.sapiens rearranged WHR gene for immunoglobutin heavy-chain 1E-112
554.5eq 497
557.5eq 458 gi] 1000861 |ebjL A7647[HUMCKBR Homo saplens creatine kinase B mRNA, complete cds. O
558.5eq 495 gi|576474|gh|M28203|HUMMHEWEZ Homo saplens (clone pMF18) MHC class | HLA-Bw62 mRNA, 3 end, [¥]
559.580 546 gi[4557494|ref|NM_001326.11CSTF3| Homo saplens cleavage stimulation factor, 3’ pre- RNA, subunit 3, [»)
560.5e0 476 @i|2662 1 56|chj| ABOD7838|ABOCT 898 Homo saplens KIAAD438 mRNA. complete cds 1E-138]
561 sea 540 | gi]1490418{gb|U49B6I{HSLIMGBES Hyman ybiquitin gene, complete cds 0
56258 442 | gi|5042403}gblACOD7785.1]AC007785 | Homo saplens chromosome 19, BAC 282485 (CIT-B-344H19), complete sedu 2.00E-34
563.5eq 5472 | g4503452|ref|NM_003792.1|EDF Y] Homa sapiens endothelial differentiation-related factor 1 (EDF1) 0
565.5eq 438
I566.5ea 536 | gil4186004|emb|AJ00T6ROJHSAQOTE6B0 | Homo sapiens ZNF 198 exon 8 1E-117]
567.seG 475|gi{404781|Rbj 20681 | RATETSONCA Rat proto-oncogene (Ets-1) mRNA, complete cds. 3.00E-39
§_ﬁ_s__.seq 829
569.5e0 509]
570:seq 514 il 47532381et|AC006039 2|ACO06039 | Homo sapiens clone NHO318F03, complete sequence 1.00E-26)]

& &



298 Vgu@%mcmzsasmcouzsas Human Chromoseme 11 pac pDJ 107520, comolete sequence [Homo sapiens) 1E-164
542| gI|4506598|ref|NM_000977.HRPL13| Homo sapiens ribosomal protein L13 (RPL13) mRNA &
548 g)|4503470[ref|NM_001402.1|EEF1AY] | Homo sapiens eukaryotic transiation eleneation factor 1 alpha 1 Q
436 gI|4049267|gb|U1 773 4|HSUITT714 Homo sapiens putative tumor suppressor 5713 (ST13) mRNA, complete cds 0
352 |gi4502950{ref|NM_000080.1|COLIA1| | Homo sapiens collagen, type |1, alpha 1 {Ehlers-Danlos syndrome tyne 0
437|gi|278139112b|U63387|MMUEIIBT Mus muscuius transcriptional repressor Mpc2 mRNA, complete cds 3.00E-38|
256|gi|5031778jref|NM_005631.1|IFH15] Homo sapiens interferon, gamma-inducible proteit 16 {(IFI16} mRNA 7.00E-85|
428 | gi}4503538lref|NM_001418.1[EIF4G2] _ | Homo sapiens eukaryotic translation initiation factor 4 gamma, 2 0
322 gi[402482|ebiL15203HUMP 18X Human secretory protein (P1.8) mRNA, complete cds. 1E-129]
228|el]3873504|gh] ACO04T7 § JACOD44T Homo sapiens Chromosome 22c11.2 Cosmid Clene 11111 In DGCR Region, 1E-115
406 g1|338060]eb{M 365 JHUMSGP3 Human (clone lambda-PGIE,7,8]) secretery granule proteoglycan core. 1E-118
283

452 | gij1562509}b]UEB105|HSPABPS13 Human poly{A)-binding protein (PABP) gene, exon 15 1E-137
e

270 gi1 80500({gh|M77829HUMCHIP2BA Human channel-fke integral membrane protein {CHIP28) mRNA, 1E-127|
274

244 |gi|4557394|re iINM_000067.1jCAZ| Homo saptens carbanic anhydrase 1 {CA2) mRNA 1E-109)
245 gi{5640003]ghiAF1 65522.1|AF165522 | Homo sapiens ras-redated GTP-binding protein b (RAB48} mRNA, 1E-108
357 8i|552385 1)ab|ACO06333.3]ACO06333 Hemo saptens clone NHOI90E23, complete sequence 1E-111
255 | gi|4506706]refiNM_001028.1]RP525] Homo sapiens ribosomal protein 525 (RP325) mRNA 1E-101
350

326 |gi|3928291 |ermb{268992|HSPOMO16 H.sapiens mRNA for Immunaglobulin kappa light chan VJ region (ID 1E-1
351

23

221

344|gi32797]ermb[X61011|HSIG486 Human immunoglobutin VH mRNA, (485 bp) 1E-111
343 |§i[187525|gb[MB4378|HUMMHAD Human MHC class | ymphocyte antigen (HLA-A#0212) mRNA, compiete 0
408

337 |gil4336348|gb|AFOBZE71 |AFO828T1 Hemo sapiens arsenate resistance proteint ARS2 mRNA, complete cds 1E-168|
506 |ei}6137796lref|NC_D01807.2]| Humnan mitochondrion, complete genome D|
209 | glj1619959|eb|UT2063|HSUT2063 Human immunoglobubn kappa chain constant reglon gene, partial cds 1.00E-98|
413 |glS46T98|gb{ST1043[571043 lg alpha 2=immunceiobulin A heavy chain allvtype 2 {constant region, 0|
373 |gl|4305874[gb| ACOO6501 AC006501 Horno sapiens, clone hRPK.35_A_1, complete sequence [Homo sapiens] 1E-154]
400 gil532596]gbiM127 53| HUMIG J02 Hurnan ig J chain gene, exons 3 and 4. 1E-105)
432|gl|5062332|gh|AF126743.1[AF126743 Homo sapiens DNAJ domain—containing protein MCJ (MCJ) mRNA, complete [4)
338,

359]

229|g1|4586625|dhi|AB023208.1| ABD23208 | Homo sapiens mRNA for KIAAJ9S1 protein, somplete ods TE-102]
317|gi|532596]|gb{M1 2T59|HUMIGA02 Humnan Ig J chain gene, exons 3 and 4. 1E-113]
457 |gl|3288442|ermb|AL022384|HS51 1824 Homa sapiens DNA sequence from clone 511824 on chromosome 20g11.2-12 0|
480 | ell5835387|ref|NC_001807.1)| Human mitochondrion, complete genome >gil 1944628|gb|J0F41 SIHUMMTCG 0|
309 | i|306552|ebjL13802|HUMCH1 3C34 Homo saplens (clone 03} liver expessed ribosornal orotein $3 0
453 igi|181 532]9}|M97925[HUMDEF5A H.saplens defensin S gene, complete cds. 1E-127
418 gi|4504164|refiNM_D00177.1|GSN| Homo saplens gelsolin {armpdoidasls, Finnish type) {GSN) mRNA 0|
224

435 g1]1 370102|ermbX74107|HSAMAKE? H.sapiens gane for antigen of the monoclonal antibody K67 0|
400 .

331 |21{2460036|2b| AF014837T|AF014837 Homo saplens mEA methyitransferase (MT-A70} gene. comoiete ods 1)
418

g

205 gil1 8451 7| ebim13560{HUMIAIGS Human la-assoclated invariant gamma-chain gene, exon 8, clones 2.00E-75]
409! gl|5454127refiNM_006388.1{TIP6O0] Homo sapiens Tat interactive pratein (G0kD) (TIFE0) mRNA 0
424

369]gi|532596]biM127 59| HUMIG JO2Z Huoman iy J chain gene, exons 3 and 4. 0
471 |gl|572986TIref|NM_D06T13.1|PC4| Home saplens activated RNA polymerase Il transcription cofactor 4 0
266 | gi|23238|emb X15256]HS 14LECT Homo saplens mRNA for 14kDa beta-galactoside—binding lectin 1E-125]
403 | gi|395086|embiX740TOHSBTF3 H.saplens mRMNA for transcription factor BTF 3 8]
321 }gi|1110519)ghfLM0490] HSU40490 Hurnian nicotinamide nuclectide transhydrogenase mRNA, nuclear gene TE-168|
423

376 1|59 21 58lemblAL 1 17594.1jHSMB01127 Homo saplens mRMNA; cDNA DKFZp564C1563 {from clone DKFZp564C1563) 0
464 |gid507584|refjNM, 003823, [ TNFRSFGB] Homo saplens tumor necrosis factor receptor superfamily, member €b, [3)
424 |gi{3126777|gb|ACO04590|AC004530 Homo saplens chromosome 17, clone hCIT.22_K_21, complete sequence [Hom 1E-107
406 | gH 18349 B5260|HSZBE269 H.sapiens Ig lambda light chain variable region gene 3.00E-94|
455 g1|35401 46{gb|AC002395|AC002395 Homwo saplens 12g24.1 PAC RPCN-315L5 (Roswell Park Cancer Institute Hany T.00E-31
405

403 | gi|5835387 refiNC_001807.1]| Hurnan mitochondrion. complete genome >gl{1 944628|gh|JO1 41 S|HUMMTCG 0
451 21|1877831gh|M24087 | HUMMHCACA Hurnan MHC class [ HLA-C-alpha—2 chain and alternative mRNA, complete H
436|8114314324|gb{ ACO0E101|ACO0E6101 Homo sapiens chromosome 10 clone CIT-HSP-1338F24 map 10p11.2-10p12, 4.00E-97
252

325|g1{4501930|refiNM_000668. 1 |ADH2] Homo saplens alcohol dehydrogenase 2 (class 1}, beta polypegtide 1.00E-43
373 | gl|5678818|gb|AF145191.1{AF 1456191 Homo sapiens FRG1 {(FRG1) gene, complete cds: 55 ribasomal RNA gene, 1E-120
2113 1gi)13683lemb|VOOTTYMITIHS Human mitochondrial genes for several tRNAs {Phe, Val, Leu) and 125 TE-100)
317 e1|4505648]refiNM_000967_1|RPL3| Horo sapiens ribosomal protein L3 (RPL3) mRNA 4.00E-56
347133351 47}eb| AFO553761AF 055376 Homao sapiens short form transcription factor C-MAF {c-maf} mRNA, 1E-117|
384 gi|4454485t¢b| ACO06593| ACD06599 Homo saplens PAC clone pDJ59302, lete sequence [Homo sapiens] o
350 gi338008| st M28226|HUMSECPA Human JE gene encoding a manocyte secretory protein mRNA, )i 1E-123
314

316/ gi[t037301 jemb|Z64479|HS 127C4R H.sapiens CpG Island DNA genomik Mse] fragmertt, clone 127c4, 300E-72
423 1gil4426566|gbtAFQ34607T|AF034607 Homeo saptens chloride channel ABP mRNA, complete ods 1E-164
437 |gil2707904|gb{AF038404| AF038404 Homo saplens homoleg of NeddS (hiNeddS) mRNA, complete cds O
ar2

402 |2i{35324]erb| %01 742]HS PCANL Human mRNA for pro alpha ¥ {1} collagen C—terminal propeptide o
388 | 1| 339688]gb|M17733HUMTHY B4 Human thymosin beta-4 mRNA, complete cds. iE-111
343 |gll4503056/refiNM_001885.1|CRYAE| | Homo sapiens crystalin, alpha B (CRYAB) mRNA 1E-135i
282 |gi[4502208|refiNM_001662. 1| ARF5| Homo saplens ADP—ribosylation factor 5 {ARF5) mRNA. 1E-113
363 |2ija507294{ref]NM_003569.1|STX7{ Homo saplens syrtaxin 7 (STX7} MRNA >gil2337919]gh|UT7942|HSUTT942 1E-135
362 | &i[202445|gbiM21 829|MUSZFP Mouse Evi-1 locus zing finger protes mRNA, partial cds. 7.00E-18
300| gi|599787|emb|Z 4681 O[HSHLACWT H.sapiens HLA-Cw*0701 mRNA for HLA-Cw7 1E-129]
375} gi[2662152|dbj|ABO07BH6|ABOOT 886 Homo sapiens KIAAG436 mRNA, partial cds 200E-58
480 gi[2245670]gb{AFO06516|AFQDES16 Homo sapiens eps8 binding protein e3B1 mRNA, compiete cas 0
384/ gi{306552{gh|L 4 3B02{HUMCH13C3A Homo sapiens {clone 03) liver expessed ribosornal protein 33 1E-170]
338 &i|2880082|2HACD041 40AC 0041 40 Homo sapiens PAC clone DJD241821 from 7g21.1-g31.1, complete sequence 1E-136
151|gi{3954884|emb]AJ01 0442[HSA010442_| Homo saplens mRNA for immunoglobulin kappa light chain, anti~RhD, 1.00E-63
3461 gi)598572|dbj|C': 6869[HUMD1 EOS Human HepG2 3 reglon cDNA. clone hmd1e05 2.00E-58
366 gi|1 256836[eb|US3200{HSUS3209 Hurnan transformer-2 alpha (htra~2 aipha} mRNA, complete cds 1E-127
333

387 | gil4507216lrefiNM_003133.1|SRPY Horno saplerts signal recogrition particle SkD (SRPO) mRNA 0
335

429 | gl|47686T6]gb|AF1138B7.1{AF1 13887 Homa sapiens kappa 1 immunoglobuln lizght chain mRNA, complete cds TE-164]
495 | i|4505278iref|[NM_D02454.1|MTRR| Hosmo saplens 5—methyltetrahydrofolate—hemocysteine methyitransferase 0
494 | gi|526263 1 fembjALO80166.1|HEMBO068Y Home sapiens mRMA: cDNA DKFZp58402082 (from clone DKFZpS6402082) 0
389 gi(4009459)gb| AF039401 |AF035401 Home saplens cakcium-dependent chiorige channel-Y (WCLCAY) gene, 1E-174
307 | gi{S668757 |ebiACD0B00S. HACOOS009 Homo sapiens 3q26.2-27 BAC RPCI11-435A20 (Rosweli Park Cancer Institut: J.00E-38
Sﬁﬁ'i 4506598[red|NM_000977.1|RPLI Y Homo sapiens ribosomat protein L13 (RPL13) mRNA 6!
439
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725 500 485(gi[854178]ermbIXB7IT3[HSRPSIAGE __| H.sapiens RPS3a gene 0
727 5eq 310}gi[3676217|ermb|ALO22726|HS625H8 _ | Human DNA sequence from clone 625H18 an chromosome 6p22.2-23. Contai 1E-143
728.5¢q 404 gi|31 2806|ernb| X68641|HSHIP H.sapiens HIP mRNA o
731.seq 382
T325eq 35| gil407467|emb| X753 16|MMRNASEB4 M.musculls sebd mRNA 200E-23
733.5eq 528
734580 475 |eI4503580|ref|NM_001978.1|[EPB4S) Hurmo saplens enythrocyte membrang proteln band 4.9 {dematin) (EPB49) 9.00E-83
736.3eq 3281 gi[1773069|eh|\UB261 S{HSUIB2615 Human mRNA dowrwegulated in aderovirus 5-Infected cells 1E-111
7393eq 497 | gi[2462374|emblZ84721|HS167A14 Human DNA sequence from PAC 167A14 on chromosome 5a27. Contains EST 0
740.5eq 425 | 2i|3687213]|ebiACOOS7IBACO05738 Homo sapiens chromosome 5, BAC clone 7g12 (LBMNL HI126), complets seque] 1E-142
7413eq 461
742.5eq 344
745.58q 539 |21/995938]egb|U34343|H5U34343 Human 13kD differ ' iated protein mRNA, partial cds. 0
146580 399 :
748.seq 397 | gi[4506800¢ref|NM_003463.1{SCG2| Homo saplens secretorranin )l (chramogranin C) (SCG2) mRNA o
T4935eq 558 |ei{3327109|gbjjAB0Y 4548|AB01 4548 Home sapiens mRNA for KIAADG48 protein, partial cds _0{
751.5eq 517 |gil4503470frefiNM_001402.1/EEFTAT] | Homo sapiens eukaryotic translation elongation factor ¥ aipha 1 il
752580 493 |gii893287|gbjL38951JHUMIMPS0A Hamo sapiens importin beta subunit mRNA, complete cds 1]
753.5eg 567 |git1663703|dbjiD87684]/087684 Human mANA for KIAADZ42 gene, partial cds 0
754.58G 312
755:seq 470|gi{5803210refiNM_006759.1|UGP2) Homo sapiens UDP-glucose pyrophosphondase 2 (UGPZ), mRNA 0
T56.seq 447 | gil45037 4d[ref|NM_0C1456.1|FLNA| Homo saplens flamin A, aloha {actin-binding proteln-280) (FLNA) mRNA 0
751 seq 518 | ei|555940|gbjLIt 4930{HS 14950 Human XP1PO ribosornal protein §3 (rS3) mRNA, complete ods. 0
758580 432 | gl[4506688|refiNM_D01019.1|RPS154] | Homo samens ribesormal roteln $15a (RPS15A) mRNA 4]
759580 261 g[3043681|dbjlABCT 11 51|ABO1 1161 Horno saptens mRNA for KIAAOGSTS protein, partial cds 2.00E-79]
T60.5eq 442 gi[4506516Jref|NM_002823.1|[RG 52} Homo saplens regulator of G-protein signalling 2. 24kD (RGS2)} mRNA VE-159]
781300 609
762580 579 | gl| 532596|gb{M 12759 [HUMIGJO2 Hurman Ig J chain gene. exons 3 and 4. 0
T83.seq 543
TE4 5eq 26%5] gi]4505752|refiNM_D02629.1{PGAMI| Heme saplens phosphogiycerate mutase 1 (brain} (PGAM1) mRNA 1E-132;
765.5eq 527 gi| 30308emb[YOOOSZ|HSCYCR Human mRNA for T—cell cyclophilin [0
T66seq 5521 @i 4758647 refiNM_004521. HKIFSBE Homo saplens kinesin family member SB (KIF5B) mRNA 0
767 seq 431 gi|5579476]ref|NM_006233 2{POLR2Y Homo saplens polymmer ase (RNA) W {DNA diretted) polyneptide | 6|
768.seq 489 |
769.5eq 461 gi|4502550]ref|NM_DOODIO0. HCOL3AT] | Homo saplens colk type I, alpha 1 (Ehlers-Darios syndrome QI
T70.5eq 453
T7lseq 509/ gi}349475[gh|L16785|HUMPUF Homo sapiens c-myc transcription factor {puf) MRNA, complete ods, 0!
T7Zseq 472|gl{34B3527]gh{AFOB6182|HUMIBI7GOE | Homo sapiens full length insert cONA clone ZB37G06 3.00E-33
773589 S0t .
774.5eq 537
175.seq 422 | 2112224645idhj|ABOD2351|ABDD2351 Human mRNA for KIAAD3S3 gene, partial cds ]
Ti8sea 357 gi[1839515igb] $82240|582240 RhoE=26 kda GTPase homolog {human, Hela cell line, mRNA, 833 nt] 1E-104
780.5eq 483 |gl|28221371eb|AC002418]ACO02418 Human Chromasome X, complete seauence [Homo sapiens] 1E-100
781 .5eq 511 |gl|4504444irefiNM_002136.1]HNRPAT| | Homo sapiens heterogeneous nuclear ribonucleonvotein A1 (HNRPAT) 1E-114
786seq 458 | gi[361 39|ernb|XS2967|HSRPLT Human mRNA for ribosomal protein L7 [s]
TB?.seq 510
789580 489
791.5eq 429 gl}41 048661 AFD40639. 1 |AFO40639 Homo sapiens afl 1 BT-aldehyde reductase mRNA, complete cds 1E-179
792584 353 gl|4758647irefiNM_004521.1|KIF58| Homo sapiens kinesin famity member 58 {KIFSB) mRNA 1E-161
793 .seq 4352118301 9]eh{M2291 SHUMMYLCB Human non-muscle myosin alkail light chain mRNA, 3" end. 0
795.5eq 407
796.5eq 317 | gif532596 gb|M1 27 59]JHUMIG J0Z Hurman Ig J chain gene, axons 3 and 4. 1E-144
797 seq 363 gll492813TghiAF141349.1|AF 141349 Home sapiens beta—tubulin mRNA, complete cds 2 00E-92|
798.5eq 467 | al|4834205 embiAl D49955. 1JHSMB0030¢ Homoe sapiens mRNA; cDNA DKFZp564J0123 (from clone DKFZp56410123) 1]
795.5eq 488 | gli2058316]emb{Z 84488|HS93H1B Human DMA seguence from PAC 53H18 on chromosome B contains ESTs [1)
800589 433 | g1{3043685|dbjlABO11153]AB011153 Homo sapiens mRNA for KIAAOS81 protein, partlal cds 4]
801 360 376 | g1|1847431gb] JO0220|HUMIGCCB Homo saplens imunogiobudin alpha-1 heavy chain constar reglon 0
803.zeq 380 gl|5815340|gb|AF 1 76006.1|AF 176006 Homo saplens mitochondrial carrier hamoleg 1 MRNA, lete cas; [
804 seq 330
BOS.5eq 400|21{1665786|dbj|DB7449|DB7 449 Human mRNA for KIAAO260 gene, partial cds 1E-155
807 seq 534
810seq 461 | g1|5442419]gblAF1 59246.1|AF 159246 Bos taurus calpastatin mRNA, lete oo T.00E-28
812.seq 113
814.5eq 108 gi|4503270refiNM_001 920, 1IDCN| Hoimo sapiens decorin {DCN) mRNA >gi{181 169]|gbjM14219HUMCSPGTA 7.00E-18|
815.5eq 542 &i|1430779]emb|Z TSBAB|HS 1 ION4B Human DNA seauence from cosmid 130N4, BRCA2 gene region chromosome [s]
B17.seq 328! gi|1 87854|ghiM57548|HUMMHCDRZ Human MHC HLA-Dw12 mRNA, ¢ fete cds. 1E-161
818.5eq 437 | gi|28335]embiX634321HSACTB H.sapiens ACTB mRNA for mutant beta—actin (beta—-actin} 0
319.58q $16|133733|embiX57817{HSIGVLOZ7 Human rearranged immunogiobulin lambda light chain mRMA 1]
|3205eq 563
B23.seq 306 1| 450667 BlrefiNM_0C1014.1|RPS 10 Homo sapiens ribosomal protein 510 (RPS10) mRNA 1E-133]
324 580 226 @i|4761682|ab|AF 147331 .1{AF 147331 Homo saplens full length insert cONA clone YB24D08 1E-103]
B25seq 361 | gi|4503248|ref|NM_003472.1|D65231E| | Homo sapiens DEK gene {D65231 E} mRNA >gl|30502|emb|X64229|HSDEKY 0
826.5e0 480} gi|3881948 embjAL031 77a|HS298015 Human DNA sequence from clone 208J15 on chromesome 8p22.3-23 Contain: 0
B27.seq 547 | gl}532596eb|M12759|HUMIG J02 Human g J chaln gene, exons 3 and 4. 1E-149]
2858 547 |gli1262342]embjX93334|HSMITG H.sapiens mitochondrial DNA. tomplete genome 1)
820.5e0 283
830.5eq 424|gli4063630|gblAF090095|AF 090035 Homo saplens clone IMAGE 286356 5.00E-47
831.5eq 501 | gi]184847)gb{ME343B|HUMIGGK Hurnadt Iz rearranged gamena chain mRNA, V-J-C region and complete cds, 0|
832:seq 505 | 21|38434{emb| X70326|HSMMAR H.saplers MacMarcks mRNA 1E-171
833.5eq 448
838.5eq 230|g1|4502268|refiINM_0007ON.)ATPIAT] | Homo saptens ATPase, Na+/K+ transporting, albha 1 polypeptide 8.00E-72]
839.5eq 462
840,500 429 | gi|4502268]refiNh_O007ON A |ATP1AT] | Horno saptens ATPase, Na+/K+ transporting, alpha 1 polypentide 1E-145
B841.seq 500| 2i181485|gb|M24070|HUMDBPE Hurnars DNA-binding proteln B (dboB) gene, 3'end. VE-1 7|
842 seq 471 |gl|545367 1iref|NM_006418.1|GW112| Horno saplens differentially exoressed in hematopoletic lineages 2.00E-55
843509 483 | gi[4314324{gb]| ACO06101|ACO06101 Hormo sapiens chromasome 10 clone CIT-HSP-1338F24 map 10p11.2-10p12.] 1E-124]
Bad.5e0 460 gi|3043729|dbjlABOY 11 TSIABOT111 TS Homo sapiens mRNA for KIAADE03 protein, complete cds. 0
845.5eq 4401 gij4506658\ref|NM_DO0971.T|RPL7| Hormo sapiens ribosomal protein L7 {RPL7) mRNA 0
846580 446 gl|1072387 lernb| X92665IMMUBCM3I M.musculus mMRNA for ublguitin-conjugating enzyme UbcM3 6.00£-28
847580 431 | gi]13000lemb]X52996|MIHSGENGM H.sapiens mitochondrial genome {consensus sequence) 0
848500 472
850.5eG 414! gi|337764{gb{ME60257 HUMSAPC Human mutant cerebroside sulfate activator proteln (SAP-MU-0) mRNA. 9
851.5¢q 446 | gi|4894853|gb|AF135157.1]AF 135157 Homo sapiens complement £1g A chain precursor, mRNA, complete cds. ]
852 509 383 | gi[181615|gb|M3 1 767|HUMDNAMET Human Of-methylguanine-DNA methyitransferase mANA, complete cds. 1E-133]
| 562 | gi|532596]gh|M | Z758[HUMIG JU2 Human lg | chain gene, exons 3 and 4. q)
854.58Q 442
B55.580 442 | gi|220021 [dbi| DOOT S9|HUMPSC2 Human mRNA for proteasome suburdt +02 >gi[2171628|dbj]EQ341 2|E03472 0
858.5e0 497 | rif2558667|eb]UT 8525 H5LITES25 Homo sapiens eukaryotic transtation intlation factor {elF 3) mRNA, o
857580 477
&58.seq 416 13&4092080];91&998642%1’098642 Homo sapiens phospholipid scramblase mRNA, complete cds 1E-13]
§59.5eq 413
860.seq 47912114929600leb| AFt51824.1]AF 151824 Homo sapiens CGI-66 protein mRNA, complete cds o
861.5e0 431 | gi[184743]gblJO0Z20|HUMIGCCB Homo sapiens immunoglobullin albha—1 heavy chain constant region 0;
862.5eq 452
863.5e9 267 |2i[5817037|emblAL1 $0142.1{HSMB0078f Homo sapiens mRNA; cDNA DKFZpS56400264 ({from clone DKFZp56400264) t.00E-BO
B864.5eq 499
|865.5eq 353 2i|562073|gh 1 2465{HSU1 2465 Human ribosomal protein L35 mRNA, camplete cds. 1E-130
B66.5€9_ 480/ gl|5531 204|ehiAF078845.1| AF OTBRAS. Hemo sapiens 16.7Kd protein mRNA, complete cds Q
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867 seq 524
868.seq 519
ﬁ'l seq 444 gi|581 &nggbl.ACOGTGEG.iSlACOOTBBS Homo sapiens 12p12-27.2-31.7 BAC RPCH 1-392P7 {Roswell Park Cancer s
873580 393 gi|1256836)gb|U53208|HSLI5320% Human transformer—2 aipha (hira-2 alpha) mRNA, cormplete cds 1.00E-84
B74.5e¢ 532
R76.5e0 444 |gi|4503470|ref|NM_001402.1]EEF1A1] | Homa sapiens eukaryotic transtation elongation factor 1 abha 1 0
877.5eq 581
878.5eq 508 |gi|4757825]ref|NM_004048.1(82M| Homo sapiens beta—2-microglobulin (B2M) mRNA o
879.58q 508 | gi{4758041 [ref|[NM_004718.1|COXTRP| | Homo sapiens cytochrome c oxidase subunit Vii-related protein 0
880.5eq 303 | gi|4758543|ref|NM_004500.1|HNRPE( Homa sapiens heterogeneous nuclear ribonuclecprotein C (C1/C2) 0
881.5eg 300 .
883.seq 434 |21 289482B)eb[U91942(1191942 Hotno sapiens immunoglobulin lieht chain mRNA, partial cds 1E-163
IBS4.seq 403 | gi2662156]cbj|ABOO7 838|ABOOT BB Homo sapiens KIAADIIB mRNA, cormnlete cds 0
885.seq 446
laﬂﬁ_seq 340 | gil 1079782 gb{LJ40975[HSGHMLH1 6 Human DI¥A mismatch repair protein homolog (hMLH1) gene, exon 16. 7.00E-58|
887.5eq 413[gi|58031 74{ref[NM_OUBTBO.1{SMAZ] Homo sapiens SMA3 (SMAZ), mRNA >gi|603027|em&|XB3289|HSSMA3 H.sapi 1.00E-10)
891.5eq 447 | gi|4240246|dbiABOZ06RE.1 | ABD20585 | Homo sapiens mRNA for KIAADBTY protein, complete cds 2]
§92.5eq 424 gi[23878|emb[Z11695|HS40KDAP H.sapiens 40 kDa protein kinase related to rat ERKZ2 3]
894.5eq Humnan tumor necrosks factor receptor (TNF receptor) mRNA, complete 0
895.509 Homo saniens calponin 1, basic. smooth muscle (CNN1) mRNA &)
896.5e0 Human ribosomal protein L26 (RPL26) gene exon 2, cormplete cds. 4]
899,589 Homeo saplens complement component 7 {C7) mRNA 1E-120]
900 seq Homo saplens chromosome 9, cosmid F20083, complete sequence {Homo 1E-145
901 seq :
903.seq 209 | g5 72544dbj| Ca 2041 HUMKIAAE Human MRNA for KIAADOSS gene, partial cds 3.00E-40
908.5eq 3884501 388|refiNM_001615.1]ACTGZ Homo saplens actin, garmma 2, smooth muscle, enteric (ACTG2) mRNA 0
907.seq 396/
908.seq 497
909.seq 225
910.5eq €l[S45367 1 [ref|NM_006418.1|GW112| Homo sapiens differentially expressed in hematopoietic lineages ko)
91).3eq |errblALO3 T 320.6|HS20N2 Human DNA sequence from clone 20N2 on chromosorme 6q24. Contalns the 1E-115:
913.seq Hormo sapiens r i protein L27 {RPL27) mRNA 9.00E-51
914.5eq Homna saplens ribosoma) protein L26 (RPL26) mRNA ol
916.seq Humnan I J chain gene, exons 3 and 4, ) 1E~145
179 2i|903978]&b|LI29583|HSU29589 Human m3 muscarink: acetyvicholne receptor (CHRM3) gene, complete 4 DOE-8T,
441 |gi|38405lemb|X67292|HSIGMHCE H.saplens mRNA for IgM heavy chain constant region {(mAbET} 0
223 | 2i|396704|embiZ 25521 [HSINASPA H.sapiens integrin assoclated protein mRNA, complete COS, 1E-118)
3ﬂ[g|455931 7[gb}AC007204.1| ACO07 204 Homo sapiens chromoesome 19, BAC 273239{CIT-B~320G13), complete 1E-161
424 gil41 59882|ghiat.005630[ACO05630 Homo sapiens clone DJ1129D05, complete sequence [Homo sapiens] 0
390 gl|5031692refNM_DOS758.1)FBRNP] Homo saplens heterogeneous nuclear protein similar to rat helix 0
418/ gl|181962|gh| 0461 7|HUMEF 1A Hurman elongation factor EF-1-alpha gene. complete cds. . 1E-151
49| gil2133864lghiA C 000403 ACODO403 Ganomic sequence from Human 13, complete sequence [Homo saptens] 0|
530 l|2224704{cbi}ABO02380|AB0G2380 Human mRNA for KIAAOZB2 gene, partial cds 1E-165
425| gI{3413936{cbABOO7962|ABO0T 362 Homo saplens mRNA, chromosome 1 specific transeript KIAAD493 0
406 gtf1262342|emb{ X933 34HSMITG H.sapiens mitochondrial DNA, ¢ lete genome o
495 gif165703|gblM 78233 RABSMMLCKR Rabbit smocth muscle myosin ight chain kinase mRNA, complete COS. 3.00E-21
413 gi|25831 74|ab| AFO26844.1|AF026844 Home saplens ribosomal protein L41 mRNA, complete cds |
405 gl]181532|gbiMI 7925IHUMDEFSA H.sapiens defensin § gene. complete cds. 1E- 104
4341gi|183657|ahiM1 587 2|HUMG ST2 Human ghutathione S-transferase 2 (GST) mRNA, complete cds. 0
455 | &i|4507218/ref|NM_003137.1|SRPK1| Homo sapiens SFRS protein kinase 1 {SRPK1) mRNA 0
508
537
213413792lemb]AJ010118{HSA010118 | Homo sapiens mMRNA for mutant NADH-cytochrome b5 reductase, partial, 0
Homo sapiens mRMNA for Claudin-7 0
Homao saplens 12p12-27 2-31.7 BAC RPCI11-180M15 {Roswel Park Cancer Ol
Rattus norvegicus tissue carboxypeptidase inhibitor (TCI) mRNA, 8.00E-74;
Mus musculus mRNA for Intelectin, complete cds 1E-105]
Human estrogen sulfotransferase mRNA, complete ods. [4]
Homo saplens MRNA for KIAAOQTA4E protein, partial cds J00E-T1
Human X~inked phosphoglycerate kinase gene, exon 11, 1E-173]
464 2i|2343108|gb)AFD042304AF 004230 Hemo saplens monocyte/macrophage Ig-related receptor MIR-7 {MIR ¢|-T) 1E-167
531 gi[2665741 |gb]AF035537|AF 035537 Homa ! DNA, polyrnerase zeta {REV3) mRNA, complete cds 1)
422|gi|1 84743 |gb] JOOZ20[HUMIGCCS Homa sapiens Immunoglobulin alpha-1 heavy chain constant region 0
435|gl|50554) emb | X56740HSMRAB1 H.sapiens mRNA for Rabl1T gene [1]
506 §1|532596{gbiM1 27SHHUMIG J02 Human I J chain gene, exons 3 and 4. 1E~133
481 gl|5689428(dblABO28069.1|ABO28I69 | Homo saplens mRNA for KIAA1046 protein, complete cds 0
471 gl|3043595|dbjlABO11108{AB01 1108 Homo sapiens mRNA for KIAADS3E protein, partial cds (1]
475 | gi|5453671|ref|NM_006418.1|GW112| Homo saplens differentialy expressed in hematopoletic lineages 0
457 | gi[4503308]|ref|NM_001928. 1|OF} Homo saplens adipsin/complement factor O precursor (DF) mRNA 0
275 | @i[4503520frefiNM_001568.1[EiF 356} Homo saplens eukaryctlc translation Inltiation factor 3, subunit § 1E-131
471 [gi|545367 ljrefiNM_D06418.1|GW112) Homo saplens differentially expressed in hematopoletic lineages 0
164
372 | gil4505604{refiNM_002580.1{PAP| Homo sapiens pancreatitis—assoclated orotein (PAP) mRNA Q
460 |gi}2950165|embl? 8447 7HS265414 Human DNA sequence from PAC 265J14 on chromosome 6 containg 1E-T00)
402 | g1}2224646|dbi|AB0023S51|AB002351 Humart mRNA for KIAAQ353 gerve. partial cds 4]
475 | gl|4B84218|embiAL049969.1 |HSME0G3 1€ Homo sapiens mRNA: cDNA DKFZo564A072 (from clone DKFZp564A072) JE-115
405 | gi|25831 74|gh| AF026844. I |AF026844 Homo sapiens ribosomal protein L41 mRMNA, complete cds Gi
468 |gi[3954884]embla J0104424HEA010442 | Homo sapiens mRNA for immunoglotulin kappa dght chain, anti-RhD, Ol
430
490[§I|3201899[§b1AF067420§AF067420 Homo sapiens SNC73 protein {(SNC73) mRNA, compiete cds 1E-128
979.58q 497 | gi[2582056|gbjAFD14882.1|AF014882 | Homo saplens NADH dehydrogenase subunit 2 (ND2) gene. mitochondrial O
980.5eq 478
981.5eq 494
982.seq 458 .
983.seq 458 | gi]1 B6042|gh{ M 7401 9 HUMIGKW Human Ig rearranged light-chain mMRNA V region. 1E-149
984 seq 439 glf1 84483|gbtMS561 8| HUMHXEB Horno sapiens hexabrachion (HX8) mMRNA, complete cds. 0
986.5e9 138|g1|5531251|emb|ALO3SE59.2 1]HSI79M1 | Human DNA sequence from clore 879NT on chromosome 22a013.1-13.32, 3.00E-70
987 5eq 443! gi|2341008|gb|U36629|HSUS6625 Hurman chromasome 8 BAC dlone CITS87SK-2A8 complete saquence [Homo 3.00E-80
938 seq 458 gi|4902640/emb|Z98946.15|HS3T6021 | Muman DNA seguence from clone 376021 on chromosome Xg11.1-12 Contair| o
989.seq 502 | @i[458663|gb|LI04245[HSLIG4245 Human MHC class 1 antigen HLA-B (HLA-B-0704 allele) mRNA, complete [4]
990.seq 433 | | 1620408 ernb| 28084 2HS 280843 H.saplens rearranged immunoglobulin heavy chaln variable reglon 1E-159
991.5eq 475 | &i|433594212AF 051 739|AFD61 739 Homo saplens unknown mRNA 1E-122
992.seq 474
993.5ea 505 [Ri[5835387 refINC_001807.1| Human mitochondrion, complete genome >gil1944628|eb|J01415HUMMTCG 0
994 580 347 |gi181532| et MITI25|HUMDEFSA H.sapiens defensin 5 gene, complete cds. 1E-100
I995.SBC| 508 |gil22 246 36|d0i|ABO02346|ABOD2 345 Human mRNA for KIAAG348 gene, complete cds 1E-148
996.seq 458
{997.seq 48012i}2291005|gb| AFO0E0T T AFDOE011 | Homo sapiens dishevelied t [DVLE) mRNA, complete cds 9]
998.seq 496 |gi|2326514|emb}Z 85998|HS04G16 Human DNA sequerce from PAC 94G16 on chromosome 8621, Contalins 9
999.5eq 514 |git5835387|ref|NC_001807.1]| Human mitochondrion, cormplete genome >gi| 1944628eb{01415|HUMMTCG k¥
1000 580 494[&(|450671 2|ref|NM_D02954.1|RPS27A] | Homo sapiens ribosomal protein S27a (RPS27A) mRNA 0
1001 seq 460 £1|395086|embiX74070|HSBTF3 H.sapiens mRNA for transcription factor BTF 3 [3)
1002.5e0 288 gi(5764721{gb}ACO0T731.F1)JAC007731 | Homo sapiens. complete sequence 3.00E-78
1003.seg 487 {g|5453683|re ANM_D06344 .1 JHML2] Homo sanlens macrophage lectin 2 {caicium dependent) {HML2) mRNA o]

