10253 .5eq MW&_ Horo saplens beta-2-microglobulin (B2M) mRNA [
10295.5eq mw}_ﬂ_ Homo saplens riosomal protein L.27a {RPL2TA) mRNA 0
10296 560 299 wwmss Hurnan mRNA for KIAAO010 gene, complete cds 0
W— 295 | g 7021496|gblAF225981.1|AF 225981 Home sapiens caklum transport ATPase ATP2C1 (ATP2C1) mRNA, complete] 0
Nozogsea | 500 MSM& Orasophita melanogaster genomic scaffoid 142000013386055 section 3gof Q.18
10299 seq 408 | gil4507 524]ref] NM_D03262.1 Home sapiens transiocation protein 1 (TLOC 1} mRNA 0l
10300.5eq 500|g)|34469]emb|X66867.1HSMAXG H.sapiens max gene e-123
10301 sea | 503 gif4502844}reINM_DOODSE.|_ Fiome saplens collagen, boe 1, alpha 1 {COLUAT) mRNA 9
[\03025eq | 38321503 1680}refjM 005864.1 Homno saplens slgnal transduction protein ($H3 containing) (EF52) rRNA G
10303.5eq 500]2i]3954892emblAJ010446.1 | 1SAD1 0446 Homo sapiens mRNA for Immunoglobulin kappa Rght chain.anti-RhD, o
10304.seq 501 | gi|5324971 [ref|NC_DO1 148.0) Saccharomynes gerevisiae chromosome XV, complete chromasome sequence 0.73
110306.5e0 499]g/[792446]gh|M77234. /HUMRPSA3A | Human ribosomal protein S3a mRNA, complete cds 0
10307.seq 360 ququ]aliM‘M Homo sapl tlone hRPK.9_A_1, complete sequence 0.13]
10309.5ea 393 ii[4902510|emb|AL035688.8 H5173A13 | Human DNA sequence from clone 173A13 on chromosome 6p12.1-a12. Co 0.56,
10310589 500! g(|6331198]chilABC3I3092.1 14B033092 | Homo saplens mRNA for KIAA1Z66 protein, partial cds 0
103t 1.5eq 497 | gi{532596|gb{M12759.1 HUMIGJ02 Human lg J chain gene, exons 3and & e-176

10312.52q 440 g_l]ﬂ_503304|reﬂNM_m1925.1l Homa sapiens defensin, aloha 6, Paneth cefi-specific {DEFAB} mRMNA 0|
10313.589 422 | gi[4506044]refiNM_D02727 .11 Homo sapiens proteoglycan 1, secretory granule {PRG1} mMRNA 1]
10314.5¢0 496 | gl|4505604jref|NM_002580.1 Homo pancreatitis-associated protein (PAP), mRNA 0
10315.5eq 497 | g[2961197|ebl AFOS0664.1 | AF050664 Rattus norvegicus activity and neurotransmitter-induced early gene 0.72
10317560 278 | gl4507466{refiNM_000358.1]) Homo saplens transforming growth factor, beta-induced, 88kD (TGFBI) e-154

10319.5ea 499 gij4757825|ref|NM_004048.1]| Homo sapiens beta- 2-microglobubin (B2M) mRNA Q
10320.5eq 256 | gi|115521 4|gbjLI21847.1|HSU21847 Human TGF-beta Induchle early protein (TIEG) mRNA, complete cds e-133

10321 .5¢9 498 g1|595266]b{U03271.1|HSU032T Hurman F-actin capping protein beta subunit mRNA, complete cds 0
10322580 491 |gl|4526891 jret|NM_005138.1]] Horno saptens SCO (cytechrome oxiclase deficient, yeast} homalog 2 0
10323.5ea 387! gil59112347 6818.9|H5.262C 15 Human DNA seguerice from clone RP1-262€15 on chromosome 6a16.1-21. ]
10324.5eq 305 | gl 70219641cbjiAKDO0IT 1 JAKDOOS71_ | Homo saplens cDNA FLIVH 09 is, clone HEMBA1002624, highly similar to e-171

10325.5eq 499 | gi|34469|emb| X66867.1 {HSMAXG H.sapiers max gene 0o
10326.5ea 501 | gi[455703 1 jrefiNM_D02300-1]| Homeo sapiens lackate dehydrogenase B {LDHB) mRNA 0
10327.5eq 501 | gil33330emb| X56510. 1JHSIGRYLY Hurmar mRNA for immunoglobulin variable kappa region =136

10329.5¢0 499|gi|6841581|eblAF161 529.1]AF161528 Horno | HSPC181 mRNA, comalate cds 0|
10330seq 495/ g1]532596)ab|M12759.1 [HUMIG 102 Hurnan |g J chain gene, exons 3 and 4 131

10331 sea 502 | gi{a507570)ref]NM_003820.1]1 Horne saplens turnor necrosis factor receptor superfamily. member 14 a
10332580 450 [g1|3721650|dbi|AB01291 0.1jAB012910 | Homo saplens mMRNA, for anti-HBsAg Immunogiobulin Faky kappa chaln, OI
10333.56q 502|gi|3097816! 2| AC004216.3|AC004216 Homo sapiens 1224 PAC RPCI1-68E7 (Roswell Park Cancer Institiite Humar 5.00E-05|
10334.580 488 gl|1399085]gb|U43701.1 {HSU43701 Human ribosomal protein L23a mRNA, complete cds [¥]
10336.sea 501 | g 7243924|gblACO07000.2ACO07000_ | Homo sapiens clone RP 11-467H10, complete sequence o
10338580 . Homa saplens beta-2-microglobulin (B2M) mRNA 0
10339.5e0 M12759,1 |HUMIG J02 Human lg J chain gene, exons 3 and 4 )
10341 5eq 1|7417381|gbjAF245226.1{AF245226 Homo saplens chromosome 21 map 21q2] clone BBA5I12, complete sequence 0.045]
10342520 Horo saplens dUTP pyrophosphatase (DUT) mRNA [}
10343.5e0 499 gl|6425557 78614.2|HS82L10 __| Homo sapiens chromosome 21 PAC RPCIPTOAL1082Q2, complete sequence 1 O0E-9]”
10344 509 435] gi[1891521gb|LO5367.1 |HUMNELIROF Human oligoderdrocyte myelin ghycooretein (OMG) exors 1-2, D
10345.5eq 499 | 7305302]refINM,_013436.11) Homo saptens NCK-associated protein 1 {NCIAPY . mRNA 0
10346 seq 494 gl|1262342]emb]|X93334.1[HSMITG Home saplens mitochondrial DNA, complete genome e-116

10347 520 245 Lg[?243144lchj|ﬁ0@7803.1].ﬂ3037803 Home sapiens mRNA for KIAAT382 protein, partial eds e-130

10348.5eq 502 | gij2160193|gb] ACD02132.1|AC002132__ | Human DNA from chromosome 19 cosmid F24108 contalning MAG, genomic 0.73
10349.5eq 499| gi5308386(emb)| AL137750.1HSMB0237H Homo sapiens mRNA; CONA DKFZp434E1212 {from clone DKFZp434E1212) |e—137

10351 5eq 492 gi[4826515|mw|AL035699.4|HS?3H22 Human DNA sequence from clone 73H22 on chromosome 5023, complete 0.18]
10352 5eq 385|gi[343531 1)gb| AFOBI255, HAFOBI2S5 Hormo sapiens RNA helicase—related protein mRNA, complete cds Ol
10353 30 499 gl|7239175|gb| AF16BT8T 1\AF 168787 Homo saplers vaniioid receptor gene, partial sequence. CARKL and CTNS  [e-100

10354.5e0 439

10356.5eq 499 | gi BOOGQ@]@IACDOOOTB.I 1]ACD08078 | Homo saphens, complete sequence e-161

10357.seq 499| gi|4502580}ref|NM_DO1 2271 Homo sapiens caspase 7, apoptosis-related cystelne protease {CASPT) 6.00E-60
10358.seq 497 | l|13444981gb|G24172.1 |G24172 human STS WI-11867 «-125

10361 580 366 i 7408084 b ACOO3948.3|AC009948 | Homo sapiens clone RP11-65L3, comolete sequence [
10362.58G 437 | i1 2003[emb[VO0E62.1 {MIHS XX H.sapiens mitochondrial genome. of
10364 .5e0 499 [ 1}4503794]refiNM 00203214 Homo saplens ferritin, heavy polypeptide 1 (FTH1) mRNA 4]
10367.5eq 435 | gl|6552327| NM_007326.1 Hormo sapiens diaphorase (NADH) (cytochrome b5 reductase) {DIA1), e-161

10368.5eq 3321e 70lrefiNM_001402.1 Homo sapiens eukaryotic i 1 elongation factor 1 alpha 1 0
18370.520 357 | gl{532596]gbiM12759.1 JHUMIG J02 Homan Ig J chain gene, exons 3 and 4 i)
10371 5eq 207 | gi[691 1681]emblAL117352.12{HSJB7681 Hurnan DA sequence Trom clone RPS-876810 on chromosome 1g42.12-43. [e-101

10372.589 418 gi|3201 8951gb| AFDET420.1 AFDET420 Homo saplens SNCT3 protein (SNC73) mRNA, complete cds e-163

10373.5e0 433 g1|2662156|dbi] ABDOT 898.1[ABOOTESE Homo saplers KIAADAIS mRNA, complete cds o)
10374.5eq 499 gi]1262342]emb|X93334. HSMITG Homo sapiens mitochondrial DNA. complete genome [4)
10375.58q 263 | gli4D07 185{emb|AL031003.1|HS422G23 | Human Ol seauence from clone 422G23 on chromosorme 624 Contains ES1e-153

10376.5eq 499 | gl]1262342] X93334. 1 HSMITG Homo saplens mitochondrial DNA, complete genome 0
10378520 499

10379.5eq 495 gﬂ@lwﬁj@lDﬁaﬁ‘qulD&wlS Horo saplens mRNA. for T-cluster binding protein, complete cds O
10380.5eq 2568| gilBO6558emb{Z 49236.1|HSL1B4DE Human DNA sequence from cosmid L1846, Hurtingtor's Disease Region, 0.0086!
10381 seq 318/gil7328161 {emb|AL 162079.1]HSMB0261 Homo sapiers mMRNA: cDNA DKFZp76282310 {from clone DKFZp76282310); |e-177

10382 seq 502 |gl]1 237214]embiX86754.1 |HSKAPPALC | H.saplens gene encoding kappa light chaln constant region 0|
10385.5eq 490 gi|6456726|eblAF 198095 T{AF 198085 Homo saplens chromasome Bq12 BAC 246015, complete sequence 0.72
10386.5e9 4989 3IE1585?!]regNM_004812.1[[ Home saplens mouse tropomyosin homotog (HSPCO0T) mRNA a
10388.3e9 480/ wi[1344554|gb|G24228.1/G24228 human 5TS WiE14118 e-159

10389.5eq 499 gi[4826863]ref]NM_005010.1]| Homo sapiens neuronal celt adhes|on molecule {NRCAM) mRNA O
10350 seq 380/

10391 .59 185 | gi|483851 8|gh|AF132048.1|AF 132048 Homo saplens foocen—s mRNA, corrplete cds e-100

10392.seq 498/ &i|1 84815|sbiME2403, } HUMIGFBPS Human insulin-like growth factor bindng protein 4 (IGFBP4) mRNA, 9
10393.seq 499 gil4204828)gb|U52962.1{HS\I52962 Human centrosonmal protein kendrin mRNA, complete cds 28
10384520 456! gi|45041 70jref|NM_000846.1]| Homo saplens glutathione S-transferase A2 (GSTA2) mRNA of
10395580 494 | gil5453845]refiNid_006451.1]| Homo sapiens pulyadenylate binding protel—interacting protein t 0
10396.seq 499 | gI[7023602|dbj|AK001 930.1JAKDAT930 | Homo sapiens cONA FLJ11128 fis, clone PLACE 1006236 e-137

10397.5eq 439 | g1|4503948|refiNM_000161.1]| Homo tens GTP cyclohydrolase 1 {dopa—responsive dystonia) (GCH1) 0
10399.5eq 498 g}4502472jrefINM_001 73001 Home saplens B-cell translocation protein 1 (BYG1) mRNA 0
10400.580 303 | il 658007§|dhilh?000472.2|AP000472 Hormo saplens genomic DNA, chromasome 21a21,1-621.2, clone:B2584A5, 17
10401 seq 236 gl[532596|gb|M12759.1|[HUMIG JO2 Human |g J chain gene, exons 3 and 4 e-118

10402 580 320|eli7160488]embiALY 36169.6)AL136169 Human DNA sequence from clone RP4-BOSE13 on chromosome ¥q26.1-27.1.je-121

10403.5eq 213 gi|BO4 T 48|gh|L 42024. 1 IHUMHLABH Homo saptens MHC HLA-B39 mRMA, complete cds e-108

104034589 499 21|33351471gb| AF055376.1JAF055376 Homo saplens short form transcription factor C-MAF {c-rmaf) mRNA, 0
10405.sea 499 &i|2828788)gb| AC0D4109.3(AC004109 | Homo saplens PAC clone RP4-608H12 from 7q21, complete sequence 0.046
10408 5eq 498 21297101 |emb}¥66362.1 [HSSTHPKG H,sapiens mRNA PCTAIRE-3 for serine/threonine protein kinase o
10408 seq 499 | gli3873180gb|AC005939.1 JACDOS939 | Hemo saplens chromosome 17, clone hRPK.467_K_17, complete sequence 0.72
10410.5eq 489 g_l]g_ﬂ?bSﬁBlenb[ALOShﬁ?J |HS465N24 | Hurnan DINA seauence from clone 465N24 on chromosome 1035.1-38.13. Con 0
10411 .5eq 498 | gi[437601 1emb|ALO31295.3[HSBEEK2 | Human DNA sequercé from clone 886K2 on chromosome 1p35.1-36.12 Contd 0|
10412.5eq 499 gi|6453522jemblAL F33078.1{H5M801 351 Home saplens mRNA; cDNA DKFZp434P1217 (from clone DKFZp434P1237): 0
10414.5eq 499 gi|6492469|gb|AC010200.711AC010200_ | Homo saplens 12 BAC RP11-5756G13 {Roswell Park Cancer Institute Human 0
10415.5e0 329|gi[1375327|eb{G2T077.1|G27077 human STS SHGC-32786 1.00E-23
10416580 | 263 |gH17832 MB1118,1{HUMADHS07 Human alcohol dehydrogenase chi polypeptice (ADHS) gene exons 8-9, 6.00E09
104175eq | 499 |gi|161169|gh|M14219.1HUMCSPGIA | Human chandroktin/dermatan sulfate oroteoglycan (PG40) core protein . ¢
10418.5eq 499 | 1|6598815|gblACD08967.3|ACOOBEET Home saplens chremosome § clone CITB-H1,_2367A17, complete sequence | e-104

10418580 489 gﬂsmzsm]ﬂbiAmeﬂﬂAlHSWTLl Homan DNA secuence from clone 1971 on chromosome 5024.1-25.2. Corail 0
10420.5eq 450 | gi[1103392|emb|X77528.1]GCTK2ID G.cydonium TK-2 mRNA, immunogichulin domain 0.18
10421.5ea 508 |l 184743[@J00220A1\HUM|GCCB Homo sapiens immunolobulin albha-1 heavy chain constant region 0
10422.5eq 332@70‘2351 3]dbi|AKO01939.1}AKDOY 938 | Homo saplens cONA FLI 1077 fis, clone FLACE1005101, highly similar le-175

10423.560 495] gl{717039|gblU1 3697, 1}HSUL 3697 Hurnan miterleukin 1-beta converting enzyme isoformbeta (L1BCE) | 0
10424589 499 2i|4508026]refiNM_002720.31| Homo saplerss protein phosphatase 4 (formerly X), catalytic subunft g} -
10425.50q 198 | gil 45034704 refNM_D01402.1]| Homio saplens eukaryotic transiation elongation factor 1 alha £-101
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10426.56q 498 (2i|2947237|gb|AFO51 782.1|AFD51 782 Home sapiens diaphanous 1 {HDJA1) mMRNA. comgplete cas 0
10428 5eq 499 gi|7021191{dbil AKO008ET .1 JAKODOSET | Homa sapiens cDNA FLJ 10005 fis. clone HEMBA1000156 S00E-82
10429 5eq 499 | gl 7020570]dbj|AK(00464.1)AKO00464 | Homo sapiens cONA FLI20457 fis, clone KATOSB44 0
10430.5eq 499 Ial|14(}81 66]gb|L02301.1|BTLR2301 Bos taurus Immunogkobulin J chain mRNA, complete cds e-103

10431580 499 |gi|7140386(eb|ACO24824.1{AC024824 | Caenorhabditis elegans clone Y5581 BR, complete sequence 0.2
10432.5ea 499[gi|1255603 cdbijlD55654.  HUMCMOD Human mRNA for cytosolic malate dehydrogenase, complete ¢ds 0|
10433560 499 |i[5995997 refitiM_001658.2() Homo saplens ADP-ribosylation factor 1 (ARF1), mRNA 1
10435.5eq Drosophila metanogaster genomic scatfold 14200001 3386053 section 29 of 0.18
10436.5eq Homno sapiens SMT3 (suppressor of mif two 3, yeast) homolog 2 o
10437.5eq Homo sapiens ribosomal protein SB (RPS8), mRNA o
10438.5eq0 | 499 | gl}4506666|refiNM_003002.1|| Homo sapiens ribosomal protein, large, PO (RPLPO) mRNA ]
10430.5eq 498! gi|6552332|refiNM_D05252.2|| Homo saplens v—fos FB.J) murine ost oma viral pncogene homolog 0
10440 seq 468 [ gii36529|emb|X01784.1|HSS0D1 5 Human superoxide dismutase {SOD-1) gene £xon 5 and 3’ flanking 0
10441 seq 499 gi|6330156]cbj|AB032986.1|ABO32986 | Homo sapiens mRNA for KiAAT 150 protein, partiaf cds 0|
10443.5eq 492 (gl|4505870{ref[NM_DO02661.1)| Homa saplens phospholipase C, garmma 2 {phosphatidylinositol-specific} [s]
10444 seq 499

10448 .5eq 499 | gi|S174446|ref|NM_00B098.1) Homo sapiens ine nuch de binding protein (G protein), beta 0
10448.5eq 498 | gi|2772566]gb|AC003999.1{AC00393% | Human PAC clone RP5-1139P1 from 7p15-p21, complete sequence [Homo  [e-156

10450.5eq 4991 gi|S7T28967|ref|NM_006713.14 Hamo sapiens activated RNA pob ase |l transcrlption cofactor 4 1]
10452 .5eq 4981 gil4758509|ref|NM_004856.1 Homao sapiens vacuolar protein sorting 26 (veast homolog) (VPS26), 2.00E-35
10453 5eq 4691gH|3 1091 Jemb]X16869.1|HSEF1AC Human mRNA for elongation factor 1-akiha (clone CEF4) 0
10454 sen 498| g1|4506302|ref|NM_002836. 15 Homo sapiens protein tyrosine phosphatase, receptor type, alpha 0
10455.5seq 502 gi|6554463|gb] ACO12188.2{Fi417 Seguence of BAC F14L17 from Arabidopsis thaliana chromosome 1, cormplete, 0.012
10456.5eq 459 gi|7293842|eb| AEC03519.1[AE003519 | Drosophila mel genomic scaffold 142000013386050 section & of 54, 0.66
10457 seq 456 | l[4557893|ref|NM_000239.1[ Homo sapiens lysozyme (LYZ)} mRNA —61
10460.5eq 499 | gi|555944|gbjU14992.1|HS5L114992 Human IMR-30 ril> | protein S3 (rpS3) mRNA, complete cds OI
10461.seq 477 | gi|532596|gb|M12759,1|HUMIG JO2 Human Ig J chain gene, exons 3 and 4 o
10462580 499 gif1344075|gb]G23749.1{G23749 burman §TS WI-17502 1.00E-84|
10463 560 491 |g|a504504[refiNM_000414.1]| Home sanierts hydroxysterold (17-beta) dehydrogenase 4 (HSD17B4) mRNA s
10464 seq 370|ei{5138929|eb]AFDS3I6B0.1|AFO93680 | Home sapiens branscription factor 1B mRNA, complete ods 4]
10465.5eq 247 |gi|50321 24|refINM_005637.1(f Homo sapiens synovial sarcoma, transiocated to X chromosome {SSXT) e-13%

10467 eq 440 gi{455T808|refiNM_000274.1]| Homo sapiens omithine aminotransferase {OAT), nuclear gene encodng Q
10468 5eq 499|g1{984304|gb|U25976.1{HSIIZ5975 Hurman serine kinase (hPAKG5) mRNA, partial cds 0
10469.5eq 499 gl}5729934|refiNM_006636.1]| Homo saplerss methyiene tetrahydrofolate dehydrogenase (NAD+ 3]
10470.5e0 499 gi{6433831 jemblAL 121765.2ICNSO1DS DY Human chr 14 DA sequence *++ IN PROGRESS ** BAC R~209L1 0,18
10472580 499 | gl4505604|refiNM_O02580.1]| Homa saphens pancreatitis—associated protein (PAP), mRNA [5)
1047350 221

10474 5eq 398 gil45067 30jrefiNM_001010.1]| Homo sagiens ribosomal protein 56 (RPS6) mRNA, [s]
10475.5eq 484 | gi|181532]gb|M37925.1[HUMDEFSA H.sapiens defensin § gene, complete cds e-131

10476.5eq 494/ gi[4240200|doiABO20663.1 |ABOZ0663 | Homo saplens mRNA for KIAAOSSE protewn, partial cds 1)
10478.5eq 144 &|38334jermbiXE2125.1HSWLRG H.sapiens rearranged WLR gene for lambda-immunoglobulin subgroue 1} 2.00E-56

10480.seg 199 |21|2804590)sb] ACO04030.1AC004030_ | Homo saplens DNA from chromosome 19, cosmid F21856, complete seauence 1.00E-95

10482 5eq 540/ gi|56191 8jgbiL37084.1)¥ SPPHHY Schizosaccharoryces pombe phosphopyruvate hydratase mRNA, complets 0.2]

10483 seq 518 gl{31396}emb{X02761.1{HSFIBY Hhuman mRNA for flbronectin (FN precursor) 0

10484 3eq 567 |g114938294]lemblALO35T02. 7YHS593C 16 | Human DNA sequence from clone 593C16 on chromosome 1924.1-25.2 Contd 0
10485 seq 513 | gil4156135gb{ACO05058.1[ACO05058 | Homo sapiens BAC clone CTB-5404 from 7931, complete sequence e-174

10486.5eq 445 |gll6319247 [refiNC_001133.1]) Saccharomyces cerevisiae chromasome |, complete chromesome sequence 064

10488.5eq 200 g|6002592|2b| AF091434.1|AF091434 Homo saplents secretory growth factor—like protein fafotein mRNA, e-104

10492 seq 510|21]450 [refiNM_001536.1)) rHomo sapiens HMT1 (hnRNP methvitransferase, S, cerevisiae)-bke 2 ]

10493.5eq 326|gi|6523822(gb|AF113534.1]AF113534 Homo sapiens HP1-BP 74 protein mRNA, complete cds. 9.00E-15

10494.5eq 469/ 14505046 (refiNM_002345. 11§ Home saplens lamican (LMY mRNA 1]

10495 5e0 630(gl|5649369|eb] AC005341.12]AC005341 | Homa sapiens chromosame 17, clone hRPK.146_P_2, complete sequence 0.92

10497 580 505 | gH|4757825|ref|NM_004048.15 Homo sapiens beta-2-microgiobulin {82M) mRNA 0

10499.5eq 548 gi|1 827474}bj| DSG83.1|D50683 Homo sapiens mMRNA for TGF-betallR aloha, comolete cds 0

10500.5ea 500/ &i|4557386[ref[NM_DDD537.1]i Home sapiens complement componert 7 (C7) mRNA 0

10501.5eq 439! gi|31031 jemb(Z14182.1|HSES54A1 H.sapiens rearranged Ig heavy chain varlable region (VDJ) e-147

10502 seq 458 gi|3387890|gblAFO70533. 1 |AFDT0533 Homo sapiens clone 24619 mRNA sequence 0

10503.5eq 575

10504.seq 482 | gi|57IP460|2AF 1 72324.1|AF172324 Escherichia coll Galf (galF) gene, partial cds: O-antlgen repeat urit 0.011

10505.5eq 513 gil4503140|ref|NM_001814.1|| Homo saplers catheosin C (CTSC) mRNA 0

10508.5eq 403 | gi| 181532|gb{M3T7925.1|HUMDEFSA H.sankens defensin 5 gene, complete cds e-133

10509.5eq 332 gif 18901 9|gbiM22918.1 |HUMMYLCB Human nor-muscle myosin afkall ight chaln mRNA, 3 end e-167

10512.5eq 548 | gil 450661 BjrefiNM_000886.1|| Homoa saplens ribosomal protein L24 (RPL24) mRNA 3.00E-43

10514.5eg 526 | gil2052040]erb{Z84483.1|HS46H23 Human DA sequence from PAC 46H23, BRCAZ gene region chromosome Q.19

10515.5eq 527 [gl{2415414|gb]AF01 7986, 1|AFO1 7986, Homo sapiens secreted apoptosls related protein 1 (SARP1) mRNA, (1]

10516.5eq 527 |gl|5728753|ref]NM_DOGT06.1} Homo saplens transcription factor CAY50 (CA150) mRNA Q

10517 seg 535 |gl|50601 U18997.1|[ECOUWBT Escherichia col K-12 chromasomal region from 67.4 to 76.0 minutes 0

1051%.58q 497 | 21]6912633jrefiINM_D12423,111 Homa saplens ribosomal protedn L13a (RPL13A} mRRA [

10520.5eq 502 €| 2842785]{AC0041 30.1]ACO04130 _ | Homo saplens BAC clone CTA-233F17 from 7p15-p21. complete sequence [+]

10521 .5e9 545 |gi|2903 L12531.1|DYGCCAIA Discopyge ommata Ca2+ channel alpha | subunit gene sequence 0.2

10522589 528 | gi[B552326[refiNM_000398.3|| Horno sapiens diaphorase (NADH) (cytochrome b-5 reductase) (DIA1), 0|

10523.5eq 547 | | 2765422 emb] Y14736.1JHSKGS 1KL Horno sapiens mRNA for immunoglobulin kappa kight chain e-175

10524.5eq 551 |gil4885165refiNM_005214.3]| Homo sapiens cytotoxc T-kymphocyte-asscciated protein 4 (CTLA4) 0.2

10525.58q 1 68| &l|4506048]refNM, 002729.1]| Homo sapiens proline-rich homeodomaln—containing transcription factor 2.00E-82|

10526.5eq 507 | g1{464185]dbj|D25274.1 |[HUMPO25TS | Homo sapiens mRNA, clone:PO25TS 0

10528580, 406| 1)2578092|embiALOOB633.1iHS345816 | Human DNA sequence from PAC 345816 on chromasorne Xa24-Xa26.3. Con 0