o



1004.5eq 442 | gi|190978|2biM18963|[HUMREGA Hurman islet of Langerhans regenerating protein (reg) mRNA, complete 0
1005.5eq 470 gi[452059gbiL27560[HUMIGFBPSX Human insulin-like growth factor binding protein 5 (IGFBPS) mRNA. O
1006.5eq 518 gl|1659383]gblACO00057|HSACL000S5? | Human BAC clone RGOB7ME from 7a21-7922, complete sequence [Hemo 0.54]
1007 seq 507 |Ri| 33676 6lemb|ALOZ2722|HS354N19 | Human DNA sequence from clone 354N19 on chromosome 6922. Contains the 0.034
1008.5eq 4921 i|2766638]zb|AF040901|AF 040801 Qwvis aries immunoglobulin V lambda chain (V lambda 1.3) gene, 0.002
10%1.seq 485 |g)|903741 |gb|LI65$ [HUMHLABR Human MHC ¢lass | iymphocyte antigen (HLA-B 3801) mRNA, complete 0
1013.5eq 416 g{532596|eb|M 1 2759|HUMIG 102 Human ig J chain gene, exons 3 and 4. E-130)
101 4.5e0 469 | 4071041 jemb|ALO3 N 775]HSI0M3 Hurnan DA sequence from clone 30M3 on chromosome 6p22.1-22.3. Contair o)
1015.5eq 496 | Ri[4506662{ref[NM_000873.1)RPLE! | Homo saplers ribosomat protein L8 {RPLB) mRNA 0
1016.seq 280[1|4914577|emb|ALD50373.1[HSMB001 58 Homo sapiens mRNA; ¢DNA DKFZp586F 13F8 (from clone DKFZo586F1318) E-150)
10t 7.seq 502{mi|47686T4|ghAF | 14264.1|AF 1 14264 Homo sapiens clone HH409 unknown MRNA E-137
1018.5eq

1020.5eq 478! 21|2980553]gbl ACOO4843|AC 00484 Homo sapiens PAC clone DJ0659J06 from 7gd3-ga5, complete sequence [Ho 0.032
1021.seq 5081 gi]23690|emb|X56932|HS2IKDHBP H.sapiens mRNA for 23 kD highly baskc protein [
1023.5eq 460(gi|5835387|ref|NC_001807.1|| Hurnan mitochondrion, complete genome >gll1944628]eb)J01415(HUMMTCG 0]
1024 5¢9 454 | gi|2745966(gbiLI8399%. 1| HSTSBIN? Hormo sapiens bridaing integrator protein-) (BIN1) promoter region and 012
1025.5¢q 463 | gil4503278[ref|NM_001523.1|DDB1| Hormno sapiens damage-specific DNA binding protein 1 {127kD) (DDB1) o
1026.389 495| gi}34504]|emb| Y0D551 |HSMC P Hurnan mRNA for membrane cofactor protein >gl{2081922eb{141332|141332 o
1027.5eq 357 gi|4753236(ab|AC006453.3|AC006463 | Homo saplens clone NHO395G17, complete sequence 4.00E-44
1028.5eq 475 gi|5803158|ref|NM_006746.1[SCML1) _| Homo saplens sex camb on midleg (Drosophila)—fie 1 (SCML1), mANA o}
1029.seq 461 | gi|339505|gb| JO2846{HUMTFPB Human tissue factor gene, complete cds. (!E
1030.seq 485|gi|5805057|embA 1249201, 1|PAL 249201| Prevotella albensis ft5Q (partial), ftsA and ftsZ genes and ORF-fts 0.008
1031.5eq 454 gi|6103672|cbjlABO10427.2|AB010427 | Homo sapiens mRNA for NORI-1, complete cds 0
1033589 491 |gl|23221 |lemb|X56468|HS 1433 Human mRNA for 14.3.3 protein, a protein kinase regulator 0
1034.580 4941 gi|47SBTT 3 refNM_004548.1[NDUFB10} | Hemo saplens MADH dehwdrogenase (ubiguinone) 3 beta subcomplex, 10 0
1036.5ea 60| gil4507668[refiNM_003285.1[TPTY| Hetmo saslens tumor protein, translationally-controlied 1 {TPT1) 0
1037.58q 4731 gi|532603|gb|LI5I20HUMIGVLIE Human inrunogiobudin lambda light chain variable region (KGLV) E-158|
1038.seq 491}21]2911718jgb|ACD04227|ACO04227 Homo sapiens chromosome 5, P1 clone 356a8 (ILBNL H32), compiete 0
1038 seq 485| g1|S002644|embja 0067 76.1|HSAE776 | Homo saplens mRNA for translation initiation factor 2 (IF2 gene) 3.00E-05
1040.5eq 503 | 2i]134847|gb|ME34IBHUMIGGK Human ig rearranged gamma chain mRNA, ¥-J-C region and complete cds. 0
1041.5eq 490| gi|2887308/emblZ99343H5313L4 Human DNA sequence from PAC 313L4 on chromesome 1q24. Contains ES TS [1]
1044580 476 gl{3550455(ernb}A)005073. 1 |MMAIS073 | Mus musculus mRNA for Allx (ALG-2-interacting protein X), complete E-134
1045509 412|gi}3264850{gh{ AE001274.1]AEQD1274 | Letshmania major chromosome 1. lete sequence 1.00E-04
1046589 452 | gi{2780183|emb|Z99496/HS508L4 Human DNA sequence from PAC 505t 4 on chromosome 6g22.1-6q22.33, Cor £-14%
1047 5eq 471 |glj2661084}eb| AFO35320|AF035320 Homg ‘ clone 23731 peptidylgiycine atpha-amidating ]
1049.5eq 446|g1}36541 jemb] X023 1 7|HSSODR1 Human mRNA, for Cu/Zn superoxide dismutase (SOD) 0
1050.5eq 490|glj4506602{ref|NM_002548.1|RPL.15| Homo sapiens ribosornal protein L15 (RPL1IS) mRNA o
105).5eq 483 gi}3236226|eb{AC004550|AC004550 Homo sapiens 12q13.1 Cosmid C1T4F5 (Lawrence Livermore LLIZNCO1 or L]
1052.5eq 394 | gl}339688|eb|M17733HUMTHYB4 Human thymosin beta-4 mRNA, complete cds. 0]
1054.580 494 i 5031990{refiNM_00SED6.1[PRSC] Homo sapiens protease, cysteine, T {legumain) (PRSCT) mANA [V
1056.5eq 103 | 2i]2791 860 GAFQA 428|AFD41 428 Homo sapiens ribesomal protein 34 X isoform gene, complete cds 1.00E-50)
1057 .seq 339 gH4582128{emb|Z97630.1 1|HSA66N1 Human DNA sequence from clone 466N1 on ch 22012-13 Containg 1.00E-06
1058 seq 470 gi|4503842{refiNM_003917.1|G2AD| Homo saplens garma2-adaptin {(G2ZAD) mRNA | [s)
1060.5eq 458 | gl|1438780|gh|S81752|581752 DPH2i_=candidate tumor suppressor gene {evarian cancer critical reglon 152

1061.58q 416 gi|5705994|gb|ACO06946.18]AC006945 | Homo sapiens Chromosome 22a11 Pac Clone p10913 in CES region, complete 0.002
1062 5eq 473 | gil4758203|ref|NM_004417.1{DUSP1} Home saplens dual specificity phosphatase 1 (DUSP1) mRNA {_}I
1063.ceq 410|2i|5453991|ref]NM_DDEZ64.1[PTPN13| | Homo sapiens protein twosine phosphatase, non-receptor byoe 13 0
1064520 463|gi|5732140|ab|]ACOOS089.2|ACO0S0BS | Homo saplens clone RG315H1 1. complete e-130

1065.5eq 224|gi|188712{ghl. 0391 0[HUMMT2A Human (clone 14VS) metallothlonein-KG (MT1G) gene, complete cds. 5.00E-84
1066 3eg 327 il401844]gbL 05093 HUMRIBPROD | Homo sanfens ribosomai protein 1182 mRNA, complete cds e-175

1067 seq 491 i|185397|gbiLd31 E2JHUMIGHHA Hurnan Ig rearranged gamma-chaln mRNA V-reglon, partlal cds. e-165

1068.52q 286 gil4507762|refiNM_003334.1JUBE1] Hemo saniers ubluttin-actheating enzyme E1 (AT1SOT and BNTS &-160

106%.5eq 241 | gi|54536 71 refiNM_006418.1{GW112} Homo sapiens differentially expressed in hematopoletic i e116

1070.seq 491 | gi|261239)gb]S50732{550732 immunogiobulin M ght chain V region=anti-fipkd A antibody [human, e-172

1071 .seq 4581 &/|5836198|ab|AC007382.3ACOTTI8Z | Homo saplens clone NHO2B8C 18, complete sequence 0.12
1072.5eq 458 | gi]5924006|embiAL 024498.12|HS417M14 Human DNA seauence from clone 41TM14 on chromosome 5023-25.1, comple &-166

1073.5ea 461 | gl|S77314|dbjjD42084 HUMKIAAG Human mRNA for KIAADDS4 gene, partial cds 1]
1074.5eq 489 gl 177828 gb]KC1 J96|HUMALATM Human alpha-1-antitrypsin mRNA, complete cds. [4]
1075.5eq 508 | gl{S41612|b]U1 4650{HS LI 4650 Human platelet-endothelal tetraspan antigen 3 mRNA. complete cds. 0
1076.5eq 495 | 2I[337186]gb|M2517 IHUMMTCDH Human mitochendrion cytochrome oxkdase subunit 11 (COI), Aso—tRNA 9
1077.5eq 473 |gl}475879) fref|NM_004553.1|NDUFS6] | Homo saphens NADH debhydrogenase {ublauinone) Fe-S proteln 6 (13kD) 9
1078500 497 | gi{13683|emb[VOGT10MITIHS Humnan mitochondrial genes for several tRNAS (Phe, Val, Lew) and 125 of
1079.5eq 4812112621 443]gh AEDOOBZ4{AEDODB24 Methanobacterium thermoautotrophicum from bases 328735 to 340897 2
1080.s8q 496 | gi|BB1 458tk U2 TEE2|PLUI2TE82 Paeonia lactifiora Intemal transcribed spacer 3 (ITS1). 5.85 Q.52
1081.seq 508 NC_001807.1]4 Human mitochondrion, complete genome >gi|1944628|gh|J01415HUMMTCG of
1082.5eq 461 | gi|4506602|reiNM_002348.1|RPLI5| | Homa saplens ribosomal protein LTS (RPLTS) mRNA of
1083.5eq ‘

1084.5eq 512|gi|3319121|gb|ACO03042[AC003042 Homo sapiens chromesome 17, clone HCIT?5G 16, complete sequence [Homoe (e~ 10t

1085.5eq 484 | &i|163619|gbM18395|BOVPROA Bovine protamine gene P1 allele BF 1.3, complete cds. 0.5
1086.seq 504 | 21[5931802]|embiAL49765.16|HS102241) Human DNA sequence **+ SEQUENCING IN PROGRESS *** from clone dJt( 5.00E04
1087.sea 487 | gI|2984B5|gb| $56985|556985 ribosomal protedn L18 [human, breast cancer cell lne, MCF~7, cnRMNA, e-163

1080.5eq 495 gi|S689428|0bi|AB028969.1|ABO2BS6Y | Homo sapierss mRNA for KIAA1046 protein, complete cds 9
1081380 445 | gI|4506658{ref{NM_001003.1|RPLP1| Homo saplens ribosomal protein, large, P1 {RPLP1) mRNA cf
1092.5eq 442 | gl|2121300{gbiAFO02H92{HSAFDD2692 | Homo sapiens cosmid from Xa28, complete sequence [Homo sapiens] 6.00E-25}
1093 seq 513|gi|45034T0lref|[NM_0O1402.1EEF1AY| | Homo saplens eukaryotic tr 1 elongation factor 1 alpha 1 OI
1094.5eq 493 | gi|4826450[emb|Z793241.11|H5222E13 | Human DNA sequence from clone 222E13 on chromosome 22, Contalns three o
1095.5eq 467 | gi| 8707 44|dbj| DSSE72|HUMDOB Human mRNA for heterogeneous nuclear riborucieapretein 0 (hnRNP 0, 0
1096.seg 2741 gil4506890]refiNM_003011.1|SET| Homo sapiens SET translocation {myeloid leukemia—associated) (SET), e-126

1098.5eq 494 gi|3483490|gh| AFOBE 1 45HUMZASICOS | Homo sapiens full length insert cONA clone ZAS9C08 QI
1099.5eq 439 &il4336324|gb|AF081 282|AF081282 Homo saplens small mermbrane protein 1 (SMP1) mANA, complete cds e—139

1101 seq 511]gil4588491 | ek AF108826.1|AF108826 Terebra subulata 168 ribosomal RNA gene, mitochondrial gene for 0.034|
1102560 451 | i 4826548|emblALOI764.4HS362120 | Human DNA sequence from clone 362J20 on chromosome 22q713.1-13.31 0.008
t103.5eq 407 (gl 1401 5lemb|X55654|M THSCOXIE H.sapiens mitochondrial coxil mRNA for cytochrome C oxidase || 0
1104 5eg 464 gl{33290]emb| XDETEI|HSIGKVAH Human mRNA for lg kappa L-chain variable reglon (HumkvHAM) 0l
3 106.59 463 |gil4508722irefiINM_001006.1|RPS3A] | Homo sapiens ribosamal protein 534 (RPS3A) mRNA [
1107.5eq 479 |gh3388533|gblAFOTAGI4AFOTRYI34 Glycing max mariner element Soymar transposase gene, complete cds 033
1108.seq 482 |gi|3080352|emblALO22580.1|ATTSKIS | Arabldopsls thaliana DNA chwomesome 4, BAC clone TSK18 (ESSA project) 9.5
1109.5eq 485 | 2i|337755(gb|JO301 SHUMSAP Homo sapiens sehingolipld activator protein 1 mRNA, 3' end. 0
1110589 488 | pi|3893858|eb| AF051941|AF051941 Homo saslens be 6 nuckeoside dohosohate kinase NM23-H6 (NM23-H6)  |e-109

1111 .seq 423 | gl4504900refiNmM_002268.|[KPNAY] Horno saplens karyopherin alpha 4 {importin aipha 3) (KPNA4) mRNA 0
11t3dseq 479 gl|3341919|gbl AF049523|AF048523 Homo sapleng huntingtin-interacting protein HYPA/FBP11 (HYPA) mRNA, |e-118

11%4.5eq 475 | gi|4759269|refiNM_004622.11 Homo saplens transhin {TSN) mRNA >gi|607129|emb|X78627|[HS TRANSU 9.57]
1115.5eq 496 gl|3954884{embiA)010442|HS A0 0442 | Hormo saplens mRNA for Immuncglobulin kappa kght chain, anti-RhD, e-171

1118.5eq AT0| gl]4406648]blAF131814/AF 131814 Homo sapiens clone 24983 mRNA sequence [s)
1i20seq 476 gilS668629emb]AL109619.1JATTI9F6 | Arabidopsis thaliana DNA chromosome 4, BAC clone T19F6, partial 5.00E-04
1122.5eg 432 | gi|385936]gb] 561 826|561826 hinge=0XPHQS systern complex |4l mitochondrial subundt {5 reglon, Alu 9
1123seq 473 gi[3702281 |gh!ACODSTBI|ACO0578Y Homoe sapiens chromosome 19, cosmid F5960, complete sequence [Homeo e-111

1124.5eq 467 | i) 34B3780|ebiAF086435|HUMZ0B0D0S | Homo saments full length insert cONA clone 2080D03 5.00E-47|
1126.5e0 469 | gi[4506954]ref|NM_D03896.1|SIATGM3S| Homo saplens sialyltransferase 9 (CMP-NeuAc:lactosylceramide 0
11127 seq 427 | gl|577294|dbi{342041 |HUMKIAAE Human mRNA for KIAAOOBS gene, partial ¢ds e-177