10529.5eq 404, gi|7532779]eblAF 105253.1|AF 105253 | Homo sapiens neuroendocring secretory protein 55 mRNA, comolete cds 0

10530.seq 4821gi|7330682emb|AL12903,13|HSDI155G Human DNA sequence from clone RP1-155G6 on chromosome 20 Contains b Q

10531 seq 5191@i1343376}gbjG23050.1)523050 human 5TS WI-17579 1.00E-21

10532.5eq 555 gil4505590]ref{NM_002674.1]] Homo saniens prokferation iated gene A (naturat 0

10533.5¢0 398 | gil36414jembiX 1 369T.1|HSSBLA Human mRNA for riberucteoprotein SS-B/La 4]

10534.58a 489 121{13003]{emb|vV00662,1|MIHS XX H.sapiens mitochondrial genome 1]

10536.52a 512 |gil4758R73|refiNM_004800.1|| Homo sapiens transmermbrane 9 superfamily member 2 (TM3SFZ). mRNA 0

10537 seq 482 |ait1262342]emtX93334.1|HSMITG Homo sapiens mitochondrial DNA, complete genome 1.00E-60

10539.seq 341|R1}234101 6/gh| ACO02485.1JAC002485 | Human PAC clone CTA-21203, complete seauence {Homo sapiens] 0.031

10540.seq 488 |21[7298621|gb] AEQD3664.1(AE003664_ | Drosophila melanogaster genomic scaffold 14200001 3386055 section 57 of 0011

10542 seq 583 |=i|532536]gb|M12759.1|HUMIG JO2 Hurman Ig J chaln gene. exons 3 arxt 4 O

70543 seq 198 |2i|576644/ab|LN 5450, [HSCAL MI2 Human calmadulin=1 (CALM1) mRNA, IUTR, partial sequence =102

10544 seq 679 £|37849lermb| X561 34 [HSVIMENT Human mRNA for vimentin 0

10545.seq 288 &l|1262342]emb|X93334 1{MEMITG Home saplens rmitochondrial DNA, cormplete genome e-139 ]
10546 seq 501 | 21|5041969|dbilABO2B616.1|ABO2BSIE | Arabidopsis thaliana gencmic DNA, chromosome 3, P1 clone:MMG 15, 0.8

10547 .seq 491 |&l|4757825]cafiNM_004048.1]] Horno saplens beta~2-microglobulin (B2M) mRNA ]

10549.5¢eq 513 | gil6682291|embiAL135744.2ICNS01 DVC] Human chromosorme 14 DNA sequence *+» IN PROGRESS +++ BAC R-52401 V]

10550.5ea 158 ei|1 262342]emb|X93334.1|HSMIYG Homao sapiens mitochondrial DNA, complete genome 2.00e-B1

10552 5eq 504 |gi|6580834|gh{AF132818.1|AF132818 | Home sapiens colont Kruppel-like factor {CKLF} mRNA, compiete cds ]

10554 seq 495 | 21|4493492|emb|ALD35424.7[H522D12 | Human DNA sequence from clone 22012 on chromosome X021.1-21.33. 013

10555.5eq 424 g1 82895/gblM3307 1.1{HUMGATA Human {clone GA733-2-2) carcinoma-assoclated antigen GATI3-2 mRNA, O
10556.5eq 502 |g114102710|gh}AFD15043.1|AF015043 | Homo sapiens EH-biriing protekt mRNA, partial cds a-121

10550.seq 171|gil4758705)refiNM_004526.1| Homo sapiens minichromosome maintenance deficient (S. cerevislae) 2 7T.00E-85
10561.5eq 634 gl 473107 | |gb]AC0D5231.2|ACD05231 Homo sapiens PAC clone RP5-1186P 10 from 7g11.21-g21.1, cemplete sequed e-136

10562.5eq gb|LI1610.11HUMS25RF Homo sapiens (clone corl-1cl5) $29 ribosomal pratein mRNA, complete e-139

10563.58q 383 gl 15523803|eb]ACD07367.3|AC007367 | Homo sapiens BAC clone RP11-518G 12 from 2, complete sequence 5.00E-04

10564.5eq | ACD09363.4/AC009363 | Homo sapiens chromosome 14 clane CTD-2317F5 map 14024.3, comptete 0.045

10565.5eq 514 g||984508|§h|w1'80? 1jHSUO7802 Human Tistid gene, comolete cds 4
10566.5e0 551 |gi[1 78274{gb[MBARIDI[HUMAGTFCP_ | Human aipha-globin transcription factor CP2 mRNA sequence 9

10567 580 527 | gi{4884) 7 4[emblAL048829.1|HSM800279 Homo sapiens mRNA; cDNA DKFZp56400582 {from clone DKFZp56400582); o
10568.569 258 gi|7228107|emb]ALO343B0.25|HS50024 | Human DNA sequence fram clone RP1-50024 on chromosome 1035.1-35.3, e-143

T0570.5eq 343 eil2920536)sb|AFQ 18082.11AF01 BOA2 Homeo sapiens type XV colagen (COL18A1) mRNA, alternatively 0
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10572.5eq 535|gij4504574|ref|NM_002168.1|| Homo saplens isocitrate dehydrogenase 2 {NADP-+), mitochondiriat [&
10573.5eq 669 | g|4982556|eb|AC005924 3jAC005921 Homa sapiens chromoscme 17, clone hRPK.284_§ 22, complete sequence 4]
10575.5eq 321 i|2613003|gb| AFQ28824.1|AF028824 Homo saplens Tax interactlon protein 2 mRNA, partial cds 176

10576.5ea 518 gi|3928301|embjZ69002. HSPOMO3 ¥ H.sapiens mRNA for immunoglobulin kappa light chain VJ region (ID e-143

10577.5eq 482 | gi|4680716]eb| AF132973.1|AF13297] Homo sapleris CG1-39 protein mRNA, compiete cds 0
10578.5eq 469 [ gi[31914{emb]X04408.1HSGSAZR Hurman mRNA for coupling protein G{s) alpha subunit {aipha-$2) 3.00E-06
10581 seq 354

+0582 seq §24|gil7022071|dbj|AKDA1046.1|AK001046 | Homa cDNA FLI101 84 fis, clone HEMBA1004289 0
10583 .5eq 538 |gil4757825|ref|NM_D04048.1|| Homo saplens beta-Z-microglobulin {B2M) mRNA o
10584.5eq 377 | gi}4504900 ref|NM_002268.1]| Homa saplens karyopherin alpha 4 (importin alpha 3) (KPNA4) mRNA 21
10585.seq 513 |gil4504894(ref|NM_002264.1|| Homo sapiens karyopherin alpha 1 {importin alpha 5) (KPNA1)} mRNA [}
30587 seq 535 | gi|4505134iref|NM_002419.1]f Homa saplens mitogen—activated protein kinase kinase kinase 11 4]
10588 5eq 428 gil1 2623425emb|X93334.1|HEMITG Homo saplens ritechondrial DNA, complete genome 0
105%0.5ea 504| gil4757B25/refiNM_004048.1{} Homo sapiens beta-2-microglobulin {BZM) mRNA 0
10581 5e0 522

110593 .5eq 508/ gi|32018591gb)aAFDE7420.1|AFO67420 Homo i SNC73 protein (SNCT3) mRNA, complete cds 0
10654 seq 545 -
105%5.5eq 654/ gi|4506664(refiNm_000661.11] Homo sapk ribosornal protein L% (RPLY) mRNA 0
10597 .5eq 4B2|gl[6599191jemb]AL 133649.1|HSM801 439 Homo sapkens MRNA; cDNA DKFZp434A139 (from clone DKFZp434A139}) 0
105598 59 506! &|5523835)4b| AC004915.2|ACO04316 | Homo saniens clone DJOBITLTY, complete sequence 2.00E-26
105599 5eq 5121 gil532586}eh|M 1 2759.1[HUMSG J02 Human lg J chain gene, exons 3 and 4 e-131

10600560 5081 gi{6456B53|embjALDO33527.26|H5 118421} Human DNA sequence from clone RP1-118J21 on chre 1p34.1-35.3 3.00E-80,
10601 seq 395 gi[2583174|gb| AFD26844.1|AF026844 Homo sapiens ribosomal protein L41 mRNA, complete cds 0
10602 580 5102|7021 987]dbj| AKOD0987.1,AK000987 | Homo sapiens cDNA FLI10125 fis, clone HEMBA1002954 0
10604.5eg 502 | gi|34469|emb| X66867 .1 | HEMAXG H.saplens max gene 0|
10605 5eq 495 [ gi[13000(emb|X62996.1[MIHSGENOM | H.saplens mitochondrial genome (consensus sequence) 0|
10606.sea 508 gi|6224698[eb| AF163366.F[(HSCXADRT | Hormo sapierss coxsackievirus B-adenovirus receptor (CAR) gene, exon 7 3]
10807 seq 518 2l|5006489]embiAI249241.1|HSA249241) Homo saplens mRNA for MHC class 1 antigen, A*0209 allele 0
10608 seq 492 | gll693857|gb] $74095.1{574095 ENK=preproenkephalin A [harnsters, goklen Syrian, Lakeview, adrenal 0.046
10609.seq 506 || 702207 1|dbi AKOD1D46.1]AKO01046 | Homo sapiens cDNA FLIT0384 fls, clone HEMBA 1004289 0
10612 580 236 gll47 75629|emb|AL035416.71HS782L23 | Human DNA sequence from clone 782123 on chromasomne $p31.2-33 Contairy 0.33
10614.5eq 522 gll4758603|ref|NM_004516.1] Hemo sapiens inerleukin enhancer binding factor 3, 30kD {ILF3) mRNA 1)
10616.5eq Homao sapiens mRNA for myosin regulatory light chain, complete cds [¢]
10617.5eq Human |g J chaln gene. exons 3 and 4 0
10618.5eq Homa saplens ribosomal protein L15 (RPLES) mRNA 0|
10620.569 Human DNA sequence from clone RP1-272J12 on chromosome 22 Contains 2 2.00E-04/
10621 .5eq Homo sapiens eukaryotic transtation elongation factor 2 (EEF2) mRNA 0
10622.5eq

10623.5eq Human Ig J chaln gene, exons 3 and 4 0
10624.5eq Humart loriation factor EF-1-alpha gene, complete cds a-160

10625.58q 507 [gl]1262342]emb]X93334.1[HSMITG Homa saplens mitachondrial DNA, complete genome 0
10626.5eq 501 [gl[28751 jermbix13629.1 [HSAPOAL Haurnan Integtinal mRNA for apatipoprotein A-1V 0
10628.5eq 508 gi|4678837|emb|ALD49702.1]HS433G 191 Human gene from PAC 433G19, chromosome 1 0
10629.5¢q 551 |gi{101 7812|gh|U37558. 1{HSU3TS58 Hurnan RNA polymerase Il elongation factor-like protein OCP2 mitNA, 0
10630.5eq 404 gi|1262342]embiX03334.1|[HSMITG Hormo sapiens mitochondrial DNA. complete genome 0
10631 580 535 | 2i|4503496|ref|NM_001966.1|| Home saplens encyl-Coenzyme A. hydratase/3-hydroxyacy Coenzyme A e-17 )
10633 seq 486 gi}4502362]refiNM_001188.1]| Homo sapiens. BCL2-antagonist/kitler 1 (BAKT) mRNA 0
10634 560 609 | gil4503308|ref|NM_001928.1) Hormo saplens adinsiy/complement factor D precursor {DF) mRNA 0
10635 seq 521|211289009|emb|X72735.1 [HSARYR1 H.sapiens gene for arvisufatase B, exon 1 0.9
1063656 435 gl|5454099refiNM_006283.1]| Horno saplens transforming, acidic coiled-coll containing protein 1 [1)
10637 580 521 gl|285940|cbj|0 4658.1 [ HUMORFO2 Human mRNA for KIAADI0Z gene, cormplete cds 0
10639.5eq 489|gl|4507230jrefiNM,_003143,1]| Homa sapiens single—stranded DiNA-binding protein (SSBP), nuclear 1]
10643 580 403 1 gil1 81532|gbfMI7925.1|HUMDEFSA H.sapiens defensin 5 gene, complete cds +-130

10645.5eq 4951 gil4759237}refiNM_004616.1(] Homo sapiens transmernbrane 4 supertarmily member 3 (TM45F3) mRNA [s)
10646.5ea 496/ gi|5725511]gb|AFOT2097.1]AFO72097 | Homo sapiens beta-2 microglobulin gene. complete cos o
10647 e 334 | gi|3849820eb| ACC0S837 1 |ACOOS837 Homo chror 17, clone hRPIC318_A_15, complete sequence 0
10648.5eq 449 gil4582143]embjaL 03441 1.6|HSB08PE | Human DNA sequence from clone B08PS on chromosome Xg24. Contains the 4.00E-05
10649520 484

10650.5eq 515 gli22951 jemb]| X04524. 1 |HLIL2MLA. Glbbort ape MLA, 144 abnorrmel IL-2 allele at Gal VISF) insertion 0012,
10651 seu Human Ku autclmmune antigen gene, complete cds 0;
10652.5eq Human DA, sequence from clone RP5-850F19 on chromosome 20p12.3-13. B.00E-041
10653.5eg Homo transcription elongation factor B (SN}, polypeptide 0
10654 520 H.saplens defensin 5 gene, complete cds e-130

10656 seq H.sapiens mitochondrial genome 0
10658 5ea Homo sapiens solute carrier family 20 (phosohate transporter), member 0
10659 seq 532 Q&SOS?SDlreﬂ_NM 001010.1)| Homo sapiens ribosomal protein S6 (RPS6) mRNA 1]
10660500 514 gil38422lemb|X69150.3|HSRPS18 Hormoe saplens miRNA for ribesomal protein S18 9
10661580 4551 2|7020710|dbj|AKDO0S44.1|AKODG544 | Homo saplens cDNA F1 120537 fis, clone KAT11250 1.00E-11
10662 seq 544|gli5919146)eb]AF 182289, 1|AF 182280 Homo saplens LIE snRNA-assoclated Sm-like protein LSm3 mRNA, o
10663.5eq 500|gl|1944628{t] JO1 4151 HUMMTCG Husan mitochondrion, complete g 0
10664 seq 536/ g1}401.844|80(L 05093.1|HUMRIBPROD | Homo saplens ribosomal protein LiBa mRNA, complete cds of
10666.seq 4881 gi|4827104]cb}APO00138.1]APODG138 | Homo sapiens genomic DA, chromosome 21g21.2, LL56~APP reglon, clone (_}I
10667 .seg 114/ gil33099]emb{X06766.1 [ HSIGHGP Human immunoglobulin pseudo-gamma IGHGP gene 1.00E-54;
10668.seq 505 | &i| T021528|gh| AF225899. 1| AF225899 Homo sapiens PAC clone 2198d7, compiete sequence 0.73
10669 seq 453 | gif5453560refiNM_D0E476.1]| Homo sapiens ATP synthase, H+ transporting, mitochondrial F1F0, O
10610.5eq 423 | gi|532596gb|M12759.1[HUMIG JO2 Human Ig J chain gene. exans 3 and 4 0
106T6.5eq 217 gl 3071gb|LI0385T.1|HSL03351 Human capping protein aipha mRNA, partial cds e-108

10677.5eq 301 | @ii5425538|emb|ALO4S781.4{CNS00003 | Human chromosome 14 DNA sequence *+= [N PROGRESS ++* BAC R-340L3 0.027
10679.5e8q 547 | gli2T95523| g AFO3B202.1{AF0O38202 Homa saplens clone 23570 mRMNA sequence ]
10681 seq 500|214504254]refiNM_002106.1 Homo saptens H24 histone family, member 2 {H2AFZ) mRNA o
10682 580 352|21]181532|gh{M9 78251 HUMDEFSA H defensin & gene, complete cds 114

10683 560 501 | @i|2760545|emblALOOB73Z2.1|HSE6TMTZ | Human DNA seauence from PAC 67M12 on chromosome 6p22.1-22.3. Coniak 0.012
10685 sea 421 {2i|4503304|refiNM_001926.1) Homo sapiens defensin, alpha 6, Paneth cel-specific (DEFAG) mRNA 0
10686.5eq 503 |gi[1262342|emb{ X93334.1|HSMITG ‘Hoema sapiens mitochondrial CNA, complete genome 0
10687 seq 508 | eil4502690]ref|NM_001784.1)| Homo sapiers CD97 antigen {CDI7) mRNA 0
10688.5eq 418 gi|5032220refiNM_005662.1]] Hormo sapiens voltage-dependent anion channel 3 (VDAC3) mRNA 0
10689.seq 392|gil4731046|gh{ ACOO4TES.2]ACO04765 | Homo sapiens 12p13.3 BAC RPCI11-388A16 {Roswell Park Cancer institute 0.036)
10690.5eq 518]gij1181557|dbj|DE3004.1| 083004 Human spiderynotd carcinorma mRNA for ublquitin-conjugating enzyme E2 0
10691 .5eq 5627 159723|emblAL035705.22|HS758M20 Human DNA sequence from clone RP4-758N20 on chwomosome 1p31.3-32.2, 0
10693500 527 gi]1 262342|emb]X93334.1|HSMITG Homo saplens mitochondrial DNA, cormplete genome: 1)
10694 seq 263 eil605586]eh]l.31341.1{HUMUTE30 Human STS UTS30 1.00E-50
10695.5eq 5511i[227641 4lab|L63545.3|CYSCH Lymphocystis disease virus 1, complete genome 0.051
10696.5eq 526 | &l 184756]eb{J0C221. 1IHUMIGCD? Human Ig germiine H-chain G-E-A region B: alpha—-2 A2m{1) aliele o
10697 seq 465 | gi|T243882{ghb| AC008298.2|AC009298 | Homo sapiens clone RP 131716, complete sequence 2.00E-90
10698.5eq 307 | @i 70207 S6|dbilAKO00571 . 1HAKO00571 | Homo sapiens cDNA FLI20564 fis, clone KAT12033 ¢-i64

1069%.5eq 551 | gil 488431 1}emblALDS007 8,1 |[HEME00409 Homo sapiens mRNA; cDNA DKFZp566G0746 (from clone DKFZpS66G(745) O
10700.5eq 379 2il6996445]emb|AJ250915.1HSA50815 Homo sapiens p10 gene for chaperonin 10 (Hso10 protein) and p60 gene 0
10701 .seq 395 | gil3B45108|eblAEOD1376.1|AE0D1 376 Plasmodiurm fakciparum chromoesome 2, section 13 of 73 of the complate 0.036|
10704 seq 399 | git4506612|ref|NM_000983.1|| Hormo jens riby | protein L22 (RPL22) mRNA 0
10705560 541 |gilG808610{eb|AF204231 .1 |AF204231 Homo saplens 88-kDa Golgi protein (GMEB) mRNA, complete cds _ 0
10706 580 495 | @i|5174602]ref|NM_006097. }|{ Homo sapiens myosin regulatory light chain 2. smoocth muscle isoform 0
10707 .5eaq 991 @ij453963|embi X7 7584. | HSATLRED H.sapiens mRNA for ATL-derived factor/thiredoxin 2.00E-25
10708.58q 482 | gi|4505996|refiNM_003520.1}| Homo sapk protein phosphatase 10 magnesium-dependent, delta [4]
Wrod.seq 518214884388 ermb|ALOS0176.1|HSMB0D47E Homo sapiens mRNA: cONA DKFZp586H2022 (from clone DKFZpS86H2022); ol
110710.5eq 576 | gi[2697122]gh|AF025840.1|AFOZ5840 Homo sapiens DNA polymerase epsilon subunit B (DPE2) mRNA, complete 1 OOE-58
10712.5eq 523 | il 1 769808|dbi|D50370.1|25037Q Hemo saplens MRNA for nuclecsome assembly pioteln, complete ods 0
10713 seg 526/ gi{5901911|ref|NM. DO6BES.1|| Homo sapiens calmodulin 1 {phosphorylase kinase, defta) {CALMI). 4]
10714.5eq 505|21/3800891 AFQ99810.1{AFQ99810 Hormne sapiens newrexin lli-alpha gene, partial cds 0.042

/2§



10715.sea 509] gi|2760152|clhjiABOCBES1.1|ABOOBER) | Homo sapiens gene for activin receptor type 1B, complete cds 2.5
'ﬁﬂﬁseq 514/|gi|1213466[gb|U25057 1 {HSLI20057 Human MHC class | antigen HLA-BT variant {HLA-8) mRNA, compiete cds [4]
10717 seq 519]gil4581080|eh]AC007292.1|AC007292 | Homa sapiens chremasome 19, cosmid R31167, comolete sequence e-131
10721 seq 436 gl|532596]&b|M12759.11HUMIG 102 Human lg J chain gene, exons 3 and 4 1]
10722 580 488 | gil4503480{refjNM_001404.1]f Homo sapiens eukaryotic translation etongation factor 1 gamma 0
10724 .5eq 490 gi]13003|emb[VO0GE2.  MIHSXX H.sapiens mitochondral genome: 0
10725560 513] il5552327IrefilM_007326.4]t Homo sapiens diaphorase {NADH} {eytochrome b-5 reductase) (DIA1), 0
10727 seq 539|gi7 151{gh|AFO64858.1[AF064858 Homo sapiens chromasorne 21022.3 BAC 28F9, complete sequence 1.00E-B8
10728.5¢q 623 | i1 7641411gb{U81834,1|H5LB1 834 Human cosmid LL12NCO1-85H4, ETVE gene, exon 2 and partial cds kY
10730580 497 | g1|4826656iref|NM_004342. 114 Homo sapiens caldesmon 1 (CALD1) mRNA 0
10751580 532 gI{4506730/refiNM_D01010.1f} Homo sapiens ribosomal protein $6 (RPS6) mRNA [+
10732.5ea 588 gi[3347826[eb| AC0Q5274.11AC005274 | Homo sapiens chromosome 17, clone hRPK.1080_M_T, complete sequence 0.86)
10733seq 535|gl|2894828}#1{US1942,1]U91 942 Homo saplens immunegtobulin light chain mRNA, partial cas Q
10734.56q 570 il 4826897 [ref|NM_005022.1}} Homo saplens profilin 1 (PFN1) mRNA [
10736 580 491 gil5106560|gbiAF128626.1|AF 128626 Dictyosteliurn discoldeurn RNA binding protein Pufa {pufA) gene, 0.003|
10738.5eq 502/ gi{7248520|gbjAC0O21049.12|AC021049 | Homo sapiens 12p12-21.8-27.2 BAC RP11-904M10 (Roswell Park Cancer 1]
10740:5eq 559! gild504952|refiNM_002292.1t] Homa saplens laminin, beta 2 (laminin 5} {LAMB2) mRNA 0
10741.seg 4841 gi|7242206|refiNM_004597 31| Homo sapiens small ruclear ribonucleoprotein D2 polypeptkie 0
|10742.5eq 522! gl[4506724]ref|NM_031007.1{] Homio sapierys rit | protein $4, X-knked (RPS4X) mRNA 0
107435eg 508;gil7300622]gb| AE0D3731.1}AE0O3 T3 Drosophila melanogaster genomic scaffold 142000013386035 section 56 0.19
10744.5eq 4G71gi|)1 375327 [eb|G27077.1|G27G77Y human STS SHGC-32786 2.00E~-23
10745.5eq 500
10747 .5eg 519
10748 seq 522, ei|5997271)gb|AF162130.2|AF162130 Homo sapiens MAGUK protein VAM-1 mRNA, complete cds 3]
10749.5eq 133 gi|4505604|refiNM_002580.1]| Home sapiens pancreatitis-assoclated protein (PAP), mRNA 6.00E-69
10751589 537 gH|7020397[dbjlAKO00362, HAKO00362 | Homo saplens cDNA FLJ20355 fis, clone HEP 15804, highly simllar to 0|
10752.5eq 463 | 2i|2920805]gb| ACOO3037,1]ACO03037 | Homw sapiens Xp22 BAC GSHB 526021 {Genome Systems Human BAC librar| 0.67|
10754.5eq 380 | pi|4506744|refINM_00T013.1]] Homo saplens ribosomal protein 59 (RPSS) mRNA 0|
10755.500 520 gi1408438]ab]|G28523.1]{G28623 human STS SHGC-35815 (¥
10756569 498 | gil4507894[refjNM_003380.1]| Homo saplers vimeritin {ViM) mRNA 1)
10757.5eq 364 | gi|45067 14)ref|[NM_DOE031.1]| Homwo saplens ribosomal protein 528 (RPS28) mRNA 0
10759.5eq 391 | gi|7019342{refiNM_013230,1]| Homo sapiens CD24 antigen (small celt lung carcinoma cluster 4 [1]
10760.seq 528 |gi[4502692jrefINM_DO1 769,11} Homo saplens CDY antigen (p24) (CD9) mRNA 0
10761.5seq 517 |@i[7243112|dbjlABOAT T87.HABOITTBT | Homo saptens mRINA for KIAA1366 protein, partial cds 1)
10762.5eq 497 iﬁzvusszlgw\cmup\comom Human BALG clone CTB-83J23 from 7q31, complete sequence [Homo sapiens] 018
10763.s20 592 | 2i|3881975]emb}aJ012409.1}HSAD1 2408 Homo saplens mRNA for hypothetical protein, clone YR-29 4]
T0T64.5e9 427 |gi[181532{ghiM97025. 1| HUMDEFSA H.sapiens defensin 5 gene, complete cds £-136
10765589 557 || 3868777|dbjAB005549.1|ABOD5549 | Rattus norvegicus mRNA for atypical PKC soecific binding proteln, 2.00E-186
10769.5e9 519 gi|5091644|gh|AC007002.2|AC007002 Homo saplens clone NHO493L16, comolete sequence ]
10771580 403 |
10772.5eq Homo sapiens cakivm-activated chloride channal protein 1 (CaCC1) 0|
10773569 Homo saplens MRNA for KIAATOT7 protein, partial cds 0
10774.5eq Homo sapiens voregulated by 1,25-dlhydroxyvitamin 0-3 (VDUP1)} mRNA 1]
107765380
10777589 Horo samiens Hbosomal proteln 528 (RPS28) mRNA [\
10779.5eq Homao sapiens mRNA; cONA DKFZp564G0462 (from clone DKFZo564G0462) |e-130
10780.5eq Homo saplens transmembrane protein BRI (BRI) mRNA, complate cds 8.00E-94
10782 seq Human mRNA for KIAAQZES gene, partial cds 0
10783 580 Fomao sapiens defensin, alpha 6. Paneth cell-specific (DEFAG) mRNA 2.00E-97
10785.5eq Home saplens chromaosome 19, cosmid R30538. complete sequence 1.00E-76
10786.seq 508 | gil4507574|ref|NM_001 0651} Homg saplens turmar necrosis fackor receptor superfamily, member 1A £-135
10787 seqr 527 | gi|1 S08 T 8igh|MI 1469.1 [HUMRASAC Human ras-like protein mRNA, complete cds, clone TC4 0
10788.5eG 463 | gi|5101762[emb|ALDOST23.8HSIDG24 | Human DNA sequence from clone RP1-90G24 on chromasome 22 Contains ) 0.042]
10791 5eq A58
10792.5eq 37| glj4835848|eb|AF120268.1|AF 120268 Home sapleng ALIEN {ALIEN} mRNA, complete cds. e-109
10793.seq 508/ 1}441354|emb|X2443.1|HSIGKLY22 H.sapiens mRNA for rearranged |g kappa light chain variable region e-118
10794.seq 485|gi|339755|gh|ME3121 .1 [HUMTNFRC Human tumor necrosis factor receptor (TNF receptor) mRNA, complete 0
10798.52a 506 gla7s7825(ref|NM_004048.1|| Homo sapiens beta-2-microgicbulin (B2M) mRNA 1]
10799.5¢0 459 | gi|5912505]emblALDOETO1. 14{HSA24711{ Human DNA sequerce from clona 247112 on chromosome 22, complete 0|
10800.5eq 435 | )| 1262342|embjX93334.1|HEMITG Homao sapiens mitochondrial DNA, complete genome 0
10B2.5eq 476} gil4507 460 ref{NM_0D03236.1]| Homo saplens transforming growth factor, alpha (TGFA) mRNA 0.69
10B03.seq 500 | gi|5532410|gh|AF138300.1|AF138300 Homo saplens decorin variant A mRNA, complete cds 0
10804 5eq 1844|gbll 05093.1JHUMRIBPROD | Homo saplens ribosomal protein L18a mRNA, complete cds 0
10805.5eq 70jrefiM_001402.11 Homa sapiens eukaryotic lation elongation factor 1 alpha 1 0
10806560 ij5434899]gb|AF133423.1|AF133423 Homo saplens tetraspanin TM4-A mRNA, complete cds 0
10807 seq 280 |gl|7272070lgb|ACO08993 3| ACO0BI93 | Homo sapiens chromasome 19 dlone LLNL-R_222A1, complets sequence ©.025
10810564 438|gl|13003]|emb|VOMEE2.1 |MIHS XX H.sapiens mitochondrial genome 0
10811 seq 2i|4507 1 94]ref{NM_003128.1]] Homo sapiens spectrin, beta, non—erythcocytic 1 (SPTBNT) mRNA 0
10812580 448 |gi|5912633]ref|NM_012423.1] Homa saplens ribosomal proten L13a (RPL13A), mRNA )
10813.5eq 495 | gi|6807666/emblAL 13683 1.1{HSMB01799 Homo sapiens mRNA: cONA DKFZp43401328 {from clone DKFZp43401328); q‘
10814.seq 536|&il4160141|gb|ACO06241 IFACO06241 Homa saplens chromosome 9, clone hRPK.202 H 3, lete sequence 1]
10815.5eq 489|£1}4914533|smblALO31287.3|HSTD3H14 | Human DNA sequence from clone 703H14 on chromosome 1q23.2-24.3 04%&164 |
10817 seq 5281 g|3192941 |gb|UB0813. L{HSUBCEES Human nucleoside diphosphate kinase homolog (DR-rwi23) gene, complete o
10820.5eq 503 | gi|6624930{embial.121748.6|HSA342011 Human DNA sequence from clone RP11-342011 on chromasome 10. o |
10821 .5eq 513 gi|1 3731 72)abltJ53468.1|HSU53468 Homo sapiers NADH:ublauinone oxidoreductase subunit 813 (B13) mRNA, o
10825.5eq 524 &i[1 893781ab|M38188.1 HUMOGC Hurrian unknown protein from clone pHGR74 mRNA, complete cils o]
10827.seq 525 | 2il4826431 |emb|AL 031447 4|HS126A5 | Human DNA sequence from clone 126A5 on chromosorne 1p36.21-36.33. 0.049_1|
1082B.seq 507 | 7574 refiNm_001065.1|| Homo saplens tumor necrosis factor receptor superfamily, member 14 1)
10829 .seq 491
10833 seq 537 | gi|4505604irefiNM_002580.1{) Hoemo saplens pancreatitis-assoclated protein (PAP), mRNA 0
10836.seq 383 | ei|3483158gbl AFOBS844.1{HUMY 46009 Hormo saplens full jength insert cONA clone YI46D03 8-156
10837 seq 540/|ei|3109[erb]X 16869 1{HSEF1AC Hurnan mRNA for elongation factor 1-alpha {clore CEF4) 0
10838.5en 244 gi|4884062|emb]ALO22319.24H51 72820 | Hurnan DNA sequence from clone RP1-172B20 on chromesome 22q12.3-13.1 0.34
10840.5eq 447 | gi|33394iermb|X14583.1 HSIGLY Hurnan mRNA for |g lambda-chain [i}
10841 58q 508/ glf4503150[refiNM_000396. 1| Homo saplens cathepsin K (pycnodysostosis) (CTSK) mRNA 1]
10842.589 5011 gi|4500236]emb|ALD49450.1 |HSMBO0234 Homo saplens mRNA; cDNA DKFZp58681922 (from clone DKFZp886B1922) o)
10843 500 5§11]gi{2982169}eb|ACD04381.1JHUACOU4381 Homa sapiens Chromosome 16 BAC clone CIT9B75K-44M2, complete sequen D
10845.5eq 431 [gi[4757825{ret{NM_D04048.1]| Homo saplens beta—2-microglobulin (B2M) mRNA 0
10846 seq 494 | gil4504464|refI[NM_D02145.1]| Homo sapiens homeo box B2 (HOXB2) mRNA e-158
10848560 561 gi1§49'|4606|en‘b[.ﬂw50371.1 |HSM20054 Home sapiens mRNA; cDNA DKFZpS66G2246 {from clone DKF Zp566G2246) 0
10B49.5eq 511 |@l|37724}emb]X56158,1|[HSVHAR Human mRNA for a ViH4 immunogiobulin e-124
10850.5eq 507 |gl|3818355igb|ACO053B3.1JACO05383 | Homo saplens chromesoma 10 clone CIT3875K~1144GE map 10a25.t, comple 0.047
10851 5eq 514[i|24154142b)AF017986.1[AF07986 _ | Homo sapiens secreted apoptosis related protein 1 (SARP1) mRNA, 9
10853.5e¢ 508/ gi]181577j@i]L01131.1|HUMDCNGY Human decorin {DCN} gene, exon 8, complete cds i)
10854 .5eq 337 2il4B26893|refINM_005020.1]| Homo saplens phosghodiesterase 1C, calmodulin-dependent (TOkD) of
10855.5eq 527 | gi|4505364|refiNM_002493.1]| Home saptens NADH dehydrogenase (ublquinone} 1 beta subcomplex, & O
10855.5eq 4721 gi[4506742]refiNM_001012.1)| Horme saplens ribosomal protein 58 (RPSE), mRNA 0
10857589 556 | 21|3900845|gb| ACHOS078. 1AC005078 | Homo saplens BAC clone CTA-252K18 from 7ol 5.2-p21, complete sequence 0.052
10858 5eq 515 gi|2243139{emb{X98881.1|CMNHRL D.melanogaster mRNA for nuclear hormone receptor, long transcript 0.012
10860.5eg 539] g1|3954884|emb}a 010442, 1|H5A010442, Homo saplens MRNA for Immunoglebulin kappa kght chakn, antl-RnD, 0
10861.seq 5581gi|1 347597 |gblG26365.1/G25365 huyman STS E5T334242 e—143
10862.5eq 334|gil4732023)gbiAF 1 18395.11AF118395 | Homo sapiens trans—prenyltransferase mRNA, complite cds 0
10864.5eq 501 |g1[4505848]ref{rimM_000300.1]| Homo sapiens phospholipase A2, group 1A {platelets, synavial 0
10865.5eq 577 |gi|632783|gb|S72481.1|ST2481 pantophysin [human, keratinpcyte line HaCaT, mRNA, 2106 nt] 0|
10869 seq 501
10871 seq 531[gi|5729967jref|NM_005713.1)f Homo sapiens activated RNA polymerase Il transcription cofactor 4 0
10B72.5e0 - 565|gil4557808|ref|NM_000274.1|| Homo sapiens ormithine aminctransferase (OAT), nuclear gene encoding, 0|
10873 seq 56+ | gil5924019]emb]ALOAGBA4.7 HSJ468K 1§ e-156 !

Human DMA sequence from clone 468K18 on chromosome 6a24.1-24.3
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10B76seq 533 gi|532596/gb|M12759.1[HUMIG 102 Hurnan Ig J chain gene, exons 3 and 4 e-175

10R78.seq 532|gl|34)3268|embi293244.1{H5116F5 Human DNA sequence from clone 116F5 on chromosome 22q13. Contains e-155

10880.5eq 523 gi|38422]emb{X69150.1jHSRPS18 Homao sapiens mRNA for ribosormal protein 518 5]
10BG2 520 350 gi{S456746|gb|AFOS6948.1|AF098648 Horno sapiens COQ7T protein mRNA, complete ods 3]
10883580 507 | gl|4506198refiNM_D02796.1|( Homo saplens proteasome (proseme. macropain) subunit, beta type. 4 o
10B85.580 504/ gl 454434B}gb| ACO6059.3|AC006059 | Homo sapiens PAC RPCH-613823 {Roswell Park Cancer Institute Human PA G
10886.5eq 494/ gi|T020264dbilAKDO0286.1 [AKOD0286__| Homo saplens cONA FLJ20279 §is, clone HEP0322% 0
10887 .5eq 524 |g)[28251|emb|X00351. 5 {HSACOT Human mRNA for beta-actin 0
10888.50G 372

10889 seq 507 | gil4506484|ref|NM_002313.1]| Homo sapiens replication factor € (activator 1) 1 (145kD) (RFC1) mRNA 0
10857 seq 502 |g(|872118]emb|Z49112.1JHSHLAXCWT | H.sapiens gene for leukocyte antigen-Cw? variant (HLA-Cw*0702) o]
10893 .seq 80/|2i|25831 F4|gh{AF026844.1|AF026844 Home sapiens ribosomal protein L41 mRNA, complete cds 1.00E-37
10894 seq 500 IS0 0175/emb]AL045795.20[HSDI622L] Human DMA sequence from clone RP4-622L5 on chromosome 1p34.2-36.11. [u]
10856.5ea 505 | gi|4507668|ref]NM_003285.1]| Homo sapiens tumor protein, translationally-controlied 1 {TPT1) 0
10897 seq 493 | gl|2459796|gb{U97756.1{HSUIT1S6 Homo sapiens eplthelial-specific ets protein (ien} mRNA, complete [y]
10898 sea 5201g1|541812|gb|U14650.1[HSU14650 Hurnan platelet-endothelial tetrasoan antigen 3 mRNA, complete cds 0
10899.5eq 497 |gi|13003temt|V00662.1 [MIHSXX H.sapiens mitochondrial genome o]
10300.5eq 511|g(|4885408]ref|NM_D05336.1]| Homo sapiens high density lipoprotein binding protein (vigidn) 0
10901 5eq 202 |el|4758647 [ret|NM_004521.1)| Homo saplens kinesin family member 58 (KIF58), mRNA 400E-99
10902 seq 527

10903 seq 511 |gl|6563255|eb] AF 119665,1]AF1 19665 Homo sapiens inorganke pyrophoschatase mRNA, complete cds 0
10904 seq 21}532596)gb|M12758.1|HUMIGJ02 Human |g ! chain gene, exons 3 and 4 0
10905.5eq 519|gi}3513301|egb| AC005594.7|ACDO5594 Homo saplens chromosome 19, cosmid R26804, complete sequence 5.00E-82
10906.seq 531 |gll6598322|ref|NM_001494 2]j Homo saplens GDP dissocfation inhibitor 2 (GDI2), mRNA 0
10908 seq 532 |eil4826644)ref|NM_004925.14} Horma saplens aguaporin 3 (AQP3) mRNA 0
10909.5eq 527 |eil190876/gb|M31468.1 | HUMRASAB Human ras-lke protein mRNA, complete cds, clone TC21 6.00E-94
10910.5eq 506 |gi{984142|emb|X89401 1|HSL21PROT H.saplens mRNA for large subunit of fbosomal protein L.21 0
10911.5eq 531 |gij4758007 [refiNM_D0407T.1H Homo saplens COC-like kinase (CLK) mRNA 0
10914.seq 507 |eit1262342|emb]X93334. 1 HSMITG Homo saplens mitochondrlal DNA, complete genome 0
10915.5eq 496 Igiw:\asaureﬂw_ooasaa.m Homo sapiens neural~ and thymus-dertved activator for ErbB kinases 0.72]
10916580 526 [lf185357aL03162.1 [HUMIGHHA Human Ig rearranged gamma—chain mRNA V-region, partial cds 0
10917 seq 523 |gil4757723refiNM_004036.1}t Homo sapiens ademylate cyclase 3 (ADCY3)} mRNA 2.00E-32]
10918.5eq 234;31[57084901;_1:|ACDO‘935.2|ACOO‘985 Homo sapiens dlone DJ1165K10, complete sequence 2.00E-27
10919.5eq §20[gl[7329702lemb|AL136419.2|CNS01DW7| Human chromosome 14 DNA sequence #** IN PROGRESS #+* BAC R-76P17e-145

10920seq 516 |gl}6552326]refINM_000398.3 Home sasiens diaphorase (NADH) (cytochrome b-5 reductase) (DIA1), 0
10921 5eq 415/ gif4503304|refiNM_001926.1| Homo sapiens defersin, aloha 6, Paneth celi-specific (DEFAB) mRNA 0
10922.seq 151 gi|942579}gh{1I23439.1|8HUI23438 Bovine harpesvirus 4 1.1-kb mRNA 1.00E~76:
10923seq 621 gil603896{ermb|Z37113.1|XCFRUBG X.campestris fruB gene for fructose phosphotransferase e-174

10924.seq §33

10925.5eq 506 | gi| 887461 fernb|Z49918.1|HSL124H1 2 Human DNA sequence from cosmid L124h12, Huntingtor's Disease Reglon, 8]
10926 58q 438 giﬁzsvm |refiNM_004948.1% Homo sapiens desmocolin 1 {DSC 1), mMRNA &)
10927 seq 634 gl|7158793ermblAL §17332.16|HS.J198K1| Human DNA sequence from clone RP1-198K11 on chromesome 20, complete 0.003|
10929.5eq 318 5il32146/erb{ X1 7273.1[HSHLASD Hurman HLA G {HLA 6.0) mRNA for non classical class | e-176

+0930.5eq FIN|

10931 seq 540 il 4507768|ref{NM_003336.1| Homo sapiens ublaultin—conjugating enryme E2A (RADE hormolog) o
10932 seq 512 |gild507210ref{NM_003134.14 Homao sapiens signal recognition particle 14kD (homologous Alu 0
10935.5eq H.saplens gene from PAC 42616 3.00E-25
10936.5eq Hotng sapiens PAC clore RP4-669B10 from 7a33-u3s, sequence 0.19
10937 seq Huran thyrnosin beta—4 mRNA, complete cds o
10938 seq Homo sapiens podocalyxin-Hike protein mRNA, complete cds [a]
10940 seq Human immunogicbulin Rght chain variable reglon mRNA, cell lne e-164

10041.sen Homo sapiens supervillin mRNA, comolete cds [4]
10942 seq Hormg saptens mRNA; cONA DKFZp564B0T69 (from clone DKFZp564B0T69): 0
10944.5eq Human DNA sequence from clone CTA-995010 on chr e 22a13.3, 6.00E-23
10845 5eq

10846.500 Homo sapiens mitochondrial DNA, complete genome [3)
10947 seq Human g J chain gene, exons 3 and 4 3]
10950.5eq Homo sapiens epoxide hydrolase 2, cytoplasmic (EPHX2) mRNA [s)
10952.5eq Human thymosin beta-4 mRNA, cis [3]
10954 5eq Human DNA sequence from clone CTA-286810 on chr w 22 Cortalng |e—154

10955 5eq H.sapiens defensin 5 gene, complete cds e-127

10956.5eq Human thymosin beta~10 mRNA, complete cds 2]
10957.5eq Homo saplens heterogeneous nuclear rbonucteoprotein K (HNRPK) mRNA 0
10960.5eq Human DNA sequence from clone 686C3 on chromosome 20, complete sequey 015
10961.5eq Bos tauwrus menunogiobuln J chaln mRNA, comoplete cds 2.00E-24
10962.5e0 &i[1827474|dbjIDE0683. 1050683 Homo saplens mRNA for TGF-betallR alpha, complete cds o]
10863.5eq 510L¢_||-4755144]raﬂw 002199.2| Homeo saplens Interferon regudatory factor 2 (IRF2) mRNA e-134

10964.5eq 526 gi|37849]ermiiX56134. 1 [HSVIMENT Human mRNA for vimertin Q
10965.5eq 359 gi[5410303]gb]AF100759.1|AF10075% Homo saplens transmernbrane 4 superfarmily protein mRNA, complete cds 0
10966.5eq 465|gl[33737|embiX57819.1|HSIGVLO29 Human rearranged immunogiobulin lambda light chaln mRNA e-128

10967 seq 352|ghj4753276|eb]ACO04622 2| ACO04822 Homo saplens PAC clona RP5-300X19 from 7g21.3-7q31.1, complete sequen{e—160

10968.5eq 458|gl|7271472|gh|AF1 78984.1|AF178984 Homo sapiens hypothetical protein SBEMB mRNA, complete cds [s)
10870.5eq 483 gi{33737|emb|X57819.1|HSIGVLOZ9 Hurman rearranged imrwnoglobulin lamibda light chain mENA 0
10971580 536 gi|492688B|eb| ACO06387 3ACO06387 | Homa sapiens clone RG360L1D, complete sequence 0.05)
10972.5eq 507 | gil4758653|ref|NM_004795.1)) Hormg saplens kiothe (KLY mRNA [3)
10974.5eq 514|gl|4527323eb|ACO06020.2|ACO06020 | Homo sapiens PAC clone RP5-1049N15 from Tadl.2-7a32, comolete sequend 3.00E-09
10975.5eq 522

10976.5eq 431|21|6006920{gb{ ACO08078.11|ACOOBOTE | Homo saplens, complete sequence 0.18!
10977 .5eq 519 gi|339755|gh{MEI121.1 |HUMTNFRC Human hamor necrosis factor recentor (TNF receptor) mRNA, complete

109785eq 468 gl|2911728/eh{ ACCQ3007.1|HUACDO300] Human Chromoseme 16 BAC clone CIT987SK-A~B1E3, cormplete sequence [He-133

10979.58q 473[gi|7019452)refiNM_013238.1)| Homa saplens DNAJ domain-cormtalning {(MCJ), mRNA [}
10980.5eq 521 @i| 72623 75}reffNM_003869.2|| Homa saptens carboxylesterase 2 (intestine, #ver) (CES2), mRNA (4]
10981 seq 5151255659 7Gieb|AF1 52462.1]AF 152462 | Homeo sapiens transmernbrane protein BRI (BRI) mRNA, complete ods 0
10882500 5121 ai]475005]¢fbi| 298081 |HUMTALLAT Hurnart MRNA for T-cell acute lymphoblastic leukemia associated antigen [4]
10884d.5ea 514! gi6850300tzb|ACO08384.3|AC008384 | Home sapiens chromesome 5 clone CTC_242N15, complete sequence 3
10885.5eq 309 .

10987 seg SO7 | g{3322775|et AEOD1 225.1JAEDG 225 Treponema pallidum section 41 of 87 of the complete genome 0.74
10988.5eq 517 | gi| 369484 11eb|AFO78922.1|AFQ78922 Zea mays centromeric repeat CentC—-156a, complete sequence 1.00E-95
104505eq 538

10991.35eq 510/ gi{60060304ref]NM_003197.2|| Homo sapiens transcription elongation factor B (S111), polypentkle 0
10892.5eq 533 | gi|401844|ghil 05093.1JHUMRIBPROD Homo sapiens ribosomat protein 1.18a mRNA, complete cds 0|
10993.5eq 506

1099456 492 |xi{3694665)ab| ACO04857. 1| ACO04857 | Homo sapiens PAC clone RF4-685A2 from 7p21 -p22. complete sequence 5.00E-05
10995.5eq 495 git181485]gh|M24070. HUMDEPE Human DNA-binding protein B (dbpB) gene, 3 end 0f
10998.5eq 506 [gif1262342]emb]X93334.1|HSMITG Hemo saplens mitochondrial DNA, complete genome 0!
11001 .5eq 520|gi{37495|ermb}X16064.1|HSTUMP Human mRNA for translationally controlled tumor protein G
1100250 532 gil5729784jref|NM_006688 .11 Hemo sapiens Clg-related factor (CRF) mRNA [
11003.5eq 538 gi/5032046]ref{NM_005837.34] Homo sapiens ribonuclease P protein subunit p20 (RPP20) mRNA o
1004 seq 555Egijﬁ??QOMjgbIACOOQ!77.SIATACDOQ1?T Arabidopsis thaliana chromosome Il BAC T12H1 genomic seauence, 0.21
11005 seq ars

11006.5eq 526{_31[! 787382Igb{AFQ00234.1|AED00214 | Escherichla coli K-12 MG1655 section 104 of 40D of the complete 0.003
13007 seq 5301gi}3810664]gb] ACD02036.1|ACQ02036__ | Homo sapliens Chromosome 1123 PAC clone pDJ356d6. complete sequence 3
11009.5eq 535/Ri}5931445]gb|ACO0T283.3IAC007283 | Horno saplens clone NHO536118. complete sequence 6.00E-57
11018.seq 507 [gi}5911962emblAL117483. 1|HSMB00991 Homo sapiens mRNA: cDNA DKFZpd34F091 (from clone DKFZp434F091): O
11012.seq 545 | gi|1 8487 3jgb|M99857.1 |HUMIGH320X Hurnan immunoglobulin heavy chaln vaniable region V3-20 4GHV@) £-106

11013.5eg 499 |gi|3302006|gblACOO4465.1]ACO04465 | Homo sapiens 12024 PAC RPCIZ-363118 (Roswell Park Cancer Institute 0.72
11014.5eq 532gi|4507878|ref|NM_003374.1|| Homa sapiens wohage-dependent anicn channel 1 (VDACT) mRNA [+]
11015.5e0 Human ribosornal protein LS mRNA, cormplete cds Q-
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11015.5eq 199 | gi|7022503|dbilAK001 507.1]AKOC1 507 | Home saplens cDINA FLJ 10645 fis, clone NT2RP2005767, moderately 5.00E-8C
11018.5eq 520 | 7020388 chi AKO003S 7.1 |AKOO0IST | Homo sapiens cDMA FLIZ0350 fis, clone HEP13972, highly similar to e-115

11019.5eq 518]g[5931439]ghjAC007285.3|AC007285 | Homo sapiens clone NHDS76P10, complete sequence 1.00E-33]
11021.58q 531

11022.seq 543 | gi 1 3003]emb| V006521 [MIHSXX H.sapiens mitochondrial genome: Q
11023.5eq 520211532596]gbjM12759.1 [HUMIG JG2 Human g J chaln gene, exons 3 arxt 4 e-132

1 1024_5&_- 358 |gi|4512277|dbj]ABO19438.1]ABO15438 | Homo sapiens DNA for Immunoglobulin heavy-chain variable reglon, complete 0.036
11026.seq 525 | gl 7262289]ref|NM_005721.2]) Homo sapiens ARP3 (actin-related protein 3, yeast) homolog (ACTR3), 0
11027.5eq 565 |gi|1252342|emb]%93334.1JHSMITG Home sapiens mitachondrial DNA, complete genome 1]
11028.seq 507 gi|3319121|gblAC003042.1/ACOD3042 | Homo sapiens chromosome 17, clone HCIT75G16. complete sequence 9.00E-90
11030.seq 532 |2i|56507|embiX6167T.1|RNITPRZR Rat [TPRZ gene for type 2 Inositol triphosphate receptor 0.2
11031 seq 515 || 190878|gb|M31469.1[HUMRASAC Human ras-like protein rmRNA, complete cds, clone TC4 0
11932 seq 283

11035.5eq 531

11038.5eq 270/ gi[475B789{refiNM_004562.1|| Homo sapiens NADH dehydrc (ubiguinone) Fe-S protein 5 (15kD} e-150

11039.5eq 378|8/|532596]gb|M12759.1 [HUMIG J02 Human Ig J chain gene, exons 3 and 4 0
11040 5eq 300 2i|4886466lemblALO50283. )[HSMBOOT9E Homo sapiens mRNA: cDNA DKFZR586K0919 (from clone DKFZpSE6K0919): 6.00E-96)
11041.5eq 524 | £i|6682593|gb| ACOZO0663.1JACC20663 | Homo sapiens chromosome 16 clone RPCI-11_127120, complete sequence 0
11042 560 541 || 7585821dbj{D 16467 A HUMXQA Human mRMNA, Xq terminat portien 0
11043.58¢ 269 &|4512311]dnj[AB019441.1]ABG1 9441 Herno sapiens DNA for immunoglobulin heavy-chain variable region, 0.38
11045 580 532 |gi{2887305]emb|ALO08T13.1JHS93C23 | Human DNA sequence from PAC 93C23 on chromosome X, Contains sterokd 0.05
11046.seq 492 | gild 758897 |refiNM_004813.1() Hom sapkens peroxisomal blogenesis factor 16 (PEXI6) mRNA D
11047 .seq 506 2i|2772560]gb| ACO04002.HACO04002 | Human BAC clone CTA-356F9 from 7p21, compiete sequence [Harmo sapiens| 1.00E-64
11048.5eq 270| g1}436227)d0j| 260691 [ HUMORFY Humarn mRNA for KIAAQC41 gene, partlal cds e-137

11049 5eq 513 gi|1742909]dbil 050487 .1 HUMHRH1 Human mRNA for RNA helicase {(HRH1), complete cds 9
1105035eq 511{gi|5596763|emb|ALO7H340.7[HSJTERG 15 Human DNA sequence from clone 760G 15 on chromosome 11p13, complete 0.003
11051.5eq 517 | gi|545389T|refiNM_006221.1]| Homo saplens protein {peptidyl-prolyi cis/trans isomerase) 9
11053.5eq 508 | gi|6594526gb|AF041429.1|AF041429 Homo sapiens pRGR1 mRNA, partial cds 0
11054.5eq 471 [gi[190411|gb|M77140.1|HUMPROGAL | H.saplens pro—gafanin mANA, 3' end 0
11055.5eq 518]@|4503270jrefNM_001920.1)| Homa sapiens decorin (DCN) mRNA 0
11056.5eq 527 |gi[7019402|reflNM_007233.1]| Horno sapiens kappa 1 immunoglobulin light chain (HCAK1), mRNA O
11057 5eq 532 |2 T022777|dbj|AKO01489.1)AK001483 | Homo sapiens cONA FLIT0627 fis, clone NTZRP2005555 a
11058.5eq 384 [ gi|34459/emb| XE66867.1|HSMAXG Hsaplens max gene 1]
11059.58q 402 | gi{4506660 ref]NM_0D00972.1|| Homo sapiens ribosomal protein L7a {RPL7A) mRNA Q
11060.580 555 ) 2l{7023176]dbj AKOO1 732.1[AKON 732 | Homo saplens cDNA FLJVOBTO fis, clone NTZRP4A001679 0
11062.560 548 |gil4153861|gb]ACT0S065.1/ACOO5065 | Home sapiens BAC clone CTB-1 14819 from 7q31.1, complete sequence e-177

11063.5eq 544 | 216807856|emblaL1 37348.1|HSME02031 Homo saplens mRNA; cONA DKFZp761M0111 {from clone DKFZp761M0111) 4
11064.5eg 414|gl}1827474|dbj{D50683.1|D50683 Homo sapiens mRNA for TGF-betallR alpha, complete cds o]
11066.5eq 521 |g}339688)gb|M1 7733.1HUMTHYB4 Human thymosin beta-4 mRNA, complete cos o]
11069.5eq eh]AFD15812. )| AFO15812 Home saplens RNA heticase p68 (HUMPE8) gene, complete cds QI
11070.5eq 409 | gi|450481 Biref|{NM_001553.1]] Homo saplens insulin-like growth factor binding protein 7 {IGFBP7) Ly
1107t.5eq 5011 | gi[631B547]*bAF126782.1{AF 126782 Homo saphens retinal short-chain dehydrogenase/reductase retSDR4 ﬂ
11072 580 501 |2i|2735655{gb{AFODDSIT. 11AFOD0937 Amararithus viridis ribosome Inactivating protewn amarandin-1 (ARP) 0.047
11073.5eq 513/ gi[4506290{refiNM_00282B.1} Homo sapiens protein tyrosine phosphatase, non-receptor type 2 e-132

11074.5eq 538 .