1128.58q 476 | Ril3510226]|gh|ACO0S5T5|ACO0557S ‘Homo saplens chromosome 5, BAC clone 246j10 (LENL H186), 0
1129.5eq 497 | gil4503360 ref{NM_001383.1|DPH2L1} | Homo saplens diptheria toxin resistance protein required for s}
1130.seq 435]gl|5312120|embjAL117568.1 |HSM801099 Home saniens mRNA. ¢DNA DKFZp564C 1216 (from ckine BKFFp564C1216) [y
1131.seq 457 |glt4507 762{refiNM_D03334.1JUBE 1| Homo saplens ublquitin-activating enzyme E1 (A1597 and BN75 3]
1133.3eq 445 |gil3097871]8b| ACO0IS63|ACOAIEE Homo sapiens chromaseme 17, clone HCITB7G17. complete sequence {Homa 9
1134.5eq 468 |el|3201 B99|eb]AFOE7420{AF 067420 Homo sapiens SNC73 orotein (SNCT3) mRNA, complete cds 0
1135.seq 451 21|3287468}gb{AC0O0444B|ACO04448 Home saplens chromosome 17, clone HCIT187M2, complete sequence fHomo 9
1136.589 347 | gl|3805522|emb|ALO31 1 20{HS459t 4 Human DA sequence from clone 45914 on chromosome 6p22.3-24.1 Contalr 0.35]

g
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1138.5¢q 451 |gil4406571[gb] AF131753|AF 131753 Homo sapiens clone 24853 mRNA sequence 0|
1139.5eq 452|gi|33373092|gb]ACD04531{HUACD04531 | Homo sapiens Chromosome 16 BAC clone CITIB7SK-A-GTAY, complete sequ 4. 00E-B5
1140.58q 486{il4501882|ref|NM_0D1613.1JACTAZ| Home sapiens actin aipha 2 (ACTA2) mRNA >gl{28328{ernb|X13838{HSACTA 0
1142 58q 4591gi[33479lemb|X57086|HSIGMHCC H.saplens mRNA for IgM heavy chain constant domain 0
1143360 4621gi|5042231|emb[¥13323.2|HSDISPRO Homo saplens mRNA for disintegrin—protease 0
1144 seq 485 gil4557576[ref|NM_001443.1|FABP1| Heme saplens fatty acid binding protein 1, Bver (FABP1) mRNA 0
1146.5eq 464 | gi}23505{ermb]Z 1691 7|HS205WH10 H. sapiens (D55416) DNA segrment containing (CA) repsat: tlone 0.48
1147.5eq 323 |gl]189446|gb|M1 7252{HUMPASC 2t Human cytochroma P450c21 mRNA, 3" end. 4.00E-9%
1148.seq 476 |gl|4185272|eb]AF080157|AFOB0157 Homo sapiens IkB kinase-a (KK -alpha) mRNA, complete cds 1.00E-81
1149.5eq 358 |gl|450461 8jrefiNM_001553.1|IGFBP7| Homo sapiens insufin—tke growth factor binding protein 7 (IGFBPT) [3]
1150.5eq 530 g1}484292)|dbj|D16237|RATCOC 258 Rat mRNA for ede25B, complete cos D.14
1151.5eq 496 |gi|480927 7refINM_0OT 156.2JANXTA| Homo sapiens annexin VIl {synexin} {(ANX7), splice variant 1, mRNA o
15152.58q 476 | gil4506730(ref{NM_001010.1|RPS8| Home saplens ribosomal protein S6 (RPSE) mRNA ol
1156.56a 468 | gil916lembiX56388ICFRAB 1 Canine rab) t mRNA for ras-related GTP-binding protein i)
1157.5ea 182 | gi|33082|emb|X65880|HSIGHCZA H.sapiens |g rearranged heavy chain mRNA VD4 region 4.00E-36|
1158.50q 195 | gH31091 |emb|X16869|HSEF1AC Human mRNA for elongation factor 1-alpha {clone CEF4) 4.00E-85|
1159.5eq 286 gi|S678818lgb|AF146191 §AF 146191 Homo saplens FRG1 (FRG1) gene, complete cds: 55 ribosomal RINA gene, 2.00E-94)
1160.5eq 319 | gi|4507876jrefjNM_003373.1]VCL] Homo saplens vinculin (VCL) mRNA >gi|340236i2blM33308|HUMVINC Humanie-118

1161.58q 311 2i|4589272jgb|AF135023.1|AF135023 | Homo saplens kalikreln—Hke protein T KLK-L1 gene, bartial cds 002
1163.seq 206 | gi{5454161 JrefiINM_006472.1{VDUP | Home saplens upregulated by 1,25-dhydroxyvitamin D=3 (VDUP1} mRNA  le-112

1164.5eq 200 g1 3859054embiALOI3403|HSERDT Human DNA sequence from clone BBD7 on chromosorne Xa25-26.3 Containg 0.05
1165.seq 339 | gi[4506606|refiNM_000979.1|RPL18| Homo saplens ribosomal proteln L18 {RPL18) mRNA 0
1166.5eq 357|gi 450543 4]ref|NM_ODOS0E.TINPR1} Homo saplens natriuretic peptide receptor A/guanylate cyclase A e-173

1167.5eQ

1168.5eq 176|gi|2832592|emb|295116|HS57GY Human DNA seguence from BAC 57GS on chromosome 22912.1 Contains ES57 5.00E-79
116958 379|i|4511385)gh|AF044418.1{NDUFAVA | Homo saplens NADH-ubiaunone oxidereductase 13 kDa subunit (NDUFAS) 1e-180

1170.seq 179|git2335061 |gb]AFQDTS5HSAFON 550 | Homo saplens chromosorne 16 BAC clone CIT987SK-334011 complete sequal 0.003
1171 589 355 |2|2243153|gb{MBIZIHHUMHT F4h Hormo sapiens transcrivtion factor (HTF4A) mRNA, comolete cds 0|
1173.seq

1175580 189/ g)i5817212emblAL110253.1]HSMB0091Y Homo sapiens mRNA; cONA DKFZpS56681346 (from clone DKFZpS66E1346) 3.00E-43
1179.58q glt5454027|ref|NM 006270,5{RRAS| Homo sapiens related RAS viral {r-ras) oncogene homolog (RRAS) mRNA 3.00£-56
1180.seq Eb|L42024HUMHLABH Homo saphens MHC HLA-B39 mRNA, complete cds. e-138

118i sec 385 gl|37790:-|5 gbiACO04526lAC 004526 Homeo sapkens chromosome 17, Neurofibromatosls 1 locus, complete sequence-102

1182 seq el5454161 fref{NM_006472.1]VDUP Y] Homo sapiens upregulated by 1,25-dihydroxyvitamin D-3 (VDUP1} mRNA 2 00E-57|
1183 500 QT 802HS 0T 802 Human Tis1 1d gene, complete cds. e-148

1184 580 178692|gb|M1821 ZIHUMANTNCE Human DNA of undetenmined orlgin found 5 to NCA mRNA. 8]
1185580 MBA1IOPFAHGPTA Plasmodiumn falciparum hypoxanthine—guanine phosphoribosyt transferase 0.13]
1186.5¢q 465 (g|297767[emb|X6781 J|ICFSRPT2 C familiaris SRP72 mRNA for signal recognition particle 7.00E~28
1188.5¢q 230|gil3283923 d:]AFO?MIAFOTWS Homo saplens clone 24452 mRNA sequence 2-125

1189560 POD0S45,1JAPDO0545 | Homo sapiens genomic DNA, chromosorne 22011.2, Cat Eve Syndrome regions 0.48
1180500 453 |gi|4972121 emijALD49776.2[CNSOD001 | Human chromosome 14 DNA sequence *+* IN PROGRESS =+ BAC R-BSK15 012
1191580 368 | &i|4509966]refINM_002299.1)LCT) Homa sapiens lactase (LCT) mRNA >gi[34393]emb{X07334HSLPH Human mK 0|
1192.3eq 391 | 2|1 85267 |ghiM34024|HUMIGHC XE Humari fetal kg heavy chain variable region (clone M43) mRNA, e-176

1194:5eq 393 | gil4505894|raf|NM_002669.1|PLRG1| Homo sapiens pheiotropic regulator 1 (PRL1, Arabidopsis homolog) e-160

1195.5eq 322|gil475302 7|reflNM_004164.1|RBP2} Homo sapiens retinol-binding proten 2, ceftular (RBFP2) mANA e-150

1196.5e0 327 | gl|3885371|cbj|ABO19568IABO1 9568 Homo sapiens MRNA expressed onty in placental vill, clone SMAP83 o174

1197.seq 310| gli4894853|gh{AF13515T.1|AF135157 Homo saplens complement C1g A chain precursor, mRNA, complete cds e-174

1198.5eq 413 gl{56687571ebi ACDOB009.4|ACO0B00S Homo sapiens 3926.2-27 BAC RPCI11-436A20 (R il Park Cancer Institii 1.00e-75
1189.seq r

1201 .5eq 283 | gH3954884{emblA 010442|HSA010442 | Home saplens mRNA for immunogiobulin kappa light chain, anti-RhD, 2.00E-85
1202.5eq 34] [@)|3005935}emblAJO04955|HEADD4855 | Homa sapiens Immunogiobulin kappa kight chain variable reglon e-170

1203589 456 il 41541 64{gb] UBBOBE|HUMZF4 Human zinc finger protein (ZNF 165), gene, exon 5, and complete cds 8.00E-06
1204.5eq B 402644]emb|X73501 |HSCYTOK20 H.saplens gene for cytokeratin 20 0
1205.5eq 311 |ai[4263636igb| ACOO5 1 50{ACO05150 Homo saplerts 4 clone BS5824 map 4025, complete sequence 0.08
1206.5eq 489 B‘HBBSZZO]reﬂNM 005239.1|ET52| Hormo v—ets avian erythroblastosis virus EZ6 oncogene 0|
1208.580 NM_002923.1|RGS2] Hormo sapiens regutator of G-protein signalling 2, 24kD (RGS2} MRNA e—158

12105eq 448|g 5454047 refiNM_D06379,1|SEMA3C| | Homo sapiens sema domain, immunagiobulin domain (Ig). short basic [s)
1211580 17|refINM_Q06149.2|LGALS4] | Homo sapiens lectin, galactoside-binding, solubile. 4 (galectin 4) of
1212seq 122]gi|339722|gb|J03592|HUMTLLA Human ADF/ATP transh mMRNA, 3" end, clone pHATS. 2.0DE-34
1213.58q i[1478196]emb|X9732 1| HSHLACWG? H.sapiens mRNA for human leukocyte antigen € alpha chaln 0
1214580 388 2i|3025444|ghiAC 045 2BIACO04528 Homo saplens chromosome 19, cosmid R32184, complete sequence [Homo | e-150

1215.5eg 365 | gi| 328 T468{gh|ACTOO4443AC004448 Homo saplens chromosome 17. dlone HCIT187M2, complete seauence [(Homo | e-177

1211.5eq 493 gljSTOWIngACMIEOB}ACCCﬁ'IED Homo saplens chromosome 4 clone CO48TP14 map 4016, Sequence 0
1218 seq 420 gl|58031 80jref|NM_006815.1)5TiP 1§ Homo saplens stress—induced-phosphoproteln 1 (Hsp70/Hsp30-organizing 0]
1219.5eq 439 | gl}1 9097 8igb{M1 8963 [HUMREG A Human islet of Langerhans regenerating protein (reg) mRNA, cormplete 1]
1223.seq 454: 21335551 8|} ACCO5023|AG005029 Homo sapbens BAC clone GSSBSG 18 from Tpl12-pld, complete sequence [Hot 047
1224.5eq 265|251 14052|gh|AFD85359.1|AFOB5359 Homa sapiens HSPCO30 mRNA, complete cds 1.00E-54
1225.580 440 | gi|4240098d0J|ABOZ0T1 2,1 |ABOZ0T12 _| Homo sapiens mRNA for KIAACHOS protein, complete cds o
1226.5eq 445 12i|532 M1 2T59HUMIG JO2 Human ig J chaln gene. exons 3 and 4. 6I
1227 580 349 | 2i[4503056jreRNM _0018B5.1JCRYAB| | Homo sapiens crystallin, aioha B (CRYAB) mRNA o|
1228 s8a 453 8i[1698575|gh|U60415|HSLE0415 Human bHLH-PAS protein JAPZ mRNA, complete cos Y
1229380 Human amithine-oxo-acid aminoiransferase mRNA, exons 3-11. complete O
1230.5eq Homa saplens DNA sequence from PAC 168L15 on chromosome 6q26-27. Cof 3.00E-32
1231.5eq H.saplens spitochondrial genomea (consensus sequence} 0
123258 P.denltrificans cobiN, cobl), cobP, cobQ, cobW, and ORFE-9 genes, 0.1
1233580 411 [gl|4455632emb|297353.3|HS80LE Hurman DNA sequence from clone 90LE on chromosome 22q11.21~11.23. Cory 0.1
1234580 452 | gi|665587|dbi{ D4588 1 HUMAL DN Hurran mRNA for caknodulin, complete cds 0
1235.38q 480 gil4503800irefNM_003802. $|[FUBP| Homo sariens far upstream glement binding protein (FLIBP) mRNA 0
1238.38q 375|gi|5138905)ab]AF092128.1|AF032128 | Home sapiens putative transmembrane protein E3-16 mRNA, complete a
1239520 468 gi|5019423|emblAL 049775 2|CNSO0006 | Human chromosome 14 DNA sequence *+ IN PROGRESS *+» BAC R-49TE) B.OOE—06
1240 50q 237 | gl|1088447|cbj|049387 [ HUMNADPDLE | Human mRNA for NADP dependent leukotriene b 7.00E-48
1250.5eq 444 gi|31974|ambiX52317|HSH2AZ Human miRNA for historie H2A.Z 0
1251 589 502 | gi|S689544|dbj|ABO25027.1}AB029027 | Momo sapiens mRNA for KIAAT104 protein, comolete cds E-159
1252 56Q 359] gi|31974jemb| X523 17[HSHZAZ Human mRNA for histone H2A.Z E-168|
1253580 472 | gl[T47649]|dbjjDA9B3|ASNPEPAB Aspergiius niger pepA gene for aspergilopensin A precursor, 19|
1256 sea 454 | gi|4454331|emb|AJ224356|SLY224356 | Solanum fycopersicon tDET1 gene 0.03]
1258 580 473 | 21|5689226|chilAB021226.T]ABD21226 | Mus musculus mRNA for membrane—type-5 matrix metatloproteinase, 3.[1}E767[
125858 448 i|31988|emb| XD5857|HSH33G 4 Human H3.3 gene exon 4 E—lﬁ
1261 seq

1262seq 368 |eil57391 79gb|AF 120982.1|HSEMBD4 | Homo sapiens methwi-CpG binding protein 1 (MBD1) gene, exon 15b §.00E-96
1263.seq 505 |gi{5453897 jrefiNM_006221,1{PIN1} Homo saplens protein (peptidvi-prolvl cis/trans isomerase) ]
1264 580 435 |gii665924)gb| U T248[HSU1 7248 Human succinate dehytrogenase kon-protein subunit (soh8) gene, O
1265 5eq 4277e-110

1266.5eq 491 gl|3980474|eblACDOO41 95|AC004135 Homo sapkens clone UWGC:y24c027 from 6p21. complete sequence [Hormo 0.51
1268 seq 458 |gl|4758345]re f|NM_004107.1|FCGRT] Homo sapiens Fo fragment of 18G, receptor. transporter, alpha 1]
1269.5eq 319 |21|4826450{emb[Z293241.11|HS222E13 _ | Hurnan DNA sequence from clone 222E13 on chromosome 22. Containg three E-169
1270.seq 315/81|5823975]emb]AI238385.1|HSA238395 Homo saplens mRNA for RPGR protein. retina specific iscform 032
127).sen 494 g}|4501886}refiINM_0016141JACTG 1| Horme sapiens actin, gamma 1 (ACTG1) mRNA [8)
1272.5eq 437 | 21]425353|gblU03643|HSU0IE43 Hurman leukeohysin (LKP)} mRNA, complets ¢ds, ¢
1275.580 334|gi|2224704]0bilaB002380|AB002380 Human mRNA for KIAAQ3BZ gene, partial cds E-176
127759 472|Ri{337297|gb|M10545[HUMMTM] Human mitechondrial DNA, fragrment M1, encoding transfer RNAs, 0|
1278500 417 | gi|1035240|emb|Zz62862|HS74B1R H.sapiens CoG island DNA genomie Msel fragment, clone 74b1, reverse E-134
1279520 515/ gil4506800|ref|NM_003469.1|SCG2| Homo sapiens secretogranin W {chwemosranin C) (SCG2) mRNA 0
1280.5eq 481 |gi|37847{emb] X1 6478 HSVIMC D Human mRNA 5-fragment for vimentin N~terminal fragment 0
1283 seq 476 | g} 1507673|db)|D8T120{DA7 120 Homo sapiens mRNA for G53786, complete cds E-i51
1282.5eq 3602|5031 7 14refiINM_0057 16.3|GLUTYCBF Homo sapiens GLUT C-terminal binding protein {GLUTICBP) mRNA 8.00E-67
1283.seq 529 pil26235841gb| AF 027 158|AF027 158 Hormao sapiens immunoglobulia kappa light chain (T6J,/l) mRNA, partial 0,



1284 560 451 |gi[401 mlgbfLDSOBB\HUMRIBPROD Heno sapiens ribosomal protein L18a mRNA, complete cds 0
1285560 506 | 21510301 7|dbijjAP00354.1 JAPO0D354 | Horno saplens genomic DNA, chromosome 22a11.2, clone KB1674E1 23
1987 5eq 516{gI|306741| &b 20046 HUMERCCSA Human ERCCS excislon repair protein mRNA, complete cds a
1288.58q 311 |gi|3860076|gb|AFOST021 jAFOITO21 Homo sapiens GW112 protein {GW112) mRNA, complete cds E-143]
1291 seq 470/gl|3413792embjAJ0101 FBIHSAONDT1B | Homno saplens mRNA for mutant NADH-cytochrame b5 reductase, partial. 0
1293.seq 332 | gil4505022{refiNM_003720.1|DSCR2| Hemo saplens Down syndrome critical region gene 2 {DSCR2), mRNA 300E-72
1284.5eq 454 | gi|5454053|reflNM_006276.1|SFRS7) Hormo saptens splicing factor, arginine/serine—rich 7 (35kD} {SFRS7) E-102
1295.5eq 498 |gl[5921996]ref|NM_D04343.2|CALR| Homo sapiens caleticutin (CALR}, mRNA 0
1296.5eq 451 | gi|476704]ph|L26336)HUMHSPAZA Humar heat shock protein HSPA2 gene, complete cds. E-158
1297 .seq 439 21|1469867|dbj|DE34T7HDEIATT Human mRNA for KIAADY 43 gene, partlal cds E-156
1299.5eq j Human mRNA for KIAADOTT gene, partial cds E-179
1300.seq Human mitochondrion, complete genome >gl|1944628/g4J01 415 HUMMTCG Q
1301.seq Neochanna cleaveri 165 ribosomal RNA gene, mitochondriat gene for 1.8
1302.seq Homo saplens chromosome 3 subtelomeric region E-104
1304.seq Hoimno saplens Xg28 genomic DNA In the region of the ALD locus containing 3.00E-61
1306.seq Huaman CHIL1-related hefcase (CHLA2) MRNA, partial eds E-123
1307 seq Hurman DNA sequerce from clone 46524 on chrgmpsome 1p35.1-36.13, 1.00E-52
1308.5¢q Homo sapiens lymphatic vessel endothelial hyaluronan receptor 1 0|
1311.5eq Homa saplens chromasome X, clone hCIT.200 L4, comolete sequence 0|
1312.5e9 H.sapiens mitochondrial DA, complete genome ]
1314.seq Homo sapiens NADH dehydrogenase subunit 2 {ND2) gene. mitochorxdrial 0
1315580 502 |#i[341790(gb|M2787 FIM2T877 Figure 2. Nucleotice and translated protein sequences of HPF1, -2, 4.00E-17
1317 seq 459 2i|181532(gh|M9 7 $25HUMDEFSA H.sapiens defensin 5 gene, complete cds. E-108
1319.seg 442 [ gi|4557520{ref|NM_000398.2|DIAT| Homo saplens diaphorase {NADH) (cytochrome b-5 reductase) (DiA1), 0
1320:5eq 196 |2i]181962|gb{ JO46) T|HUMEF 14 Human elongation factor EF-1-alpha gene, complete cds. 4.00E-30
1321 seq 258 |2!|3126781|gh|ACO0395T|ACO03957 Homa saplens chromosome 17, clone hCIT.457 116, complete sequence 1
1322.5eq 463 [&1]3201899|gb|AFGET420|AF067420 Homeo saplens SNC73 proteln (SNC73)} mRNA, complete cds 0
1323seq 485 gi|4504164|ref{NM_0001 77.1JGSNE Horma saptens gelsolin (amyicldosis, Finnish type) (GSN) mRNA ]
1324580 50913327141 |dbi|ABO1 4564 ABD1 4564 Horno saphens. mRINA Tor KIAADEE4 protein, partial cds 0
1326.5eq 476gi[2765422|emb|Y14736|HSIGGIKL Homo saphens mRNA for immunoglobulin kappa kght chain E-151
1327580 344 g||5B01895|refiNM_00G886.1JATPSE| | Homo saplens ATP synthase, H+ transporting, mitochorkdrial F1 E-1N
1328.52q 163} gi|4633837|eb|AF139813.1|AF 138813 Homo saplens clone pDJA759]12 chromosome 11 map 13q13, complete seq 1.00E~-85|
1329.5eq 439|g|5729876|refiNM_006597.1{HSPATO | Homo sapiens heat shock 70kD protein 10 {HSC71) (HSPA10), mRNA 0
1331.5eq 4532131091 lembjX1686SHSEF1AC Hurnan rmRNA for glongation factor 1-aipha {clone CEF4) o|
1332.seq 456 gi|266 1047 |gb| AF035293|AF035293 Homo sapiens clone 23797 and 23917 mRNA, partial cds E—12§|
1334.5eq 507 | gi|46B07 16|gb|AF132873.1|AF1325873 Homo saplens CGI-39 protein mRNA, complete cds 0
1335.5eq 468 | gi[532596|gbiM12759|HLIMIG JO2 Hurnan ig J chaln gene, exons 3 and 4. o]
1336.5eq 502 | gil45063 10jrefiNM_002840.1|PTPRF| Homo saplens protein tyrosine phosphatase, recegtor type, £ {PTPRF) E—'IGZl
1339.5eq 527 | gl|5835387 [raf[NC_001807.1|( Hurman mitochondrion, complete genome >gi|1944628{gb]J0141 5|HUMMTCG Ol
134058 514/ g1 389630}467)D78361 |HUMODAZ Human mRNA for omithine decarboxylase antizyme, ORF 1 and ORF 2 o
1342580 510|gI[d506744[refiNM_001013.1|RPSY| Home sapiens ribosomal protein 5% (RPS9} mRNA QI
1343.5eq 447 gl{3449326dbj|ABOY 5885.1)AB016885 | Arabldops!s thakiana genomic DNA, chromosome S, TAC clone: K1SM22, 0.12
1345.seq 520|gl]4506742{refiNM_001012.1|RPSB| Homo sapiens ribosomal protein SB (RPS8) mRNA Ol
1346.seq 231 |1200181 |ebiU3331 7|HSUAIZT Human defensin & (HD-6) gene, complete cds E-116]
1347 seq 4881 gi|190978|2b|M18963|HUMREGA Hurnan Islet of Langerhans regenerating protein (reg) mRNA, complete o]
1348.58q 4521gl{3327191{chilABD14589|ABO1 4589 Homo saplens mRNA for KIAADEBS orotein, partlal cds of
1349.5eq 518! £i|4321848|ghlAFDE4BTS|AFOB48T9 Homao sapiens clone C2 mmunoglobulin heavy chain alpha VDJ region 1.00E-75
1350.58q 177 {gi|3419836|gb}ACO0S389IAC005380 Homo sapiens chromosome 17, clone hRPK.60T_N_13, complete sequence [Hd 0.68]
1351.sea 483 | gi|431305{ebit 23116|HUMGALC Homo sapiens galactocerebrosidase (GALC) mRNA, complete ods. O
1352.580 314 gi[33202jemblZ 1 1BSOHHSIGK3IBS 1 Hsaplens rearranged mRMA for Immunoglabulin kappia chain (VNJ)} 4.00E-50
1354.5eq 413 gi[4753220]gb| ACOD5(095.2]AC005095 | Homo saplens BAC clone RG332F12 from 7u22-031.1, complete seauence E-149
1355.5eq 371 2161 TSIBL@|LE?784§HSUS7734 Human orphan G protely led recentor {RDC 1) mRNA, partial cds E-140)|
1357 seq 313 | @i]28401 lambiX04350{HSADHAG Human mRNA for iiver alchol dehydrogenasa (EC 1,1.1.1) garmma 1 E-170)]
1358.58q 495 | gi|233T864|eb]ACO02464]|ACO02464 Human BAC clone RG331P03, complete sequence [Home saplens) 0.002
1359.5eq 415 gi|32B 7468 g[ACMIACM Homo saplens chromosome 17, clone HCIT187M2, complete sequence [Homa E-180)
1360529 202 |gi[3282156|eb|AC005222|AC006222 Homo sapiens chromosome 18, cosmid clone RT163 {LANL), complete 5.006-88
1361.seq 203 |gliz576344| gt ACO02400{HUACO02400 | Human Ch 16 BAC clone CIT987SK-A~T35G6, complete sequence 6.00E-14
1362580 47B|gll37B9%T! AFO97648|AF09T645 ~ | Homo sapiens chromosome Yatelo BAC ES, complete sequence [Homoa sapiend 0.032|
1363.5eq 424 |eli4S05896 Homao sapiens plastin 1 {I Isoform} (PLS1) mRNA o
1364.5eq 468 | gl|4502204)ref|NM_D01660. 1| ARF 4| Homo sapiers ADP—ribosyiation factor 4 (ARF4) mRNA 0|
1365.580 471 |gI|4557796|ref{NM_DO0265. AINME1| Hormo sapkens non—r i cells 1 (NMET} mRNA 0
1386.5ea 263 | gl|185348]gh{M1 1 737HUMIGKCB Hurnan |g germiine kappa—chain C~region from kappa-—deticlent 3.00E-75
1367.5eu 533 |@I|4757763|refiNM_004306. 1[ANXAI3| | Homo sapiens annexin A13 (ANXA13), mRNA 0
1369.5eq 265 |gil383: | X621 25|HSWLRG H.saplens rearranged WLR gene for lambda-immunogicbulin subgrouo I 3.00E-56|
1370.5eq 507 | £1]3471 Tjemb] XB4BSSIHSMP21 HOM H.saplens mRNA homologous to mouse P21 mRNA 9
1371.seq 4851 2i|3168605|gb| AFOZ193T|AF)21937 Arabldopsis thallana catalase 3 (CAT3) and catalase 1 (CAT1) genes. 0.51
1375.58q 419 | gl[262368|2b| 551 768{S51768 PAP-H=pancreatitis-assoclated protein (hurnan, pancreas, mRNA, 797 0
1376.5eq 449 | 2I|4885224jrefNM_D05243.1|EWSR1| Home saplens Ewing sarcoma breakpolrt vegion 1 {EWSR1) mRNA E-155!
13775eq 397 gl)) 85267 |t M34024|HUMIGHC XE Human fetal Ig heavy chain variable region (clone M43) mRNA, E-125]
1378.5eq

1379.5eq 445 t|3005010]gb|AF040753|MMGRKSS05 | Mus musculus G protein-counled receptor kinase 5 (GRKS) gene, exons 0.2
1381.seq 351 | gH1294809]gh|LOBOSEHUMIGHIAE Human (clone MABLS?) lg H-chain (IGHS) mRNA, partial cds, YH-1 6.00E-77
1383.seq 359 |&i790235|gbiU21 156[OCU21156 Oryctolagus curiculus sarcolenmmad iated protein-2 mRNA, complete 0
1384seq 454 21|4503470jrefiNM_001402.1|EEF1A1] | Homo sapiens eukaryotic transtation elongation factor 1 atpha 1 0
1386.5eq 381 1gI|5107075|2bjAF 144700.11AF 144700 Hormo sapiens small zinc finger—like protein (TIM13) mRNA, complete 4]
1387 seq 315] gl $5986.1{HS108K11 Human DNA sequence from clone 108K11 on chromoseme Bp21 Contalns SRE E-178
1388.seq 446 gil5733977|eb|AF120276.1 |JAF1 20276 [* L cuniculus sarcospan MRNA, complete cds 5.00E-13
1389.5eq 464 | gil544480|dbj|D38 1 12 HHUMMTA Homo saplens mitochondrial DNA, complete sequence [1)
|1390.5eq 374|ei4506678jrefiNM_001014.1[RPS10 Homa saplens ribosoral protein 510 (RPS10) mRNA 0
1391.sea 453 |gl|2292904jemb|Y10344]HSY10344 H.saplens GalNAc-T2 gene, IUTR [1]
1393.seq 345 |gi|432358idkj| D2 IGEHHUMR SP Human mRNA for ribosomal protein, complete cds E-108|
1394.5eq 448 | gi|4885911gb{U0S4T T|HSLIOS477 Human clone 53BP1 p53-binding protein mRNA, partial cds. D.47
1395.58q 516 gi|3650436|dbjAB0I 7766.1|ABO17766 | Protogterus annectens mRNA for somatalactin, complete cds 0.t4
1396.52q 105|gI|482508|gbji 1553 IHUMPAP Home sapiens pancreatits-associated protein {PAP) gene, complete cds. 6.00E-34|
1398.5eq 442 | gi|219897|dbijDI0453HUMLC A2 Human mRNA for -cakdesmon It 4.00E-385|
1400380 509 gl|4506662|ref{NM_000373.1|RPLS| Hormo sapiens ribosomal protein L8 (RPLB) mRNA 0
1401 5eq 472| gi|665587|dhj|DA588TIHUMALDN Human mRNA, for calmodulin, complete cds E£-165]
1402.seq 465 | gi|5526688|dhjlAP00S01.1)APO0050T | Homo sapiens genomic DNA, chrarnosome 8011.2, clone:31h23 to 9-41 E-176
1403.5eG 548 | i|S32596!gb{M12753{HUMIG JOZ2 Human lg J chaln gene, exons 3 and 4. E—lZ&I
1405.500 4601|3657 Blermb) Y00592|HSSPROTR Human mRNA for protein 5 0
1406.5eq 457 |gi[5725511|eb|AF072097.1|AF072087 | Homo sapiens beta-2 microgiobulin gene, comelete cds of
1408.5eq 488 |g1|3282164|gb|AC005216|ACN05216 Hormna sapiens chromosome 5, BAC clone 28287 (LBNL H192), complete E-HGI
1409.5eq 4461572987 6]ref|NM_D06597.1|HSPATO | Hormo sapiens heat shock TOKD orotein 10 {HSCT1) (HSPA1Q), mRNA of
1410.5eq AB0|gl4758785ref|NM_004550.1|NDUFS2| | Homo saplens NADH dehydrogenase (ubiquinane) Fe-5 protein 2 {49kD) (%I
1412.5eq 487 | &l]182506]gb{M1 2437 [HUMFERHA Hernan ferritin Heavy subunlt mRNA, complete cds. E-173
1413.s8q 351 | gi|1669681 |emb|Z82901 HSS06G2A Human DNA sequence from PAC SOBG2 contains ESTs 0.091
1414589 463 | 21[265703)gb] 555735855735 Ig alpha 1- alpha 2m=lmmunoglobufin A1-A2 lambda hybrid GALF heavy 0
1415.5e9 476 | gi|3170864|gb|AF062201 JAFO62201 Homo saplens clone 48u-41 Immunoglobulin heavy chain variable E-158
14t6seq 394 g]{532596|gl{M 12759|HUMIG JO2 Human Ig J chain gene, exons 3 and 4. E-130
1417.seq 444|gil1 262342|emb|X§3334|HSMITG H.saplens mitochondrial ONA, complete genome E-152
1418.5eq 5371 Human DNA seguence from clone 134N; 0.4

1419sea_ | 480 gil3970934]gb]ACO061 28|AC006128 Homo sapiens chromasome 19, cosmid F20900, complete seguence [Home 003z
1421.5eq 448 | gi]1177288(emb|X54452]DD31 D.discoideum culmination spiA (Dd21) gene 0.008
1422.5eq

1423.5eq 491 gi|3201899|eb|AFOE7420|AF067 420 Hemo saplens SNC73 protein {SNC73) mRNA. complete cds o
1424.5eq 473 [pH5821146|dbilABO160BS.1|ABO1608S | Homo sapiens mRNA for RNA binding protein, partial cds, clone: R52 0
1425.5eq 466 |gi|3201 BQQ]_Q_blAFOGTAZD{AFDﬁ?d?G romo sapiens SNC73 protein (SNCT3) mRNA, compiete cds 0
1426.5eq 505 |gil2920805] g:lACOOSOSTIACOO&OG? Hormo sapiens Xp22 BAC GSHB 526021 {Genome Systemns Human BAC librar] 5.00E-04
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1427.5eq 520 gi|532596{gb]M 12 758|HUMIG J02 Hurman lg J chain gene, exons 3 ang 4. E-130
1428.seq 384|gi[4775603}embiZ9393C.10{HS292E30 | Human DNA seguence from clone 292E10 on chromosome 22a11-12. Contain E-140
1429.5eq 4451gi|4757B61 refiNh_004332.1|BPHL] Hormo sapiens biphenyl hydrolase-like (serine hydroiase) (BPHL) rmANA 6.00E-59
1430.5eq

1432.5e9 463 | gi}4455133]eblAF 130248]AF 130248 Horme sapiens cione 10413 chromosome 21 map 21q11.2, comolete sequence 0.12
1433.5eq 446 gi|3646131 jemb{AJ010052/HSA010952 | Homo saplens mRNA for putative tRNA splicing protein, partial 0
1434.5eq 507 | gi|4503470jrefiNM_GO14C2.1)EEF1AY] | Homo saplens eukaryotic translation elongation factor 1 alpha 1 b
1435.5eq 505 | &i]532596]gh| M1 2759|HUMIG JO2 Human Ig J chain gene, exons 3 and 4. E-170.
1436.5eq 406 g_i]3361'61GiemiAL022722|HS354N19 Hurman DNA sequence from clone 354N19 on chromosome Bg22. Contains the o
1437.seq 483 | gl[4504444(refiNM_002136.1(HNRPAT| | Homo saplens heterogeneous nuclear ribonuclecproteln A1 {HNRPA1) mRNA E-152]
TZas.seq 323|gi|4580400(eb]AC006570.4| ATACOD657] Arabidopsis thaliana chromosome Il BAC T16121 genomic sequence, 033
1439.5ea 431 | gi[183485|gh|M240TO{HUMDBFB Hurman DNA-bindine protein B {dboB) gene, 3' end. 0
1441.5ea 493 | gi|33479jemb|X57086|HSIGMHCC H.saplens mRNA for IgM heavy chain constant domain 0
1442 58q 501 | gi|5738607]emb|AL132584.1|HSA132584 Homa saplens mRNA for HIRA-Interacting protein HIRIPS £-139
1445.569 539|&1]185397)eb|L0O31 62{HUMIGHHA Hurmnan Ig rearranged gamma-chain mRNA V-region, partial cds. E-160
1446560 498 gi[182482|gb|M1 26 TO{HUMFC| Human fibroblast collagenase inhibitor mRNA, complete ods. 1]
1447 seq 502 | gl|45076E8 ref|NM_003295.1[TPT1} Homo sapiens tumor protein, translationally-controtled 1 (TPT1) 1]
1448 50 498 | 1|54 9676[emb]A 1132817.1]HSA132917 Homo saplens mRNA for methy-CoG-binding orotein 2 0
1449500 503 |ei|4309693|eb| ACD057 17[ACO0STIT Or hila melanogaster, chromosome 2R, region 53E6-53F4, P1 clone 0.53
1450.5eq 287 | gil4468882|emb|AL031657.2|H528F12 | Human DNA sequence from clone 28F 12 on chromosome 20ag11.22-12 Contal 0019
1452.5eq

1453.5eq 494 | gi|d506582]|ref|NM_002945.1|RPATY Homo sapiens rephication protein A% (70kD) (RPA1) mRNA 0
1454 seq 475 | gi|1834974|emb|Z85263{HS 785263 H.sapiens ig lambda light chain variable region gene (19-120VG41) E-136
1456.5e0 477 |gi|261239)gh|S5(732|$50732 immunoglobulin M light chain V reglon=anti-lipid A antlbody [human, o
1457 s8g 499 giH&!AEIETMOGT‘IETJ |AFOBT167 Homo sapiens NADH-ubkuinone oxidoreductase B17 subunit homolog 0
1458 5ea 492 | ei|532596lab|M12755|HUMIG 02 . Human Ig J chain gene, exons 3 and 4. E-150]
1460seq 455 | el|5802967|ref|NM_O06818.HAF1Q] Homo saplens bransmembrane proten (AF1Q), mRNA 0
1461.5eg 497 | ei| 1032858 |emb| Z607 55|HS 33G5F H.sapiens CoG ksland DNA genomic Msal fragrment. clone 335, forward E-154
1452 .seq 458 g1|200626{gb|M T9306|MUSRAB16A Mouse GTP-binding protein (Raby) 6) mRNA sequence. 3.00E-42
1464.5eq 498 |gi|12998lemb|VODEEOMIHSH Hurnan mitochondrial genes for tRNA (Fhe) and 125 rRNA (fragment) E-142
1465.580 496 | gi|186076}gb|M 1 193THUMIGLAC Human Ig rearranged kappa light chaln mRNA V-region (V-J) partial 0
1466500 500|gi{1161563|emb)XB5117|HSEFBTZEX | Hsapiens epb72 gene exons 2,3,4.5.6.7 0|
1460.5eq 492 | gi|4506676|refjNM_002951. | RPNZ{ Homo saplens ribophorin il (RPN2) mRNA 0
1470.5eq 465 |gl}532596(eb{M1 2753 HUMIG J02 Human Ig J chain gene, exons 3 and 4. E-123
1471.5eq 167 | gl]37847 jembiX 16478|HSVIMCD Human mRNA 5'-fragment for vimentin N-terminal fragment 1.00E-76|
1472.5eq 368 | gl2765422]embf Y147 36 HSIGGIKL Homa saplens mMRNA for Immunogiobulin kappa light chain 0o
1473.5eq 401 | gl{177064|eb{ M30GB4HGORMHC BAA Gorilla gorilla beta-2-microglobulin mRNA (GOGOB2ZM). Q
1474500 483 [2i{13003|embIVODSE2{MHS XX H.saplens mitochondrial genome [
1476580 452 |2lj33338[embiX51 T55|HSIGLAME Homan lambda-| constant reglon complex (germiine) 0
1477 580 509 | gli1209254gb|L 20311 |BOVIGIJMRNA Bos tawus mu- and alpha-immunoglobulin-associated J-chaln mRNA, E-103
1478.58q 511 |gi1783204|dbjj01 7408[D1 7408 Home sapiens mANA for calponin, complete cds ol
1479.seq 503 |gi{35219]embix52104|HSPEBA Homan MRNA for p68 protein o
1481 580 457 | gi4929768|gb|AF151908.1|AF 151908 Homo saplens CGH150 protein mRNA, complete cds L
1482 seq 368 |gH4557568|refiNM_001433.1|ERN1| Homo saplens ER to nutleus signaling 1 {ERN1) mRNA 0.096)
1484 seq 453 | 2l§5454236{ablACO08039.1]AC008033 | Home saplens clone LWGC rg39thos from 7q3l, lete sequence 1.00E-T2
1485.5eq 388|gli34433]embiX14008|HSLYSOZY Human lysozyme gere (EC 3.2.1.17) QI
1456 300 370|g1|4506564)refiNM_0QOGE1.1|RPLS| Horme saplens ribosormal protein L9 (RPLI) mRMA, 0
1487 5eq 381 |g1|2736315|gb|AFG3ISSZE|AF035828 Home saplens Smadf mRNA, complete cds. E-109]
1488 saq 5041|409 205(gbj MBOS TOIMUMHLABE! Human germiine (HLA-B) gene. complete cds without introns. of
1489.5eq 387 | gl|5006419|gb]AF107045.1|AF 107045 Hbero saplens ribonucleotide reductase M1 subunit (RRM1) gene, complete 04|
1490.5egq 478|gH4506622|refiNM_D0098S.1|RPL27 Home saplens ribosomal protedn 127 (RPL27) mRNA of
1491 389 381 {gI[4809277]refNM_00D1156 2]ANXTA| | Homp saplens annexin VIl {synexin) (ANXT), solice variant 1, mRNA E-163|
1482.5eq 504 |g|2924249 | emb|Z98745. 1[H529K1 Human DNA seguence from PAC 29K1 on chromosome 6p21.3-22.2. Contaird 0.53f
1493 seq 5156|g1[4996920|gb]ACG07461.8]AC007461 | Homo saplens chromosome 17, clone 84 E_24, complate sequence 0.14[
1494 seq 497 |gl|4538805/embjALD404B2. 1 IATF17AB | Arabldopsis thaliana DNA chr me 4, BAC clore F17A8 (ESSA project) O.DOBJ
1495.5eq 436 el 80708}eb|M29551 HUMCNRAB Human cakineudn A2 mRNA, complete cds. >gl|137529)1 gh|G27041(G27041 )
1496 380 500]g1|37849}emb|X561 34| HSVIMENT Human mRNA for vimentin 0
1497 seq 405 gi|1561514|dbj|D3BE26|D3B526 Human mANA for HLA-Cw+0102, complete cds 0
1498.5eq 439 gi|5835387|refiNC_001807.1] Human mitschendrion, complete genome >gi 194462E]gb 0141 SIHUMMTCG 1]
1500.5e0 494 | 2i|32822|emb|X57331 |HSIGCMUDE Human ky dobulin Clrmu) and Cldetta) heavy chaln genes (i 0
1501.584 494/ gi|532596|gb|M12753|HUMIGJ02 Human Ig J chain gene, exons 3 and 4. E-119
1502.seq 497 |@|5453703(ref|NM_ 006407 .1 L IWA| Homo saplens vitamin A responsive; cyt o related (JWA) MRNA E-139
1504.5eq 546 gi| 5763 T700{emb|ALOISE84.25|MS1 114A1 Muman DNA sequence from clone 1154A1 on chromosome 20g13.11-13.2, 23
1505.5eq 441 gild753254|gh{ACOC5E01 1 2]ACO0501 1 Home saplens BAC clone GS111G 14 from Tat ). comolete sequence 0.12
1506.56a 269 | &i|21 501 0lgb]l 04815[Z EFMHDARAK Brachydanio rerie MHC class 1l DA-beta-3*01 gene, 3 end. 4017
1507.5eq 355|al \ LO35601|ATFEGIT Arabidopsis thaliana DNA chromosome 4, BAC clone FEG17 {ESSA project) 0.002
1508.5eq 433 | gil4501 888jrefiNM_01615.1]ACTG2] Homo sapiens actin, gamma 2, smooth muscle, enteric (ACTG2) mRNA 0
1510.5eq 468|gl[5419832|emblALD49659.B[HSI747H2I Human DNA sequence from clone 747H23 on chromasome Bal3~-15. Containg 0
151 iseq 3445l 491t ACD05529.TIACO05529 _ | , complete sequence [Homo sapiens) 2.00E-61
1512.seq 510/g1}5031634irefiNM_005507.1|CFLT Homa sapiens cofilin 1 (non—rmuscle} (CFL1) mANA 4]
1513.5eq 497 | gl|5835387iraftNC_001807.1{| Human mitochondrion, complete genome >gil1944628igh|s01 415[HUMMTCG Q)
1514.seq 489|gl|3717870{embjALO317THS217016 | Hurman DNA sequence from clone 217016 on chromosome §q24 Contains G5 013
1515seq 512|gl|57647 2{eb{M28204{HUMMHBBZ Homo sapiens (clone pMF28) MHC class | HLA-BwB2 mRNA, 3' end, 0
1516.580 276/ g13483804}gb| AFO86459| HUMZ DB4G0D | Homo samdens full length insert cONA clone ZO84G03 E-138}
1517 se0 444/ g1|400334212b| ACODSETSIACOOS87S Homo sapiens chromosome 10 clone CITIB7SK-1188812 map 10p12.1, tormpl 1.00E-04
1518.58¢ 510! gi|27801 83|embiZ 93496 [HS506L4 Human DNA sequerce from PAC S09L.4 on chromosome 6022,1-6G22.33. 4]
1519.5eq 509! gl 45041654 reflM_0O0177.11GSN| Homo sapiens gelsolin (amyloidosis, Finnish type) (GSN) mRNA 0
1520.5eq 493 | gH4505058 e fINM, 002354.1|M4514 Homa sapiens membrane component, chromosomal 4, surface marker E-151
1521.seq 492 gi|23550421£|AEmJGEOIHUAECKD550 Homo sapiens T-cell receptor alpha delta kecus from bases 501613 to ©.033]
1522.seq 447 |gi[1160468|emb|Z68694[HSCUIT7ES | Human DNA sequence from cosmid cLJ17TER, between markers DXS366 and 1.00E~90)
1523.seq 512 gi|564937TL@|ACCDT3BE.3|ACCD7386 Homo sapiens clone NHQ359K10, hete sequence 3.00E-30|
1524580 492 | gi{ 193487 7|emb{Z 8221 1 [HS447NG. Human DNA sequence from PAC 447N6 on chromosome X ESTs and ©.008
1525 seq 477 | gi130004enmb] X62996|MIHSGENGM H.saplens mitochondrial genome (consersus sequence} E-103
1526.3eq 486 | gi|4506696)ref|NM_C01023.1|RPS20)| Homg sapiens ribosomal protein 520 (RPS20) mRNA aj
1527 seq 501 |gi{STCB490|gh| ACO04986.2|ACC04985 | Homeo saplens clone DJ1165K10, complete sequence gI
1531.seqg 498 [gl[213391 1|gh| ACO00394]|AC 000394 Genommic sequence from Human 9934, complete sequence [Homo sapiens [
153258 491 |gi|S725511|e| AFO72087.1/AFO7 2097 Homo saplens beta-2 microglobuiin gene, complete cds 4]
1534.5eq 510} 211929408]|emb]2 93771 INTNPP4 N.tabacurn nepd mRNA for protein phosphatase type 2A 0.002
1535.58q 503 git) 665784|dbyj|D87453|DB7453 Human mRNA for KIAAD264 gene, partial cds o
1536.seg 436 gl 183097 |gb]M 1 4300|HUMGF12A9 Human growth factor-induclble 249 gene, complete cds. o
1538.5eq 500} gilS850575{gbtAWO03659.1LAW003659 | wx34h05.x1 NCI_CGAP_Pit1 Homo sapiens cDNA clone IMAGE: 2545593 3, E- IOSI
1540.5eq 474|gil6002388lemb|AL 121655.1|CNSD1DS5| BAC sequence from the SPG4 candidate region at 2p21-2p22, complete 3.00E-83:
1542 58q 486|591 8434|embALD49TYE. 1 TIHSIS61L2] Homo saplens chromosome 1 clone dJS611L24, WORKING DRAFT SEQUENCH 0.037,
1543.5eq 45521593 1442{gblACO10988.HACOL0988 | Homo saplens clore NHOSTOFO4, WORKING DRAFT SEQUENCE. 29 unorderg 0.58
1545.5eq 437 |RII5932620{gbjACO08570.2{AC009570 | Homo saolens chromosome 4 clone 46_J_23 map 4. WORKING DRAFT SEQU O
1546.5eq 472|gll6006170leblACO11133.1[ACO11133 Horno saptens chromosome 15 clone 304_J_8 map 15, LOW-PASS SEQUENC 0.14
1547.5eq 4B3 {git5875534|gbjAW022004.1:AW022004 | df31110.v1 Morton Fetal Cochlea Homo sapiers cDNA clone E-171
1548.5eq 500 eli5882699]2b]AC010233.1|ACOL0233 Homao sapiens chromoseme S clone CIT-HSPC_330K4. WORKING DRAFT SE 0.1%
1550.5eq 449|gi{5837345/2bJAIF90464.1{A 1550464 wit74h03.x1 Soares_thymus NHFTh Homo saplens cDNA clone E-172
1551.5eq 202 |gi|SRS6271|gb|AW007 433.1,AW00T493 | wsE2d11.x1 NCI_CGAP_Brn25 Homo sapiens cDNA clone IMAGE 2500821 3 4.00E-49
1552 seq 485|gij5836193{gb|ACO0958.1{AC0O09958 | Homo saplens clone NHO316G09, WORKING DRAFT SEQUENCE, 4 unordered 100E-72
1553 seq 400 el}5838750|gb]A1991845.1|A1991845 wud2d03.x1 Soares Dieckgraefe_colon NHCD Homa sapiens cDNA clone E-161
1555 5eq 478 gi|5856875)gb| AW008108.1|AW008108 | wv49g07.x1 NCI_CGAP_Gasd4 Homo sapiens cDNA clone IMAGE:990895 3 [«
1556.5eq 268 | gi[5878268|gb|AW024738.1]AW024738 | wu31b07.x1 NCI_ CGAP_Kid3 Homa sapiens cDNA clone IMAGE: 990728 3 E-141
1557.seq 513|@i|5874137|eb| AW(}20607.1|AW020607 | df1 2al6.¥1 Morton Fetal Cochlea Homa sapiens cDNA clone 0
1558.5eq 379{gi|5022646)emb)ALO34422.18|HS 1 141E1| Home sapiens ciwomoseme 20 clone dJ1141E15, WORKING DRAFT SEQUEN 6.00E-96
1559.5eq