11075 seq 216 | gi[601851)gbiM3 1 183.1 JHUMMHBS1CD | Homo sapiens (cosmid clone €d3.3) MHC class | HLA-B31 mRNA, 3' end 9.00E-88)|
11076.5eq 507

11077 560 531 | ell450587 8| refiNM_002664.11 Homo sapiens pleckstrin {(PLEK) mRNA 0
11078.5eq 530

11079seq 366! 2i|4503304]ref|NM_OH 926.1]] Homo sapiens defensin, aloha 5, Paneth celi-specific (DEFAG) mRNA O
11080.5eq 518! gi|674214_515_rrMAU[)9627.1BQHSJTEIEIM‘I Human DMA sequence from clone RP4-733M1E on chromosome 1p36.11-36. @19
11081.5eq 417 | gH|1581532|gb|M87925.1|HUMDEF5A H.sapiens defensin 5 gene, complete cds e-136

11083.5eq 536 gil1054888]emb}aJ010444.1[HSAOT0M44| Hormo saplens mRNA for immunoglobulin kappa kght chain, arti-RhD, 0
11085.5¢q 500 2il4253802|gb]ACD0E602.1JACD0B602 | Homo saplens Chromosome 15al 1-a13 PAC clone pDJ47619 from the 0.13]
11086.58q 553 (e[ 2935347 |gb]AF045606.1 [AFO45606 | Horno sapiens C21orf4 mRNA. complete cds 0
11087.se0 46T | 24505092|refiNM_000858.1}t Hormo saplens monoarmine oxidase B (MAOB), nuclear gene encoding 0.68
11088589 i NkE_002954.11 Homo sapiens ribosormal protein $27a (RPS27AY mRNA O
11080.seq 31412114506 700irefiNM_001025.1}) Homo sapiens rib ) protein $23 (RP$23) mRNA e-171

11081.5eq 482 | gl|4506668refINM_001003.1]| Homo sapiens rbosomal protein, large, P1 (RPLP1) mRNA Q)
11692.seq 321 gi|3880341gb]{L 050451 |HUMRIBPROF Homa saplens ribosomal protesn 1.30 mRNA, complete cds a-164

11093.sen 528 |2i[4757825 ref|NM_0D04048.1|| Home sapiens beta-2-microglobulin (B2M) mRNA 0
11085.5eq 91| gl|1 3003 jemb[VO0E62. 5| MIHE XX H.saplens enitochondrial genome 2.00E-40
11056 50 293|gl}) 3003 |emb]V0OOEE2.1[MIHS XX H.saplens mitochondrial genome e-154

11087 seq 405 | gil1947042]gb|U62589, 1 [HSLE2589 Human glutathione S—transferase Pi¢ {GSTp1¢) mRNA, complete ods 1]
11099.5eq 518!gl|2501782{gb{ty78311.1|H5UT8B31 1 Human translation Inftlation factor 3 large subunit MRNA, complete 0
11100380 520 2i|7416857|cbj|AB038523.1 |AB03RS523 | Homwo saplens mRNA for MBIP, complete cds of
11101.5eq 521 |gi|4507524|ref{NM_003262.1|| Homo sapiens transkocatlon protein 1 {TLOC1) mRNA 0O
1§102.5eq 524 |2i[1341531|gh]G21205.1|G21205 human $T5 Wi-11298 Dl
11103.5eq 521 |elf5803144jrefinM_006788.1}] Hormo saplens ralA binding protein 1 {(RALBP1), mRNA 0.76/
11104.5eq 171 |&l]13003[enb] V00662, 1| MIHS XA H.sapiens mitochondrial genome: 1.00E-89
11105.5eq 501 {gi[7160488 emblAL136169.6|AL13616¢ | Human DNA sequence from clone RP4-809E13 on chromosome Xq26.1-27.1, 0
11106.5eq 414|ei|1343239|eb{G22913.1|G22913 humnan 5TS Wi-11995 1,.00E-48
11107 .5eq 487

11109.5eq 548 |gi}5289073|gb|AF 196969.1|AF 196965 Home saplens phenylatilamine binding proteln gene, complete ods. MGBY 1]
11t10.5eq 519

11112580 522

11113.5eq 552 | gi|394963]emblZ24534.1|HS350V0 H. saptens (D165516) DNA segmertt containing (CA) repeat: clone 0.8
11115.5eq 513|g[2765424]emb|Y 14737, 1{HSIGGILH Homo zaptens mRNA for immunoglobulin jambda heavy chaln e-146

11117.5eq 507 |gil4506 730 ref|NM_001010.1]| Homo sapiens ribbsomal protein S6 (RPS6) mRNA 0
11118seq ﬁt%tgms:@woswj [AFDS3082_ | Homo saplens DNA tapoisomerase IH beta (TOPS beta) mANA, complete 7
11120.5eq 335 | gI|7023263!dbi| AKOO1 779.1LAKD01 779 | Homo saplens cDNA FLI10917 fis, clone OVARC1000321 e-126

11121.5eq 206|gi[1398077[gb{G27354.1|G27354 human S5TS SHGC-30454 2.00E-55
11124 seq 552 gi|7304344|gb| AFCO3B46,1JAED03846 | Drosoohila melanogaster genomic scaffold 142000013386051 section 1 of 0.8
11125.5eg 521 | gi|1 3003{ermb{VO0662. 1 MIHE XX H.saplens mitochondrial genome it
11126:seq 5351 gl{1172223|gh)LI45328.1{HS 45328 Human wblauitin-conjugating enzyme (UBE2) mRNA, complete ods [\]
11128seq 561 | gi|532536|gb|M12759.1{HUMIG JD2 Human Ig J chain gene, exons 3 and 4 e-166

11129.5eq 534 gi|4506508]ref|[NM_0D0981, 13 Homo saplens ribosomal protein L19 (RPL1S) mRNA O
11131 seq 545 | 2i|532596|2biM12759.1[HUMIG JOZ Human g J chain gene, exons 3 and 4 e-135

11132.5eq 527 |gi|2996577|emb|4.J224875.1[HSAJ4B7S | Homo sapiens mRINA for putative glucosyltransferase, partial cds 0
11134.seq SGEEHZHZBlenijSZ&H JHSEGR1 Human mRNA for early growth response protetn 1 (hEGR1) 0
11135.5eq 515 |@1j45041 84]refjNs_000853.1] Homa sapliens glutathiong S~transferase theta 1 (GSTT1) mRNA b)
11137.5eq 295 |gI[4757825ref|NM_004048.1{] Homo sapiens beta-2-microglobulin (B2M) mRNA e-165

11138.5eqa 308|gi|34931 75|eb|AF022B89.1)AF022883 Mus musculus latent TGF beta binding protein {LTBP-1} mRNA, complete 0.028]
11139.seq 19%|gil4506662|ref|NM_000873.1|| Homo saplens ribosprmal protein L8 (RPLE} mRNA e-108 ;(
11142.3eq 551 gl[7070566|dbi|AKO00462.1 JAKOD0462 | Homo sapiens cDNA FLI20455 fis, clone KATO5813 o
11143.5eq 522 | gi]1 3003jemb| V00662, 1] MIHS XX H.sapiens mitochondrial genome )
11345.5eq 371 21|3900851jgblAC004989.1(ACD049839 | Homo saplens PAC clone RP5-1379119 from 7a11.23-q2¥, complete sequenc 8.3
11147 .seq 528gi|2337879gblAC002453.1]AC002453 | Human BAC clone GS1-440814 from 7021 -q22, compiete sequence [Homo 2.00E-60
11148.5eq 526 il4507894|refINM_003380.1 |] Homo saptens vimentin (VIM) mRNA 0
11151 .5eq 527 |gij4503480 refiNM_001404.1)| Homo sapiens edkaryotic transiation elongation factor 1 garmma O
11153.5eq 533 | l|38021|emb|X59739.1|HSZFX2 Human ZFX mRNA for put. transcription activator, isoform 2 s}
11154.5ea $4221|2130409}emb{Y09955.1[HS YO9955 H.zapiens DNA for tandem repeat, clong 1-2-Pst-E4 2.00E-07
11155580 530 gi|2224676]doj|ABOC2366.1AB002366 | Human mRNA for KIAAQ368 gene, partial cds 0|
11156.5e9 426 gi]1944628|gbfJ01415.1[HUMMTCG Human mitochondrion, cormplete genome e-168

11157.seg 538! gi[532596]eb|M12759.1 [HUMIG J02 Hurnan 1g J chain gene, exons 3 and 4 [y
11159.5eq 524

11160.5eq 536

11161 .5eg 500 g1 3860076|gb| AF037021. 1 AFO37021 Homo sapiens GW112 protein (GW112) mRNA, complete cds o °

/&



11162 seq 536 |2|532596}ek{M12759.1|HUMIG.J02 [ Human lg J ghain gene. exons 3 and 4 0
M1i6asea | 331|i[2245363}gb|UT5885.1[HSERPEOS1] | Human ER-6C protein (ERp60) gene, exon 13, and complete cds e-161

[ 11645eq | 326 gi|2275192|gbIAC0C2377 1[ACOOZ377 | Human PAC clone RP1 —222H5 from Xa25-g26. complete sequence [Homo s 0.002
11165.se¢ 383

N1e6sea | 565 | i[5 106080|gh|AF 125097 ilAF 125097 | Homo sapiens HSPCQ36 protein mRNA, complete cds [i
11167589 £47 |51 74610]ref|NM_005968 1 Homo saplens N-acetylglucosamine receptor { (thyreig) (NAGR 1), mRNA 0
11168.5eq 463 |gi|4826840 refiNM_005001.1Y) | Homa sapiens NADH dehydrogenase (ublguinone) 1 alpha subcomelex, 7 [4]
1116%.5eq 551 gq‘WMQY_WA Human cholesterol 7-alpha hydroxylase {CYPT) gene 0.003]
11170.5eq 518} gl|5924019emb) AL040844.7]HSJ468K 18| Human DNA seauence from clone 468K 18 on chromesome 6q24.7-24.3 Conta e-149

11172seg 505
[11:73seq 499 gi[4508120{gb ACO06042.2| ACDDE042 Homo sapiens BAC clone RP11-505D17 from Tp22-p21, complete sequence 8.00E-04
11174.5eq 512

11175589 540

11176.5eq 520 |gi[31091]|emb|X16869.} HSEF1AC Huenan mRNA for elongation factor T-aloha (clone CEF4) - [3]
11177.5eq 568 gil4325383[gb|AF 120076.1]AF 123076 Homo sapiens chromosome 21a22.1 cosmkd FO476, compiete seauence 0.053
11178.5eq 534] gi|1 89066gb|MBE6E7 .1 |HUMNAP. H.sapiens NAP {nucleosome assembly orotein) mRNA, complete cds 0
113179.5ea 405 | g 4503470lrefINM_001 402.1]| Hormo saplens eukaryotl: transiation elongation factor 1 aloha 1 o
|1#180.seq 533 [gil2224646{dbj|ABO02351.) |ABDO2351 Human mRNA for KIAAD3IS53 gene, partial cds [
11181.5eq 529

11182 5eq 543 | i|669078S|=b|AF 20045651 AF200465 | Home sapiens coxsacklevirus and adenovirus receptor {CXADR) gene, 0
11183 580 82|gi|5562367|emblAL1 33163.2|CNS01DU4| Human chromosome 14 DNA sequence *+* IN PROGRESS +«+ BAC R-561B1 SO0E-31
11184580 518] g 395086temb]XT4070.1{HSETF3 H.sapiens MRMNA for transcription factor BTF 3 0
11185380 4345 | gi[1944628{gb[J01 415.1{HUMMTCG Human mitochondrion, complete genorme 0
11186.5eq §10|glt186827|eh M58650.1[HUMLACIOS Human kpoprotein assoclated coagulation inhibitor (LACI) gene, exon [1]
11187.5eq 532 |gl[7239697|ebjAFCE9601 2|AFO69601 Homo saplens myosin light chain kinase isoform 2 (MLCK} mRNA, 1)
11188.5eq 430 21339505]8b] 02846, HHUMTFPB Hurman tissue factor gene, cornplete cds i)
11189.seg 374|&lj3478668] gblACO0S650.1JACOD5550 | Home saplens PAC clone fiP4-620P6 from 7p21-pZ2, complete sequence e-178

11180.5eq 558 l|6570743|gbjACODB101.15] ACOOB101 | Homg sapiens chromasome 22011 clone bS77f7, complete sequence e-162

11191 580 546 gi|4153700{dbI|AB022211.11AB022211 ‘Arabidiopsls thaliana genomic DNA, chromosome 5, TAC clone: K1L20, 0.061
11192.5eq 542 |gl37724|emb|X56158.1|MSVH4R Hurnan mRNA for a YH4 immunoglobulin e-115

11193.5ea 534 |2(|683999 jemblAL 049869 A/CNS0000P Humnan chromosome 14 DNA sequence *** IN PROGRESS *** BAC R-973N1 0
11195seq 495

11196.5eq 403 | g1]4347 B4icibj) D21 262.1[HUMORFGA Hurman mRNA for KIAADD3S gene, partial cds Q)
11)98.5eq 503 gi|4506598irefiNM_000977. 1| Homo sapiens rib 1 protein L13 (RPL13) mRNA O
11199.5eq 440 | gI|6063! dbjlAP0D0E15.1]APDOOE15_ | Oryza sativa genomic DNA, chromosome 3, clone:POO43ENT 0.01
11200520 562 |gl{1514576lermb|X95749.1HSIGKLC14 | H. lens immunogiobulin kappa chain (clone: 14) 0
11201 5eq 522 |gI[5706619] 1251973.1)HSA241973] Homo sapiens partial steerin—1 gene .19
11204 500 613 gl|185273|etM34030.1 JHUMIGHCXK Human fetal Ig heavy chain variable region (ckxne M72) mRNA, e-174

11205589 524 gl|4504384|refiNM_001530. 1] Homa saplens hypoxia-inducibie factor 1, aloha sibunit (basic 0
11206.5e0 546 gi|2712533{gb]ACO03992.1 JAC003592 | Human BAC clene CTA-250013 from 7931, complete sequence [Homo sapier] ¢-138

11207.5eq 294 gl[7020839|db|AKD00624.1 |AKQ00524 | Homo saplens cDNA FLJ20617 fis, clone KAT05223 e-160

11209.seq 339|gij2477521 AC002291.14AC002291 Arabidopsis thallana chrorosome | BAC F22K20 genomic sequence, complete 0.03
11211580 544

11212580 524

11213 589 530! gil31091 X16869.1|HSEF1AC Furran MRNA for etongation factor 1-aipha (clone CEF4) 0|
11214.5e9 385 | gil5304861 Z98884.11|HS46TL1 Hurnan DA sequence from clone RP3-467L1 on chromasome 1p36.21-36.33 2.2
1121559 304

112165ea 501 | gi[984142]emb|X89401.1 |[HSL21PROT H.sapiens mRNA for large subunit of ribosomal protein w21 Y
11217 seq 514

11218580 517

11220560 552 | gil4507 NM_003242.1]| Homa sapiens transforming growth factor, beta receptor Il (70-80kD) 3]
11221 seq 538 | gl47578TArefiNM_004334.1}f Homa saplens bone marrow stromal cell antigen (BST1), MRNA 0
11222.5eq 2B6 | @il embi293241.114HS222E13 | Human DNA sequence from clone RP1-222E13 on chromosome 22 Contains {e-158

11225.5eq 408 [ gi|3483319]eb|AFO85974.1 |HUMYTE6F0] Home saplens full length insert cDNA clone YTB6F01 1.00E-05
11226 560 513 g}j2343108|gblAF004230.1 |AFO04230 Homo saplens monocyte/macvophage ig-related receptor MIR-7 (MIR c|-7) |e-152

11227.3e0 515

11228.58q b

11225.5eq 365

11230.3eq 476

11232580 584 gH|4507202|ref|{NM_003693.1{] Fomo sapkers acetyl LDL receptor: SREC=scavenger recepkor expressed o
11233.5eQ 512 i|5757553|gb]ACO04834.2|ACO04BIA Homo sapiens clone DJOS50A13, complete sequence 0
11234.5eq 430 |glf4503304]refiNM 001926. 11 Homo sapiens defensin, alpha 6. Paneth cell-specific (DEFABE) mRNA [i]
11235.5ea 515 2i|31701 79)gb]AF033690.1|AF039690 Forno sapkens antigen NY-CO-8 (NY-CO-8) mRNA, partial cds 0
1123658 561 il2769538|emb|AL008627.1 [H5130G2 | Human DNA sequence fram PAC 130G2 on chromosome 6p22.2-22.3. Contal 0.052
11238.5eq 507 |gl|53259 M12759,1 [HUMIG 02 Human Ig } chain gene, exens 3 and 4 e-107

11240.5eq 512

1124}.5eq 567 |gl{70227 77|dbi| AKDO1 489.1[AKN01489__ | Homo saplens cDNA FLJ10627 fis, clone NT2RP2005555 [«)
11242 580 an3

11243.5eq 531 gl[4503838}ref|NM_003910.1]] Homo sapi maternal G10 transcript (G10) mRNA 0
11245.5eq 363 g 1847 43]gb] 100220 1HUMIGCCE Homo saplens Immunciiobulin alpha-1 heavy chain constent region [s)
11246580 448 | gil3192! gblAFDERBIE.\AFOE8836 Horna sapiens cytohesin binding proteln HE MRNA, complete cds D|
11247 .seq 344|701 9454|refiNm_013326.10 Horno sapiens colon cancer-associated protein Micl (MEC 1), MRMNA €-140

11248.5eq 460] gi[4505358]refNM_002490.1]| Homo saplens NADH dehydrogenase (ublguinone) 1 alpha subcomplex, & 0
11249.5eq 525 gl{5817156[emb|aL 110222 1]HSMB0087E Home saplens mRMNA, cDNA DKFZp434K233 (from clone DKEZpa34K233); 1)
11250.5e0 508

1125t 5eq 538 Ei??ﬁZSGBldelAPO&ﬂZAiAPWSZ Homo saplens genomic DNA, chromosome 21021.1-021.2, clone:B3F6A17, 0.2
11252 3eq 526 | gl|4504132{ref|NM, 0001 76. %4 Homo sapiens nuclear receptor subfamily 3, groun €, member 1 (NR3C1), [¢)
11253589 530 | 2i|3004535]gb|ACO04518.1]AC004518 | Homo sapiens chromosome 14, BAC CITB-135H17 gontaining the RADSILY 3.05
11254.56q 556 li]4821’323[§3iAC006020.2|ACOQ6020 Homo saplens PAC dlone RPS-1049N15 from 7931.2-7q32, comgiete sequenc 3.00E-08|
11257.5eQ 3901 gi|58031 90irefiNM_D06756.1]| Homo sapiens transcription elon@ation factor A (31D, 1 {TCEA1}, mRNA 4]
11258 560 231 [gl4503164|ref|NM_003530.5]] Homo sapiens culin 3 (CLL3) mRNA 0.08%
11259.5ea 544 | gl|28251 |emb| X00351.1{HSACOT Human mMRNA for beta—actin 0|
11261 580 297 gll3617739]g_b[A0004466.1|Acm4465 | Homo saplens 12a13.1 PAC RPCI5-1057120 (Roswell Park Cancer Institute 9.00E-64
11265.5eq 78/ g1]4806656ret{NM_000870.11{ Horno saplens ribosomal proteln LS (RPLE) mRNA 2.00E-36
11266.58q 501 |g1|220021|dbi| 000751 |HUMPSC2 Human mRNA for or e subunt HC2 o)
11269.seg 238 gil3219337]ebjACD04533.1|HUAC004533 Homo sapiens Chromosome 16 BAC clone CITOB7SK-A-301G4, complete seq 5.1
11271.5ea 549 | gi6005931ireiNM_00T178,1]| Homo sapiens unr-interacting protein (UNRIF), mANA )
11274.5eq 48R | gl|532596]gibfM12759.1 |HUMIG.JOZ Human |g J chain gene, exons 3 and 4 0
11276 5ea 52% ﬂ4557333|feﬂNM_000239.\" Homo sapliens tysozyme (LYZ) mRNA )
11277.580 510 gl|632955) @LBBGEQ.HHUMTFSLM Homa saplens transcription factor SL1 mRNA, complete cds 0
1127850 554 |glj4504278]refiNM_002107.11 Homo sapiens H3 histone, family 3A (H3F3A) mRNA e-160

11279.5eq 496 gll5668755}gb|ACCD7458.‘|3|AC!I!7458 Homo sapiens. 12a15 BAC RPCI1 1-444824 (Roswell Park Cancer Institute Q.18
11280.5eq 313|i[3169299]| ACO047T6.1 |ACOD4776 Horma chromosome 5, BAC clone 173mi1 7 {LENL H185), comolete 0,11
11281.58q 550 gil4996892|refiNM_001540.2}| Home saplens heat shock 27kD protein 1 (HSPB1) mRNA 0
11282580 545 [ gl 35872|emb|X08004.1]HSRAPB] Muman mRNA for Rap1B protein 4]
11284seq | 386 |ai|1488629]ernbiX99888.1 [OCMSAT2 O.cuniculus microsateliite polymorphic locl, poly JC-dA, 316bo 0.008
11285.5ea 495| gi|4505718iref|NM_003846.1]| Hormo sapiens peroxisornal blogenesis factor 118 (PEX1] B) mRNA 3}
11286.58q 508]3“45034?6 ref{NM_0G1 959.1|( Hormo lens eukaryotk: translation elongation factor | beta 2 e-146

11288 5eq 553} 21602301 |gblL 38520 HATHDIM Arabidopsis thaliana diminuto (DIM) mMRNA, complete cds Q.82
11289580 538;gi[7408141 mACOOSZTB}}lACOOS??B Homi saplens clong RP11-421F22, complete sequence 0.78
11290580 524 gl|163232|ghb|M19390.1|BOVIREPA) Bovine Interstitial retinol binding protein {IRBP) mRNA, 3 end 5.00E-79
11291 5eq 550/ gi{31091 jemb]X1 BA6Y. I{HSEF1AC Human mRNA for elongation factor 1-alpha (clone CEF4) 0
11282 5¢q 516, gi|285900idbi|D10653.1[HUMA1S Homo saplens mRNA for cell surface glycoprotein, complete cds 0
41294 5eq 530 | gil54541 31 refiNm_006290.1]] Home saplens tumor necrosls factor, alpha-induced protein 3 {TNFAIP3) 0
11285.5eq 495 gi{a01344|ghjL 05093.1HUMRIBPROD Homo sapiens ribasomal protein L18a mRNA, comolete cds. D
111296.5eq 515]gi|4885530!refiNM_005474.1]| _| Homo sapiens histone deacetylase 5 (NY-CO-9) mRNA 0.75
11297.5eg 487 gi|7413824]emb|AL138996.2]CNS01DX1 | Human chromosome 14 DNA sequence *++ IN PROGRESS »** BAC R-50281 0.045]
11298 seq 463 gil475329) |gb]ACOD4821 2 ACO04821 Homo sapiens clone 0098022, complete sequence 0.