$1560.seq 467 | pi|6006084]gb|ACD10122 4AC010122 Drosophila melancgaster chromosome 3 clone BACRO6B08 (D1094) RPCi-98 Q.56
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1561520 365 15924454 gb]AC009973 2/ AC009973 _ [ Homa sapiens cline NHO4S7P23, WORKING DRAFT SEQUENCE, 8 unordered 1.7]
1562.5eq 274]gi6010181[emblAL121717.1}H5.J214H1 3 Homa saplers chromosome B clone dJ214H13, WORKING DRAFT SEQUENCE 0.081
1563.58q 454|g/{6013035|emb|A.J389527.1|HSA389927| Homa saplens IGVH gene for Immunoglobuylin heavy chaln variable E-ﬁ{
1564,5eq 307 |el|5878344|gbjAW024814.1 IAW024814 | wuB8cDT.x1 NCI CGAP _Kid3 Homo sapiens cDNA clone IMAGE:990943 3, E-108
1565.5eq 433]gi|5863310]gb|AW014562.1)AW014562 | UI-H-BtDo-aaw-¢-05-0-Lil.s1 NCI_CGAP_Sub2 Homo sapiens CDNA clone 9.0CE-12
1566.56Q 377 gil¢207834]gbusdBB1 1]AI446813___ | tIBTFOT.X) NCI_CGAP, Gasd Homo spiens cDNA clone IMAGE 2135973 3 E-132
i567.5eq 273 |gi|5932620|gb] ACOOISTO.2ACO08570 _ i Home sapiens chromuosome 4 clone 46_J_23 map 4, WORKING DRAFT SEQUI E-125
1568.560 453 2I[5882635/gb|AC010298.1)AC010298 | Homo saplens chromosome 5 ctone CIT97B5KB_163N20, WORKING DRAFT t O0E-38
1569 560 243 | 2i|5886304|ab| AWO27548.1 |JAWOPT548 | wv74e09.x1 Soares_thymws NHFTh Homo sapiens cDNA clone IMAGE:99097 4.00E-88|
1570.5e9 AT9]2i|5848R52|eb| AWG01936.1|AWOG §36 wt82a00.x1 Scares_thymus_NHF Th Honmo sapiens cDNA clone E-165
157t.58q 438gi[5853431 L@IAWW?SE.I[AWW?SS ws77gH).x1 NCI_CGAP_Co3 Home saplens cDNA clone IMAGE: 2504034 3 E-167
1572.5eq 374|1[5013598)eblACDT1342.1 |AC011342 Home saplens chromosome 5 clone CIT-HSPC_276HS, WORKING DRAFT SE O
1574.5eq 311 i|6007926|gbAWDE0163.1[AWDE01 63 Ul-M-BH1 -amu-c-04-0-Ul.s1 NIH_BMAP_M_52 Mus muscuius cDNA clone 300E-57!
1675.seq 496/ 2[5936560/emblALO48547 2|AL 048547 | DKFZpS8600824_r1 586 (synonym: hute1) Homo saplens cONA clone E-152
|1576.5eq 244 g1|5875806|gblAWDZ2276,1 |AWD22276 df36c05.¥1 Morton Fetal Cochlea Homo sapliens cDNA clone E-105
1577.5eq 435] gI|592024ZemblAL1 18403, 1JAL1184D3 | wi107b07 Beddington mouse dissected endoderm Mus musculus cDiNA 3.00E-18|
1578.seq 461 21|5972957|eblARC50232.1JARQS50232 | Sequence 147 from patert US 5827518 ] 5.00E-35
1579.seq 483 i|58583631gb| AWOD585.1JAWDD9S5B5 | wsBAfOB.x1 NCI, CGAP_Co3 Homo sapiens cDNA clone IMAGE: 2504679 3, E-115
1580.58q 397|el}4285396]ab|AI444926.1|AI444926 189e12.x1 NCI_CGAP_Co14 Homo saplens CONA cione IMAGE 2154286 ¥ 0
1581.5eq 395] gi|5927307iembjAL121306.1[ALY 21306 | DKF2pT52M176_r1 762 {synonym: hmel2) Horno sapiens cDNA clone E~130]
1582.5e0 413|i|5926687)0bi|APOROS00.1|APODDS00 | Homo saviens genonwc DNA, chromasome 3p21.3, clone:603 to 320, 0.008|
15835eq 4641 gi)5953129|eb] AROIE461.1 |JARO36461 Sequence 48 from patent US 5872215 E-111
1584.5eq 497 | gi|5936436|emblALD48319.2ALD48319 | DKFZp586E1224_r1 586 (synonym: hute1) Homo sapiens cDNA clone 2.00E-10]
1585.5eq 422 gi|SBS6334|gb| AWO00T630.E|AWO07630 | wis7c05.x1 NCI_CGAP_Pan1 Homo sapiens cDNA clone IMAGE 2511560 3 [
1586.seg 477 | gi{5B87836]gh| AWOZ90B0.1|AW029080 | wx05a06.x1 NCI_CGAP_Gas4 Homo saplens cDNA clone IMAGE 2542738 3, 2.00E-25
1587 seq 489 gi[5936503]emblALO4B440.2|A1 048440 | DKFZp586I0224 r1 586 (symonym: hutel) Homo saplens CONA clone 0
1588.5eq 454 2i[5920829]gblAW0SS5126.1|AWDS5126 | wr01203.x1 NCE CGAP_Brm23 Homo saplens cDNA clone IMAGE: 2556748 ¥ 0
1589.5eq 427 | g5876180|gblAW022650. 1;AW022650 | df41g1 1.yt Morton Fetal Cochlea Homo sapiens cENA clone E-117
15%0.seq 472 | 2i5923004]gb|G32483.1/G32483 ADOSEAS Human Homo saplens STS genomic, sequence tagged site 1.00E-28|
1591.5eq 457 |gi|5888135|ebl AW020379.1}AW029379 | wx9g11.x1 NCL CGAP_Gasd Home saplens cDNA clone IMAGE: 2543204 3’ 1.00E-72
1592.5eq 479 | gl|5858323|gb| AWODI545.1]AWD09545 | wsBADOB.X1 NCI_CGAP,_Co3 Homo sapiens cDNA clone IMAGE:2604631 3 0|
1593,5eq 364, gil6014386|emb]AL 121572 4lHSAS12H2] Homo sapiens chromosome X glone bAS12H23, WORKING DRAFT SEQUENC 1.7
1595.5eq 507 | gl{5002294{erb|Z08200.8|HS 111822 Human DNA sequence from clone 111822 on chromesome 8g16-21, completd D|
1596.5eq 451 |gi5925261 [emblAL) 18362, 1]ALY 13362 | DKFZpTBIFO2Y_r1 761 (synonym: hamy2) Hormo sapkens tDNA clone E-176
1597 seq 457 | gi{5931470{gb]ACO10971,1]ACO10971 Homa saplens clone NHO122G )1, WORKING DRAFT SEQUENCE, 7 unordered 2.2
1598.5e9 376 | gliS836162]|gblACOD? 746.2]AC00T 746 | Horno saplens clone NHG520M23, WORKING DRAFT SEQUENCE, 1 unordered on
1599.seq 460 | gI|5862748|iblAWD13931.1]AW013981 | UI-H-BI0—-aah—¢-DB-0-Ul$1 NCI_CGAP_Sub) Homo saplens CONA clone 6.00E-04|
1600.5ea gI|5870173|g{ACDO9774.2|AC009773 | Homo saplens, WORKING DRAFT SEQUENCE, 51 unordered pigces 0.53
160t .seq EST0D8990526 Rat braln ESTs Rattus norvesicus CONA clone 8.00E-12
1602 seq wz33b08.x1 NCI_CGAP_Brn25 Hormo saplens cDNA clone IMAGE: 2566359 3' 0
1603.5eq Sequence 5 from patent US 5807993 0
1604.5eq dft2ed3.y1 Morton Fetal Cochlea Homo sapiens cONA clone 0
1605580 Drosophila melanogaster chromasomne 4 clone BACRZ2J20 {D1076) RPCH98 0.037
1806.5eq Human DNA sequence from clone 524J5 on chwomosome 20q11.23-12, 0.54]
1607 seq 426 gl| 5879563{gb] AWD26033.1 | AW026033 wv0BD04.x1 NCI_CGAP_Kid3 Homo sapiens cDNA clone IMAGE: 950914 9.00E-12
1608.5eq 447 | gll5884631]gb{AI981603.1]AI1981603 pat.pkQ060.h7.f chicken activated T cell cDNA Gallus gallus cONA 1.00E-41
1609.sea 495 | gl|5882314)gb{AC010192.1JACO10192 | Homo saplens clone RPCI 1-141M3, WORKING DRAFT SEQUENCE, 29 unor [s)]
1610520 451|gl|5917697|gb{AF1 70085, 1]AF 170085 Homo saplens Isolate MCL-BV/128 immunoglcbulin heavy chain vOJ E-142
1611.5eq 496 g|5865057 |emblAL1 10348.11AL110349 | DKFZp564K1678 ¢ 564 (synonym: hfbr2) Homa saplens cONA clone E-156
1612.58q 431 (gi[5927801 |emb]ALO3E554.2(0. 036554 | DKFZ0564.12262 11 564 {synonyr: hfbr2) Homo saplens cDNA clone 2.00E-40
1613.5eq 208 i|5916455|gb|ACC1 0747.}|AC0O10747 | Homo saplens clone NHOS55H09, WORKING DRAFT SEQUENCE, 13 unorders 0.08&'
1614.5eq 397 | gi|5862546|eb] AW 3768.1(AW013768 | BSBMMFSZIANASK Brugla, rmalayi microfilaria cONA (SAWS4LS5-BmMf) 2.00E-T7
1615.5eq 383 il 5005 206}wb] ACO09624.20AC009624 _ | Homo saplens chromosome 8 clone 298 E_18 map 8, WORKING DRAFT SEQ 0.1 2]
1516.5eq 513|gil5876180gb| AWG22650,1JAWO22650 | dfd1gll.y1 Morton Fetal Cochlea Homo saplens cDNA clone O
1617 5eq 366 | gl|587098gb|ACD10145.1JACO10145 | Homng sapiens clone NHO355H10, WORKING DRAFT SEQUENCE, 19 unorderd 043
1618.58q 504 | gi{5984498)ghtaRO58921.1 (AROSBI21 Sequence 2 from patent US 5837838 of
1619.5eq 471 |gi58T6784]eblAWDZ3254,1|]AW023254 | dt52d0B.y1 Morton Fetal Cochlea Homo sapiens cDNA clone DI
1620580 473 | gi|S857390|&b|AWOOBE1 2,1 |JAWD0BE12 | wi70M04.x1 NCI CGAP_Bm23 Homo sapiens cDNA clone IMAGE- 2502583 3, E—17§I
1621.58q 415 gl|5007872|gb|ACO07376.TIACO07376 | Homo saplens chromosome 14 clone BAC SOEIS map 14q24.3, WORKING DR. Y]
1622 5eq 434/ gl|5006912|gb|ACO0581 7.6)AC005817 | Mus musculus, complets sequence 0.033
1623 seq 520|gil6006248lgb|ACO11091.1{ACD1 1051 Home saplens clone 1_A_16, WORKING DRAFT SEQUENCE, 12 ordered plecq Q.16
1624.5eq 457 lg|]59325?1 gt ACD10002.2]ACT 0002 Haomo saplens chromosome 7, WORKING DRAFT SEQUENCE, 55 unordered o 0.56
162550 485 | gil6015183)ab{ACONTIS6.2]ACOOTSS6 | Homo sapiens chromaosarme 14 clone BAC 3211F8 map 14a24.3, WORKING D# 0.037]
1626.5eq 458 | gi|5853733|gb] AWODMBTD. 1 |AWOO4BTO | wwli2@12.x1 NCI_CGAP Kid3 Homo sapiens cDNA clone IMAGE:99100H 3 E-105
1627.5eq 422| 2115933854|gb) AWOSR215.1|AWD58215 | wx17c05.x1 NCI_CGAP_Gasd Homo saplens cDNA clone IMAGE: 2543912 3, 0
1628.5eq 356/ ] 537035 emib]ALO31 726.7jHS1018K9 | Homo sapiens chrgmosome 1 clone dJ1018KS, WORKING DRAFT SEQUENCH 3.00E-39%
1629.5eq 449 [gi|5865405|gb| AWO1 6648.1]AW016648 | Ui-H-810p—abe-a-01-0-ULs1 NCI_CGAP, Sub2 Homo sapiens cDNA clone E-145
16530.5eq 492 | gi|6015480{dbi| APOO0563. 1| APO00563 | Homo saplens genomic DNA, chror 21922.1, clone:PQBPY, D215226-A 0.15]
1631.seq 493 | gi|5918427|embiAL109938.3HS 324N 14 Homo saplens chromosome 6 clone d)324N14, WORKING DRAFT SEQUENCE 0
1632.seq 501 |g/|601 3768|gblAW0B2383.1|AWD62383 | RCO-CT0037-050899-002-D08 CTDO3T Homo saplens cONA, mRNA sequent E-163
1633 seq 450|gi5978971|eb]AROE4109.1JARD54109 | Sequence 1 from patent US 5834441 0
1634 589 496 {2l |[6007575|gb|AF 188032.1|AF183032 Homo sapiens chromosoma § clone BAC 456C06, WORKING DRAFT SEQUEN 0.038]
1635seq 309 gl|5951904|gh|AR035236.1|AR035236 | Sequence 53 from patent US 5871732 E-16T
1638.5eq 483 | gi|600T5T5|gb|AF 1 8B0Z6. §|AF 138026 Homo saplens chrornosome B clone BAC 2379020 map 8024, WORKING DRAR Q.15
1639.5eq 497 | gl|5882682|gh{AC0O10250,1]ACO10250 _| Homa saplens chromoesome 5 clone CIT-HSPC_425H14, WORKING DRAFT 4.00E-45
1540.5eq 408 | gl|6857376|gb] AWO08598.1|AWODBSS8 | ws70f08.x1 NCI_CGAP_Brn23 Homo sapiens cDNA clone IMAGE: 2502567 3 LH
1641.5eq 441 | gi|S882337|gb]ACOIB172.1JACO10172 | Homo sapiens clone RPCITT-551G13, WORKING DRAFT SEQUENCE, 48 unol D)
1642 5eq 494{gi{B014375emblAL 121 766.1{CNS01DSA| Homo sapiens chromosome 14 clone R-41 2H8, WORKING DRAFT SEQUENC! E-130
1643.5eq 481 |gil6006108}gb] ACD11192.1|ACO11192 | Homo sapiens clone hRPK.53_A 1, WORKING DRAFT SEQUENCE, 9 ordered 4]
1644 5eq 477 | gl|SBT5117|eb|AWD21 587.1]AW021 587 df25102.y1 Morton Fetal Cochlea Home saplerns cONA clone 0
1645.580 474 | gi|5925871|embiAL119972.1JAL119972 | DKFZDTEIEN42 r1 61 {synonym: hamy?) Homo saplens CONA clone 2.00E-4%
1646.5eq 484 | gitSOD5466|gb]AW044937.1]AW044937 | um1512.¥1 Sugano mouse kidney mkia Mus musculus CONA clone 6.00E-04)
1647 seq 478 =l|5998685|eb|ARDET4E7.1 JARCET46T | Seauence 16 from patent US 5851764 0|
1649.5eq 167 |=l|5802023(refiNM_006302.1[PMX1) Homo sapiens paired mesoderm homeo box 1 (PMX1), mRNA 0.9
1650.5eq 477 | 21| 5870342}emi] Al 079307.2]CNSO0MBN| Homo saplens chremasome 14 clore R-2B0K24, WORKING DRAFT SEQUEN( 0.15
1651.5¢a 409 [gi|592837R{evnblAL0O38115.2|ALO3BT 15 | DKFZp566N191 11 566 (synonym: hfkd2) Homo saplens cDNA clone E-106
1652.5eq 282|gl|5873722|gb|AW020192.1 JAWD20192 | dt05g05.y1 Morton Fetal Cochiea Homo sapiens cDNA clone E-137
1653.50q 515/ gl|6013568]gblAC 1373.1JACG11373 | Homo saplens chromosome S clone CITS78SKE_10806. WORKING DRAFT 0.04
1654.5eq 4841 gi|5877565]eb] AW024035, 15AW024035 | df64f02.y1 Morton Fetal Cochiea Homo saplens cONA clone by
1655.5eq 494 | gi[5912651 [gblACO0B146.2|ACO08146 | Trypanusoma brucei chromosome VI clone RPCI93-30P15, WORKING DRAFT 08
1656.5eq 204 | 2i|4292004] gb{Al445980.1 | AI445980 132b05.x1 NCI_CGAP_Pan1 Homo sapiens cDNA clone IMAGE:2143185 3 E-112
1657 seq 249|gil6919867|embAL118028.1]ALT 18028 | r10Tb56 Beddington mouse dissected endoderm Mus musculus CDNA 2.00£-39
1658.5eq 479 |gli5838925]eb]A992020. 1 AI992020 ws4db01 x1 NC1CGAP_Brn25 Homo saplens cDNA clone IMAGE: 2500009 3 6.00E-47
| 16569.5eq 522 | gl|5923646]gb|ACO10865.1|ACO10865 | Homo saplens clone RP11-67C2, WORKING DRAFT SEQUENCE, 35 unorderd 0.04
1660.seq 457 | gi|5927696]emb]AL036237.2|AL036237_| DKFZp564.202_s1 564 {synonym: hfbr2) Homo sapiens cDNA clone 0
1661.5eq 218|gi[5904241)b{AW043T12.1]AW043712 | wyBOd1 2.x1 Scares NSF_F8_9wW_OT_PA_P_S1 Homa sapiens cDNA clone E-118]
1662.5eg 424 gi{5506423]gb|AW045894. 1| AWD45894 Ut-M-BH1 —aky-a-08-0-ULs1 NH_BMAP_M_S2 Mus musculus cONA clone 2.00e-25]
1663.5eq 495|g1[5926613]emb|AL120714.1]AL120714 | DKFZp762A1 31_r 762 (synonym: hmek2) Homo saplens cDNA tlone 2.00E-68
1664 .seq 416 gi|586207 7| gb|AW0) 3299, 1 IAWD13299 | Sp1 30f Winter flounder spleen Plaurcnectes americanus cONA clone 0
¥667.5eq 498 | i|5853711{gb|AWC05007, 1IAWD05007 | wvD2e03.x) NCI_CGAP_Kigd Homo saplens ¢DNA clone IMAGE: 290954 3, E-131
1569.5eq 455 | 21|5932620gblACL09570 2| ACDDSSTE | Homo sapiens chromosome 4 clone 46_J 23 map 4, WORKING DRAFT SEQU 4.00E-91]
|1671.5e9 477 115931 908]emblAL 096829, 10|HS 4595} Homo sapiens chromaosorme 1 clore d)595K12, WORKING DRAFT SEQUENCE E-151
1674589 527 gi5923640|biAC008125.9]AC008125 | Homo sapiens 12 BAC RPCI11-25E2 (Roswell Park Cancer Instituts Human 0.64)
1675.seq
1676.52q 499 |eil6002294{emb|Z38200.8{H5111822 Human DNA seguence from clone 111B22 on chromosome 6616-21, complets (4
1677 seq 182 |g1|58738091gh|AW020279.1{AWD20279 | dfO7d0E.y1 Morton Fetal Cochlea Homo saplens cDNA clone 3.00E-53
1678.5eq 504 gi[5877241|eb|AW023T11.1|AW023711 f59c02.¥1 Morton Fetal Cochiea Homo sapiens cDNA clone £-103]
1679.5e0 504[5”@25723[emb1AL119824.11AL119824 DKFZp76111124 r1 76! (synonym: hamy2) Homo sapiens cONA clone Q

56



Y5056 326 g[5879594| gblAWG26064.1 [AWO26064 | wv0612.x) NCI_CGAP_Kiu3 Homo sapiens cDNA clone IMAGE:830978 3 2 00E-98
1587 seq 155E}SSSSB?S@[AWOOS'IUB.\}AWOOBWS wvd9207.x1 NCI_CGAP_Gas4 Homo sapiens cDNA clone #MAGE: 950885 3° 2.00E-44
ﬁ},seq 507 gj{5921610{g_b{AF035029.l |AFO35029 Homo sapiens clone MCS6K myosin-reactive Immunoglobutin heavy chain E-123
W gil5SBE1357|cbj|AP000441.1]AP000441 Homo saplens chremosome 11 clone BSB24 map 11912, WORKING DRAFT [¢]
1685.5eq 417{g1|5926703|dbj|AP000516.1)AP000516 | Homo saplens genomic DNA, chromosome 6p21.3, HLA Class [ reglon, 0.13
6a6.sea_ | 5922093|eb|ACO10858.1|ACO10858 | Homo saplens chromosome 15 clone 396_B_8 map 15, LOW-PASS SEQUENG 0.3
1657seq | 506 |2(|5931 439|gb|ACDO7285.3/AC007285 | Homo sapiens clene NHO576P 10, complete seauence 08}
1688.5¢q 496 |1|5935387|emb]ALO4T 391 2]ALDA130 | DKFZpaddBOG17 rl 434 {synonym: htes3) Homo sapiens cONA clone [\
1689560 372|gi|42B5897[2b)Al444995.1 |A1444935 #32b01.x1 NCI_CGAP_Col4 Homao sapiens cONA clone IMAGE:2154505 3 [v)
1691.3e9 365 |2i|5847 785|eblAWD0O0BT 3.1 AW0CD0873 widEH2 x1 Soares_Dieckeraefe_colon NHCD Homo sapiens cDNA clone 4.00E-63]
1692.5eq

1693.5eq 467]gI|6013767|gb]AWO62382. {AWDE2382 | RCO-CT0037-050899-002-DC7 CT0037 Homo sapiens cONA, mRNA sequerd [y
1694.5eq 506 21|5B8261 7jgb|AGD10317.1|ACO10317 | Homa saplens chromosome § clone CITS785KB_BB.J14, WORKING DRAFT 0.61
1695.5eq 506 | 2i|5878778]gb| AW025248.1[AWO25248 | wud5d10.x] NCI_CGAP_Kid3 Homo sapiens cDNA clone IMAGE. 990758 3, 0.
1696.5ea 339/il600622 1|t ACO11107. HACO 1107 | Homo sapiens clone 115,13, LOW-PASS SEQUENCE SAMPLING 0.1
1697.seq 495! il5836192)gbiACO09486.2|ACC08486 | Homo sapiens clone NH0333001, WORKING DRAFT SEQUENCE, 2 unordere: 0.038
1698.s80 4381 gi|5878255|gbIAW024725.1)AW024725 | wu81201.x1 NCI_CGAP_Kidd Homo saplens cDNA clone IMAGE: 990715 3 E-137
1699.5eq 498 | £i|5921614]abiAF0IS031.1[AFO3S03) Homo sapiens clone MCS7K myosin—reactive immunoglobulin light chain 8.00E-96
1700520 356 | gi|5880085|pb|AW026555.1|AWO26555 | ww14hi0.x1 NCI CGAP_Brn23 Homo sapiens cDNA clone IMAGE 930998 & o]
1701 seq 438 | gi{6006519)emb] AL 121584.2|HSBA3BEKI Homo saplens chromoseme 20 clone bAJBRK2, WORKING DRAFT SEQUENCI 0.53
1702.5eq 289 _ﬂl4297834_]§b|Al446813.1[AIMEB]E] #97607.x1 NCI_CGAP_Gas4 Homo saplens cONA clone IMAGE: 2139973 3 E-145
1702520 80| g|5922074|gb| ACOOBOS6.HACO08056 | Homo sapiens chromosome 14 clone BAC 242P2 map 1431, WORKING DRAH 0.58
1704.5eq 317} gi[600T595|gb]ACD11216.1|ACO1 1216 Homo saplens clone 6_F_18, LOW-PASS SEQUENCE SAMPLING 0.094
1705.5eq 186 |g/|5928576|emblAL 110304.2|AL1 10304 | DKFZpS64H2078 r1 564 (synonym: hfbr2) Homo saplens cONA clone E-101
1706 seq 504 |gIS870305(eb|AC010093.1]ACDI0093 | Homo sapiens clone NH0323005, WORKING DRAFT SEQUENCE, 45 unorderd 0.15
1707 seq 316 gil6015390igb]ACO09678.2|ACOD9E678 | Homo sapiens chromosome 8 clone 56.A_4 map 8, WORKING DRAFT SEQUE| 0.024
1709.5eq

1710:58q 501|§|]60151 76|gb|ACODT291.19{AC007291 | Drosophiia metanogaster chromosome 2 clone BACROZI0S {D571) RPCI-98 6.00E-04
1711.58q

17112.5¢Q 503 | gl}5837998|eb{ AI991095.1]A1991 085 wu38a04.x] Soares Dleckgraete_colon NHCD Homo saplens cDNA clone 0|
17t3seq 459 |el|5886181[gb|AW027425.1|AW02T425 | wvT3f04.x1 Soares_thymus_NHFTh Homo sapiens cDNA clone IMAGE :95GE6! E-169
1714.seq 375gi|5857811|ghlAWD0S033.1{AW009033 _| ws76f02.x) NCI_CGAP_Co3 Horma saplens cONA clone IMAGE: 2503898 ¥ 1]
17155eq - 503 |i|6001955|gb] ACH0205.3]ACO10205 | Home saplens clone RPCN 1-285€23, WORKING DRAFT SEQUENCE, 66 unoy E-159
1716.5eq 500 2i|5883634|eb|A19806086.1|AI980606 pat pk0027.h11.F chicken activated T cell cDNA Galus galius cDNA 9.00E-74|
1717.seq 403 |4l[59283%0)erblAL038233.2]41038233 | DKFZpS660202 11 566 {synonym: hikd2) Homo saplerns cONA clone 1]
17183eq 477 | gi|5836133tgb[ACO09958.11AC009958 | Home sapiens clone NHO216G09, WORKING DRAFT SEQUENCE, 4 unorderey E-136|
1719.5eq 197 [ 211428454 1[gb|A14465228.1|A1445228 688at0.x1 NCI_CGAP_Coid Homo sapiens cDNA clone IMAGE: 2154138 3° E-107
1720580 454 | gl{5978971 iebl ARCS4109.11AR054109 Sequence t from patent US 5834441 0|
1722.5eq 499|gI{SB74181igb| AWO20651. AW(Q20651 | df12f05.y1 Morton Fetal Cochlea Homo sapiens cDNA clone 0|
1¥23.5eq 512{g1{60101 97lemblAL121718.1]HS)390M24 Homo sapiens chrorm 6 clone dJ390M24, WORKING DRAFT SEQUENC 0.16|
1724.5eq 5021 gl|69356 LD42B79.ALO42879 | DKFZpa3di1622_r1 434 (synonym: htes3) Homo sapiens cDNA clone 1]
1725.5eq 4031 gi|5867133|gh}AW008355. 1JAWC0B355 | wv53hDB.x1 NC|_CGAP _Gasd Homo sapiens cDMA cione IMAGE: 290898 3, £-150
1727589 545 gl 6014404t AL121159. 1HSDIBT2K] Homo sapiens chror 20 clone dJBT2KK7, WORKING DRAFT SEQUENCE Q.01
1728.5eq 263 gil6015252|ghACO1 1500 ACOT 1500 Homo sapiens chromosome 19 clone CITS78SKB_G0E11, WORKING DRAFT § 0.002
172%.2eq 510 @i[190161{gb|M73547|HUMPOLLA Human poltyposls locus (DP1 gene) mRNA, complete cds. )
1729.5eq 510l 190161 |gb]M7 IS4T|HUMPOLLA Human polyposis locus (DP1 gene) rmRNA, complate cds. ]
1730560 469 (21181477 |gh{M14200{HUMODBI ‘Human dlazepam binding inhibttor (DB1) mRNA, comolete ods. [s]
1731380

1733seq 483 |2i{4713939|ghlACODE518.17|AC006518 | Homo saplens 12p13 BAC RPC111-144023 (Roswell Park Cancer Institute Hu .13
1734580 426 | gli3873300{gb| ACOOS82HACO05829 Homo

1735580 Genomic sequence from Human Sa34, comelete sequence [Homw sapiens] 0
1737520 B.taurus mRNA for bovine polyrneric mmunogiobulin receptor S.00E-04
1738.3eq Homo saplens meringioma expressed antigen 6 (colled—colt 2.00E-34
1740.5eq Hurman mRNA, for kidney omithine aminotransferase (EC 2.6.1.13) 0
17413589 Hurnan DNA sequence from clone 468K 18 on chromosome 8324.1-24.3 Ce 5.006-93)
1742.5eq 339|gi|4176442|emb]AL022238.1]HS1042K10 Human DNA sequence from clone 1042K10 on chrormosome 22013.1-13.2. 1.00E-84|
1743580 474 1|984595)dhj|D32058]HUM20D] Human gerie for 2-oxoglutarate dehvdrogenase, exoh 3 sequence 2]
1744560 379 gi|5262657|embiALOB0181.1{HSMB00704 Homo saplens mRNA: cDNA DKFZp4340111 (from clone DKF2p4340111) E-105|
1745.5eq 469

1746.5eq 478 gH|532596(gb|M127 58| HUMIGJ02 Human 1g J chain gene, exons 3 and 4. E-111
1747560 492 i[35219]emb|X52104|HSPE8A Human mRNA for p68 protein ol
V748.5eq

1750.seq 488 [ &i|2335068| g ACO0242B|AC002428 Human BAC clone GS033622 from 5g31, comalete sequence [Home saplens] 0.51
1751.5eq Home saplens decorin {DCN) mRNA >gil181169gb{M1 4218JHUMCSPG 1A O
1752.5eq Human DNA sequence from clone B81W20 on chromosome 20012.1-13 Contay 3.00E-05|
1753.se0 Homo sapiens monccyte/macrophage Ig-related receptor MIR-7 (MIR cI-7)} 1 O0E-44
1754.5eq Hormo sapiens mRNA for KIAADS6Y protein, partial cds 0.39
1755 sea Hoerno sapiens 12q24 PAC RPCI3-424M6 (Roswell Park Cancer ksstitute Humi E-144
1757.seq Horno saplens chromosome 17, clone hRPK.T89_N_11, complete sequence 0.54
1758.580 Homo saplerts vesicle trafficking protein sec22b (SEC228) mRNA 1.00E-10
1759500

1761580 437 g1 55001 4]gb|U1496T|HSU1 4967 Hurnan ribosomal protedn LZ1 mRNA, complete cds. [4)
1762.5eq 387 | gil4827 303{eb] ACDOS06C.2|ACONS060 | Homo saplens clone RGDBSDOA, complete sequence Q.4
1763.50q 220|gl|394767 LOA1311|HS105016 | Human DNA sequence from clone 105016 on chromosome Xn11.3-11.4 Contg 0.056
1764.320 45281|4753272|gb| AC005534.2|ACD05534 | Homo sapiens PAC clone BJ0982E09 from T035-q36, complete seauence 0|
1765.5eq 249 gl ijD3B112.1|HUMMTA Homo sapiens mitochondrial DNA. complete sequence E-136
1 766,540 319 | gi|532596ghb|M1 27 5HHUMIG 02 Human Ig J chaln gene, exons 3 and 4. E-127
V767 500 485 | gi[241477igh|ST467B{ST46T8 heterogeneous nuclear ribonucleoprotein complex K [human, mRNA, [
1768.3eq 430!gi[5728773|raf|NM_006660.1|CLPX) Homao

1769.58q 367 | gil2BR099 | errb|[X55733|HSINTFA4R H.saplens initiation factor 48 cDNA [+
1770.5eQ 136 |
1771580 478 | el 19097 8|ebiM 1 8863HUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, complete O
17723eq 446 gl|5262709] LOB0218,1|HSMB0074€ Homo sapiens mRNA; cONA DKFZp586N1323 (from clore DKFZeS86M1323) E-124
1¥73:seq 454|gi|4506902|ref|NM_003763.1|SFRS3| Homo sapiens splicing factor, arginine/serine-rich 9 (SFRS9) mRNA, E-154;
1774.5eq 448

1775.5eq 168 | gi[2340098| gt ACO02480|ACO0Z480 Hurman BAC clone GS055K18 from 7ptS-p21, complete sequence [Homo sapi oM
1776.5eq 445 | i[29720]emb|X04076iHSCATR Hurnan kidney mRNA for catal. 1]
1777.58q 306/ gi| 1 84250]gb{L 0BO4BIHUMHMGTC Human non-historee chromosomat protein {HMG-1) retropseudogene. E-111
1778.5eq 413 gi{3433796leb| AF086451[HUMZD82E12 | Homo sapiens full length Insert cDNA clone ZDBZES2 E-170]
1779580 459 gi|288741 2jcbi| ABDOTETHABOOY8T9 Homo sapiens KIAADA) § mRNA, cormplete cds E-155
1780.5eq 475 gi|395086|emb] X7T40TOHSBTF3 H.saplens mRMNA for transcription factor BTF 3 [s)
1781.5eq 464 gi| 27807 32|dbil ABOO2B06[AB002806 Homp saplens O5-9 mRNA, complete cds 0
1782 5eq 149 gi|S836161 |eb|ACO0R283 3|ACO08283 | Home sapiens clone NHOSTSGO, complete sequence Q.56
1783580 238 | g{337929gb|M221 46|HUMSCAR Human scar protein mRNA, comptete cds. E-1 Zg
1784 seq 5191331 40(ernb| VOOS5 7| HSIGK] C—terminal part of human kappa—immunoglobulin gene coding for amino 0
1796.5¢q 345 giS708490eb|ACOD4985.2{ACO04885 | Homo saplens ¢lone DJ1165K10, complete sequence 1.4
1757 5eq