>



11300.5eq 535 gi]4557580|ref{NM_001444. 3]} Homo sapiens fatty acid binding protein 5, psorlasis—associated 0
1130 .5eq 543 | gi| 73001 08{gb| JAEQQ3712.1|AED03712 Drosophila melanesaster genomic scaffold 142000013386035 section 37 of 0.2
11302 .5eq 365! gi|4757825iref|NM_004048.1)] Homa sapiens beta-2-microgiobubn (B2M) mRNA 0|
11303.5eq 500! gi|4038573iemb|ALO31313.HS581F12 | Human DNA sequence fror clong 581F12 on chromosome Xa?2?!. Contains 0.18]
[11304.5ea | 665 gi{4504424[refiNM_002128.1| Homna sapiens high-mobility eroup {nonhistone chromosomal) protein 1 0
11306580 523 | g|4506644)refINM_$00999.1|| Horo sapjens ribosomal protein L38 (RPL3BY mRNA [}
11307 520 gi7 109501 |gb|ACO06285.11)ACO06285 | Horno saplens chvomosorne 22911 clone p1087110, complete seauence 6.00€-%3
11308B.5e0 254924 72|gb|ACD03731 S{AC009731 _| Homo saplens 12 BAC RP11-438N16 (Roswel Park Cancer, Institute Hurnan 074
11309 564 2115262664]embALDSO0186.1|HSMBOOT01 Homa sapiens mANA; cDNA BKFZpS64B0769 (from clone DKF2pS564B0769):

11310500 548 | g1|5001 538|ebiAC00T1 30.2]AC007130 | Homo sapiens BAC clone GS1-98E2 from 7p11.2-p21, complete sequence £.051
11313.5eq 508 | gi|4506192|refiNM_002783.1 | Home sapiens proteasome (prosome, macrepain) subunit, beta tye, 1 0
11314.5eq 522 | gi|45066B0[refiNn_001615. 1] Horme saplens ribosomal protein $11 {(RPS11) mRNA 0
11315 5eq 512 | gi[4589535|dbi] 55023153.1];13023163 Homo sapiens MRINA for KIAADI4S5 protein, partial cds 0
11318.5eq 330| gi|4758930iref|NM_ 0048941} Home saplens mitochondrial proteclipid BBMP homolog (PLPM) mRNA

113189589 510! gil496638%= AC005230.1 |ACO06230 | Homa sapiens chromosome 4 clone CO287J14 map 4p16. complets sequence. 0.74)
113205eq 502! gil5704 730icij|AB0O30656.1|ABO30656 | Homo saplens MRNA for hCRNN4, complete cds o
113215eq 353 |gi|38422]emb|X69150.1[HSRPS18 Homo saptens mRNA for ribosomat protein 518 0
11323 .5eq 512 | i|5174556]refiNM_005928.1(| Homo sapiens ik fat globule-EGF factor 8 proteln (MFGES) mRNA O
11324.5eq 511 | gi|7020329]|dbil AKODOEB3. I AKCO0683 | Homo sapiens cDNA FLJ20676 fis, clone KARA4294, highly similar to 0
13325.seq 511 |gi|4503470{ref{NM_001402.14) Homo sapiens eukaryotic tranglation elongation factor 1 alpha 1 0
1132656 334 | gll450461 Rjraf|NM_001553.1]) Moo saplenss irsulin—like growth factor binding protein 7 (KGFBPT)

11327 .seq 520|gil5123990|eblACDOT556.2|ACO07556 | Homg saplens clone NHO018C09, complete sequence 0.19,
11330.5eq 499 |gl|4506730|reiNM_001HD.1]] Homo sapiens ribosomal protein S6 (RPS6) mRNA 0
11331.5eq 50% | gil4557708]ref|NM_000426.1]| Homo sapiens larminin, Blpha 2 precursor (LAMAZ2) mRNA 0
11333.58q 5191|3201 899|gb|AFO67420,1]AFO6TA20 Homo sapiens SNC73 protein {SNC73) mRNA, complete cds 0
111334 5eq 523 gi|58171) TjermbiAL110194,1[HSMBODB44 Homo sapiens mRNA; cDNA DKFZpS66M063 (from clone DKFZp566MOE3) [4]
11335.5e0 516 I 3054884]emb] A 101 0442.1JHSAD10442] Homo sapiens mRNA for immunogiobulin kappa light chain, anti-RhD, 0
11336.5eq 271 gi532596igb{M12759.1 [ HUMIGJ02 Human Ig J chain gene, exons 3 and 4

11337 580 395! 21|339660|biM92381.1[HUMTHMBX Human thymosin beta 10 mRNA, complete cds 0
11340.5eq 524 gi|4508146]|eb|ACO04890.2|AC004890 | Homo saplens PAC clone RP4-BOOGT from 7qd5-636, sequence 0
15341.5eq 490! gi[4503438jref|NM,_001 a52.1)) Homo sapiens E2F transcription factor 6 {E2F6) mRNA, and translated 0
11343 seq 512 |gi[§24393|eb]La2659. 1 BOVMCP1X Bovine monocyte chemoattractant protgln—1 (MCP-1) gene exons 1-3, 0.048
11345 380 495 [g14506T18jref|NM_0D02352,1)| Homa sapiens ribosomal protein S2 (RPS2) mRNA Q
11346.5eq 537 |gi[2052456]sb]U92014.1|HSUI207 4 Human clone 121711 defective mariner transposon Hsmar? mRNA sequence 8.00E-78
11348.5eq 541 [glj4507432|refiNM_003217.1]| Home saplens testls enhanced gene transcript (TEGT), mRNA [
11349.5eq 525 |gil4884135(e N07.1]HSMB00199 Homo sapiens mMRNA; cDNA DKFZp58511419 (from clone DIKFZp68611418). 6.00E-23
11351 seq 520| gi|4758243jref|NM, 004105, 1] Homo sapiens EGF—containing fibulin-kke extracellular matrix 0|
11352 5eq 487 | gl|4505046iref]NM_002345.1]| Homo sapiens lumican {LUM) mRNA 0
11353589 4B5| gl|3387919)abAFOT0554.1 |AFGTO554 Homo saplens clone 24582 mRNA sequence 0
11354.5eq 342 gi|1 262342]emb|X93334.1|HSMITG Home saplens mitochondrlal DNA, complete genome: 1)
113555eq 503 | gi|28251|emb]X00361.1 |HSACGT Human ;RNA for beta—actin 0
11356.seq 503 gl 715961 SlemblAL) 21652.2|CNS01052| BAC & from the SPG4 candidate region at 2p21-2p22 BAC 1057806

11357 seq &1 1944528)ghlJ01415.1 {HUMMTCG Human mitochondron. complete genome 0
11358.5eq 277 |gI6782357|emb|AL049744.B{HSJ 1 TTP 1 Heman DINA sequence from clone RP1-177P10 on chromosome 1031.2-32.1 ©.002
11359.56q gij6005331|refihM, 007178.1]| Homa saplens urw-interacting protein (UNRIP), mRNA 0
11360.5eq £1|5325062h|M12759.1|HUMIG JOZ Human lg | chaln gene. exons 3 and 4 o
11362.5eq 537MZEZZW]Q|AEWZS.1 LAEDOO926 Methanobacterivm thermoautotrophicum from bases 1636655 to 1548777 0.05
11363.seq 512 ] 2i|5001542|gbl ACO04847 2IACO04947 Homo sapiens clone DJ100TF24, complete sequence 0.74
11365 560 508 | I14503470)refINM_001402.1)| Homo sapiens eukaryotic translation slongation factor 1 aipha 1 Ol
11366.5eq 522\ gl|2997616|gb|AF036144.1{HOMOMEAT | Homa saplens meningloma-expressed antigen 5 (MEAS) mRNA, partial cds 0
13367 seq 3621 gi|1 839487 eb|SB2175.11582175 RAR-gamma 2.2=retinoic acid receptor gamma Isoform 2.2 {alternatively 1.00E-34
11368 seq 631 | gi| 194462 J01415.1|HUMMTCG Human mitochondrion, complete genome 4]
11360.5eq 520 [gl[1375166|gbiG26916.1{G26916 hurman 5TS SHGC-31892

11370.5eq 489 |i)5102734) LO79287.1|HSTO00012 Homo saplens mANA full length insert cDNA clone EURQIMAGE 122439 [y)
11371 .seq 504 | gi|5579469|ref|NM_005345.3|| Homo saplens heat shock TOkD protein § (HSPA1A), mRNA 0
11372seg 500 gi|432358]dbjiD23660.1jHUMRSP Human mRNA for ribosomat protein, complete ¢ds 9
11373.seq 390| 2i|409465g0{L 25616.1 [HUMCGIX Homo sapiens kinectin mRNA, complete cds

113745eq 396|i|194462B|gb{J0141 5.1 [HUMMTCG Hurrian mitochondrion, complets genome o
11375 seq 535] g1|44522401gb| ACO04168.2]AC004168 | Homo sapiens chromosomse 4 clone B159L21 map 4625, complete sequence 005
11376.5eq 236 | gH| 7023338{dbi AKOO01 B2K.3|AK0D1828 | Homo saplens cDNA FLITD366 fis, cione PLACE 1000785, highly simiar

11378.5eq 479 gi[53650678|dbilAB022656.114B022656 | Homo sapiens mRNA for anti-Ertamoeta histolytica immwnoglobulin

11379.5eq 417 [gil179767|ghiM18981.1|HUMCACYA Hurnan prolactin receptor—associated protein (PRA) gene, complete 0
1138D.5eq 505 |ell28912]emb]X52943.1[HSATFA Human MANA for ATF-a transtription factor [s)
11381.5eq 556(/|5031292|gblAF 141346.1|AF 141346 | Homg saplens growth arrest specific transcript 5 gene, exons 1 [¢)
11382 5eq 463 | gi[4504154jref|NM_0001 771} Home saplens gelsolin (amyloidesls, Finnish type) (GSN) mRNA 0
11383.5e0 364 gi|1944828)gb] KN 41 5. 1JHUMMTCG Human mitechondrion, complete genome 0
11384.5eq 349|gl|33394jemb]X14583.1 HSIGLY Human mRNA for |g lambda-chain 4]
11385.5eq 382 gH|3478668|gbACO05550.1JACDO5550 | Homao sapiens PAC clone RP4-620P6 from Tp21-p22, complete sequence

11386.5eq 478} 21[4506682|ref|[NM_001016.11} Horo saplens ribosomal protein $12 (RPS12) mRNA [+]
11387.5eq 518]ell1204116/emb|Z 697 20.1|HSRAIE Human DNA sequence from cosmid RA3S from a contla from the tio of the o
11388560 514 |gl|5042231 [¥13323.2{HSDISPRO Homo sapiens mRNA for disintegrin-protease 1]
11390500 522 | gi|5069495 COOT446 8lAC007446 | Homo saplens, clone hRPK.GT_A_1, compiete sequence 0.012
11393 seq 519

11392 seq 518 gl]1552545|ewb[130232.1ﬁ8463ﬁ\9 Human DNA sequence from PAC 46349, on chromosome Xg25 contains 5TS B.OOE-04
11393.5eq 502 | gl|2832503]embjZ97056.1 |HSA34PY Human DNA sequence from clone RP3-434P1 on chromosome 22 Contalns th 0
11384.5eq 293 | gil6295002|re{NM_004371 2| Fomo saplens coatomer protein complex, subunit alpha (COPA), mMRNA

11395.56q 517 |ell1944628]eb]J0141 5.1 JHUMMTCG Hurnan wrion, complete genome O
31398.5eq 613 | gl|3483362|gb{AFOBS0! 7.1 HUMYW19E 1| Homo saplens full length insert cDNA clone YW19E12 O
11399 seq 233 215923930)gb{AF1B6605.1 |AF 186605 | Homo saplens MLL2 protein mANA. partial cds 047
11400.5eq 529 gi|} 4030temb|X55026.1 {IMTPACG Podospora anserina complete mitochondrial genome 0012
11401.5eq 508/ glja502302|refiNM_001 697.1)) Homo sapiens ATP synthase, H+ transporting, mitochondrial F1 O
11402 59 611 gl|4501888]refiNM_001615.1|| Homo sapiens actin, garnma 2, smecth muscle, enteric (ACTG2) mRNA 0,
11403.seq $07 | gi| 2463633 gbiLJ81 800, 1]jHSUBY 800 Homo saplens menocarboxylate transporter (MCT3) mRNA, commiete eds 1]
114C4.5eq 533 | gil1 88457 |xbiM21533.1 HUMMHEA Human MHC class | lymphocyte antigen {HLA-E) (HLA-6.2) gene, completa 3I00E-T1
¥1406.5eq 523 | gl|4506276[refiNm_ 002823.1 ] Homa saplens prothymasin, alpha (gerie sequence 28) [(PTMA) mRNA.

11407 seq 519 gi|3355302{gb{ AFQD1 549, 1] HLIAF001 548 Human Chromosome 16 BAC clone CITA87SK-A-270G1, complete sequence o
11408.5eq 519| gil4755237)ref|NM_004618. 11 Homo saplens transmembrane 4 superfarmily member 3 {TM4SF3) mRNA 0
11430.5eq 5221 gl|185397|eblL03162.1 [HUMIGHHA _| Human |g rearranged gamma—chain mRNA V-region, partial cds 0
11412580 444 | @|4758030]ref|[NM_D04374.1)| Homo saplens cytochroma ¢ oxidase suburit Ve (COXEC), nuclear gene 0|
11413.5eq 304 il 7331 34{ghtU22384.1HS 122384 Human lysyl oxiiase gene, partial cds N
11414.58q 521 | gi|4502804|refiNb 0012751 Homo saplens cremogranin A (paratinrold secretory protein 1) 2.00E-87
11415.5eq 511 |gl|70226771dbi|AKOO1427.1]AKD01427 | Homo sapiens cDMA FLJ0565 fis, clore NT2RP2002954 o
11416.5eq 510 gi|181485{b|M24070.1{HUMDBPEB Human DNA-binding protein B (dbpB} gene. 3’ end o
11417.5eq 512/ gi|559708|dbi|D3B550.1HUMORT004 Human mRNA for KIAAQOTS gene. partial cds 2.00E-87
11418.seq 443 | gi|2801527|eb|AF035397.1{AF035397 Homo sapiens cosmids Qe15CY and 34B6 from Xq28, compiete sequence o
11419.5eg 301} gi[1944628gblJ01415.1JHUMMTCG Human mitochondrion, complete genome

11421589 . 488 gi[198398)ebM31420.1 |MUSINAZOZA Mouse 202 interferon—activatable protein gene, 5 flank, exon 1 0.71
11422 5eq 531 |l|7023255(dbilAK001775.1jAK00t 775 | Homo sapiens <DNA FL110913 fis, clone OVARC 1000208, weakly similar to 0
11423.5eq 413]gi|1341684{gb|G21358.1|GZ4358 human $TS WI-15518 1.00E-20)|
|11426.5eq 29%|gil4500013|emb]ALOAS265.1 IHSMBODOS] Homo saplens MRNA; cDNA DKFZR564F053 (from clone DKFZp564F053)

11427.seq 491 iil?OZOSOSldbj[AKDOOﬂ‘ZE.I]AKMO‘!?B Homo sapiens cDMA, FLIZ0419 fis, clone KATO2435 k¥
11428.3eq 553 | &i|4506616]refjiNM_000385.1|] Horre sapiens ribosemal protein L7 (RPLIT) mRNA ]
11430589 537 | | 2865650|gblAF045442.1 |[HSDPCATS0] Homo sapiens deleted in pancreatic carcinoma (DPC4) gene, exon 5 0.2
11431.5eq Homo saplens transcription elongation factor B (S111), polypeptide [s]
11432.5eq Bovine monocyte chemoattractant protein-1 (MCP-1) gene gxons 1-3, £.012
11432 5eq

11434560 519! gi|288307[emb|X61157. 1HSBARK H.saplens mRINA for beta—adrenergic receptor kinase a
11435.58q 528 | gl|4759158|refiNM_004175.11| Homa sapiens small nuclear ibonucleoprotein DI polypeptide (18kD) 0
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HIE D037-T7.5eq 3851 gi|2388557|gb|ACO02527|AC002527 __J Human BAC clone G5180J05 from Tail, corplete sequence [Homg saplens] 0.027
HIE D038-T7.Seq 268{gil6127796|refINC_001807.2]| Human mitochonorion, complete genome E-i28|
HIE 0040-T7.Seq - —

HIE 0044-T7.5eq _ .

HIE 0045-T7.5eq 1 . “
HIE 0050-T7.5ea ; 637 3201|eb|ACO04821 2| AC(04821 Horo sapiens clone DJO09BO22, complete sequerke D.048 ]
HIE 0051-T7.5eq 49| gil 3550601 | gbj ACDOSEE0}ACO05550 Horm sapiens Chromsoms 11p15.5 PAC glone pDJ 75415 containing 057
|HIE 0Q053-T7.Seq 339 2i|23690emb| X56532[H5 2IKDHBP. 'H.saplens mRNA for 23 kD highly basic protein [
HIE 0054-T7.5¢eg 485 |gi|4506724|ref|NM_DO1007.1]RPS4X| "Home sapiens ribosomal protein §4, X-linked (RPS4X) mRNA 0
HIE 0055-T7.5eq 506 | gi| 386007 6{eb|AFO37021 |AFO97021 | Homa sapiens GW1 12 protein (GW112} mRNA, complete cds 3.00E-46
tHIE 0056-T7.5eq 408 gilﬁﬁBﬂHES\dbjhABOZBQSA.'I |AB0ZB954 Hnmu sapiens mRNA for KIAA1031 protein, partiat cds ’ )
HIE DO57-T7.5eq 340

HIE 0058-17 Seq 46531 gi|5B02 175(20|AF153686.1]AF1 53686 Home saplens calcium binding protein precursor, mRNA, complete cds E-111
HIE 0059-T7.8eq 589

HIE 0060-T7.5eq 245 .

HIE O0B1-T7.5eq 378 gi|5138924[eb]AFDS3680.1 |AF093680 Homo saolens transcription factor IIB mRNA, complete cds E-137
HIE D062-T7.5eq 424[gi[2599359]&b| AFOISB12]AF0156812 Homa sapiens RNA helicase pB8 (HUMPS8) gene, complete cds 0
HIE 0063-T7.Seq 243

HE 0064-T1.Sea | 532|gi[2343108]gh| AF004230|4F004230 Homo saplens monocyte/macrophage Ig—related receptor MIR-7 (MIR o-7) 7.00E-16
HIE 0065-T7.5eq 270203138923 RbjAFO0Z282|AF002282 Homo sapiens alpha-actinin-2 assoclated LIM protein mRNA, E-137
HIE 0066-T7.5ea 225 gi|4503304|refiNM_001926.1 |DEFAS] Hormo sapiens defensin, alpha 6, Paneth cell-specific (DEFAG) MRNA E-116
HIE 0067-T7.5eq 456| 21|61 37796irefINC_001807 2| _| Human mitochondrion. compléte genome Q
HIE D068-T7.5ea 633 gil4506696ref|NM_001023 1[RPS20] Homu sagiens ribasormal protein $20 {RP$20) mRNA E-176
HIE 0069-T7.Seq 370) gi|28968|emb| X541 62|HSAUTANG4 Human mRNA for a 64 Kd autoantigen expressed in thyroid and 9.00E-98
HIE D070-T17.Seq 501 | gi]185845|gi{M2 7025 [HUMIGKAI Human Ig active kappa chain MRNA V-region (Vv-J1-C}, clone NOV. E-161
HIE QO71-T7.5eq 465 | gi|4263636]gb|ACO05150,AC 005150 Homo saplens chvomasome 4 clone B55B24 map 4q25, complete sequence [Homo 2.1
HIE 0Q72-T7.5eq 441 | gl 3650064 |eb) ACO04099|ACO04059 Home sapiens chromosome 3 7, clone HCIT421K24, complete sequence [Homo E-133
HIE 0074-T7.5eq 422 gl 178980]eb]M33384|HUMARFIA Human ADP-ribosylation factor (ARF3) mRNA, complete cds. .47
HIE 0075-T7.Seqa 321 | gi|23699|emb|X56932|HS 23K DHBP H.sapiens MRNA for 23 kD highly basic proten E-162
HIE 0076-77.5eq 472 {gil4503476)ref|NM_D01959.1|FEF1 B2| Horno sapiens eukaryotic translation elongation factor 1 beta 2 0
HIE 0Q77-T7.5ea 419 giL4405194|§biAF038963iAF038553 Hormo saplens RNA heficase (RIG-1} mRNA, complete cds Q
HIE 0078-T7.5eq 452 gi|250802|gh|539127|$39127 cathepsin S=cysteke proteinase [human, testis, mRNA, 1784 nt] 1.00E-14
HIE 0079-T7.5eq 60

HIE-D0BD-T7.5eq 573 | i[4929558|gh{AF151803.1|AF151803 Homo sapiens CGI-45 protein mRNA, complete cds [i]
HIE-0081-T7.5eq 522 |gil4500198{embiAL045417.1 HSMB00202 Homo sapiens mRNA, cONA DKFZp586(31919 {from clone DKFZp58601919) E-151
HIE-00B4-T7.5eq| _ 753 7
HIE-0088-T7T.Seq 276 gi|644480]dbi[D381 12,1 [HUMMTA ‘Home sapiens mitochondrial DNA, complete sequence E-145] ]
HIE-0089-T7 Seq 750 gi|37849]emb{ X561 JHHSVIMENT Human mRNA for vimentin E-143
HIE-0080-T7.5eq 599 | g 265703|eb|S55735]S65735 Ig alpha 1- akpha 2m=immunoglobulin A1-A2 lambda hybrid GAU heavy 1)
HIE-0096-T7.Seq 572

HIE-0097-T17 Seq 506 |gi|1732020|emb|X97743|PTFPRL2 P troglodytes DNA for N—formo peptide recentor—| -like 2 receptor 0
HIE-0098-T7.58q 389 |gli4505046 refiitM_002345.1|LUM| Homo saplens lumican (LUM) MRNA >gil699576)ab|U21128H5U21128 Human Q
HIE-D100-T7.5eq 754

HIE-0103-T7.Seq 196 |&i|493162{gb|L1 1604]HUMMHCKORE Homo sapiens MHC class | HLA-B cell surface ghycoprotein (subtype 1.00E-98,
HIE-0106-TT.5ea 365 gl|5031938|ref|NM_00S863.1{NET1A] Homo sapiens guaning rnuclectide regulatory protein {oncogene) (NET1A) 0
HIE-0109~T7.Seq 354/[gi{3327111]di|ABA 4549|AB01 4545 Home sapiens mRNA for KIAADB49 protein, complete cds E-168
HIE-0110-T7.Seq 3631gil2340101|eb ACO02476{AC002476 Human PAC clone DJA18C15 from Xg23, complete sequence [Homo sapiens] E-158
HIE-0117-T7.Seq 462 |gi4504164]refINM_000177.1GEN] Homo sapiens gelsolin (amyloldosis, Finnish type) (GSN) mRNA 4]
HIE-D118-T7.Sea a7 gl|35232_4_§|§b[AF088043|HUMZD58002 Home sapiens full tength insert cONA clone ZDS8C02 0
HIE-QN19-T7.5eq 494g)[3320119]rb|U6666S|HS UEE569 Fomo sapiers 3-hydroxyisobutyryl-coenzyme A hydrolase mRNA, comptete 1.00E-75
HE-C1 22-T7 Seq 747 |gi|450527|emb|X55448|HSGEPDGEN H.sapierss G6PD gene for glucose-6-phosphate dehydrogenase 0.22
HIE-0123-T7 Seq 633 |il6524048|gblACO10840.3]ACO1 0849 Homa sapiens chromosome 34 clone CTD-2540C19 map 14a3l, complete sequence D013
HIE-D125-T7 Seq 308 [kij51 38905(gb]AF092128.1 |AF092128 Homa saplens putative transmembrane protein £3-16 mMRNA, complete cds 2.00E-B6
HIE-0127-T7.5eq 462 &1|4504858{ref|NM_002250.1{KCNNA| Horno sapiens potassivm intermediate/small conductance 1.00E-T8
HIE-0129-T7.5¢g 392| gi|2645723]gbl AFQ33021|AFO33021 Homo saplens Intermediate conductance calclum-activated potassium £-109
HIE-0130-T7.5ea 635 | gil4506730]refiNM_001010.1 |RPS6), Home sapiens ribosomal protein S6 (RP$8) MRNA E-176
HIE-0131-T7.5eq 431 |gi|5813622|eb|AFDE34M7 J]AFDB3441 Home sapiens SUN jsolog mRNA, complete cds E-121
HIE-0132-T7 Seq 473 :

HIE-0133-T7.Seg 344 £|4507512ref|NM_DO0362.1]TIMP 3 Hemo sapiens tissue inhibitor of metalloprotet 3 (Sorsky fundus 4.00E-47
HIE-0134-T7 Seq 324|gi[4506728|ref|NM_D01009.1|RPSSE Homo sapiers ribosomal protein $5 (RPSS) mRNA £-14]
HIE-0135-T7.5eq 392gi|5032050|reflNm_005617.1 |RP514B8] Home saplens ribosomal protein $14 (RPS14) mRNA 0
HIE-0136-T7.5eq 403 | il4455409jembl ALO34418.2HS1 049G 16 Hurman DNA sequence from clone 1049G 16 on chromosome 20012-13.2 Contains 2.029
HIE-D137-T7.Seq 215 i[32998|emb|XOTBE8HSIGF27 Hurman DNA for insulln—tike growth factor 1 (IGF-2); exon 7 and 2.00E-82
HIE-0138-T7.5=q 308 gi|4929630|eb| AF1 51839.1|AF15183% Homo saplens CGI-81 protein mARNA. complete cds E-173
HIE-0138-T7.5eq 451! gi|4586392(dbilABOT 7567.1}ABO1 7567 Home sapiens gene for lpoytiransferase, complete cds 0
HIE-0140-T7.Sec 395 | &i]1 80497 |gb]M1 751 T HUMCHF Human complerment H factor mRNA, comblete ods. 0
HIE-N41-T7.5eq 479} i|4689103|gblAF077028.1 [ AFOT7028 Homo saplens NADH-ubiguinone cxidoreductase ASHI subunit precursor. 9
HIE-142-T7.Seq 85 |eit4557893|ref|NM_000239.1)L.YZ| Homo saplens lysozyme (LYZ) mANA >gi|187243|gb{J03801{HUML SZ Human 1.00E-37
HIE-D145-T7.5eq 463 |2ij6456748]gh|AF201077,1{AF201077 Horma sapiens NADH:ubiguinone oxidoreductase MLRQ subunit (NDUFA4) 4]
HIE-D147-T7.5eq 209 | gi]190578!gh|M1 8963 HUMREGA Human islet of Langerhans regenerating protein (reg} mRNA, complete E-145
HIE-0148-T7.5eq 215

HIE-0150-T7.5eq A27!gi|4503410 refiNM_001402.1|EEF1AT] Homo sapiens eukaryctic translation elorgation facter 1 alpha 1 0
HIE-0151-T7T.5eq 216 |gi[950330|eb]L2906HHUMBPADT Human DNA-binding protein A gene, promoter reglon and exon 1. 2.00E-14 _
HIE-0152-T77.5eq 284|gi|5805294]gbiAF145284.1 |AFI45284 +lomo sapiens RNA-binding pretein Isoform G3BP-2a (G3BP2} mRNA, E-132 _
|HIE-0153-T7 Seal 424 gi[3201 599 gb|ACO03E86|ACO03686 Homo sapiens 12g13.1 PAC RPCI11-90.4 (Roswell Park Cancer Institute 0.002
|HIE-0154-T7 Sea 354]gll441 356]ermb| X7 2444 HSIGKL V23 H.sapiens mRNA for rearranged Ig kappa light chain variable region £-135
HIE-D155-T7.5eq 207 gljﬂﬁ_oussyreﬂNM_mOSSB.l TGFB) Hormo sapiens transforming growth factor, beta-induged, 68kD {TGFBI) 6.00E-79
HIE-D156-T7.Seq 35

HIE-0157-T7.5eq 420 gild502860]refiNM_001284.1|CLAPS3| Homo sapiens adaptor-related protein complex 3, siema 1 subunit E-184
HIE-0158-T7.5¢a 538 | gil6137796}ref[NC_DO1807.2)| Human mitochondrion. cormplete genome [v)
HIE-0159-77.Seq 179] gl|4506694|ref{NM_001022.1{RPS19] Homo sapiens ribosomal protein $19 (RPS19) mRNA E-132
HIE-0161-T7 Seq 252