1798.5eq V85 |gi[231 3485]gb|AE000555.1]AEQDIOS 5SS Helicobacter pylori 26695 section 33 of 134 of the complete genome 0.046]
1800.58q 416|21j2076716}gb|U3089HHSU30897 Human glutathione S-transferase {P1h) mANA, complete cds [
1802.5eq 482 |gi|4826885|ref|NM_005016.1]PCBP2| Homo sapiens poly(rC)-binding protein 2 (PCBP2) mRNA ")
1803.5eq 486 |21|532596]ab|M12759[HUMIG JO2 Human Ig J chair gene, exons 3 and 4. E-130
1804 .5eq 531 | 2i[37661 24|gb| ACQ0574TIACDOST4T Homo sapiens chromosome 17, clone hRPK.150_K_15. conplete sequence 0.56
1805.5eq 583 | 2i[184847|gb|MEI4IBHUMIGGK Human Ig rearranged gamma chain mRNA, V-J-C region and complete cds. 0
1807.5eq 496 | ei|5032026|ref|NM_005610,1|REBP4| Homno saplens retinoblastoma-binding protein 4 (REBP4) mRNA 1]
1809.seq 461 |gi{1262342|emb]X33334|HSMITG H.sapiens mitochondrial DNA, compiete genome 0
1810.5eq 460! gildS06686irefiNM_001018.1{RPS15] Homo saplens ribosomnal protein 515 (RPS15) mRNA s,
1811529 481 | gi|56491 81 1zb|ACD0OZ041.5[AC00B041 Hoimo saplens 3926.2-27 BAC RPCI11-485.J4 {Roswell Park Cancer Institute 8.00E-05
18125 334 |gi|5123959]gh{ACO07437.16|AC007437 | Home sapiens 12g22 BAC RPCI11-541GY (Roswell Park Cancer Institute Hur 14

¢



18t 3.seq 463 | gi| 189087 8(=b|M18I6JHUMREGA Human islet of Langerhans regenerating protein {reg) mRNA, complete o
18t6.seq 478/ gil4502168iref|NM_003905.L| APPBP1| | Homo sapiens amyloid beta precursor protein-binding protein 1, S9kD [i]
1817.seq 537 gi]181966|eb]M29548HUMEF1 AB Human elpngation factor 1-alpha (EFTA) mRNA, partial cds. ]
1818.seq 491 g/]3319121]eb|]AC003042|ACO03042 Home sapiens chromoseme 17, clone HCIT75G 16, complete sequence [Home E-117
1819.5eq 465 gil5419835{emb|AL0S0327.6|HSJS0701Y Human BNA sequence from clone 9070145 on chromosome 20g13.2-13.33 1.9
1820.5ea 439 | gi|4505784|refiNM_D02633.1|PGM | Home sapiens phosphogiucomutase 1 {PGM1) mRNA 4]
1821.5eq 353 |gi|644480|dbi| 03B 1 2.1 [HUMMTA Homo saplens mitochondrial DNA, complete sequence 3.00E-91
1822.5eq

1823.58q 503 |gl}432358]cbi|D236ED{HUMRS P Human mRMNA for ribosomal protein, complete cds 0O
1824.560 503 | ei[3850076]gb| AFDI7021|AF0S7021 Homo saplens GW112 protein (GW112) mRNA, complete cds E-158]
1826.58q 586 | gi|S042474|eb|AC007790.1|ACOGTI90 | Homo saplens clone UWGC dis310all from 7931, complete sequence 0.62
1827 .seq 561)gi|555853|eb|U1 3369/HSL13363 Human ribosomal DNA complete repeating unit 2.3
1828.5eq 618 2i[5926598]dbilAPODO511.1JAPODOS1T | Homo sapiens genarmic DNA, chromasome 6p21.3. HLA Class | region, D.65
1831.5eq 595 | gi|4506602]ref[NM_002848.1|RPLIS] Home sapiens ribosomal protein LI5S (RPL15) mRNA 0
1832.5eq 664 | gi|4589214|ghb|AF135024.1)AF1 35024 Hermg sapiens katlikrein-fike proteln 4 KLK-L4 gene, partial cds N
1833.5eq 727 | gl|S835387|ref|NC_001807.1)] Hurman mitechondrion, complete genome >glj1944628|gh|J0141 SHUMMTCG {4}
1835.5eq 707 (gi|5360672|dbi|ABG22653.1 [ABO22653 _ | Home sapiens mRMNA for anti-Entamoeba histolytica immunoglobulin [4]
1836.58q 879 £134805;emb}X03299{HSMTLIK4 Human nuclear mitochondrial-DNA-like sequence {clone Lm HS} 2.00E-76|
1837580 8598 [4972129]emb]ALD49832.2|CNS0000G | Human chromosome 14 DNA sequence *+* IN PROGRESS #+# BAC R-63D17, 3.6
1838.5eq 858 &1| 7030888t M27 487 HUMMHDPA Homo sapierns MHC class §l DPw3-alpha-1 chain mRNA, complete cds, D
1840.5ea 640 &i|1478196[emb|X97321|HSHLACWY? | H.sapiens mRMA for human leukocyte antigen C alpha chain o
1841.5eg 29021 189265[g{M7379TIHUMNOVGENE | Human novel gene mRNA, complete cds, E-158]
1844.5eq 495/ gi[5571 4658 |emtALOS0315.8HS1173K17 Human DNA sequence from clone 1173K17 on chromosorne 20. Corrtains part, 0.13|
1846.seq 568 |gl|515771|emb|XBO43?MMTEG2T Mmusculus tex27 mRNA 3.005-99'
1847 seq Horme sapkens ribosomal protel 512 (RPS12) mRNA ul
1849.5eq Home sapiens mMRNA; cONA DKFZp566B023 {from clone DKFZp5668023) ¥ .mE-GS'
1853.5eq Human DNA seauence from clone 873F 14 on chromosome 20p12 Contains 1] D.ES}
1854.5eq 572 | gi|4885681|eb]AC007055.3|]ACC0T055__| Homo saplens chrornosome 14 clone BAC 201F1 map 14924.3, complete 0.15
1855580 630|501 6088(refiINM_001101.2|ACTB| Homo saplens actin, beta (ACTB) mRNA 1]
1856.5eq 800/ e1j4506668|refiNM_001003.1]RPLP1| Homo saplens ribosormal protein, large, P1 (RPLP1) mRNA [+
1B58.5eq 301 [21128333emb X 15804|HSACTAR Human mRNA for aloha-actinin 3.00E-32
1859.seq El}1478196]emb|X97321|HSHLACWO? 1 H.sapbens mRNA for hurmnan leukocyte antigen C alpha chain 4]
1860.seq M37825|HUMDEFSA H.sapiens defersin § gene, complete cds, E-110
1861.5eq 579|g1|4503470|ref|NM_D01402.1{EEF1AT] | Homo saplens eukaryotic translation elongation factor 1 alpba 1 0
1863.seq 360 |gi|3702356|gb{ACO05669)AC 005669 Homo saplens chromasome 3, clone hRPIC165 1 16, complete sequence [Hom 037
1864.5eq AF123462|0DJ526N18 Hormo sapiens BAC526N18 neurexin |Il gens, partial cds E-147
1865.5eq 636 | gi|1028892|emblZ 57661 |HS18IHIR H.saplens CpG sland DNA genomic Msel fragment, clone 183h1, 4.00E-T6;
1866.520 751 [ 2i532596}gb|M12759]HUMIG J02 Human Ig J chaln gene. exons 3 and 4. E-138(
1867.5eq 629 | @i[45081 10[ebtACO0SOTE 2|ACO05076 | Homo saplens BAC clone RG2271.24 from T921.1-g21.2, complete sequence D.GTI
1868.5eq 536 gi|5523836gACD04913.21AC004913 | Homo sapiens clone DJOBTBA24, complete sequence : 5.00E-63
1869.5eq

1870.seq 730] gi|4503T04|reiNM_002009.1|FGF7) Horno saplens floroblast growth factor 7 (b lnocyte erowth factor) o]
1871.seq 731 | i[3367616)embiALD2Z722|H5354N19 | Human DNA sequence from clone 354N19 on chr 6a22. Contains the E-155)
1872.5eq 848 gi{4507512]refiNM_000352.1|TIMP3| Hermng saplens tissue inhibitor of metalloproteinase 3 {Sorsby fundus of
1873.5eq 298 gi|45061 14{ref{NM_000312.1|PROC] Hoemo saplens protein C (Inactivator of coagulation factors Va and 1 ooe—os]
1874.seq 7021 g)|4503020{ref{NM_DCL876.1|CPT1A| Homo saplens camitine paimitoyitransferase i, #iver (CPT1A), 0.75
1876.50q 433]gi|5524737|gb|AF111169.2|AF111189 Homo saplens chramesome 14 BAC contaning gene for HIAAOD759 and other 1 EI
1877.5eq 8761 gH1 508502 |embiz T9224|HSPA26CS H.sapiens flow-sorted chromosome 6 Taal fragment, SCBpA26CS 0.015
1878B.se9 517119097 8|gb|MI18963|HUMREG A Hurnan isket of Langerhans regenerating protein {reg) mRNA, conplete 1]
1879.5eq 1251 glj4512277{dbil ABO19438,1|ABD19438 | Homo saplens DA for immunoglobulin heavy-chain variable region, L 012
1880.seq 5691 gH450491 Bjref|NM, 002273.1|KRTS| Hemo saplens keratin 8 (KRT8) mRNA >gl}40041 5emb]XT4929|HSKRTS 0
1881.5eq 648 gi]1B4918|gb|MEOTS2[HUMIGHAZA Hurman germiine gA2 chaln C reglon. E-169
1882.seq 50| gl|546851 TeblaF111168.2]AF111168 | Homo saplens serine paimitos transferase, subunit IF gene, complete ods: 0.17]
1883.5eq B67 | ll4505604]refiNM_002580.1|PAP| Homa sapiens pancreatitls-associated protein {(PAP} mRNA [1)
1B85.seq 260! gi|38422]emb|X69150.1[HSRPS18 Homo saplens mRNA for ribosomal protein S18 E-112
1886.5eq 683 gi|3843820{gblACOCSE37[ACO0SEI? Homo saplerss chromosome 17, clone hRPK.318_A_15, complete sequence [1)
1887.5eq 6931 g1 877 79]gb|MZ24096[HUMMHCAA Hurnan MHC class | HLA-C-alpha-2 chain mRNA, partial ¢ds, clone 9. 0
1889%.5eq 708|i|5IE06 78| i ABOZ2656.1|ABOZ2656 | Homo saplens mRNA for anti-Ertamoeba histolytica Immunogiobulin 1]
1891.5eq 437 gH181532|gb|MI7925{HUMDEF 54 H.sapiens defensin 5 gene, complete tds. ' E-109
1891.5eq 279!gi|4165269|emblAt225T82|HSSYBL1E | Homo saplens SYBL1 gene, excns 6-8 0.28]
1892.seq 6731{gi482908]eblL 15533/ HUMPAP Hormo saplens pancreatits: lated proteln (PAP) gene, cormplete cdy. 0
1894.5eq 8714885590 ref|NM_005410.1[SEPP1) Homo sapiens selenoprotein P, plasma, 1 {SEPP1} mRNA [y
1895.5eq 5321 gi|4502284|ref|NM_001681,1|ATP2AZ} | Homo sapiens. ATPase, Cat+ transporting, cardlac muscle, stow twitch 2 [1]
1896.460 537 | gi3319676/embJALD22157)HS323P24 | Human DNA sequence from clone 323P24 on chromosome Xp11.21-11.23 E-175
1897.5€9 485 gi|3090700)gH{ACO04622IAC004622 | Homo saplens chromosame 5, PAC clone 170mi0 (LBNL HB3), complete 0
1898.5e9 656 i|5016002|refiNM_000108.2|DLDY Homo saplens dihydrolipoamide dehydrogenase precursor (E3 component [s)
1900.5eq 471 g52133911|ghjAC000334ACO003%4 Genomic sequence from Human 9q34, complete sequence [Homo saplens) E-174
1901 .seq 410 gi|5931501 |chilAPO00S23.1[APO00523 | Homo saplens genormic DNA, chromosome 22q11.2, Cat Eye Syrdrome region] .43
1902.58a 661 | 2i| 23604 ernbiX56932|HS23KDHBP H.sapiens mRNA for 23 kD highly basic protein [
190350 536 | g1895839]emb|[%79882|HSLRPGENE H.saplens p mRNA >gi|3712923]emb|AS6918.1]A56918 Sequence 1 from 0
1906.58q 640[gi|5419825|emblALD49797.B|HSJ661G 13 Human DINA sequence from clone 661G 12 on chromasome 1q25.3-31.2. 0
1907 5eq 611 |gl|1569548|dbijD841 081084108 Homo saplens mRNA for REP~MS/type 2, cornplete cds 4]
1908.5eq 298 |g)|5901 895(ref|NM_006886.1]ATPSE] Hormo sapiens ATP synthase, H+ transporting, mitochondrial F1 E-141
1809.5eq 606 |2Il4507676iref|NM_003298.1|TRAY Homo sapkens tumer rejection antigen (gp96) 1 (TRA1) mRNA E-135
1910.seq 450 | 2lf4503304iref|NM_001626.1| DEF AB} Homo saplens defensin, alpha B, Paneth cell-specific (DEFAG) mRNA a
1911.5eq 637 | gli441 402{emb|XT2467|HSIGKLV46 H.saplens MRNA for rearranged lg kappa light chaln variable region 0
1912seq 605 |gli4753268Ieb|AC006352 3| ACO06352 | Homo sapiens clone DJ1044J09, complete sequence E-154
1954.5eq 725 |gi|5442035]gh| AF109126.1 [AF108126 Homo sapiens stromal cefi-derrved receptor-1 beta mRNA, complete ods E-153
1515.5eq 768 |ei|4204701 |t ACO06088|ACO06083 Homo sapiens 12q24.1 PAC RPC13-305120 (Roswell Park Cancer Institute [y
1916.seq 35) |gl|4557228jref|NM_001087.1[AAMP| Homo saplens anglo—-assoclated, migratory cell protem {(AAMP) mRNA 7.00E-95
1917.5eq 844/ gil4503606|ref|NM_000126.}|ETFA| Homo sapiens electron-transter-flavoprotemn, alpha palypeptide (t]
1918.5eq 476 gl|3882292|d0i|AB018329.1]ABD1B3ZS 1 Homo saplens mRNA for KIAAOTSE protein, partial cds E-127
1919.5eq 666 |£i[4972121|emb|ALO49776.2[CNS00001 | Human chromosome 14 DNA sequence ¥+ IN PROGRESS #++ BAC R-B5K15 5.00E-05
1920.5eq 311i|4757755|refiNM_D04038.1]ANXAZ| | Homo saplens annexin A2 {ANXAZ2), mRNA >gl)219908|dtj|DO00T 7[HUMLIC E-166
1621.5eq 205 gi|3688100]gb]ACO0ST02JACO05T02 Hormo saplens chremosome 17, clone hRPICI T8 _C_3, complete sequence [Hor 0.076
1922.seq 856 | g![2961443|eblACO02350|AC002350 Homo saplens 12q24 PAC RPC13-424M6 (R: il Park Cancer Institute Humy 0.92
1924.5eg 535 gi|5540113|gb|ACO08080.1|ACO0SDB0 | Homo saplens clone UWGC:dis34 from Tp14-15, complete sequence 3.56]
1926.5eq 499 gl|4758043|refiNM_004074.13C0OX8| Home saglens cytochrome ¢ oxidase subunit VIl (COXB), nuciear gene 0
1927.seq 371 | gil4557324refiNM_000041.13APOE| Homo sapiens apolooorotein E {APDE) mRNA £-104
1928.5eq 589|gl|5050957lemblAL031708.10{HS316G 19 Human DNA sequence from clone 316G 12 on chromosome 16. Contains the [+
1929.52q 574|gl|5725511 [gb|AFO72097.1]AFO72097 | Homo saplens beta—2 microglobulin gene, complete cds 4]
1930.seq 656 gi|S306222|gh| AC007541 .9]ACO0T541 | Homo saptens 12a024,1 BAC RPCH1-41209 (Roswelt Park Cancer Institute o
1932.5eq 597 | gl|532596|gb|M127 59{HUMIG 02 Hurrian g J chain gene, exons 3 and 4. E-174
1933.5eq 597 | gi|5565654|eblAFOT T188.1]AFQ77 188 Homo sapiens cullin 44 (CLA4A) mRNA, comolete ods [+]
1934.5eq 8441 g1|4504482|ref|{NM_000134.1|HPRTH Hemo saplens hypoxanthine phosphoribosyitransferase 1 {1 esch—Nyhan 8]
i936.seq 581 | gi|5835387|ref{NC_001807.1]t Hurnan mitochonddon, complete genome >gil1944628]gbt)0141S|HUMMTCG 0|
1937.5eq 781 | 2i|5826298|emb|AL111679.1JCNS019IF | Botrytis cinerea strain T4 cDNA library under conditions of 3.3
1338.5eq 569 |gi{4630756|gb|AC006544.19|ACO0ES44 | lete sequence [Homo sapiens] 0.038
1939.5e 293 |g14503304)refINM_D01926.1[DEFAG| | Homo sapiers defensin, aksha 6, Paneth cell-specific (DEFAS) rmRNA 3.00E-72|
1940.5e9 167

[1941.5e0 691 |2]3043579|db|ABOT1 T0G/AB011100 | Homo sapiens mRINA for KIAAOS28 protein, complete cds 1
1944.seq 185 ei|6005861 [refiNM_007208,1|RPMLI| Homo sapiens rib [ protein, mitochondrial, L3 (RPML3), mRNA T.00E-32
1945.5eq 272 gl 4557520 refiM_000398.2|DA1| Homa sapiens oiaphorase (NADH]} {cytochrome b-5 reductase) (DIA3), 3.00E-25
1946.58q 524 |gi43143304gh|ACOOSBT4ACO05874 Homo sapiens chromesome 10 clone CYT9B7SK-1175G20 map 10q25.2-10g2% 0.55
[1948.5eq | 605 | gi|532596]eb]M 12758 HUMIG JO2 Hurnan Ig J chain gene, exons 3 and 4. E-173
1948 sea 240 |gi4314424|gb|AC0061 57|ACO061 57 Homo sapiens BAC clene NHO414C23 from Y. comptete sequence [Home 0,001
1950 509 £34|gi15679750/embjALDZ3BO7T.6HSS525LE | Human DNA sequence from clone 525L6 on chromosome Bp22.3-23. completd 0.014]
1951.5eq 95| gil1399085!gb|U43701|HSL43701 Hurnan ri

&



1952.5eq 141 | gI|5672603| il ABOZ3G48 1AB023048__| Homo sapiens genorric DA, chromosoms 621 3, HLA tlass | region, 5.00E-72
1953 5¢q 198 |gi[3366582|gb]AC005324|ACD05324 Homo's

1955.3ea 536|8i|4503796{refiNM_000146.1[FTL| Homo sapiens ferritin, light polypeptide (FTL) mRNA o
1956.seq 522 [gl|35456femb|X54629|HSPHL1 Human pHL-1 gene Is a c-myc oncogene contairmg coxlll sequence 4]
1957.seq 437 gil45066BB[refiNM_00'019.1JRPS15A} | Homo saplens ribosomal protein S15a (RP515A} mRNA 4]
1958.seq 761 |gi[5901975|refNM_C07069.1JHREV107) | Homo sap

1959.seq

1960.seq 126|gi]1037352|emblZ64530{HS 133HIR H.sapiens CpG island DNA genomic Msel fragment, clone 133h3, 3.00E-48)
1962.5eq 548|gil450351B|refNM_003754.1|EIF 355| Homo sapiens eukaryotle translation initiation factor 3, subunit 5 0
1963.5eq 547 | gil4887253|eb]ACODES559.6|ACCO6559 Home sapiens 12p12 BAC RPCI1-501E24 (Rosweli Park Cancer Institute Hul 0
1965560 346 gi{135363|eb|MB7790{HUMIGHEPAL Human (hybridoma H210) anti-hepatitis A immunoglobulin lamixda chain E-134
1966 56 383|g!|600580g|refiNM_007181.1[MAP4K1| | Homo sapiens mitogen-activated protein kinase kinase kinase kinase 1 E-107
1868 sea 460 gl|3702283|eb]ACOOSTBBIACO0STSER Homo sapiens chromosome 19, cosmid R26652. complets sequence [Hormg 012
1969.5eg 193 2i}4503698|refINM_002006.1|FGF2) Horno sapiens foroblast growth factor 2 (basic) (FGF2) mRNA 3.00E-40
1570.5eq 460 gijd982556]gb| ACD05921.3]ACO05921 Homo sapiens chromosome 17, clone hRPK.284_J_22, complete sequence E-119
16715ea 547 | gild455014|gblAF113131]aF113131 Home sapiens host cell factor homolog LCP mRNA, complete cds o
1972580 66%|21|886277|gb|L40823|HUMDNL 1LA Homa sapiens muscle—speciic DNase-Hke (DNL1L) gene, complete cds. 0.0¢
1573.5eq 386 gil184743|gb| JOOZ20HUMIGCCE Homo saplens kmmunoglobutin alpha-1 heavy chain constant region D)
1974.5eq 78518|2529723|gb]AFOQ1BOIBETAZ Human MEN1 regicn clone epsilon/beta mRNA, 3° fragment o
1975seq 655 iiEg&A:i?G[e‘TbMLOﬁNGE.!]HSMM Homo saplens mRNA; cDNA DKFZp586B2022 (from clone DKFZp58682022) af
19775eg 359 | gl{3483368lebl AFDE5602HHUMYW23IEDS | Homo sapiens full length insert cONA clone YW23IEOS E-114
1578.seg 555 gil4321975]eb] AF058235|AF 068235 Home sapliens barrier-to—aytontegration factor mRNA, complete cds 0
1979.58g 569 glia502804lrefiNM_001275.1[CHG A Homo saplens chwormogranin A (parathyroid secretory protein 1) E-121
1980.5eq 632|gi{4191318(eb] AFO446TOAF 044670 Hore s

1981 38q 6544 21j482651 5lemb{Al 035699,.4|H873H22 | Human DNA sequence from clone 73H22 on chromosome 6a23, comolete 0.011
1982 5eq 625|&l)182976]abiM33137[HUMGAPDH Hurnan glyceraldehyde—3-phosphate dehydrogenase (GAPDH} mRNA, 0
1983 5eq 866|g1]157507]ab{M27937|[HUMMEA Human male—enhanced antigen mRNA (Mea), complete cds. 0|
1584.5eq 58944758243 refiNM_004105.1|[EFEMP1{ | Homo saplens EGF-containing fibulin—#ke extraceliular matrix 3]
1985.5eq 523 | }2224556(cbilABO023I0E| ABOO2 306 Human mRNA for KIAADI0B gene, partlal cds [1]
1986.5eq 445 | 21)5668665lemblal. 10961 8.1jHSJ775C 13 Human DNA sequence from clene T75C13 on chromoseme 20p12.1-13, compl 0.47
1988.5eq 526 | gl]532596|gb]M 12755 HUMIG JO2 Hurnan lg J chain gene, exons 3 and 4, E-174
1989.5eq 852 gl[4508148tgb]ACO04876.2)ACOD4876 Homo sand PAC clone DJOTATGI8 from 7g22-31.1, complete sequence 9.00E-59|
1990580 550 gll4507358ireiNM_003186.1[TAGLN| | Homo sapiens transgelin (TAGELN) mRNA >gil177174|gb|MI5ST87|HUM225M [s]
1991 seq 393|gil4506622{refiNM_0ODD988.1|RPL2T| Homo sapiens ribosomal protein 1L.27 (RPL27) mRNA 0
1992.5eq 582 gi|532596(gb{M12755(HUMIG JO2 Human Ig J chain gene, exons 3 and 4. E-166
1993 580 539 gi|3954852]embiA J010446/HSAC10446 | Homo sapiens MRNA for immunagiobulin kappa light chalnant-RhD, 0
1994.5eq 418|gl[2326193gb] AF000137|BTAF000137 | Hos taurus connective tissue growth factor precursor (CTGF) mRNA, 0.44]
1995.5eq 682|gl|531825]ghil)1 2022{HSCALMG 2 Hurnan calmodulin (CALM1) gene. exons 2.3.4,5 and 6, and cormplete cds E-172
1996580 562|gl|4507 1 94jrefiNM_003128.1|SPTBN1] | Hormo sanlens spectrin, beta, non-eryﬂrocﬁlc 1 (SPTBN1} mRNA 0|
1997.5eq 419(g1|2647 72| gb] S64005{S 54005 h i beta—10 [man, lanoma cell ke, mRNA, 4563 Of
1898.5eq 543 g1}4884321 }emblAL 050085.1JHSMBO0414 Homo saplens mRNA; cDNA DKFZp434M211 {from clone DKF2Zpa34M211) 0l
1998.5eq 526| gH532596]|gb{M12759[HUMIG JO? Human Ig J chain gene, axons 3 and 4. E-136
1999.5eq 552 gl|285862|dbj| 014696 HUMORF13 Hurman mRNA for KIAAD108 gene, complete cds ol
2000.3eq BE | gil4557808)refINM_0002T4.1|0AT] Hemao sapiens omithine aminotransferase (OAT), nuclear gene encoding 0|
2001 seq 554 gl|583538TrefiNC_001807.1]| Human mitochondrion, complete genome >gi|1944628{gbl 0141 S{HUMMTCG o]
2002.5eq 407 @[483851 Blgb|AF132047.15AF132047 | Homa sapiens foocen-m mRNA, complete cds of
2003580 T06|gi|4557B32irefiNM_000282.1|PCCA| Hemo sapiens Proplony-Coenzyme A carboxylase, alpha polypeptide (ﬂ
2004 580 423