HIE-0162-T7.Seq 452 | gil927595]gh|U27109{HSU27109 Human prepromuttimerin mRANA, complete eds o
HIE-0163-T7.5eq 378 |gi|565587(dbilD4588 THUMAL DN Hurnan mRNA for calmodidin comolete cds E£-158
HIE-0184-T7.Seq 450 gi|388034|gh|L05095|HUMRIBPROF Hornt saplens ribosomal protein L.30 MRNA, complete cds 1]
HIE-0165-T7.Seqa 417! gi|) 77109|eb|M32439HUM1 30LEL) Hurman leucine-rich protein mRNA, comolete cds. E-161
|HIE-0166-T7.5eq 389 | gi|36135)emb|Z 12962|HSRPL41 H.saplens mRNA for homologue to yeast ribosomat protein L41 4]
HIE -01687-T7.5eq 556|591 1882jemb]ai117440.) |HSME00949 Homo sapiens mANA; cDNA DKFZp434mM196 (from clone DKFZp434M196) E-144
e~ 71-T7.5eq 327 |2i{4980605|2b}AEDD1 69B. 1 |AE0O16S8 Thermotoga maritima section 10 of 136 of the complete genome 036
|HIE-0172-T7.5¢q 332 | gi|18901 ﬂgﬂMZZQlﬂHUMMYLCB Human non-muscle myosin akali light chain mRNA, 3’ end. E-153
HIE-D174-T7.5¢9 466 gi|36138(emb|X52967|HSRPLT Hurmar tnRNA for ribosemal grotein L7 0
tHIE-0175-T7.8eq 521 gi|1 78692|gb{M1 2217jHUMANTNCE Human DNA of undetermined origin found 5' to NCA mRNA. E£-155!
HIE-D176-T7.5eq 327 gi|4758345|ref{NM_004107.1|FCGRT] Home saplens Fc fragment of l&G, receptor. transporter, alpha E-150
[HIE-0178-17.Seq 546 | gi| 5689500l ABD29005.1)AB029005 Hormo sapiens mRNA for KIAATDBZ protein, partial Gas 0033
HIE-0179-17 8eq 481 |gil6273553]emb|ALO44823.14|HSJB13016 | Human DNA sequence from clong RP4-813016 on chromosome Bg23.2-243, 1.00E-66
[HIE-0181-T7.5eq)  432|gi 321 25emb|v00523|H5HL 02 Hurman MRNA for histocompatibility antigen HLA-DR (fragment). The V)
HIE-0182-T7.5eq 510|gi|4755067 ref|NM_DO4589.1|SCO3} Homo sapiens SCO (cytochrorne oxidase deficient, yeast) homolog 1 0
[HIE-0183-T7 Sea]  52B|el|5931541|dnilAPDOOSSS.1|APOO055S Homo saplens genomic DINA, chromosome 22a11.2, BORL2 reglon, 1]
HIE-Q184-T7.5eq 511]gi|181960jgb|{M15887|HUMEDZ Human endozepine (putative ligand of benzodiazepine receptor) mRNA, 0!
HIE-0185-T7.Seq 420 gi|1809226]gblACO001 19{HSACDOC 19 Human BAC chone RG 104104 from 7a21-74q22, complete sequencs [Homo saplens) 0
HIE-0186-77 Sea 445(gilB325471|ref|NM_D07104.2|RPLI0A| [ Homo sapiens ribosomat protein L10a (RPLICA), mANA E-160
[HIE-0187-T7 Sea| 205 }

| HIE-0189-T7 Sea 286 |gi|59267 10|dbijAPQO052} . |APOOD521 Humo sapiens genomic DNA, chromosame 6p21.3. HLA Class | region. section 3.00E-69
HIE-D190-T7 Seq 327 |£i|3097872|8b] ACO04098|ACO04098 Hemo sapiens chromosame 17, clane HCIT305020, complete sequence [Homo E-138 o
(HIE-D192-T7 3eq 286) gi|1107702]emb|Z 50022{HSSGPIN1S H.sapiens mRNA for surface glycopratein E-136 ]
HIE-0193-T7.5eq 453 gi}4376000[emb|AL034377 1|HS751HS Hurnan DA sequence from clone 751H3 on chromosome 6413 Contains part 2
HIE-0195-T7.5eq 477 |gl|5919124[eb|AF177533.1|AF1 77533 Home sagiens tight junction proteir 2Z0-2 (TIP2) gene, exon 23, Q
HIE-D189-T7.5 203 |gi|33221]emblX58081 JHSIGKAPAA H sapiens MRNA for immunoglobulin kappa Yight chain 5.00E-76

.
B i

5
o



HIE-0200-T7.5eq 284 i|22001 9|dhj| COOSE)HUMP R S1 _| Homo sapiens mRNA for phosohoribosyl pyraphosphate synthetase subunit E-148
HIE-02 020'\ -77.Seg 283 |gil6137796|refNC_001307.2|| | Hurman mitochendrion, complete genome N R E-158 - ]
HIE 0202—1’7 Seq 294 gi|32138lemb|X131! 1HSHUATTE Hurman mANA for HLA-AS1E, a MHC class ! mo\ecu\e (major R R E-151] D—
HIE-0203-T7.Seq 722 | gi|2459834|gb| AFO02254|AF 002254 Oryza sativa MADS-domain protein gene, partial cds 0013 .
HIE-0204-T7.Seq 222 | gi|3355872|emb|ALGOS047.1[HS1 15612 _Human DNA sequence fram clone 1156N12 on chromesome X, Contains an 5TS 0.001 )
HIE-0205-T7.5eq 273 i[616561 7] gb| AFOS 7362, 1| AF097362 Homo sapiens gamma-interferon inducible lysosomal thiol reductase 5 00E-83
HIE-0206-T7.5ea| __306|gi[34469]emb|X66267 HSMAXG H.sapiens maxgene E-124 —
HIE-0208-T7.5eal  242|gil§137796[refiNC_001807.2)f Hurnan mitochondrion, complate genome. £-108
HIE-0209-Y7.Sea 353 gi5103015]dbilAPO0D3SE. | [APODOISE Homo saplens genomic DNA, chromosome 22911.2, clone KB199545 0.008
HIE-0212-T7.Seq 2B7 | &i[4B84121|emb|ALOS0096.1[H5ME00178 Homo sapiens mRNA; cDNA DKFZp586A0418 (from clene DKFZp586A0418) E-126
HIE-0217-17.Seq| _ 255|eil4501888[refiNM_CO161 5.1[ACTGZ Hormo sapiens actin, gamma 2. smooth muscle, enteric (ACTG2) mRNA E-123
HIE-0221-T7 Seq 210|il4758521 [refiNM_004684.1 JHEVIN] Homo sagigns hevin (HEVIN) mRNA, >gi|758065{emb|X82157|HSHEVIN E-100
HIE-0231-T7.5eq 2114 [gi{5101742]emb|Z951 14.19|HS212A2 Hurman DNA sequence from clone 21242 en chromosome 22q32 Contains gene for 0.8%
HIE-0238-T7 Sea 301 il BO9226(2H|ACO00119HEACDG0: 19 Hurman 8AC clone RG104104 from 7921-7a22, complete sequence [Homo sapiens] 2.00E-82 )
HIE-0240-T7 Seq 3421 gi[5738627}embAL 096766.1 2[HSDASIH1S | Human DNA seguence from clone 58H18 on chromosome 22, complete sequence E-167 B
|HIE-024)-T7 .Sea 513]ei[1617112|embiXg2877|HSNADGLCT H.sapiens Na+-D-glucose cotransport regulator gene .o
HIE-C242-T7.Seq 369 gi|435637]dbi]D16111|{HUMHRPBF Hurnan mRNA for human hemologue of rat phasphatidylethanclamine E-175]
HIE-0243-T7.Seq 451 |gif181532|gb|M37925|HUMDEF5A H.sapiens defensin 5 gene, complete cds. E-111
HIE-0244-T7.5eq 308 ——
|HIE-0245-T7.Seqa 750 gi[6467201 jdbjlA8021642.1}ABO21642 Homo sapiens G'OT-2 mRNA for gonadotropin inducible transcription 2.00E-11
HIE-0246~-T7.5ea 277 gi|4B26887|ref|NM_005022. HPFN1| Homo sapiens prafilin 1 (PFN1) mRNA >gi|1 50385]gblJ03191|HUMPROF E-148
HIE-D249-T7.5eq 276 | gi|3766261 |emblAL031904.1)HS 103M22 Human DNA sequence from clone 103022 on chromosome Sp24. Containg 0.019
HIE-025G-T7.8eq 543 [e)|4504326|ref|NM_000183, 1 HADHE| Hormg sapiens hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyma 0
HIE-0251-T7.5¢eq 503
HIE-0252-T7.8eq 464 gi[4758137|ref|NM_004396.1}DDX5| Homo saplens DEAD/H {Asp-Glu-Ala-Asp/His) box polypeptide S (RNA i)
HIE-0253-T7.5eq 456 | gi| 18641 10|b|UBE7I0[HSUBETI0 Human lg light chain gene variatile domain {CLL-L1A) mRNA, partial E-172
HIE-0254-T7.5eq 440 | g)|4455645]emblALO35G73 4|HSE97015 Human DNA seauence from clone 997015 on chromosome 20p13.21-12 Contains ]
[HIE-0255 17 Seq 164 gi|2224612|cbj|ABO02334]AB002334 Hurman mANA for KIAAQ336 gene, comolete cds 8.00E-18
[HIE-0267-T7 Seq 460
HIE-025B-T7.5eq 267 .i]3004535|eblAC004518(AC004518 Homo saulens chromosome 14, BAC CITB-135H17 containing the RADS1L1 0073
HIE-0259-T7.5eq 784 [gi|4337095|gblAF129756.1{0J201G24 Horne saplens MSHS5 gene, partiai cds; and CLIC1, DDAH, Géb. GEc. GSb. E-113
HIE-0260-T7.Seq 460|gi|3059126]emb[¥15163MMY 15163 Mus musculus mRNA for mrg protein 0.008
HIE-0265-T7.5eq 384 -
HIE-0267-T7.Seq d:1) I§i§1 79131|gb|M18366IHUMATC Human placental anticoagulant protein (PAP) mRNA, complete cds. E-122
HIE-0268-T7.5eq £86
HIE-0270-T7.Seq 529 {gi]4156153|gb]AC004362|AC004562 Hamo sapiens clone DJ1099N07, comolete sequence [Homo saplens] o038
HIE-0271-T7.Seq 185 [ai]1817569)emb|284714HS16PHG4 Human DNA sequence from cDNA 16pHG4_ from chromosame 16p13.3 2.00E-30
HIE-0272-T77.5eq 200|g21|3421050|egh|AFQ17634|AF01 7634 Homo sapiens inducible nitric oxida synthase (NOS2A) gene, promoter 0.84
HIE-0273-T7 Seq 373 |gi|483851 Bleb| AF132048.11AF 132048 Homo sapiens foocen-§ mRNA, complete cds E-155
HIE-0274-T7 Seq 296 gl|45021 92|ref|NM_0C1654.1{ARAF| Homo sapiens v-raf murine sarcoma 3611 viral oncogene homoleg 1 E-133
HIE-0275-T7.Seq 70| g)|5901873|=b|AF) 82032.1|AF 182032 Horno sapiens protein kinase inhibitor gamma (PKIG) mANA. complete cds 4.00E-086
HE-Q276-T7.Seq 198[gi|5174742|ref|NM_005003,1 JUQCRFSY| Haormo sapiens ubiguinot-cytochrome ¢ reductase, Rieske iron-sutfur 1.00E-95
HIE-0277-T7.5eq 175]£il4509008mbiXT7259|CL54K Clongicaudatus ISG-54K gene 249
HIE-0Z78-T1.5¢eq 370|gi{4501888|refiNM_Q01615.1]ACTG2| Home sapiens actin. gamma 2, smooth muscle, enteric (ACTG2) mRNA E-173
HIE-0279-T7.5eq 262 | gi|4B35657{dbj|APO00288.1|APODOZBE Homa sapiens genomic DNA, chromosorne 21022.1, D215226-AML region, 0018
HIE-0281-T7.5eq 2621 gi|334222 Hgb|ACO05207|ACO05287 Homo sapiens chremosome 17, clone hRPC.I081_P_3, complete sequence Qo712
IHIE-0283-T7 .Seq 2701 gi[a503470jrefiNM_D014G2.1|EEF1AY| Heme sapiens eukaryotic translation efongation factor 1 alpha 1 E-140
HIE-0284-T7.5eq 237 12i|5032050jref|NM_D0S617.1|RPS14B! Heme sapiens ribosomal protein S14 (RPS14) mRNA 8.00£-34
HIE-0285-T7.S5eq 508 | gi4507360jref|NM_D03188.1IMAPIKT| Horne saplens mitogen-activated protein kinase kinase kinase 7 0
HIE-0287-T7.8eq 530 | gi4507360|ref|[NM_003188 HMAPIKT| Homo sapiens mitogen—activated protein kinase kinase kinase 7 0
HIE-0289-T7 .Sea 366 | g)|4557304)ref|[NM_000034.HALDOA| Homo sapiens aldolase A, fructose-bischosphate (ALDOA) mRNA E-139
HIE-0202-T7.5¢q 757 | g)|5802573|ref|NM_006793.1}AOP1| Homo sapiens antioxidant protein 1 (AOP1), mRANA 0
HIE-0293-T7.Seq 443
HIE-0295-T7.5eq 495 |gil4155887|gh|AE0Q1 SS1JAEDO1 551 Helicobacter pylori, strain 199 section 112 of 132 of the complete 0.036
HIE-0296-T7.5eq 347 |gII5836395|eblACO07278 3|ACO07278 Horme sapiens clone NHO308G20, complete sequence 0097
HIE-D301-77.5eq 354 gi}5531826}eb|AFQT8856.1|AFD7E856 Homo sapiens p47 mRNA. complete cds E-108
HIE-0304-77.5eq 383 |@i[4505752|ref|NM_000291.1|PGKH Homo sapiens phosphoglycerate kinase 1 (PGK1) mRNA E-148
HIE-0305-T7.Seq 342 gi|1033991 |Jemb{Z6161 3{HSSSCIIR H.sapiens CpG island DNA genomi; Mse1 fragment, clone 55c11, 5.00E-53
HIE-0306-T7.Seq 137 | gl|3954882)ermblAJO1 0446|HSAQ10446 Homo saplens mRNA for immuncglobuin kappa light chain,anti-RhD, 6.00E-44
HIE-0313-T7.5eq 279|gl|5106993|gb|AF125099.1|]AF 125099 Homo sapiens HSPCO38 protein mRNA, complete cds 1.00E-56:
HIE-0314-T7 Seq 230|gil4506720|ref{NM_001005.1|RP 53| Homa sapiens ribosomal protein $3 (RPS3) mRNA E-101
HIE-0317-T7.Seq 208 | gi|450641 2|ref(NM_002884.1|RAP1A] Homo sapiens RAP 1A, member of RAS oncogene family (RAP1A) mRNA 4.00E-46
HIE-D318-T7 Seq 562 | gi|927070|eb]L40357|[HUMTRIPTM Homg sapiens thyrold receptor interactor {TRIP7} mRNA, 3" end of E-158
HIE-0319-T7.5eq 4511gi|34204)emb|X53706|HSLAILIIG H.sapiens rearranged Humigiali | gene enceding 1gG light chain E-154
HIE-0320-T7.Seq 224 |g5771401|gb|AF09STT1.H{HSMLCKKRPT | Homo sapiens myosin light chain kinase {MYLK) gene, exon 31, and 3.00e-50
HIE-0321-T7.Seq 325 | @(|4699959]eb|AC006014.2|AC005014 Horno sapiens PAC clone DJ0953A04 frem 7011.23-021.1, complete E-108
HIE-0322-T7.5eq 557 | gi|4506604]ref|NM_D0D0378.1{RPL23| Hoemo saptens ribosomal protein L23 (RPi.23) mRNA E-105
HIE-0325-T7.Seq 297 | gi|1071680|emb|XI05BIHSRNATRAP H.saplens mRNA for rat transiocon—associated protein delta homolog E-132
HIE-D326-T7.5eq 217 gil4506668[ref|NM_001003.1 |RPLP1| Homo sapiens ribosornal protein, large, Pt {RPLP1) mRNA E-113
HIE-0327-T7.5eq 489 |=il5523541|ghtACD05280.2/AC005280 Homo sapiens clone DJ0240K06, complete sequence 0.00% -
HIE-0328-77.Seq 255 {gi[4885358|ref|NM_D05313.1|GRPSE] Hormo sapiens glucose regulated protein, 58kD {GRP58) MRNA E-113
HIE-0330-77.5eq 4452|5803 154ireflNM_D06B42.1|SAP145| Homo sapiens spli w assoclated protein 145, SF3b subunit E-143
HIE-0331-T7.5eq 278 |ei|1022042]emb|Z 5600 HSTAI2F H.sapiens CoG island DNA genomic Mse fragment, clone 7al 2, forward 2 00E-67
HIE-0334-T7 Seq 570/ £i|5103019]dbi|APO003E6.1|APOQ0ISE Homo sapiens genormic DNA, chrompsome 22611.2, clone KB1995A5 7O0E-04
HIE-0335-T7 Seq 419 gi|1031451|emb|259538|HS15G 1R H.sapiens CpG island ONA genomic Msel fragment, clone 15g7, reverse 18
HIE-D338-T7.5eq 572|gil24603) 7|gb|AFG21819jAF 021819 Hormo saplens RNA-Dinding protein regulatory subunit mANA, complete 4.00E-45
HIE-D340-T7.5eq 306|il6016667[gblACO0S514.2|AC009514 Homo sapiens chromosome 8 clone RP11-4K16, complete sequence E-t68
HIE-D342~T7.Seq 4381 gi[4505886|ref|NM_002667.1|PLN| Homo sapigns phospholamban (PLN) mRNA >gi[189942|gb|ME3603 HUMPHLAM 2.00E-43
HIE-0344-T7.Seq 389 -
HIE-0345-TT Seq 470 |&l|3551 741 gbjuz 112 Homé sapiens HT-i080 protein mRNA, complete cds 0
HIE-0346-T7.Seg 455 | g[514934{2bli 34TBYHUMCDHIO!4 Homa sapiens {clone LB) E-cadherin {CCH1) gene, exon 15, 0.51
HIE-0350-T7.Seq 415 ki1 199660]|gbiU4B252[HEUAB252 Hurnan protein kinase C-binding protein RACKE mRNA, partial cds 2.00E-12 |
HIE-0351-T7.5eq 387 i} 84428|gb] J0462 1 [HUMHSPGC Human heparan sulfate proteoglycan {HSPG) core protein, 3’ end. E-151
444 gi|2723945|gb|AFOIB1 2TIAFO38127 Equus caballus dermatan sulfate proteoglycan Il mRNA, complete cds E-12}
HIE-0 440} i[5031752|ref|NM_005520.1 | HNRPH1| Hemo sapiens heterogenecus nuclear riboruglgoprotein H1 (H) (HNRPH1} G,
|HIE-0355-T7.Sec 376=il6137795]rei|NC_001807.2)| Human mitochondrion, complete genome o
HIE-0356-T7 Seg 531 |2ijad54994|ebjAF 10654 3|AF 106943 Hemo saplens divalent cation tolerant protein CUTA mRNA, complate E-128
HIE-0358-T7 Seq 366 gif1 590807|dbjlO87914|C87314 Hurnar mRNA for ornithine decarboxylase antizyrne, complete cos E-141 o |
HIE-0I60-T7 Seq 485 | gi[5262537)emt| ALOBC 10 1]HSMBO0618 | Homo sapiens mRMNA; cONA DKFZpSBEG1922 (from clone DKFZpSEEGT 922) E-140 o
HIE-0361-T7.5eq 435|ei|185397|gblL03 162|HUMIGHHA Human ig rearranged gamma-chain mRNA V-region, partial cds. E-165 -
HIE-0362-T7 Seq 465 | gi|1 78042 |gb|M192B3|HUMACTG A Hurnan cytoskeletal gamma-actin gene. camglete cds. 1]
HIE-0363-T7.5eq 545/ giB0058B3|ref(NM_007 107.1|SSR3 Homo sapiens signal senuence receptor, gamma (translocon-associated
HIE-0364-T7.Seq 471] gi|4885586irefiNM _005408.1|SCYA13} Horno sapiens small inducible cytokine subfamily A {Cys-Cys), member o
HIE-0365-T7.5eq 253 | eit4506600(ref|NM_D03973.1{RPL14| Homo saniens ribosomal protein L14 (RPLI4} mRNA_
HIE-0366-T7.5eq| 161 |g|3859987igb|AFO91G75AFO91075 Homo sapiens clone 308 proteasome subunit p58 MRNA, complete cds
HIE-0367-T7.5=q 434 | gi|5453667 ref|NM_006395.1|GSAT} Homo sapiens ubiquitin activating enzyrme E1-like protein (GSA7) mRNA
|HIE-D368-T7.5eq 390 | gl|23690|emb{X56932|HS23KDHBP H.sapiens mRNA fer 23 kB highly basic protein
HIE-0385-T7.3eq 203 |gili 90364 |gb|M674B80|HUMP ROAAZ Human prothymosin-alpha gene, complete cds.
HIE-0370-T7.Sea 411 jei{3B60076|ghiAFOS702 T{AFQ97021 Harmno sapiens GW1 12 protein (GW112) mRNA. complete cds
HIE-03731-T7.5eq 273}gi|1399959|gh] L6221 H{HUBIB4DE Chromoseme 22613 BAC Clone CIT987SK-38408 complet _ .
HIE-0372-T7.5¢q 375]3i[180554|g_b_[M‘L$3§_4_}H_UMCKB Human creating kinase-B mRNA, complete cds. e m._:_:_:,__- j ]
HIE-0373-T7.Seq]  248] -
HIE-Q374-T7 Seq) _ 373|gil4557 796]refjne_DOC269.1|NME T Home saqngng ‘non-~rmetastatic celis 1 (NMET) mRNA E-146
HIE-0375-T7 Seq| __ 396|gi|5032026|ref|NM_005610.1|RBBP4]| Homo sapiens ratinoblastema-binding protein 4 (RBBP4) mRNA N E-129 1
HIE-0376~-T7.Seq 297 | gi|1B3019{gbiM228 1 BIHUMMYLCB Human non-muscle myosin akali light chain mRNA, 3' end. o E-147 T
HIE-0377-T7 Seq 25%|gil4557770[ref|NM_000256.1]MYBPCI| Homo sapiens protein C, cardlac (MYEPC3) mRNA B E-135
HIE-03580-T7.5eq 392|gi|3241325|dbi|ABO1 5477.1|ABO1 5477 Arabidopsis thaliana genomic DNA, chromosome 5, F1 clone: MOKZ, L .
|HIE-0382-T7.Seq!  778|gi|4826460]emblALO31 281.6|HS224A6 Hirman DNA sequence from clone 224A6 on chramosome 1p35.1-36.23 Contains F-104 N N




E-0383-TT.5ea] 611 gila721650/dbijABOTZS10]ABO0I2910 Hormo sapiens mRNA for anti-HEsAg immunoglobulin Fab kappa chain, 0

1E-0384-T7.5eq| 766 gil6005859ref[NM_00720%.1|RPLAS] Homo sapiens ribosomal protein £35 (RPL35), mANA o
iE0385-T7 Seal _ 532|g|2763540/emblALDOBT3) 1HS514K20 | Human DNA sequence from PAC 514K20 on chromwsome 6022.3-24.3. EST, CA 05
HIE-0386-T7.5eq] 366 2/|31802]emb|X66300.1|HSGLUDN H.sapiens GLUD1 gene for glutamate dehydrogenase (exon 1) 5.00E-93
HIE-0387-T7.Seqa 473 gil3482904]gb| AC005551|ACO0555) Homo saplens chromosome 19, cosmid R26529, complete sequence {Home 0
HIE-0389-T7.5eq 527 [gii5042231|emb|Y13323.2{HSBISPRO Homo saplens mRNA for disintegrin—protease ¢
H|E_mm;argﬁf§iﬂ294|emblAL03ﬂﬂz,7|HS§93Cl6 Human DNA sequence from clong 593C16 on chromesame 1924.1-25.2 Contains 0.628
HIE-0357-77.580 581 g54493554|en-h|AL034399,6|HS'I91 P20 Human DNA sequence from clene 191P20 on chromosome Xq23. Contains 2 E-130]
HIE-0A52-T7.Seq 429 |gi|) 87434|gb{M24545HUMMC AF Hurman manecyte chemotactic and actlvating factor (MCAF) mRNA, 1.00E-97
HIE-0393-T7.5eq 444 |gi|2559007|ab|AF026251 | AF026291 Homo sapiens chaperonin containing t-complex polypeptide 1, delta Q
HIE-0385-17.Seq 493 |gi}5262537]emb|ALG80110.9]HSMB00618 Homo sapiens mANA; cDNA DKFZpS586G1922 (from clene DKFZp586G1922) 0
HIE-D396-T7.5eq 381 |gil4454685]gb| AFOT0655|AFOT0655 Homo sapiens F1FD-type ATP synthase subunit g mRNA, complete cds 0
HIE-0387-T7.Seq 373]2i[4506602|ref|NM_002948.1|RPL15| Homa sapiens ribosomal protein L15 (RPL15) mRMNA E-144
HIE-0393-T7.Seq 275 lgllG\ 37796jref|NC_DJ1BO7 2)f Human mitochondrion, complete genome E-143
HIE-0400-T7.Seq 429 gl|4507 766]ref|NM_D03335.|UBE1L| [ Homo sapians ubiouitin-activating enzyrme E1. like {UBE1L) mMRNA [s]
HIE-0401-T7.5eq 4161|5441 68BJemblAL049540.) 1|HSJBI0015 | Human DNA sequence from clone BIOO1S on chromosome 20 Containg EYAZ 1.8
HIE-0402-T7 Seq 388 gi|4506602|ref|NM_002948.5[RPL15| Homg sapiens ribosomal protein L16 {RPLTS) mRNA E-169
HIE-0403-T7 Seq 415/ gi|4503794|ref(NM_002032.1]FTH Home sapiens ferritin, heavy polypeptide 1 {FTH1) mRNA E-160
HIE-0404-T7 Seq 411 gl|4506862|refiNM_003001.1{SDHC| Homo sapiens succinate dehydrogenase complex, subunit C, integral 0
HIE-D405-T7 Seq 4261|317 1044|gb| AFOE2286|AF 062286 Homo sapiens clone Xu~58 imawnoglobulin heavy chain variable region E-143
HIE-D406-77 Seq 311 |il4240258)dbj|ABD20692.1 ABO20682 Homoa saplens mRNA for KIAADBES protein, complete cds E-169
HIE-0407-T7.5eq 331 |el|181485(gb{M24070HUMDEPB Human DNA-binding protein B (dtmB) gene, 3' end. E-130
HIE-0408-T7.5eq 332 | ei]1 BS02 1 [&b|M22920|HUMMYLCE Hurman smooth muscle myoskn aliall light chain (MLC 1sm) mRNA, E-123
HIE-0412-77 Seq 335 gif1 136435|cbjjDS001 0{D8OQID Human mRNA for KIAAQ188 gene, partial cds E-166
HIE-0413-T7.Seq 316 gil34271 [erb| X1 S005|HSLEP Hurman mRNA for potential laminin-binding protein (nem/1¢HD4) 4.00E-81
HIE-0414-T7.Sea 3421 gi|5803049{ret{NM_OOBB54. 1|KDEL R2| Homo saplens KDEL {Lys-Asp-Glu-Ley) endoplasmic reticuium protein 0.
HIE-0415-T7.Seq 3251 gi|d41374[emb| X7 2453 HSIGKLV32 H.saptens mRNA for rearranged |g kappa jight chain variable region E-132
HIE-0416-TT.Seq 3771e1|2911558/embjY 151 75{HPVY15175 Human papilomavirus type 77 €6, E7, E1, E2. E4, L2, and L1 genes 0.027
HIE-0418-T7.3eq 340 | gH|4758187|ref{NM_004642.1|1DOCT] Homa sapiens Deleted in oral cancer—1 (DOC 1} mRNA E-180
I_IiE—NZ!—TT.Seq 386 | £i{2597854]emb|A J002383|DDMYBS Dictyostelium discokieum mybB gene 0.11
HIE-{422-T7.Seq 457 | 213845312 eb|AEDD1426| AEDO1426 Plasmpdium falciparum chromosome 2, section 63 of 73 of the complete 0,008
HIE~D424-T7.Seq 114 .

HIE-0426-T7.Seq 332 | gi|3242744|gb]ACO041 26|AC D041 26 Human CI e 11912.2 PAC clone pDJ606gE, complete seauence [Homo E-165
HIE-0428-77.5eq 378|gi[3406052|gb]ACO0501 7|ACDISO1 7 Horno sapiens BAC clone G5214N33 from 7pi4-p15, complete sequence [Homo 3.00E-57;
|HIE-0433-77 Seq 324 |gi|2832593|emb]Z87056.1|HS434F1 Human DNA sequence from PAC 434P1 on chromosome 22, Contains inward 0
HIE-D435-T7.Seq 363 |gI[206655|sb|M74295(RATRHOB Rat rhoB gene mRNA, complete cds. 5.00E-25

HIE-D437-17.5¢a 288 |gIl313968|emb|X02761,1|MSFIB1 Human MRNA for fibronectin (FN precursor) E-154
HIE-0438-T7.5eq 308 2| AFDS2094IAF 052094 Homo sapiens clone 23698 mRNA sequence E-161
HIE-0439-T7.5eq 319|h6319780ref|NC_001135.1SCER-II| Saccharomyces cerevisiae chromasome I, complete chromosome Sequence 0.022

HIE-D442-T7.Seq 2391glj) 203981)2h|J05594| HUMPGDHA Homa sapiens NADH-dependent 15-hydroxyprostagiandin dehydrogenase E-163

|HIE-0443-T7.Seq g[1815322h|M37925|HUMDEFSA H.sapiens defensin § gene, complete cds. E-125

HIE-0444-T7 Seq| . 322|e!591 lemb|AL117653.1{HSMB21 190 Homo sapiens mRNA; cDNA DKFZp5BEC0224 (from clone DKFZp586C0224) E-154

HIE-0446-T7 Seq 214507 125|ref|NM_003093 3| SNRPC] Homo saplens small nuclear ribonucleoprotein polypeptide C (SNRPC) E-172

HIE-0447-T7.5eq 244 gi|4507668ref|NM_003295.3| TPT1] Horma sapiens tumor protein. translationally-controlled 1 (TPT1) E-113
HIE-0448-T7 Seq 544{g)|1 85267 |eb|MI4024|HUMIGHC XE Human fetal lg heavy chaln variable region (clone M43) mRNA, E-118
HIE-0450-T7 .Seq 249 | gi|328841 8[ermb|ALO24506.1]HS133H11 Human DNA sequence from clone 133H11 on chromosome 6p24. Contains $TSs. 1.k
HIE-0451-T7.5eq 21%|gi[3157975}eb|U48734|HSL4B734 Human non-muscle alpha—actinin mRNA, complete cds’ 3.7
HIE-0453-T7.Seq 43%]g1|6382025)cbj) ABU33079.1|ABDI 3079 Home sapiens mRENA for KIAANZ5] protein, partial ods E-137
HIE-0455-T7.5¢9 304 gi}181532}gb|MITI2SHUMDEF 5A H.sapiens defensin 5 gene, complete cds. 2.00E-88
HIE-Q457-T7.5¢eq 319 glj4753252|eb{ ACDOS015.2|ACO0S01 & Homio sapiens BAC clone GS166C0S from 7al1.23-a21.1, complete sequence 1.4
HIE-0458-T7.5eq 135 @2072143@0670931H5U67093 Human ataxia-telangiectasia locus protein (ATM) mRNA, IUTR sequence 2.00E-50
HIE-0453~T7T.5eq 414 gl|4506682|refiNM_D01016.1|RPS12| Homo sapiens ribosomal protein $12 (RPS12) mRNA E-161
HIE-0480-T7.Seq 257 | 2i|4506724|ref{NM_001007.1[RPS4X| Homo saplens ribosomal protein S4, X-finked (RPS4X) mRNA £-122
HIE-0461-TT.5#q 204 | gi|348908|ghit 2254 BHUMCOL 18AX Hurnan collagen type XVII alpha 1 (COL18A1) mRNA, partial cds. 200E-14
HIE-D462-TT.Seq 2B7 g 386007 6| zb] AF0AT02 1AF097021 Homa sapiens GW112 protein {GW112) mRNA, cormolete cds E-136
HIE-0464-T7.5eq 412 [gi|5301 40| ebi 35485HUMIDS Homo sapiens lduronate sulphate sulphatase (IDS) gene, complete cos. 1.8
HIE-D466-TT7.5¢eq 330

HIE-0467-T7.Seq 244 |gi{6005819|ref|NM_007256.1|OATP-B| Homo sapiens organic anion transporter (OATP-B), mRNA B.00E-24
HIE-0469-T7 Sea]  307]

HIE-(470-T7.Seq 319{el 2245565]&]AF004342|AFCD4342 Homo saplens NADH dehvdrogenase Il gene, mitochondrial gene E-145
HIE-0471-T7 Seq 245

HIE-0472-T7 S5eq ﬂlgﬂazwa?[grrbIALOZl B78.1/H5257120 Homa sapiens DNA sequence from PAC 257120 on chromosome 22a13.1-13.2, 0
HIE-0473-T7.5eq 287 |gi|4503304)refiNM_001926.11DEFAS Home saplers gefensin, alpha 6, Paneth cell-specific (DEFAB) mRNA E-136
HIE-Q475-T7.5eq 253 | 2l|4506904}ref|NM_000542.1|SFTPB) Horo saplens surfactant, pulmonary-associated protein 8 (SFTPB) 0.069
HIE-Q476-T7.S5eq 331 |gi{4503470jref]NM_001402.1[EEF1AY Home saplens eukaryatic tra elongation factor | alpha t E-183
HIE-0477-T7.Seq 4191gi[5931893|emblALD49636 8|HSJ2T9A18 Human DNA sequence *++ SEQUENCING IN PROGRESS *** from clone 0
HIE-0478-T7.S#q 348 | gi|4506 T 78|refiNM_D02967.1|SAFB| Homo sapiens scaffold attachmertt factor B (SAFE) etRNA E-124
HIE-0479-T7.Seq 446 | )|4506004]|refiNM_D02709.1[PPP1CB| Homo sapiens protein phosghatase 1. catalytic subunit, beta isoform E-130
HIE-0482-T7.Seq 392 | @i|3777582|gb|AFOR4481 IAFDR4481 Homo sapiens trarsmembrane protein (WFS1) mRNA, complete tds E-125
HIE-0483-T7.Seq 408 | 2i[3090700(eb]|AC004622|AC004622 Home sapiens chromosome 5, PAC clone 170m 10 (LBNL H83), complete 245
HIE-0484-T7.5eq 374|gil6137796jrefjNC_001807.2]| Human mitechondrion, complete gename E-131
HIE-0485-T7.Seqa 421 | gi]1 834938|emb|285227|HS 285227 H.saplens Ig lambda lght chain variable region gene (9-150Q11A119) E-167

HIE-0486-T7 Seq gl}6137 T96|refiNC_001807 .2} Human mitochondrion. complete genome 0|
HIE-0487-T7.5eq B 333791Q|gb|AF070548|AF070548 Horno sapiens clone 24408 2-oxoglutarate carrier protein mRNA, E-167
HIE-D485-T7.5eq 409 g1]2429080|dbj|DETS7S|DBT6T5 Homa sapiens DNA for amyloid precursor protein, complete cds 1.00E-56
HIE-0491-T7.5eq 453 | gi|4506726(ref|NM_D01008.1(RPS4Y} Homa saplens ribosomal proten 84, Y-linked {RPS4Y} mRNA ) Q
HIE-D493-T7.Seq 4%4|gil5931599|dhi| ABOZ6T22.1|AB026722 Homo saplens SID6-306 mRNA for pyrophosphatase, complete cds 0
HIE-0494-T7.Seq 614 gi|4504444|ref|NM_DO2135.1|HNRPAY| Home saplens heterogeneous nuciear ribonuclecprotein A1 (HNRPA1) mRNA 9
HIE-0496-T7.5eq A77 | i{337929)gbjM221 46|HUMSCAR Human scar protein mRNA. complete cds. o
HIE-0497-T7.Sea| 309 |&i|4506650 refiNM_OC1001 .1 |RPLA4 Homo saplens ribosomal protein L44 (RPLAG) mANA E~154
HIE-B498-77.8eq 264 |gi[460815|emb|X78120|PABTPRUZ P.amygdalus, Batsch (Texas) pru2 mRNA 0.005
HIE-D499-T7.5eq 403 |&i{36135]emb|Z12962|HSRPL4I H.sapiens mANA for homologue to yeast ribosomal protein L41 0
HIE-D500-17.Seq 3725 |2i}3924656)gb{ ACO05962|ACDD5862 Homo sapiens chromoseme 17, clone hRPK.506_H_21, complete sequence 0023
HIE-0502-T7.Seq 615 |gl}6523802|eblAF110778.1;AF1 10778 Homo sapiens adrenal gland protein AD-005 mRNA, compiete cds Q
HIE-0503-T7 .Seq 355 |1|6425646|gb| ACO05928 3| ACOD5928 t eishmania major thrormoseme 3 clone LE290 strain Friediin. complete 0.39
|HIE-0504-T7 Seq 393 |i[5123989(gb|ACOOESET 2ACH06987 Homo saplens clone NHO160K17, complete sequence 0.028
HIE-0505-T7.5eq 402 |gil4B35815|&b| ACDO7S66.1]ACO07566 Homo saplens clone RGO10GOS. cormplete sequence g.45
HIE-0507-T7.5eq 481 |gi|5262302{emblALO31 729.16|HS169A18 Human DNA sequence from clone 159A19 on chromosome 1p36.13, complete o
HIE-0508-T7 Seq 2911 gi|4929742|eblAF151395.1{AF 161835 Homo sapiens CGI-137 protein mRNA, complete cds E-150
HIE-0511-T7.Seq 336 gl|5032050|ref|NM_005617.1|RPS14B] Hemo sapiens ribosomal protein $14 (RPS14) mRNA E-13)
HIE-D512-T7.5eq 486 | |} 864110]eb]UBETHOHSUBETI0 Human ig light chain gene variable domain (CLL-L1A) mRNA, partial E-145
HIE-0513-T7.5ea 620|gil6453582/emb{AL 133100.1|HSMB01378 | Homo sapiens mRNA; cDNA DKFZp434G 1221 {from clone DRFZp4dd4Gi221) 2.00E-99
rr:il.EADS'IS-T?',Seq ISTl‘gi{3421043EembLAL023536.1 |H5426F10 Human DNA seguence from clone 426F 10 on chromosome 1p36.21-36.33 0.64
HIE-0520-T7.5eq 224|gi|345 13| emb|X14768|HSMCP1 H.sapiens mRNA for monocyte themoattractant protein 1 (MCP-1) E-121
HIE-0527-T7.Seq 336gi|3327121]dbilABO1 4554|AB01 4554 Homa sapiens mHENA for KIAADE54 protein, partial cds 0.094
HIE-0528-17.5eq 545

HIE-0529-T7 Seq 334 gl|4507668]ref|NM _003295.4TPT1| Horno sapiens tumor proteln. translationaly-controlied 1 (TPT1) E-105)
HIE-0532-T7.5eq 360! gi|4733998/eb] ACOOT 367 3|ATACO07187 Arabidopsis thaliana chromosome It BAC F7E22 genomic sequence, complete 0.026
m-OERJ—TT.Sea 456/ gi|6016667)eb| ACDDS514.2|ACO09514 Homo sapiens chromosorme 8 clone RP11-4K16, complete sequence 233
HIE-0536-T7.5eq 352 | 24506 728|ret{NM_001003.1|RPS5} Home sapiens ribosomat protein 5 (RPSS) mRNA : £-136
HIE-(537-T7.Seq 594 | gi|450461 2|refiNM_003 554.1\GFBP 1O Homo sapiens Insulin-like growth factor binding orotein 10 E-113
HIE-0541-T7.Seq 556 |&i{S174430 refinm_006013.1|DX5648E| Hemo sanlens DNA segment on chromosome X {unique} 548 expressed E-161
HIE-0548-T7.Seq 200|gil4758085(ref|NM_004078.1{CSRP1| Homo saplens cysteine and glycine-rich protein 3 {CSRPY) mRNA 3.00E-93
HIE-0550-T7 Seq 318El6444801mj]038| 12 HUMMTA Homo sapiens mitochondrial DINA, complete sequence E-t32
HIE-0551-T7.5eq 485 | 2il4757825|-ef|NM_004048.1|B2M| Homo saplens beta—2-microgiobulin (B2M) MRNA Q
HIE-0554-T7 Seq 272 | gi|288099|emb|X557IHSINTFALB H.sapiens initiation factor 48 cDNA £-134
HIE-0555-T7.Seq 4724/ gi|3885371{dbj|ABOY9568|ABD19568 Homo sapiens MRNA expressed only, in piacental vill, clone SMAP83 0
HIE-0556-T7.Seq 4261 gil607 T098|cbilDE011.2|087011 Homa sapiens immunoglobulin lambda gene locus DNA, clone: 50010 0.48
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HIE-Q557-T7.5eq]  378|gi|3201899|gb|AFO67420|AFCE7420 Homo sapiens SNC73 protein (SNC73) mRNA, complete cds o
HIE-0558-77.5 320 il6005767|refiNM 007285 1 {GEF-2] Homo sapiens ganglioside exoressicn factor 2 (GEF-2), mRNA e _Emvsol —
ﬁ'{{sm T1.8ea|  302[gi]) 209254/gb|L 20311 [BOVIGIMRNA Bos taurus mu- and alpha—immunoglobulin-associated J-chain mRNA, 1.00E-7T1 .
HIE-0563-T7 Seq 489 gi}37564|ernb| XE6I9B|HSUBAS2ZA ~._{ Human UbA52 adrenal mRNA for ubiquitin-52 amino acid fusion pratein ¢ —
HIE-D564-T7 Seq 409 | ei[4895000(gb| AF143867.1[AF143867 Hamo sapiens clone IMAGE 111122 mMRNA sequence E-169 -
HIE-0565-T7 5eq 420 gil4504326|ref|NM_000183.1{HADHB| Homo sapiens hydroxyacyl Coenzyme A dehydrogenase/3- -ketoacyl- “Cognzyme e 0 B
HIE-0568-T7.Seq 286|gil513891 1|Rb|AFQ92131.1|AF0E2131 Hemo sapiens 51kDa subunit of NADH dehydrogenase mRNA, complete cds E-102 .
HIE-0567-T7.5eq 458/ gil1 8235t |gb{M18079 HUMFABP _Human, intestinal fatty acid binding protein gene, complete cds, and £-162] L]
HIE-DS68-T7.5eq 3111gi|5881860[eblAF0B4257.1] Homo sabiens Dhm1-like protein MRNA, complete cds E-157
|HIE-0569-T7 .Seq 117 . -
HIE-0570-T7.5eq| 570 gi[ﬁizgngmMBADZd[HUMIGHCXE Human fetal kg heavy chain variabie region (clone M43) mRNA, 2.00E-54 7
HIE-0572-T7 Seq 681 /8i[6049845|gb|AF 191 298.1]AF191258 Homo sapiens vacuolar serting protein 35 (VP535) mRNA, complete cds 8.00E-04 7
HIE-0573-T7.5¢q 283 |gil183143[gb|J0S235|HUMGGTX Human gamma -glutamyl transpeptidase mRNA, complete cds. E-138 T
HIE-0574-T7.5¢eq 574 |gl5725511|gbtAFQT2097.1|AFQ72087 Homg sapiens beta-2 microglobulin gene. complete eds 0 -
HIE-0576-T7.Seq 203 | gi{B05094|gb|t)1 7989({HSL1 7989 Homo sapiens nuclear autoantigen GS2NA mRNA, compete cds 8.00E-€9 -
HIE-0577-T7.S8eq 661 2i{5679783|emb|AL 049643,12{HSJ672M15 | Human DMA sequence from clone 672M15 on chromosome Xp21.1721.3. 019
HIE-D57B-T7.Seq 485 | gil450347Q|ref|NM_001402.1[EEFT A} Homo sapiens eukaryotic transiation elongation factor i alpha 1 o] ]
HIE-0579-T7.Seq 489 | gi|3702146|emb|Y15723|HSRNASGC Home sapiens mANA for seluble guanylyl cyclase E-103
| HIE-0580-T7.5eq 305 | gi|4506598ref]NM_000377.1{RPL13| Home sapiens ribosomal proteint 13 (RPL13) mRNA E-132
HIE-0581-T7.5¢q 663 | gI[4BBS066/ref[NM_B0515T.1JARHC| Homo sapiens ras homolog gene family, member C (ARHC) mRNA 2.00E-04
HIE-0583-T7.Seq 381 gil4506668[ref|NM_001003.1[RPLP1| Homo sapiens ribosormal protein, large, £1 (RPLE1) mRNA 0
HIE-0584-T7.Sea 305;gi}1029954]emb{Z58723|HS49F11R H.sapiens CpG island DNA genomic Msel fragment, clone 45f11, 2.00E-85
HIE-0585-T7 Sea 388}gij335688|ebM17733|HUMTHYB4 Human thymosin beta—4 mRNA, complete cos. 0|
HIEE-05B6~T7.5eq 682 | gil4902640|emb|298546.15|HS376021 Human DNA sequence from ¢lene 376021 on chromesome Xg11.1-12 Contains E-134
HIE-0587-T7.5eq )
HIE-0588-T7.Seq 245! 2i|4504522|ref[NM_D02152. H{HSPE1| Hormo sapiens heat shock 10kD pretein 1 {chaperonin 10) (HSPE1) mRNA 6.00E-98
HIE-0580-T7.5eq 32821]5902077|ref|NM_DDES25. L{SFRSS| Homo saplens splicing factor, arginine/serine-rich § {SFRS5), MRNA 0
HIE-0581-T7.Sea 302 | g|3201895|gb| AFD67420lAF 067420 Homo sapiens SNC 73 protein {SNCT3) mRNA, complete cds E-159
HIE-D592-T7.5eg 502 | gi|4467 305]emblALD35423 4|HS2013 Human DNA seauence from clone 2013 on chromoseme Xg25-26 Containg & 0.14
HIE-0594-T7.Seq 367 | Ri|5041962{0bj|ABO28609.1]ABO2BE0I Arabidopsis thallana genomic DNA, chromosome 3, TAC clone:K7P8. 0.1
HIE-D595-T7.5eq 247 |gi|58361911gb)AC007250.2]AC007250 Homa sapiens clone NHO334G22, complete sequence 4.2
HIE-0596-T7.Seq 330|gi{42351271gb|AF 1 21858|AF 121888 Hame sapiens chromesome 8021-022 BAC 55812, complete sequence [Homo 0023
[HIE-0597-T7 Seq 671/ gl|4589567 idbilAB023179.1|ABO231 79 Homo sapiens mRNA for KIAADSE2 protein, partial cds 5.00E-85
| HIE-0598-T7.5eq 236 gi|5804917]emb]ALOS0250.11|HSJ234P15 | Human DNA sequence from clone 234P35 on chromosome 6q13-14.3, complete 4
HIE-0600-T7.5eq 234/ gi| 3659623 |eb| AFOS5992|AF 055992 Homw sapiens Dyfty antigen/chemokine recentor (FY) gene, FY*X allele, E-108
HIE-0601-T7.5¢q 449
HIE-0602-T7 Seq 139 gi|1).45768|eb|U41662|RNU41 662 Rattus norvegicus neuroligin 2 mRNA, complete cds. 0.14)
[HIE-0603-T7.Seq 366 | gi|2662078dbilABROTE59|ABOOTB59 Homo sapiens KIAAD3S9 mRNA, partiaf cds E-176
HIE-0604-T7.5ea 155
HIE-0608-T7.5eq 394 gi|4758521 |ref|NM_D04684.1[HEVIN| Homo sapiens hevin (HEVIN) mRNA >g{758065|ernb|X82157|HSHEVIN [i]
(HIE-0809-T7.Seq 339 i|5836182|gb|ACDOBO7? 12| ACOOB0TT Hemo saplens clone NHO3BEL 1Y, complgte sequence 0024
HIE-0613-T7.5eq 199 | gi|§94777|dbi| DA5EBHMUSPG M2 Mouse DNA for PG -M core protein, exon t5 0.003
HIE-0614-T1.Seq 363 |gil2224712{cjlaB0023B4|AB002384 +Human mRNA for KIAAOIBE gene, complete cds E-108|
HIE-0615-T7.5eq 439 gif532596|gbiM 127 58|HUMIG J02 #Human lg | chain gene, exons 3 and 4. E-1T6
HIE-0617-T7 Seq i14506638{ref]NM_0D0996.1|RPLISA| Home sapiens ¢ibasomal protein L35a (RPLISA) mRNA E-139
HIE-0618-T7.Seq 245 |gi|4504564|ref|NM_003859.1)ICE| Homa intestinal carboxylesterase: liver carboxylesterase-2 2.00E-30
HIE-0621-T7.5eq 215]gil6358868|eb|ACC0B479 2|ACO06479 Homo sapiens clone DJ1051J04. complete sequence E-141
HIE-0622-T7.Seq i[6137796|ref|NC_001807 2|t Human mitochondrion. complete genome 4]
HIE-D624-T7.8eq 267 |g1|5306307| bl ACO04966.2| ACO04966 Homo sapiens PAC clone DJE1Q7KIS froem Tpl3.2-g11.2, complete sequence Q.005 T
HIE-DB25-T7.5eq 436 | gi|55420:34|gb] ACD06536.2| ACOQE536 Homo sapiens chromoseme 14 clone BAC257P13 map 14q31, complete sequence 2.00E-083:
HIE-0626-T7.Seq 253 [gI]33479]emb(X57086| HSIGMHCC H.saplens mRNA for IgM heavy chain constant domain 2.00E-23
HIE-062T-T7 Seq 561
HIE-0628-T7 Seq 287
HIE-0630-T7 Seq 142
HIE-0632-T7.5eq 5791gi|533963|emb|Z36848|HSXS9T H.sapiens {xs37) mRNA, 349bp 5.00E-G1
HIE-0633-T7.5eq 372 gi|1 T838R1gb|M2C4SGHUMALDH13 Human nucleus-encoded mitochondrial aldehyde dehydrogenase 2 Q
HIE-0634-T7.Seq 5441 gi|1 7867 8&b|MBBAGHUMANTIGPA Humarn anti-glycoprotein 120 monoclonal antibody variable region and 2.00E-68
HIE-0635-T7.Seq 596 | g 3366667 |eblAF0ISEIAHHS SOHCE Hamo sapiens succinate dehydrogenase subunit C {SDHC) gene, excn 6 2.00E-29
HE-D636-TT.Seq 134 |2i{5732091|gbjACO08113.3|ACODET 13 Genomic sequence for Arabidopsis thallana BAC F12A21 from chromosome |, 033
HIE-0648-T7.5ea]  313|i{34458/embiX60B19[HSMAOP14 “H.saplens DNA for monoamine gxidase type A (14) (partial) E-160
HIE-0650-T7.Seq 218[g1}34204|embiX59706|HSLAILIG H.sapiens rearranged Humigla1L1 gene encoding 1gG light chain 2.00E-6E
HIE-0651-T7.5eq 227 | gi|48B5246)refINM_D05479.1)FRATI]| Home sapiens frequently rearranged in advanced T-cell lvmphomas E-102
HIE-DE54-T7.5eq 292 |&l|3057145|gb|AF053712|AF053712 Homo sapiens osteoprotegerin ligand mRNA, complete cds 1.3
HIE-0656~-T7.Seq 314|g8i|181532|gb|MS7925|HUMDEFSA H.sapiens defensin 5 gene, complete cds. 1.00E-93
HIE-0658-T7 Seq 555 |gi|S987 14]dbjjD 1691 1|[HUMD3B09 Human HepG2 3' region cDNA, clene hmdd3p0s 5.00E-94
HIE-0666-T7.5eq 291 | gi[3873300(2b{ACO05829|AC 005829 Homo sapiens chromoseme 17. clone bRPK.259_G_18, complete sequence E-138
[ HIE-0667-T7 Seq 260|gi{3170740/eblAF052139jAFC62139 Homo sapiens clone 45u-12 immunoglobulin heavy chain variable 1.00E-55
HIE-0677-T7 Seq 582 | gi[3258613{gb|ACO04687|ACO0468T Homao sapiens chromosome 17, clone hRPC.1171_1_10. sequence 0.17
HIE-0680-T7.5eq 302 | gl]) 78133|eb{M304T H{HUMADHSC HY Human ¢lass 1) alcohol dehydrogenase (ADHS) chi subunit mRNA, E-135
HIE—0683-T7.5eq 344|gi2251148|emb[¥Y14155[HSY14155 Hormo sapiens mRNA for Hmob33 protein, 3’ untransiated region E-1§1
HIE-0588~T7.Seq 241 |g/|644480]dbj|D38112.1|HUMMTA Haormo sapiens mitochondrial DNA, complete sequence E-121
HIE-0689-T7.Seq 221 gi|3327807|eb|AFO51 344{AF 051344 Homo sapiens latent transforming growth factor—beta binding protein E-100
HiE-0693-T7.Seq 100 gi|3043669(cbji ABOT 1 145|AB01 1145 Hormo sapiens MRNA for KIAAQSTS protein, partial cds 2.00E-36
HE-0696-T7.Seq 197 [ gi|2996576]emk|297192.1|HS28C 18 Homa sapiens DNA sequence from PAC 28C18 on chromosorme 22 0.82
HIE-Q700-T7 Seq 397 |gil5032238|refiNM_005815.1|ZK1| Hormo sapiens Kruppel-type zinc finger (C2H2) (ZK1) mRNA 2.00E-24
HIE-D701-T7.Seq 238|gi{337363|gb{M75089{HUMRFKBPX Human rapamycin- and FK506-birkting protein, complete cds. £-113
HIE-0702-T7.5eq 303 {gI|4826845|ref|NM_004959.1|MYO6} Horme sapiens myosin V1 {MYO5) mRNA >gi[2224718idbj|AB002387)A8002387 1.00E-96|
HIE-D703-77.5eq| 283 |al|3676217|emb|ALO22726.1{HSE25H18 Human DA seauence from clone §25H18 on chromosome 5p22.2-23, Contains 7.00E-27 e
HIE-0703-T7.Seq 304 | gi|4506788|ref|NM_D02970.1|SAT| Homo sapiens spermidine/spermine N1-acetvitransferase (SAT) mRNA E-158
HIE-0710-T7.Seql  387|gi[532596|gh|M I 2750|HUMIG JO2 Human Ig J chain gene, exons 3 and 4. E-148
HIE-0713-T7.Seq 434 gi{1507392]gb)U91618|HSUI1618 Human proneurotensin/proneuromedin N mRNA, complete cds a
HIE-0714-T7.Seq 297 | gi|4505998refiNM_002707 1 [PPMIG| Homo sapiens protein phosphatase 1G (formerly 2CJ, B8.0CE-73
HIE-G715-T7.5¢q 396/ gi|51 74600 refiNM_005965.1|MYLK!} Homo sapiens myosin, kight polypeptide kinase (MYLK) mRNA E-178
HIE-0716-T7.5eq 452, gi|4759325}ref|NM_004627.1|WRB{ _Homo saplens tryptophan rich basic protein (WRB) mRNA 0
HIE-0717-T7.Seq 17
HIE-0718-T7.5ea 133 | @i|6094632|ebl ACO05046.3)ACO05046 Homo sapiens clone RGO 3F03, complete sequence 0.13
HIE-0719-T7.5eq 590 | gi|: 835000|emb|Z85289HSZ8528% H sapiens | fambda light chain variable region gene {22-1501VH97) 1.00E-73
HIE-0722-T7.8ea 365 | gi[862314jdb|D3BS3E|APLADACE Snail gerie for ADP-ribosyl cyclase, complete cds 0.4
HIE-0723-T7.Seq] __380|eil532596]ebiM12753|HUMIGJ02 .| Human lg J chain gene, exons 3 and 4. "] _
HIE-(T726-T7.5eq 577 gil4557230}ref{NM_000016.1[ACADM| Homo sapiens acyl-Coenzyme A dehydrogenase, C-4 to C-12 straight 0
HIE-B727-T7.5ea 292 |gi[a557 770)ref|NM_000256 1[MYBPC3| Hormo saplens protein C, cardiac (MYBPC3) mRNA o E-150
HIE-0728-T7.Seq 336 |gH|191838]eb|LO4145|MUSAICHIA Mouse apolipoprotein A-1/Clli gene. 0.37
HIE-D729-T7.Seq 535 | gi|l4D38445(eb|AF105974|AF 105974 Homg sapiens aipha ene globin (HBA1) mRNA, complete cds. E-142
HIE-0730-T7 Seq 487 |gi{490271 2{ernblALO49788. 1 [MS02M1B1C_ | Novel human geng mapping to chomosome 13 22 >
HIE-0732-T7 Seq 517 |i|3115345(gb|AC0O04668)AC 004868 Home sapiens BAC clone RG275003 from 7q22-g31.1, complete sequence 015 i
HIE-0734-T7 Seq 234|gi|2463644|gb|U81860|HSCOASTD Human 3-hydroxy— B—R\Ethylglutaryl CoA synthase gene, exon 10 4 00E-T1
HIE-0736-T7 Sea 189 gil1213466|gbjU2905 7| HSL28057 1.00E-64
HIE-0738-T7 Seq 365|gil598714|dbj{D16911{HUMD3BOY 1)
HIE-0739-T7.5eq 634 gi|32655|emb|X02356|HSIFNAS Human mter‘feron alpha gene lFN—anha 5 . 2.8
HIE-0740-T7.Seq 247 | gi|6005845]ref|NM_007284.1[AGRS Homa sapiens pratein tyrosine kinase 9-like (A§-related gmtem) E-110
HIE-0742-T7.5eq 223 |gil3036773|emb|Z95152 1{HS17SN16 2.00E-05
HIE-0743-T7.Sea] 261 .
HIE-O744-T7.Seq 347 |giS031750]ref|NM_00551 8.1[HMGC 52| O
HIE-0745-T7.8eq 121 gi[184743|gh}J00220|HUMIGCCS 1.00E-53
|HE-0746-T7 Seq] _376]gi|598840/abiD17244]HUMD4HO4M3 2 DOE-49
4345521 152|dbj|AB08092.1|ABO1 6092 1.00E-57