2005.580 613 gi| 300457 2)gb| ACOD4520|AC 004520 Homno sagiens BAC clone RG119C0Z from 7p15, complete sequence [Horme 1]
2006.5eq 335/ gi|36133|emb{XB6699|HSRPLITA H.saplans mRNA for rib | protein L37a 4
2007 seq 5871|401 844|ghlL 05093[HUIMRIBPROD Homo sapiens rbosomal protein L18a mRNA, complete cds of
2008 .5e0 70| gi|339553|gb{MEOS56|{HUM TGFB3B Hurman transforming growth factor beta-3 gene, 5' end U.?GJ
201 0.seq 684 gil 45034 T0jrefihiM_CO1402.1{EEF1AY Homa sapiens sukaryotic translation elongation factor 1 aipha ¥ 4]
2011 .5eq 556 | gi|984142femb| X89401|HSL 21 PROT H.saplers mRNA for large subunit of ribosomal protein L21 Q
2N 2seq 602 | gi[ 2588608]gh| ACO03093|AC003093 Human BAC clone RGIZSFO2 from 7p15, camplete sequence [Homo sapiens) 0
201 3.seq 628 | gil4506362|ref|NM_00300T.1|SDHC| Homo sapiens succinate dehydrog , subunit C, integral L4
2015.5eq 623 | gi|184847|@b|M53438|HUMIGGK Human g rearranged gamma chaln mRNA, ¥-J-C reglon and complete cds. o
2016.5eq 845 | gi| 181569 eb|MB0S36|HUMDIPEPIV H.zapiens dipeotidyl peptidase [V (DPP4) mRNA, comoleta ods. 09
2017.5eq 680 | gi189920igh|M11968|HUMPGIKAT Human X-lnked phosohoglvcerate kinase gene, exon 11, )
2019.5en 450 | wi303787 1 |e¥ACO03663|ACD0IEE3 Home saplens chromosome 17, clone HCITB7G 17, complete sequence [Homo L4
2020580 393 ﬁm&slﬁwmﬂm.l |AFD77043 Homo saplens 608 ribosomal protein L35 mRNA, complete cds O
2022 580 507 | gil45066B0jref|NM_DO1015.1|RPS11] Homo saplens ribesomal protein $11 {RPS11) mRNA of
2023.5eq H.saplens mRNA for 23 kD highly basic protein 9
2024589 Homo saplens fragile X mevital retardation syndrorme protein (FMR1) gene, OI
2026 seq Hornan DNA seauence from clone 821011 on chromosome 22012 .3-13.1, 0.18
2028.seq Homo saplens DINA for amyloid precursor protein. complete cds 021
202950 Human mitochondrial genes for several tRNAs (Phe. Val, Leu) and 128 [y
2030.5eq Homo sapiens ribonuciease P {144D) {(RPP14), mRNA )
2031.50q Human MHC protein homaotogous to chicken B complex protein mRNA, E-177
2032.seq Homo sapiens moesin (MSN) mRNA >gi[1 BB525|gb|MES0GE|HUMMOESIN Hun| L
2033.5e0 Homo sapiens lymphacyte adaptor protein (LNK) mRNA o]
2035.seq Homo sapiens protein phosphatase 1, catalytlc subunit, gamma 1.00£- 70|
2036.5eq 668 |gil4914350|gh|ACCDE581.16{ACO06581 | Homo sapiens $2p21 BAC RPCI11-258018 (Roswell Park Cancer Institute 0.18
2037 seq 461 |eil4557770|ref|NM_000256.1[MYBPC3] | Homo sapiens protein C, cardiac (MYBPC3) mRNA L]
2039.5eq 568 | gi}3126777|eb|ACC04590|ACO04580 Horma sapiens chromosome 7, clone hCIT.22 K _21, complete seauence [Horm 0.01
2041 seq 371|gI|3201 899|D|AFOGT420{AFOBT 420 Homo sapiens SNCT3 protein (SNCT3) mANA, cormolete cds 5.00E-62|
2042 seq 533|&l[4759261 |refiNM_004275 3§ TRFPY Homo sapiens TRF-prowdmal protein {TRFP) mRNA o
2043 seq 672 1{5924006|emb|ALDZ4498.12]HS417M 14 Human DNA sequence from clone 417M14 on chromosome 6023-25.1, compld 3]
2044 .seq 618|gl{5689566ldbjAB025038.1]ABD29038 | Homo sapiens mRNA for KIAATT1S5 protein, comolete cds E-137]
2045.58q 606 gi}3059064|embl 297181 |HS95C20 Homo sapiens DNA sequence from PAC 95C20 on chwomosome Xp11.3-11.4, 2.00E-22
2046.500 421

2047.5eq 624|gl|6002954leb|AFTTIBTT.IAF1T18TT | Homo sapiens cleavage and polyaderation specificity factor 73 kDa 1.00E-97
2051520 472|gl|5835387(refiNC_001807.1}f Human r hondrion, complete genome >gl| 1944628;gb]J01 41 SHHUMMTCG o
2052.5eq 523 el|5931439teb| ACOD7285.3{AC007285 | Homo saplens clone NHOST6P 10, complete sequence 0.55
2053.580 597 | gi|338738|sbiM1 2423| HUMTCAXE Human T-cell receptor active alpha-chaln mRNA, complete cds, from —Di
2054.5eq 232| gil4507 358 refiNM_003186.1| TAGLN| Homo saplens transgelin (TAGLN) mRNA >gi|} 77174]gb|M35 78T |HUMZ2SM 1.00E-36)
2055.5eq 4551 gil4456457 |emb)Z 99716 4[HS5250010 Human DINA sequence from clone 250010 on chromosome 22. Contains the O
2056.5eq 641, gi[2859701dbi| 31 3510.1 |HUMPAFC Homo mMRNA for PAP homologous protein, complete cds »)
2057 2eq 214{gi|2343108|gb| AFOD42301AF 004230 Hormo saplens monocyte/macrophage Ig-related receptor MIR-7 (MiR cl-7}) E-109
2058.5eq 592 |i[4557316[refiNM_001 157 1JANX11[ | Homo saplens annexin XI (56kD autoantigen) (ANX11) mRNA 0
206,580 353 | gi[4204244) 2| ACO04801 |ACO04801 Homo saplens 12a13,1 PAC RPCI1-228P16 {Roswell Park Cancer Institute 9.00E-73
2062.5eq 881 |gi4504438|ref{NM_002134.1{HMOX2| | Homo sapiens heme oxygenase (decycing) 2 (HMOX2), mRNA E-111
2064 seq 370(gi{337529|ab|M22146|HUMSCAR Human scar protein mRNA, complete cds. 0
2065.se0 276 gil4926888|gbjACO06387 IJACO063B7 | Homo saplens clone RGIG0L10, complete sequence 0.28
2066.seq L Homo sapiens 3026.2-27 BAC RPCI11-436A20 (Rosweli Park Cancer Institut E-106
2067 .seq Human RNA polymerase H elongation factor ELL2, complete cds 3.00e-17
2068.58q £86 [gija504184{ref|{NM_000853.1|GSTT1] Home saplens glutathione S-transferase theta 1 (GSTT1) mRNA Q
2069.seq 56221142401 88| dhj| ABO20657 1| ABO20657 | Homo sapiens mARNA for KIAAQBS0 proteln, complete cds 0
2070.seq 340 2i}35401 72|eblACOOS608] ACOOS606 Homo saplens chromosome 16. P1 clone 109-8C (LANL), complete sequence E-141
2071.seq 557211510301 9{chjlAPO003S5.11APOOD35E | Homo saplens genomic DNA, chromosome 22a11.2, clone KB1995A5 23
2072.seq 603 |21|1450491 BirefiNM_002273.1|KR TS| Homo sapiens keratin § {KRT8) mRNA, >&l{40041 5lemb|X74929{HSKRTS 0
2073.5eq 5162ij4835608]cbilAP000239. 1{APDO0233 | Homo sapiens genomic DMA, chromosome 21a22.1, D21 5226-AML regien. E-142
2075.5eq 654 i]533070]dbi| D33524[HUMSN Human mRNA for 5" leotidase 0
2077 seq 609 gi|2809270}eb|ACO02349}AC002349 Homo saplens Xp22 PAC RPCI1-167A22 (from Roswell Park Cancer Center) 25
2078.5eq 649gi[337186{gbiM251 71 [HUMMTC DK Human mitechondrion cytochrome oxid; subunit |1 {COH), Asp-tRNA 0
2079.5eq 85 | il 3043675|dbjlABC 1 148|ABGT 1148 Homo sapiens mRNA for KIAAGSETE protein, partial ods. 1.00E- 43|
2080.5eq 887 |8i|3954884|emb|AJ01 0442fHSAD10442 | Homo sapiens mRNA for immuncglobulin kapea #ght chain, anti-RhD, ?i
2081 .5eq A72|gi{4455493ernblAt 031 316.2|HSIBEC10 | Human DNA sequence from clong 28010 on chromosome 1932.2-41 Containg 2]
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2082.5eq 328 | gi|577314]dbilD42084| HUMKIAAD Human mRNA for KIAADGS4 gene, partial cds E-178
2083.589 673 | gi|4757825|ref|NM_004048.1|82M} Homo sapiens beta-2-microglobulin (B2M) mRNA o]
2084.5eq 693 {gi[546830|eb] S71022|$71022 neoplasm-related €140 product Thuman, thyrold carcinoma cells, 0
2085.5eq AD5 |&1|285970{dbi|013510.1 [HUMPAPC Homo saplerns mRNA for PAP homologous protein. complete cds 0
2086.5eq 723 &i{5901969]|ref|NM_DO689S 1JHNMT] Home sapiens Wstamine N-methyltransferase (HNMT), mRNA 0
2087 seq 284 ] 2)|5103045|cbj| ABO28624.1|ABO2B624 | Homo saplens mRNA for mitochondrial ATP Synthase subunit e, partial E-151
2088.5eq £18|g|187701 |gh|M24194HUMMHBA123 Human MHC protein homologous to chicken B complex protein mRNA, 0
2089.5eq 667{gl{5174504}ref|NM_005899,1[M1752] Home sapiens membrane component, chremaseme 17, swrface marker 2 Y
2090.seq 560 | g1]4210521&b}ACO04596|ACL04536 Homo sapiens chromosome 17, clone hCIT.175_E_5, complete sequence [Hom 0.7
2091 .5eq 722 | gi|1812286|gb|M22865|HUMC YBS Hurnan gytochrome b5 mRNA. complete cds. o
2082.5eq 482 ] gil4827147]dbilAP000209.1|APO00Z09 _ | Home sapiens genomic DNA, chromosome 21922.1, D215226-AML region, ¢l E-108
2094 seq 487 | gi[33665911eblAC002120]AC002120 Home saplens chyomosome 8g34, clone 1B2E8, comaplete sequence [Homo 9,00E-06)
20895500 479 | 4504766} refiNM_002211.1]ITGB1| Homo saplens Integyin, beta 1 {fibronectin receptor, beta E-153
k2096.5eq 612 gi[4884308]ermb|ALO50183.1|HSMBD04TY Home sapiens mRNA: cDNA DKFZp586A2223 {from clone DKFZp586A2223) 0
2037.5eq 569 [£)|5123747jemb|ALO35562.14|HS 106504 Human DNA sequence from clone 106502 on chromosome 20p11.21-11.23. 08
2098.5e9 $62 | gi|t81226]gbj M228B5|HUMC YBS Human cytochrome b5 mRNA, comolete cds. [s)
2089 seq 606 £i|4758027|refINM_004369.1{COLEA3] | Homo sapiens coliagen, type Vi. alpha 3 (COLEA3) mRNA 0
2100.5eq 276 | g1|4308817)ebJAC0O06315[ACODE315 Home saplens PAC clone DJOSIOFO1 from Ta33-q35, complete sequerce [Ho 5.00E-06/
2102.5eq 637 | gi|4507952|refiNM_003406.1YWHAZ] | Horne saplens twrosine 3-monooxygenase/tryptophan 5-monooxygenase E-160]
2104.seq £29 | g1]3510235|gb]ACO0S580{AC 005580 Homo sapiens chromoseme. 19, cosmid F15394, complete sequence [Homo 037
2106.5eq 500 | gil452059]gbiL27560[HUMIGFBR5X Human insulin-like growth factor binding protein 5 (IGFEPS5) mRNA. £-100]
2107.5eq 673 | &i|184250]gb|t DRO4B|HUMHMG1C Human non—histone chromosomal protein (HMG-1) retropseudogene. 1]
210B.5eq 464/ gil4506700]ref|NM_D01025.1{RP523] Homo sapiens ribosomal protein 523 (RPS23) mRNA 0
2100.5e0 604 | gi]5081650)bACQ05158.2jAC008158 _ | Homo sapiens clone GS250MN06. complete sequence 0.64
2111.5ea 417 gi]4503304|ref]NM_001926.) |DEFAG Homo saplens defensin, alpha 6, Paneth cell-specific (DEFAG) mRNA [
2112.seq B657 [gi|l4920666]ebAF 151857 1JAF 151857 | Homo saplens CG =99 protein mRNA, © cds 0
2113.5eq 401 [glI532596]gb|M1 2759 [HUMIG 102 Human Ig t chaln gene, exons 3 and 4. E-175
2114Seq 374 gil4506724|ref|NM_DO1007.1JRPS4X] Homo sapjens ribosomal protein S4. X-linked (RPS4X) mRNA 4]
21155eq 398 gli2564323|dbj| ABODEE26|ABOOGEZE Homo saplens mRNA for KIAAQZBS gerie, complete cds 8.00E-95
2116Seq 389 ﬂlBBOQLgblMZESIB]HUMMYLCB Hurman non-muscle myosin alkal lleht chaln mRNA, 3 and. [s]
2118S5eq 395 !51]1028944(embZ 5TT13{HE101C11F H.sapiens CpG island DNA genomnic Msel fragment, clone 197c11, 1.00E-50
21195ea 397 kI3 ACOO4543|AC 004549 Homo saphens BAC clone RG459N13 from To1 5, complete sequence [Homo [+]
21205eq 275 | g1 TT3032tebiUS0024|HSMC PAD2 Human monacyte chemoatiractant protein 1 receptor gene, two E-99
21245¢q 387 |gl|16657 7dichi|DBT 443]D87443 Human mRNA, for KIAADZ54 gene, complete cds. 0
21258eq 342 | gi]1 8901 9|gb|M22918|HUMMYLCE Human non—-muscle myocsin atkali light chaln mRNA, 3 end. E-168
21265ea 310|2i|337297]ab{M 10546 HUMMTM] Human mitochondrial DNA, fragment M1, encoding transfer RNAs, 8.00E-98
2131Seq 371 |ei]1 7902350 ME443T|HUMARP S Human aolipoorotein Al regulatory protein (ARP-1) mRNA, comolete 2.00E-30
21325eq 347 |ei|4506640)refiNM_0D0S97.1[RPLITE Homo sapiens ribosomal protein L37 (RPL37) mRNA 0
21335eq 395 | gij24147Tigh{ST467HIS746TE heterogeneous nuckesr ribonucisoprotein complex K [human, mRNA, 2302 E-16$
213458q 3655 | gi|) 136435)dbij080010|D80010 Hurmian mRNA for KIAAD1BE gene, partial cds [a]
21355eq 395 | gi|3643808|gb| AFOE2346|AF 062346 Homo sagiens zinc finger protein 216 splice variant 1 (ZNF216) mRNA, 0
21365eq 366 | gil S008|gb| AF 143866.1|AF 143866 Homa sapiens clone IMAGE:1 10987 mRNA sequence 3.00E-08
21375eq 371 |gi|2781407|eb|US2089|HSUS2989 Homo saplens clone DT1P1E11 mRNA, CAG repaat reglon 0
21415eq 331 |gl|165573|gb|ME2755|POFST4C 11 Potato 4-coumarate—-Coh ligase (St4C1-1) gene, complete cds. 1.3
2144%eq 370| 21| 35487 85| eb] AC00561 BACDOS618 Homo saplens chromosome 5, BAC clone 24905 {LBNL H1439), complete 0.087
21485eq 370|l[532595|gb|M 12759 HUMIG J02 Human Ig J chain gene, exons 3 and 4. E-124
21475eq 398 | 21[1034701|embjz62323|HSETBIOF H.sapdens CpG island DNA genomic Msel fragment. clone 67b10, 2.1
2148Seq 367 [ 2112104332(gbiLI951 18jMMUSS118 Mus musculus Pafaha/Lis1 exon 2 and Pafaha/List exon 2, complets 15
21495eq 366 g1|3334380ieblACO05306|ACO05306 Homo saplens chromosome 19, cosmid R27216, cormplete sequence [Homo 1.00E-O7
21508eq 378 |gl)1 B2976|gbjM3I31 97| HUMGAPDH Human ghyceraldehyde-3-phosphate dehydr (GAPDH) mRNA, [+]
2151Seq 366 | &il4503304]ref|NM_001926.1|DEFAS Hormo saplens defensin, alpha 6, Paneth cell-specific (DEFAB) mRNA 4]
21525eq 366 214503304 refiNm,_001926.1[DEFAS] Horno saplens defensin, alpha 6, Paneth cell-specific (DEFAS) mRNA o]
21605eq 270|2i|5174698|ret{NM_006074.1|STAF50] Homo saplens stimulated trans-acting factor (50 kDa) (STAFS0} mRNA B8.00E-14|
2161.5eq 211 | gH3046308|gb|ACO0454B|ACO0D4548 Homo sapiens PAC clone DJ1182N03 from 7a11.23-921.1, complete sequency 0.2t
2162.5¢0 429 gi|2654487|sb|U92262|HSU92262 Human doparmine transsorter (RAT1) gene, promoter region, exons 1 and 0.45
2164.5eg 864/ gi|3882272|dbj[ABO1 8319.1JAB0G18318 | Homo saplens mRNA for HIAADTTE protein. partial cds 4
2166.5eq 4781 gl|534B3B5|gb|AC006111.2JACD061 11 Homo saplens chromosame 16 clone RPCI-11_461A8, complete sequence 1)
2166.Sea 3B3 | gi[1 161 564|emb|Z6BT46|HSQ2T Human DA sequence from cosmid Q27, chromosome region 11p15.5 1.6
2167.5eq 485 gI[5001 542}gb|ACO04947 2IAC004347 | Homo sapiens clone DJ1007F24, complete sequence 0.033
2168.5eq 392 | gitS08477| &b L20569|HUMC YP7A01 Homo saplens cholesterol 7 alpha—hydroxylase (CYPT) gene, §° 16
2170.5eq 567 jgif32821671gbACOI521 JAC0056213 Homo saplens chromosome 5, BAC clone 84E9 (LBNL H120). comolete 0.002
2175.5eq 538 |2H33737]emb|X5TBIGHSIGVLO2S Human rearranged Immunogiobulin lambda light chain mRNA 2.00E-44
2172.5eq 455 | g1|13320449]gb| AFOS 9650 AF 059650 Homo saplens histone deacetyiase 3 (HDAC3) gerte, complete cds 0,4_8_’
2173.5eq 397 |H5225311 |gb]AFDT2441.1|AFGT 2441 Homo saplens calcineurin binding protein cabin 1 mRNA, complete cds 0
2174.5eq 155
21755ea 272|gi4775633] 1681.13HSB62KE | Human DNA sequence from clone 862K6 on chrornosome 20at2-13.13. Conta t.1
2176.5eq 519/|gi]1 3000jemb| X62996|MIHSGENOM H.saplens pitochondral genome (consensus sequence) 0
2177.5eq 435 gil4507942|refiNM_003400.1{XPO1) Homo sapierts exportin 1 {CRM1, yeast, homolog) (XPO1) mRNA E-176
2178.5eq 527 | gl|5823553]gblAF180920.11AF 130920 | Homo saplens cyclin anla-6a mRNA, cormolete cds InplELE sEquEncE?.2}
2179.5eq 373 gl{291899gbil 16991 HUMCDCAX Human thymidylate kinase (CDCB) rmRNA, jete cds. 0.09§[
2180.5eq 556 gl|1514580)ernb| X957 47|HSIGKLCS H.sapiens immunoglobiulin kapea chaln (Clone: 5) £-154
2181.5eq 545 gl|S45416HrefiNM_006472.1 |vDUP1} Homo sapiens upregulated by 1,25-dihydroxyvitamin 0-3 (VDUPT} mRNA 4]
2182.5eq 118| gil553|494|ewblAL035553.l1]!-|3310.|ﬁ Human DNA, sequence from clone 310J6 on chromosome 6q22.1-22.3. 17
2183.5eq 441 21|5524330]ernbiALOS6842. 1{HSMBODES] Horno saplens mRNA; cONA DKFZp58601519 {from clone DIKFZpSBED1519) o
2184.5eq 481 {gi[S926677|dbj|APOO0495.1 JAPOD0495 | Homo saplens genomic DNA, chromasome 3p21.3, clone:301 to 308, [y
Z2185.5eq 654/ gi36139|emb|X52967|HSRPLY Human mRNA for ribosomal protein LT [
2186.5eq 436 g1i368721 3jgblACO0STIB|ACO05738 | Homo sapiens chromosome 5. BAC clone 7g12 (LBNL H126), complete sequer of
2187.Seq 262 |gl;4512217|dbil4B019438.1|ABO19438 | Homo sapiens DNA for immunoglobulin heavy —chain varlable region, 0.26]
2188.Seq 511 |glj339688|gb{M17T733| HUMTHYB4 Hyman thymosin beta—4 mRNA, complete dds. 0
2189.5¢q H.sapiens DNA repetitive subtelorneric-like sequence (369 bo) 2.00E-09
2190.5eq g Human DNA sequence from clone 429G5 on chromosome 6a21-22.1, complet] E-172
2191.5eq 892 |gil4757819[refjiNM_004231.1|]ATPES514] | Homo saplens ATPase, vacuolar, 14 kD (ATPES14) mANA 0
2192 Seq 241 | gl[2877206{gb| AFU3B96Y|AF 038959 Homo saplens general transcription factor 2-1 (GTF21} mRNA, E-108]
2i93.5eq 520 211394630 embl2 24430[HS3IINYLCS H. saplens {D1151353) DNA segment contalning (CA) repeat: clone 9.00E-43
2194.8eq
2195.5eq A75|gl}450551 BJref]NM_003617.1|RGS5| Homo sapiens regul. of G-proteln signalfing § (RGS5) mRNA E-158|
2196.5eq 495 | gi|5016088|rafitiM_001101.2|ACTS| Homo sapiens actin, beta (ACTB) mRNA E-156
2197.5eq 545|gi5262548]emb|ALOB01 18.HHSMB0062 Homo sapiens mRNA; cDNA DKFZp564F1 123 {from clone DKFZp564F1 t23) 4]
2198.5eq 5721 gi|3288418|emb]ALOZ24506(HS 133H1Y Hurnan DNA sequence from clone 133H1t on chromosome 8p24. Contains ST) £.039
2199.5eq 459 | gi|4505BBE|ref|NM_D02667 HPLN| Horno sapiens phospholamban {(PLN} mRNA >gi}189942|eb|M63603|HUMPHLA 0
2200.3eq 464 | gil4506 T42{ref|NM_002624. 1PFDNS| Homo saplens prefoldin 5 (PFONS) mRNA >gl(1731B808!dbj|D8S667|D83667 0
2201Seq §20)2|4507520refiNM_001064.1{TKT] Homo saplens transketolase {Wemicke—Korsakoff syndrome) (TKT) mRNA, 0
2203.5eq 451 |gl[261239|gh{S50TI2{550732 immunogiobulin M kght chain V reglon=anti-lipid A antibody {hurman, E-14)
2204.5eq 583 | gl{6010305]|emblALATS306.2ICNS00MEP} Human chromosome 14 DNA sequence *+* IN PROGRESS *#v BAC R-216F9 0.0t
2205.5eq 437 |gi|48; |dbilAPO00330.1]AP000330 | Homa sapiens genomic DNA, chromosome 23922.1, D215226-AML region, 1.8]
|2206 5eq 448 [gi|4926910{gb| ACDOG476.3|AC006476 | Homo saplens clone DIOTE4012, complete sequence 047}
2207.5eq 554 gi|5791509]emb{ALDS0341.1 8|HSDJ39G] Human DNA sequence from clone 39G22 on chromoesome 1p32.1-34.3. compk E—145|
2209.5eq 559 41(3043669]0jABD1 1145(AB011145__ | Homo saplens mRNA for KIAADST3 protein, partial cds _ol
2210.5eq 523|gl|532596{gb|{M12T5HHUMIGJ02 Humar g J chain gene, exons 3 and 4. b)
2211.seq 809 gl|1218057)gblU491 14|HSU48114 Human prohormone convertase 5 precursor (PCS) mRNA, partial cds. 4.00E-77
2212580 516! gi| 3980526)ebjACO05483|ACO05483 Homo sapiens PAC clone DI0BO6A VT from 7p13-p14, complate sequence fHo 314
2213580 5521 gi|1915975]eb|U63963|HSLE3363 Human CSF-1 receptor (FMS) geng, complete cds, and (SMF) gene, partial E-177
2214.5eq 503 | 2i]4753235|eb]ACOQS370.2{ACO063T0 | Homo saplens clone NHO292P09, complete sequence 13
2215.:5eq 475 gi|1280207|eb]L 76937 [HUMER Homo sapiens Wermer syrdrome gene, complete cds 0032
Z2216.5eq
2217.5eq 476]gil4504 766 ref|[NM_002211.4ITGB?| Homo sapiens integrin, beta 1 (fibronectin receptor, beta s}
2218.seq 355 [gi}4506646iref|NM_001 000.2{RPL3IY| Homo sapiens ribosomal protein L33 (RPL3S) mRNA 0
2219.seq 315]glj402701]gb|L1061 2|HLIMG 1A Human glycosyation-inhibiting factor mRNA, complete cds. E-177
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2220 .5eq 191 ]gil3201309]eb AFOE7 420|AF 067420 Hormo sapiens SNC73 protein (SNC73) mRNA, complete cds E-103
2221 560 824! gi[2270806]gb| ACO00I7TSAC000378 Hurnan Chromasome 11 pac pDJ1173a5, complete sequence {Homo sapiens] 7.00E-80
2223 .5eQ 813]gi|2224590|dbilAB002323{ABO02323 Hurman mRNA for KIAAQ325 gene, partial cds 0
2224.5eq 593 gi|5852347|gb| AFQ96774.1]AF0967 74 Homo saplens kinase-related protein tsoform 1 mRNA, complete ¢ds 0
2225 seq 475 gi|5708093jemb|ALO49835.3| CNSOO0DE | Human chromosome 14 DNA sequence *++ IN PROGRESS *++ BAC R-862P1 05
[2226.5eq | 528 gi|4641 83{bj|D13891HUMIDZHC Human mRNA for,id-2H, complete cds E-174)
2227.5eq 423 gi|537525@LL297&5|HUMEPOHYDD Homo sapiens epoxide hydrolase (EPHX} gene, complete cds o
22?29 56q 505 gl|5764 7 4{gh|M28203|HUMMHBWGE2 Homo sapiens {clore pMF18} MHC class | HLA-Bw62 mRNA, 3’ end, 0
22305eq 826 |3954884jemb]AJ01 0442]HSA010442 | Homo sapiens mRNA for immunoglobubin kappa keht chain, anti-RhD, 0
2231 5eq 420|gi|3327223|dbi| ABOT 4605[AB014605 Homo saplens mRNA for KIAAOTOS protein, complete cds 0I1
2232 50q 496 | gi[4071041]emblALO31775]HS30M3 Human DNA sequence from clone 30M3 on chromosome 6p22.1-22.9, Contair 0|
2233.58q 55| gl|3702281|gb] ACOO5TES|ACOO5T8Y Homo sapiens chromosome 19, cosmid F5960, compiete sequence [Home 0
2234.5eq 471 2| 340038tgb|L 05 1 4BHUMTYRKIN Human protein tyrosine kinase refated mRNA sequence. 0
2235.5eq 370|gi[18301 Sigb|M2291 SHUMMY|CB Hurman non-muscle myosin alkali light chain mRNA, 3" end. 0
2236.5eq 566 [i|3461 879]dbi|ABC03502]ABLO3502 Mus musculus mRNA for Guanine Nucleotide Regulatory Proten. partial 0
2237.seq B16 | gi|4972128|emb]ALO4S83B.2)CNSO000C [ Human chromosome 14 DNA sequence *++ IN PROGRESS #++ BAC R-9S9E2: 0.22
223B.seq 481 |gi|13683|emb|vOGT10|MIT1HS Human mitochondrial genes for several tRNAs {Phe, Val, Leu) and 12§ [
223%.5¢0 562 | 2i4314330|gbACOO587THACO05874 Homo saplens chromosome 10 clone CITERTSK-1175G20 map 10g25,2-10a25 0.59
2240.5eq 561 |gi|3954892|emb]AJO10446{HSA010446 | Homno sapiens mRNA for immunoglobulin kappa ight chain,anti-RhD, |
2242.5e0 567 [£i|4049267)gh|U1 7714|HSU1 7714 Homo sapiens putative tumer supressor ST13 (ST13) mRNA, complete cds of
2243.seg 510234506730 ref|NM_0010H).1|RPSE| Homo sapiens ribosomal protein S6 {RPS6) mRNA 1]
2244.5eq 486

2245 58 443 | gil4504102[ref|NM_002083.1jGP X2} Homo sapiens glutathione peroxidase 2 (gastrointestinal) (GPX2) 0
2246.58q 488 | 2i|339688!gh|M1 7733 HUMTHYB4 Human thymaosin beta-4 mRNA, complete cds. 4]
2247.5eq 270 gi[4156 151 ]|gb] ACOG5007|ACOOS007 Homo sapiens clone GS051M12, complete sequence {Homo sapiens] 6.00E-30)
224B.seq 822 | gi[347864 1 |eb| AC002564]AC002554 Human Chvomosome 11811.2 PAC clone pDJ404m15, complete seauence [Ho 1,00E-05
224%.5eq £i[2996648(ghlAC0044931AC004493 Home sapierss chromosome 16, cosmid clone 373C8 (LANL), complete i1}
2250.5eq j Homo sapiens genomic DNA of 8p21.3-p22 amti-oncogene of hepatocellular 2.00E-77
2251.5e9 Human EBI3-associated protein p60 mRNA, cormplete cds, E-124]
2252.5eq Homo sapiens DNA sequence from PAC 510L9 on chromosome 6p24.1-p25.3 0.004
2253580 Hoino saniens full length insert cDNA YID3DG3 [3)
225430 Homo saplens Inorganic pyrophosoh {PP) mRNA, complete cds 0
2255.5eq Human phosphoghcerate kinase {pgk) mMRNA, exons 2 to kast. [s)
2256.5e0 Human FX protein mRNA. complete cds [3)
2257.5eq Homao sapiens 3q27 BAC RPC1{11-42020 (Roswell Park Cancer Institute Hurnd 0.13
2258.5eq Hurnan DNA sequence from clone 495010 on chror 65q26-27, Contansg 0.14]
2255589

2260.seq

2261 seq Homo sapiens genomic DNA, chromosome 22q11.2, clone N81C12 D63
2262 5eq Homo saplens ribosomnal protein 514 {RPS14) mRMNA [¢]
2263 seq Homo saplens zinc-fingers and homeoboxes 1 {ZHX1). mANA 0.15]
2264 500 Human mRNA for KIAADDS58 gene. complete ods o]
2265.5eq Human ONA for thrombopoietin, 5'flanking region a7
2266580 Homo saplens collagen, type XIL alpha 1 (COL12A1} mRNA 0|
2267 .seq Horno sasiens thrombospondin 1 {THES1) mRNA >gl|37464jemb|X14787|HST: E-105
2268580 Hormo saplens electron—transter—flavoprotein, alpha polypeptide 0|
2269 580

2270.seq Human Ig J chain gene, exons 3 and 4. E-12B
2271580 Homo saplens nascent-polypeptide—associated complex alpha o
22725eq Homo saplens DEK gene (D6S231E} mRNA >gi|30502]emb{X64229|HS DEKS 0|
22733seq Homo saplens myosin reguiatory light chain 2, smooth riescle Isofh 1)
2274 seq Homo saviens Xp22-83 BAC GSHB-324M7 {Genome Systems Human BAC Li 016
2275.5eq H.sapiens mRNA for hevin like protein 0
2277.5eq H.sapiens Immunoglobulin kappa chaln (clone: 5) 0|
2279.5e0 Horme sapiens chromosome §, Pac clone 23612 {LANL H93), complete 0.01
2281.58q 558 | 21}1038257[emb|Z65435[HS39F9F H.saplens CpG istand DNA genomic Mse) fragment, clone 3919, forward 3.00E-80
2282 seq 845|gi[5009641 [dbjlABO2SS05.1]ABO25805 | Homo sapiens NAKAPSS mRNA for neighbor of A-kinase anchoring 0
2283.5eq 560|2I|2842785|eb{ACD04 IHACDI41 IO Howno saplens BAC clone RG293F17 from 7p15-p21, compieta sequence [Hon 2]
2284.seg 609 gif182976|gbiM3IN 9TIHUMGAPDH Human givceraldetivde-3-phosphate dehydrogenase (GAPDH) mRNA, 1]
2285.5e9 5791 21|3954884jemblAJD10442|HSAGT10442 | Homo sapiens MRNA for Immunogicbulin kappa lght chain, anti-RhD, 0
2286.5eq 559]gi{31091 [ermb|{X 16869 HSEF EAC Human mRNA for elongation factor 1-akha {clons CEF4) 0
2287 3¢ 480 gi|4309874]gbl ACO0ES01 |ACODES01 Homo saplens, clone hRPK.35_A_1, complete seauence [Homo sapiens] 0
22B3.seq 419 gi|4506636]ref|{NM_000985.1|RPLI4| Homo saplens ribosomal protein L34 (RPL34) mRNA 0
2289.5eq gi|4582842]emb]ALO35451 5|HS145B8 | Human DNA sequence from clone 14588 on chromosome Xq21.2-22.3, compl 0
2200.seq Homa sapiens NRAS-related gene (DFS155E), mRNA 0
2291 seq Homo sapiens chy ve 19, cosrnid R33496. complete sequence [Homo 0.64|
2292389 . Homo seplens chromesome S, P1 clons 1268h5 (LBNL H5Q), complete 0.035
2293.seq Human GT mitochondrial solute carrier protein homologue MRNA, 0
2206 .50q Homo sapiens v-fos FB.} murine osteosarcoma viral oncogene homolog 0|
2297 seq H.sapiens mRNA for protein kinase, Dyrkd, partial 0
2298.seq H.saplens mitochondrial DNA, complete genorne 0
2299380 Homo sapiens NADH dehydrogenase (ublquinone) Fe—$ prokein | {75kD) 9
2300.seq Human DNA sequénce from clone 283E3 on chy 1p36.21-36.33. 6.00E-84)
2301.seq Hermnao saplens {(clone cori-1c15) 529 ribesomal protein mRNA, complete E-142
2302.5eq 481 | &i|5817087]emblAL110177.T|HSMB00824 Homo saplens mRNA; cDNA DKFZp564C0762 {from clone DKFZp564C0762) OI
2303.5eq

2304.seq 485|gila506682}refiNM_001016.1|RP5t2) Homo saplens ribosomal pratein 512 {RPS12) mRNA o]
2306.5eq 556 gij2760552lemb|Z98753|HS23817 Human DNA sequence from PAC 238J17 on chromoseme 6g22. Contains EST)] 0.59|
2307 seq 570|8it5835387ref|NC_001807.1)f Hurman mitochondrion, complete genome >gif1944628|gb]J01415HUMMTCG o
2308 580 557 | gl|45066904rafiNM_0D1020.1|[RPS16| Homo saplens ribosomal protein §16 (RPS16) mRNA Of
2308580 283|gH{433491|ernb|X56841 |[HSHLAE H.sapiens HLA-E gene >gi[13762201gh|G26970]G26970 hurnan STS 1.00E~62
230500 522! gl 19097 8lghiM 1 8963(HUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, comolete o
2311 seq BE0]g)3821247 |embfv17293|HS Y 17243 Homo saplens FLI-1 gene, partlal 3.4
2312.3¢0 A7 ai|T3000lemb{X62806|MIHSGENOM H.sapiens mitochondrial genome (consensus sequence) 0
2313.5eq 818 ai]8721 18lemb|Z491 12|HSHLAXCW? H.saplens gene for leukocyte antigen-Cw7 variant (HLA-Cw0702) Q
2314.5e0 459 | 2i|505101]doj{D31 887 |HUMORFKG1P Human mRNA for KIAADDE? genw, partial ods 0
2315.5eq 383 |gi|1909781eb|M1BISIHUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, cormplete [s]
2316589 472 | gi| 15688 18]ebit 20074.1|HUMFMR S Homo saplens fragile X rmental retardation syrdrome protein (FMR1) gene, D.49|
2317.5eq 561 gild758137|ref{NM_004396.1|DDXS! Homo saplens DEAD/H (Asp—-Gilu-Alz-Asp/His) box polypeptide 5 (RNA 0
2318.seq 499 |git4240388{gblAF06T845|AFOETE45 Homo sapiens clone £1-4248, complete sequence [Home sapiens 0.13]
2319.5eq 619 git4503014{refiNM_D03909.1|CPNE3| | Momo sapiens copine Il (CPNE3) mRNA E-141
2320.5ea 389 gi]532585|gbiM12759|HUMIG JO2 Human Ig I chain gene, exons 3 and 4. . 1]
2321.5eq 508|gl}5803180|refiNM_006819.1|STiF1| Homo sapiens stress—induced-phosphoprotein 1 (Hep70/HspS0-arganizing Q
2322500 578 NM_004989.1|MY 05| Horno sapiens myosin VI (MYOS) mRMA >gi[222471 8dbilAB0O2387|ABOO2387 0
2324500 529 [1]510270|gb{UDS500[HSLICA500 Hurnan mitochondrion cytochrome b gene, partial cds. D
2325.5eq 519 |gil3283212|gh|ACO05271 JACDO5271 Hormo sapiens chromosome 7 clone UWGC:g1564a040 from 7p14-15, comelet 0.55
12326.5eq 491 | gi|4809272|ref|[NM_001153.2|ANX4| Homo sapiens anmexin 1Y placental anticcagulant protein 1) {ANX4) 0
2327 .seq 542 | gi[475871 3|ref|NM,_004528.1iMGSTI| Homo saplers microsomal glutathione S-transferase 3 (MGST3) mRNA 0
2328.5eq 341 |gi|5453721[ref|[NM_D0B330.11LYPLA1] | Homo sapiens lysophospholipase | (LYPLA1), mRNA 0
2329.50q 283 gi[3471 7jemb|X54B95|HSMP 21HOM H.sapiens mRNA homologous to mouse P21 mRNA, E-158
2330.s8q 443 | gil4505854|ref|NM_D02655.1 [PLAGT| Homo sapiens pleiomorphic adencma gene 1 {PLAG1) mRNA, and transtated 1]
2332.5eq 466 | gi|5738625]emb]ALD49709.TS[HSDJ18CE Human DNA sequence from clone 18C3 on chromesome 20, complete sequery D.49
2333.580 516|gi|53601 24igp{AF1551 15.1{AF155115 Homo saplens NY-REN-58 antigen mRNA, complete cds Q
2334.5eq 458| gi|3549719/embjAL031009|HS431HE Hurman DA sequence from clone 431HS on chromaosome 16. Contains a nove| 9.00E-B0)
2335.5eq 165]gi|999188|eb{578172|578172 rRNA {IG 5, intergenic spacer, repeats} [Brassica rapa. mRNA Partial, 0.83
2336.seq 448 | gi|4753226|gb|AC006385.3|ACO0E385 | Homo saplens clone NH0553J05, complete sequence Q.47
2337.seq 465 | )| 292165eb|l. 1 IBSOHUMHXEP1TR Homa saplens hXBP-1 transcription factor DNA. [s]
2338389 385 gi{1105629|dby| D497 26HHUMGPIASL Hurnan PIG-F gene for GFl-anchor synthesis, intronS-exond boundary 1.00E~-44/



[2339.5ea

42

2340.5eq 527 gH|5531539[dbi)AP0O00553.1|APO00553 | Homi saplens genomic DNA, chromosome 22a11.2, BCRL2 region, 0.56
[2341 5eq 283 wl|2253035/emb|2860611H5117P 19 Human DNA sequence frem PAC 117P19 on chromosome X 1.1
2342.50q as1 ﬂ4505604|reﬂNM R02580.1|PAP| Homo sapiens pancreatitis-associated protein (PAP) mRNA 0
2343500 591 gi|3900B54|gb| ACCO4874]ACOD4B74 Homo sapiens PAC clone DJO744D13 from ¥q11, complete sequence [Homa 063
2344.50q 569 | g1|2598 1 86|ab] AFD30108)AF030108 Homo sapiens regulator of G protein signaling (RGS5) mRNA, complete 0
2345.58Q 459 [2[289451 8lemb|AJ223812|HSAZ238)2 | Hornp sapiens mRNA for caldesmon, 3 UTR 0|
2346.520 598 /|5 23989 eblACOD6E87.2|AC00BE7 | Horno saplens clone NHOI6CK I, lete sequence 3.00E-43
2347.5eq 827 | gi|3954884|emb|AJ010442|H5AD10442 | Homo sapiens MRNA for immunogiobubn kappa light chain, anti-RhD, 0
2348 .5eq 574 ai|181226|gb|M22865|HUMC YBS Human cytochromie bS mRNA, complete cds. Ja]
2349.58q 577 ai|4092072|gb| AFDS4517|AF08451 T FHomo saplens nuclear receptor ERRBZ (ERRBZ) mANA, complete cos 0
Z350.5eq 488 | &i|182600|gb|M31934{HUMFIGRE Human IgG low affinity F¢ fragment receptor (FeRIIb2) mRNA, 8]
2351 .5eq 468 |2339688]gb|M 1?73 HUMTHYB4 Human thymesin beta—4 mRNA, complete cds. 4]
2352.52q 496 | &i|532596|eb|M 12759|HUMIG.J0Z Human lg J chain gene, exons. 3 and 4, E-130
2353.5eq AT gaass‘asqp;mcoosssgmcmsaas Homo sapiens chromosomne 19, cosmid R33728, complete sequence {Homo E-146
2354.5eq 708 | gil28221 59[@|ACOD4DBSIACOO4033 Homo sapiens BAC clone RG 103003 from 8a21, complete sequence [Homo 3
2355.5eq 496 | gi[3B73504|b|ACO04471|ACO04471 Homo saplens Chromosome 22a11.2 Cosmid Clone 111111 in DGCR Reglon, 0.52]
2356.5eq 635 | gi[23690]emt] XS6932|HS23KOMHBP H.saplens mRANA for 23 kD highly basic protein 0
2357 seq 517 gi|4503502{ref|NM_001414.1[EIF2B1] Homa saplens eukaryotic translation inttiatlon factor 28, subunit 1 0
2358.58a 342 | gi|3327223|dbi| ABOY 4605| ABO1 4605 Homo sapiens mRNA for KIAAOT05 protein, complete cds Ol
2359 5eq 505 | gi[410518) [gh| AFD43BIG|AF043836 Homo sapiens CIORF3 short Isoform, mRNA sequence E-122
2360.5eq 486 | gi|S80298T|ref|NM_ODE763.1|BTG2] Homo saplens B-cell translocation gene 2 (pheochromacytoma cell-3) 0
2361.seq AR5 | gi|4504648)ref|NM_0D2189.1[ILISRA| | Homo sapiens interteukin 15 receptor, alpha (IL15RA) mRNA [
2362.seg 597 | gil4757785{ref|NM_004315.1|ASAH} Homo saplens N-acyisphingosine amidehydrglase {ASAH) mMRNA o
2363.5eq 539 gi|28335/emb|X63432|HSACTE H.saplens ACTB mRNA for mutant beta—actin (beta'-actin) O
2364.5eq 845 i[597 1900{emiiAL1 17450,1[HSM800964 Homo saplens mRNA: cONA DKFZpS586C 1817 {from clone DKFZpSB6C1817) 0
2365.5eq 362 ,»i|3954884{embiAJ010442|HSAQ1D442 | Homo saplens rRNA for lmerunoglobulio kappa light chain, antl-RhD, o
2366.5e0 622 [gil4503394]reNM_00367T.1|ORP| Horno sapiens density-regulated protein (DRP) mRNA of
2367.5eq 575 | @i[5902065]ref|NM_00T042.1|RPP14| Horro sapiens ribonuciease P (14kD) (RPP14), mRNA 2.00E-13
2368 seq 552 [i|5919146|gbtAF182289.1|AF 182289 Horno saplens US snRNA-associated Sm-like protein LSm3 mRNA, 0
2369.58q £38 | gi|414346dbj|D14531 [HUMHHRRPLS Human mRNA for human homologue of rat ribosomal protein L9, D
23703eq 661 gi|5174809|gb}ACO0TS38.5|ACO07538 | Homo saplens Xa28 PAC RPCI6-224(,24 (Roswell Park Cancer Institute Humd 0.038
Haan seq 498 | gi[48B4105|emblALO50062.1|HSMB001 48 Homo saplens MRNA; cDNA DIKFZp566K023 (from clone DKFZp566K023) 1]
237235eg 546 | gi[4240140|dbjAB020633.1[AB020633 | Homo saplens mRIA for KIAADB2E protein, partial cds o
2374360 598 gil4507194)refINM_DO3128.1)SPTEN1| | Homg sapiens spectrin, beta, non-erythrocytic 1 (SPTBNT) mRNA 2.00E-47
2375.5eq 850 | gi[5360672|dbj|AB022653.1}AB022652 | Homo saplens mRNA for anti-Entamoeba histolytica immunogiobulin 4]
23768.seq 524 gi|3138923|gh|AFO02282|AF 002282 Hormo sapiens alphia-actini—2 associated LIM proteln mRNA, 0
2377.sea Homo saplens spermidine/spermine N1 -acetyitransferase (SAT) mRNA Ly
2378.5eq Human |g J chain gene, exons 3 and 4. E-146
2379.5¢q C-terminal part of hurnan kaspa -irmmurcaiobulin gere coding for amino of
2380560 Horno saplens ARP2/3 protein complex subunit p41 (ARC41) mRNA of
2381 seq Hurnan DNA sequence from BAC 99209 on chromosome 22q12.1 contains ST 0.16]
2382.5eq Homo saplens chromosome 19, cosmid R26652, complete sequence [Homo 21
2384 seq Homo saplens DNA sequence from PAC 380E11 on chromosome §p22.3-p24. 1.9
2385.5eq Homo saplens DEAD-bax protein 5 (DBPS), mRNA 7.00E-19
2386.5eq Hurnan rearranged immunoglobutin lambda light chain mRNA 2.00E-99)
2388.50q Homo sapiens Xp22 GSHB-314C4 (Genome Systers Human BAC orary} 1.00E-23
2389.58q Homo saplens ribosomal proten 514 (RPS14) mRNA [s]
2351.5eq Drosochia metanogaster, chromosome 2R, region 44C4-44C5, P1 clone 7
2392380 &i|190978]eb|M18963{HUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, complete o]
2393.5eq 603 | gl|4504254iref|NM,_002106.1[H2AFZ| Home sapiens H2A histone famity. member Z (HZAFZ) mRNA [y
2394.5eq 732 | gi|4504618|refiNM_DQ1553. 1 fIGFBPT| Homo sapiers insulin-Hie growth factor binding protein 7 (IGFBPT} 4]
2395.seq 529 | gil4887 764]leACO07652. 11 ACD07652 | Homo sapiens clone UWGC.dis45 from 7p14-15, complete sequence 0.036]
2396580 526 |gi[1644297|emb|Z81314|HS41P28 Human DNA sequence from PAC 41P2 on chromosome 22 Contains ESTs, 0
2387 560 556 |2i[28335|emb|X63432|HSACTE H.saplens ACTE mRNA for mutant beta—actin (beta-actin} of
2398 seq 564 gil38803 1 jgb{L OSO9IHUMRIBPROC. Home sapiens ribosomal protein L11 mRNA, cornplete cds o
2339.5eq 502 | gil1 399085|eb| 143707 |HSU43701 Human ribesomal protein L.23a mRNA, complete cds. 4]
2400.5eq 553 | 2i|4506648]refiNM_000967.1]RPL3] Horme sapiens ribosomal protein L3 (RPL3) mRNA 0
2401.5eq 454 gi{3283351 |eb] AFOSI2MAFOEI020 Homo saplens lens epithellum-derived growth factor mRNA, complete cds £.00E-62)
2402300 563 |g|293855|gb]L09209|HUMAMYLOID Homo saplens amyiold protein homologue MRNA, complete cds ]
2403.5eq 604 | gljd21 gb|AFOT8103|AFO7B103 Homo sapiens developmentally regulated GTP-binding proteln (DRG) o
2404 520 534/ g}43341 5|d0iIDITSEHHUMTRIOT Human mRNA for DNA-binding protein, TAXREB107, complete s ‘ol
2407 .5eq 442121|1160615]ebiL 4A6720HUMATXT Human sutotaxin-t (atx—t) gene, complete cds. 4]
2408.5eq 256 |gi|3281976|emblal 0221 FT{HSS0INT2 | Homo saplens DNA sequence from clone 501N12 on chromosome 6022.1-22.3 0.26)
2409.5eq 513 | 2i339692|gb|M144B3|HUMTHYMAA Human prothymosin alpha mRNA, complete cds., E—12_9|
2410.se0 195 gi|t81532{gh|MIT925|HUMDEF5A H.sapiens defensin 5 gene, complete cds. 3.00E-83
2411380 6% gi|337302]eb]L 0001 SHHUMMTTRPR human mitochondrial trnas and partial proteins 4 & 5. histidyi-. 5.00E-24|
2413569 624 | gl I0N4542| gh| ACOOHI57|ACOAOST Homo sapiens chromosome 4 clone B24DN9 from 4925, complete sequence 0Ol
2414.5eq 232 | gl|149041 Blgb|U49869|HEU4IBES Hurnan ubliquitin gene, complete cds 6.00E-92
2415 58 557 | gIt 19097 8|gb|M 1 BSE63HUMREGA Human Islet of Langerhans regenerating protein {reg) mRNA, complete 0
2417 504 287 [g13169299]|eb|ACO0477E|ACON4776 Homo saplens chromosome 5, BAC clone 173m17 (LBNL H185), complete 0.074
2418.5eq 538 g1|45896071dbj|AB023199.1]AB023189 | Homo sapiens mRNA for KIAADSE? protein. complete cds 8]
2420.5eq 507 | gi|3859979 FO91071]AFOLT1 Homo saplens clone 192 Rerl mRNA, complete cds 0
2421.seq 621 [2i]1 405887 |ernb|Z 74696|HS203C2 Human DNA seauence from cosmkl 203C2, between markers DXS6791 and 917
2422.seq 558 | £![219993tck0j|D1 T4B5[HUMPIGA Homo saplers mRNA for PIG-A protein, complete cds 4]
2423.5eq 610 5i|3849820{ab]ACOOSBITIACO0583T Homo saplerss chromosome 17, clone hRPK.318_A_15, complete sequence [Hg 3.00E-98|
2424.5eq 134 gil984508]@b{LOTB02{HSUOTB02 Human Tis11d gene, complete cds. 9.00E-12
2425.580 172 | 1| 13000]exvib| X62396]MIHSGENOM H.saplens mitochondrial {consensus sequence) 4.00E-24
2426.580 528 |21)3513291|eb|ACCO5593|AC 005593 Home sapiens chromosgme 5, P1 clone 136910 (LBNL H2B), cormplete 2.00€-50]
2427.5eq 224|gij3724237|embiALO0BE34|HS30601 T | Human DNA sequence from clone 396D17 on chromosome 1p33-36.3 Contalr) 0.89
2428.5eq 520 gl|2276447|gb{iUd2] 84|HSUIZ 154 Hurran MHC class | HLA-A (HLA-A-0302-new aliele) mRMNA, complete cds [i]
2429.5eq 567 |gi|51 1781 [gbu11265/H5U1 1265 Human HLA-B35 (B-3501) mRNA, partial cds. 0
2430.s2q9 527 | gi|601047HebiAF 149045, 1| AF 145045 Horno sapliens Sex comb on midieg homolog 1 isoform 1 (SCMH1) mRNA, 0
2431 seq 683 | gil4758521|ref{NM_004684.11HEVIN| Homo sapiens hevin (HEVIN) mRNA >gi| 758065|emb| X821 STIHSHEVIN 0
2432580 573214826839 ref|NM_005098.1{MSC} Home saplens rusculin (activated B-cell factor-1) (MSC) mRNA 0
2424 seq 167 |gi16013067|emb|ALOTSE621.19|HSA3S5L 1 Human DNA sequence from clone 385014 on chromosome 22, complete 2.00ED7
2435.35eq 333|gll3954884|ernb|AJOTD44Z{HSAD 0442 | Homo sapiens mRNA for Imrmuncglobukin kaspa lisht chain, anti-RhD, 0
2436 seq 572 |glis005883|refiNM_007107.1|SSR3| Hemo saplens signal sequence receptor, gamma (trarstocon-assoclated 0
2437 seq 246 | 2|307387|eb|L 1 E558|HUMRPLTY Human ribosomal protein LT (RPLT) mRNA. complete cds. Y
2439.seq 320 eil4426566}eh| AF034607 [AFDI4B0T Homa saptens chioride charnel ABP mRNA, compiete cds E-180
2440.3eq 504 | gi|5803 188|ref|NM_006024.2| TAX18P1| | Homo sapiens Tax1 (human T-cell leukermia virus boe 1) binding O
2441 seq 553 | gi[13683]emb{VL07 IQMIT1HS Humanr drial geres for several tRNAs (Phe, Val, Leu) and 125 [t}
2442.5eq 547 |£l|188019}eb{M22918HUMMYLCB Human nor-muscle myosin afkall Jight chain mRNA, 3'end. O
2443.5eq 495 | ell4557580}refiNM_001444.1{FABPS| Horno sapiens fatty acikd binding protein 5. psorlasis-associated D
2444 .5eq 588 | gil) 3003 jemi] VOOGE2|MIHSXX H.sapiens mitochondrial genome O
2445.5eq 262 i|4506724|refINM_001007.1|[RPS4X] | Homo sapiens ribosomal proteln 54, X-linked (RPS4X) mRNA E-101
|2446.5eq 355 gi|2583174|{gb]AF026844.1|AFQ26844 Homo sapiens ribosornal protein L41 mRNA, complete cds 0
2447 seq 454 gi|1617081 {emb|ZBOBI7|HSE132012 Human DA sequence from cosmid E132D12 on chromosome 22, complete E-113
2449.5eq 198 | i]400. j|ABOZ0BE5.1|ABD20865 | Homo saniens genomic DNA of 8021 3-022 anti-oncogene of hepatocefular 31
2450.5eq 296 [ 215091 657|gb{ACD06966.3|ACD06966 | Homo sapiens clone DJ05G3H24, complete sequence 0.019]
2451 .seq 603 [gi[5678750|emb|AL023807 6{HS525L6 | Human DNA sequence from tlone 52516 on chromosome 6p22,.3-23; completd 25
2452.5eq 556 21388031 ]ebil 0509 2{HUMRIBPROC Homo sapiens ribosomal protein L11 mRNA, complete cds 0
2453 5eq 668 |gil5123976/gblAC006552.7)ACO06552 | Homo saplens chwemosome 4 clone CO0B4L10 map 4p16, complete secuence 2.3
2454589 455 |gi[5441836/emb{283845.14|HS407F 17 | Hurnan DNA sequence from clone 407717 on chromosome 22q13.1-13.2. 15
2456.5eq 536 |2i[4827324{gh| ACOU69T5.2|ACO06975 | Homo sapiens clone DI1026821, complete sequerce Q.56
2457.seq 573 | gi|3080660!gh| ACD0461 5|ACOG4615 Homo sapiens BAC clone GS405L21 from $p16.2, complete sequence [Homo Z.4
2458 s5eq 192 |gi|3818399ieh| ACD0396S|ACDAIES Hemao sapiens Chromasome 11p14.3 PAC clone pDJ239b22, complete sequery 0.75)
2459.5eq 506 |&i]179274[ghM3T104 HUMATPSY Human mitechondrial ATPase coupiing fagtor § subunit (ATPSA) mRINA, 0