- 5| gil4798601 |reflNM_D04515. Tj1ILF2| Homo sapiens interteukin enhancer binding faclor 2, . 45kD (LF2) mRNA E-17Z

IHIE-0749-T7.Seq 230] gi|a504424|ref|NM_002128.11HMG 1} Homo sapiens high~mebility eroup {nonhistone chromosamal) proteir 1 - 3.00£-59 I




HIE-0T50-T7.Seq

HIE-D751-T7.Seq Homoe saplens ribosomal proteln 511 (RPS11) mRKA $.00E-H)
HE-0752-T7.8eq H.saplens mRINA for hormologue to yeast ribosomal protein L4 0
HIE-0T53-T7.Seq Human mRNA for ribosornal protein L7 E-165
HIE-Q754-T7.Seq

HIE-0755-T7.Seqa 283 |i|687242|gb|U13261|HSU1 3261 Home saplens elF-2-assoclated pG7 homolog mRNA, complete cds E-129
HIE-0756-T7.5eq 324 gl|3360490gb| AF052173AFO52179 Homo saplens clone 24537 ADP-ribosylation factor ¥ mRNA, comolete cds E-136
HIE-Q757-T7.S5en 453 [£1]167414]gb|MET448|CRECYTCE ¢ reinhardtil cytochrome c6 gene, complete cds. 0.93
|HIE-0758-T7.Seq 894 | gl|693936|ermb|Z48501 [HSPABP! H.saplens mRNA for polyadenytate binding protein Il 0
HIE-G7B3-T7.5eq 379 |2i|6523810=h|AF113124.1]AF113124 Home saplens FEZ2 protein (FEZ2) mRNA, complete cds E-147
HIE-0764-T7.5eq 589

HIE-0766-T7.5eq] _ 313|@i[599941[emb[Z468050CTASSPRC O.cuniculus mMRNA for tumour assaciated protein 200E-04
HIE-G768-T7.5eq 214758027 ref|NM4_004369.1[COLEBA3} Home saplens collagen, type VI, alpha 3 {COLGA3) mRNA E-143
HIE-Q769-T7.Sea Home sapiens pancreatic tumor-related protelns mRNA, partial cds 5.00E-98
HIE-O770-T7.5ea 21|307191|gh|L13368HUMMELG Human (clone xip7) mRNA sequence. 0.69
HIE-O7T1-T1.5ea 213 [21|3355784}emblAJO02241 |MMMMS24 Mus musculus minisatebite tandem repeat (MMS24) 2 00E-14]
HIE-D772-T17 .Seq 555 |g1|45299761gb{ AC004169.3(AC004160 Homo sapiens chromosome 4 clone C0236G06 map 4p16, complete sequence 0.63
HIE-D773-T1.5eq 230|gi|4505604|ref|NM_002580.1 [PAP] Home saptens pancreatitis—associated protein {(PAP) mRNA E-113
HIE-D775-T7.5eq 533 |#i|2772538) b} ACO03989|ACO03GBY Human BAC clone RGOGTJ1S from Ta31, complete seauerce [Homo saplens] 6.00E-04
HIE-D776-T7.5eq 206 | 21|61 64987 e ACO07869.2|ACOOTBES Genomic Sequence for Homo saplens Clone 431C 18 From Chremosome B {locs 34
HIE-Q777-T7.5eq 641 gi|186522|{gh{L 10234HUMIPS0 Hamo saplens irtegral membrane protein, cainexin, (IPS0) mRNA, E-103
HIE-0T78-T7.5eq 23421572551 1{gb|AFO72097.3|AF072097 Home saplens beta-2 microglebulin gene, complete cds E-150
HIE-0773-T7.5ea] __ 236|i[3882328|dbj[ABOIB34T.1 ABD18347 Homa sapiens mRNA Tor KIAADBO4 protein, partial cds [
HIE-D781-T7.5ea] __ 290|gi4557770jrefiNM_DOD256.1 [MYBPC3] Homo saplens protein C, cardiac (MYBPC3) mRNA £-151
HIE-0782-T7.Seq gi]1 78692iebiM1821 7[HUMANTNCE Hurnan DNA of undetermined orlghn found 5 to NCA mRNA. 6.00E-27
HIE-0784-T7.5eq 369 2i|5708496|b|AC 006001 2{ACO06001 Horno sapiens clone DJOY56H1 1, complete sequence 0
HIE-0785-T7.5eg 338213005936 O{4956]HSAQD4656 Homo sapiens mmunogiobulin kappa lght chain varlable region 4.00E-B4)
HIE-0788-T7.5eq 322 | gi|4506728|ref|NM_001009.1{RPS5) Hormo sapiens ribosomal protein 55 (RPS5) mRNA E-148
HIE-0790-T7.Seq 278 gi[530075(gbfU1 2694HS U1 2694 Hurnan Hsa6 mitochondrion cytochrome oxidase subunit | {COID gene, 1.00E-73
HIE-0791-T7.Seq ang

HIE-0792-T7.5¢q, 314/ gl|4506706]refINM_001028.1|RPS25( Homo saplens ribosornal protein 525 (RPS25) mRNA E~151
HIE-0793-T7.Seq 332 2i|1926407)eb|U20938|HSLI20038 Human iymphocyte ditdropyrimicine dehydrogenase mRNA, complete cds E-179
HIE-0795-T7.Seq 352|gi[2477521|gb]ACO02281ACDG2281 Arabidopsis thallana chromosome | BAC F22K20 genomic sequence, complets 0.098
HIE-0796-T7.Seq 471 | gi|5802981 jreftNM_006813.1{B4-2| Homo sapliens profine-rich protein with nuclear targeting slgnal E-170|
HIE-0797-17.Seq| = 149/gi[2340098]gb|AC002480|AC002480 Human BAC clone G5055K18 from 7p15-n21, complete sequence {Homo $.00E-66
HIE-0803-T7.5eq 533 2il4506650]refiNM_001001.1)RPL44| Homo saplens ribosomal protein L44 (RPL44) mRNA 5.00E-79]
HE-0823-T7.Seq 360 gi|598920]dbi| 01 72THHUMDEB02M3 Human HepG2 3 reglon Mbol cDNA, clone hmdSba2m3 1.00E-04
HIE-0824-T7.Seq 146|gi|5713318] rﬂNM_MB.‘IlPAXB[ Homo sapiens paired box gene 3 {Waardenburg syndrome 1) (PAX3) mRNA 2.3
HIE-0828-T7.Seq: 277

HIE-0830-T7 Sea] __ 369 |gi[23600temb|X56932|HS23KDHEF H.sapiers mRNA for 23 kD highly basic protein E-166]
HIE-0832-T7.Seq 244 gil20B370jeb|M17533|SYNFERCAT Synthetic human ferritin 5 end/E .cok chioramphenicol 7.00£-05]
HIE-0834-17.Seq 360 gil4557306]reANM_000035.1 AL DOB| Horno saplens aldofase B, fructose—bisphosphate {(ALDOB) mRNA E-138]
HIE-0847-T7.Seq 339 | &ll3132461 | gbl ACOO29961AC002996 Homo saplens 12q24 BAC RPC111-162P23 (Roswell Park Cancer lnstiute 1.00E-62
HIE-0B49-T7.5eq] __ 538| gil4544348|gh| ACO060SE JAC006059 Homo saplens PAC RPCI4-613B23 (Roswek Park Cancer Institute Human PAC 0.039
HIE-DB50-T7 S58q 274 gil4507 200} refiNM_001047. 5| SROSA1| Homo saplens sterold-5-alpha-reductase, alpha polypeptide 1 (3-oxo-5 E-111
HIE-0854-T7 Seq 117 elf181532|gh|MITI25|HUMDEFSA H.saplens defensin 5 gene, complete cds. 1.00E-32
HIE-DBS5-T7.5¢q 238|gi|361831 7jabj ABOON BB7]ABOG 887 Oryza sativa ¢cDNA for zinc finger protein, complete cds, 4
HIE-D856-T7.5eq 451 1 gi| 1088441 jdbj| D43558|D4555554 Human DNA for gastric inhibitory polypeptide receptor. exon 5. 6, 7. 1.00E-04
HIE-0858-T7.5ea 368 gi|6434158]embiAJ243951.1{HSA243951 Homo saplens mRNA for deafness locus assoclated putative guanine E-146
HIE-DB60-T7.Seq 178 gI|4557893|refINM_000239. 1L YZ| Homo sapiens lysozyme {LYZ) mRNA >gi]187243]gh] 103801 JHUMLSZ Human 4.00E-58
HIE-)863-T7.58eq 3371g1|341598gh|M27024|HLIMHS PBIKD Homa saplens beat shock protein (HSP39-alpha) gene, complete cds. E-164
HIE-0865-T7.5eq 328 ﬂaomsﬂ_mmmcmr Homo sapiens chromosome 4 clone B240NY from 4925, complete sequence 1)
HIE-0B66-TT.8eq 258 1gH|1501 73|2b{M37339IMYCP3T2969 M.hyorhinis p37, p29, and p63 genes, complete ods. 0071
HIE-J867-T7.Seq 306 1gi|181532{gbiMaTI25{HUMDEFSA H.saplens defensin 5 gene, complete ods. 1.00E-80
HIE-OBES-T7.Seq 179 |gil6 137 796|refiNC_OOVBOT.2)| Hurman ritochondrion, complete gencme 2.00E-87
HIE-0870-T7.Seq 249 |gi| 186767 |gb{MTTEIBHUMKRP Homo sapiens GLI-Kruople related protein (YY1) mRNA, complete cds. 3.00E-75
HIE-0872-T7.S5eq 257 N

HIE-0874-T7.Seq 102 | 2il4760601|dbJABO20236.1) ABO20236 Homo sapiens gena for ribosomal protein L27A, commplete cds 6.00E-06
HIE-DB75-T7.Sea 247

HIE-OB76-T7.Seq 260|l|510847|emb|Z 35085|HSKL ON3D H.sapiens mRNA for unknown antigen S.00E-17
HIE-DBTT-T7.Seq 301 |gil4920320(eb] AF 146385.1| AF 145385 Homo sapiens hypoxta—induchile gene 1 {HIG1) mRNA, complete cds E-159
HIE-DETR-T1.5eq 42

HIE-0880-T7.5eq 391]]ﬂ|4506668{mﬂm 001003.1{RPLPY{ Homo saplens ribosomal protein, large, P1 (RPLP1) mRNA 4]
HIE-0882-T7.Seq 80

HIE-0883-T7.Seq 330@]4506558 ref|NM_D02941.1]ROBO1| Homo saoiens roundabout (axon guldance receptor, Drosophila) homolog 2.00E-12
HIE-0884-T7.Seg 200 &i[2804235|d0j|D7B195|D78195 Horno saplens J-chain gene promater region 1.OME-19
HIE-C885-T7 Seq 376 | gil4501 288|refiNM_001615.1|ACTG2Z) Homg saplens actin, gamma 2, smooth muscle, enteric (ACTG2) mRNA 1.00E-35
HIE-0886-T7.5eq 448 | gi}45001 22| emb]ALD45339.1{H5MB00T 24 Homo saplens miNA; cDNA DIKFZpS64P046 (from clone DKFZp564F046) 0
HIE-DB88-17.5eq 472 gi}1 85845|gb|M27025[HUMIGKAL Huenan |2 active kappa chain mRNA V-region (V-J1-C), clone NOV, E-172
HIE-D830-TT.Seq 488|gll4758115{refiNM_004393.1|DAG | Homa saplens dystroglycan 1 {dystrophin- assoclated glycopnotein 1} 2.0DE-899
HIE-0891-T7.5eq 367

HIE-0892-T7.Seq 418 [2i|188622|gblMEI48I|HUMMNMP Hurnan major nuclear matrix protein mRNA, E-165
HIE-0B94-T7.Se0 463 |_g_i|261235|§£850?32 550732 irnmunoglobulin M Ught chaie V reginn=anti-lipid A antibody [humars, E-147
HIE-0895-T7.Seq 454 |gi[203747|ghiM34392[RATCYPZA23 Rat hepatic steroid hydroxylase A2 (CYP2A2) gene, exons 6.7.8 and 2
HIE-0896-T7.5eq [¥17214{HSY17214 Homo saplens intergeric DNA b 1 SURF-2 and SURF-4 G
HIE-QB97-T7.5eq 366 | gif48843 16 ermbjALDS0082.1|HSMBODA0Y Homo sapierts MRNA; cDNA DKFZp566J2446 (from clone DKFZp566.12446) 5.00E-96
HIE-DBSE-TT.5ea 480 gli546798|rb|ST1043]571043 ig alpha 2: n A heavy chaln alotype 2 {constant region, E-162
HIE-DS00-17.Seq 9dterbiAL0S0180.1{HSME00476 Homo sapiens MRNA; cONA DKFZp5864 1023 (from clone DKFZpS5B6A1023) E-154
HIE-0902-T7.Seq 128 [gH4507432{refINM_00321 7.1 [TEGT) Homo sapiens testls enhanced gene transcript (TEGT) mRNA 5.00E-66
HIE-0903-T7.Seg 478 | I|546798pH{ST1043|5T1043 Ig alpha 2=immunogiobulin A heavy chain allotype 2 {constart reglon, E-121
HIE-0804-T7.Seg| 314|gi|1871197)2b|US1318{HULS13TE Human ¢h ne 16 BAC clone CITI87SK-A-96264, complete sequence [Homo E-145
HIE-0905-T7.Seq) 373 |i[219893]dk| 01 0522HUMKCS Homa sapters mRNA for BOK~L protein, complete ods E-168
HIE-09Q7-T7.Seq 577 gi[4375969]emifALO31432.1{HS465N24 Human DNA sequence from elone 465N24 on chromosome 1p35.1-36.13. Corttains E-11§
HIE-0908-T7.Seq 477 |3478668]ebl ACOISSSUACODS550 Homo saplens PAC clore DJOG620P08 from Tp2)1-p22, comelete sequence [Homo E-116
HIE-0909-T7 Seq 262|g1}474407|emb|X75326[ZMRNAGAPN 2 mais (KW5330) mRNA tor nonphosphorvlating 0.28
HIE-0911-T7.5eq 63{gi|6137796{ref]NC_DO1807 2]t Human mitochondrion, comutete genome 2.00E-23
HIE-0912-T7.Seq 2911gl|1209254|ghit 20311|BOVIGJMRNA Bos taurus mu- and alpha-nnunoglobulin—associated J-chaln mRNA, 2.00E-T6
HIE-0915-T7.5eq 241 ;gl|4835673|dbj|AP000304.1 [APOD0304 Homo sapiens ic DNA. chromosome 21622.1, D215226-AML region. £-102
HIE-0917-T7.Sen! 473 gi[2415420|gb]AFQ17989.1]AF01 7989 Mus musculus secreted apoptosis related protein T {Sarp1) mRNA, 3.00€-24/
HIE-(918-T7.Seq 315|gi|3242744|gh|ACO04 1 26]AC004126 Human Chromessme 11q12.2 PAC clone pDJE06eS, complete sequence [Homo 4.00E-8B7
HIE-0919-T7,Sen 196

HIE-0920-T7.5en| _ 460|gI14506004irefNM_002709.1|PPP1CB)| Homo sapiens protein phasphatase 1, catalytic subunit, beta isoform 0
HIE-0921-T7.5eq 316{g!|4884392jemb|ALO501 79.1|HSMBO0475S Homo sapiens mRNA; cDNA DKFZp5B86K2222 (from clone DKFZp586K2222) E-141
HIE-0922-77.5eq 316/ gi]188231/gb{J001 S4{HUMMHDRA hurnan hla-dr antigen alpha-chaln mma & ivs fragments. E-17)
HIE-0923-T7.Seq 324|gi|1644296]emb|Z8131 3|HS106120A Human DNA sequence from PAC 106120 on chromosome 2212 Contains £5Ts 14
HIE-0925-T7.Sea| _ 312[gil4490897|emblALD31 595 4HS671014 Human DNA sequence from clone 671014 on chwomosome 22613.2-13.33 2.00E-8%
HIE-0926-T7.Seq 190 gl|1002646|gb|t)2981 {HSAMPD3S18 Human AMP dearminase (AMPD3} gene, exon 5. 200804
HIE-092T-T7 Seq 188|gl|296211|emb|X71402{HSADSB H.sapiens DA sequence of preimtegration site of the Adenovirus a2
HIE-0928-T7.5eq 153 8i|2804235{chi|D7B185]D7R195 Home sapiens. J-chain gene promoter region 1.00E-20]
HIE-0929-T7.5eq 168

HIE-0934-T7.8eq 105 | gt|4835606|dbj|APO00237.1 JAPOO0237 Home saplens genomic DNA, chromosome 21a22.1, D215226-AML region, 0.1
HIE-0935-T7.8eg 137 51483581 7|ebiAC0070T7 2IACO070T7 Homo sapiens BAC clone NHO2E60KO08 from 2, cormete sequence .55
HIE-0837-T7.Seq 295 gi37849embiX56134{HSVIMENT Human mRNA for vimerttin E-12%
HIE-(933~-T7.Seq 335|gi|604B975|eb|AF 103804, 1{AF 103804 Home sapiens clone HEI unknown mRNA Z.00E-06
HIE-0942-T7.Seq 248 (gil4506624{ref|NM_DD0990.1|RPL2TA| Hommo saplens ribosomal proteln L27a (RPL27A) mRNA VOOE-T7
HIE-0943-T7.8eq 256 eil600604612b|ACD081 23.9|ACO0R123 Homo sapiens 2035 BAC RPCIH1-1064L18 (Roswel Park Cancer Institute 5.00E-92
HIE-094%-T7.Seq 2i]190364|gb|ME7480HUMPROAA2 Hurnan prothymosin-aipha gene, complete cds. E-117
HIE-0951-T1.Seq|  265|gl 1220360}eb|L3T610)HUMS25RP Homa saptens {clone cori-1clS) 529 ribosomal protein mRNA, complete E-119
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HIE-0952-T7 Seq 772|gi|184743|gb|JO0220HUMIGCCE Homo sapiens immunogiobulin alpha-1 heavy chain constant region 3.00E-E8
HIE-0955-T7.Seq 145 Bi[450801 6/ref|NM_003457.3/ZNF207| Homo sapiens zinc finger protein 207 {ZNF207) mRNA, and translated 3.00E-64
HIE-D956-TT.Seq 325|gij3724208/emblALOI 1056.1[HS11106 Human DNA sequence from clone 11106 on chromosome 6924-25 2 Contains 0.36
HIE-0958-T7.Seq 399 gi|339688]gb|M1 77IZHUMTHYB4 Human thymosin beta-4 mRNA, complete cds. [
HIE-0860-T7 Sea| 405 .
HIE-0962-T7.5eq 392|gil4204704|eb| ACHI6238|ACCDE238 Homa sapiens chromosome 18, clone hRPK.474 N_24, complete sequence [Homo 0.078
HIE-0963-T7.5eq 341 |gil4506546lrefiNM_002533.1 |RNASE 1{ Home sapiens ribonuclease. RNase A family, 1 {parcreatic) (RNASET) E-169 -
HIE-0968-77.5eq 441 1gil3928225|emb|Z6893 1 |HSKPOLCOT H.saplens mRNA for immunoglobulin kappa light chain VJ region (1D 3.00E-61
HIE-0969~-T7.5eq 327 .

HIE-0870-7T7.5eq 305 | gi{38407|emb|X67 301 |[HSIGMHC 63 H.sapiens mRNA for leM heavy chain constant region (Ap63) €-160,
HIE-0872-T7.Seq 165 g|2804235[dbi|D78185|DTE195 Hormo sapiens J-chain gene promoter region . 3.00E-12 —
HIE-D974-T7.Seq 3594 | 2| 1834694]|emb|Z54983|HS 284983 H.sapiens |g lambda light chain variable region gene {(17-12(TNID43) E-157
HIE-0875-T7 Sea 397{gi|4512300}dbi]ABO19440.1|ABO19440 Homo sapiens DNA for immunoglobulin heavy—chain variable region, 0.002
HIE-0977-T7.S5eq 3461 Ri|S565688]Rb|AFDBIBST. 1 |AFDBIEST Homo sapiens topolsomerase-related function protein (TRF4-2) mRNA, E-166
HIE-097B-T7 Seq 295 |&i5 1 74656 refINM_DDG096.1 RTP| Homo sapiens differentiation-related gene t {nickel~specific E-158
HIE-0979~T7.5eq 342 | gi|4490860/emb|AL023553.51HS347H13 Hurman DNA sequence from clone 347H1 3 on chromosome 22. Contalns the 3° E-133
HIE-0981-T7.Seq 286|gi(31091 lemb|X16869|HSEF1AC Human mRNA for elongation facter 1-aloha {clone CEF4) E-124
HIE-0983-T7.Seq 321 |gila5t2300|dbjlaB039440.3{AB019440 Homo sapiens DNA for lmmunoglobulin heavy-chain variable region, 0,023
HIE-0984-T7.Seq 253 | gi[5166492|eb|AF197952. HAF197952 Homo sapiens thioredoxin peroxidase PMP20 mRNA. complete cds 2.00E-57 "
HIE-0985-T7.5eq] _ 239(gi|4504164)ref|[NM_0001 77.1|GSN| Homo sapiens gelsolin {amyloidosis, Finnish type) (GSN) mRNA E-108 T
HIE-D9B6-T7.5eq 374 gi[4512267|dhj]ABO1 9437, HABO 9437 Hormo sepiens DNA for immunoglobulin heavy-chain variablg region, complete Q.002
HIE-D987-T7.5eq 257 g1 81226/eb{M22865|HUMCYBS Hurman cytochrome bS mRNA, comelete cds. 3.00E-44
HIE-09853-T7.5eq 307 | git1 843446 [emb{284475.1}HS 1E2CH Human DNA sequence from PAC 162C6 on chromosome B contalins endogenous 13
HIE-0892-T7 5eq 115/2i[28335)embiX63432|HSACTE H.sapiens ACTB mRNA for mutant beta-actin {beta™actin) 7.00E-37
HIE-0363-T7.Seq 172

HIE-0996-T7 Seq 404 [gl{S45387 1 ref|Nb_006207.3|PDGFRL] Homo sapiens platelet—derived growth factor receptor-like (PDGFRL) E-121
HIE-1100-T7.Sea 219/ gi[4502302|ref|NM_001667.1|ATPSQ| Homao sapiens ATP synthase, H+ transporting, mitochondrial F1 7P0E-57
HIE-1109-77.Seq 218 | gi|4505192|ref|[NM_003676.1|MLD} Hormo sapiens membrane fatty acid (lipkl) desaturase (Mi0), mRNA, 1.00E-27
HIE-1110-T7.S5eq 2591g5531522|emblALO4%638.21|HSDJT$2G4 | Human DNA sequence *##+ SEQUENCING IN PROGRESS *** from clone DJ792G4, 0071
HIE-1112-T7 Seq 323 gi|5454161]ref|NM_006472.1|VOUP1| Home sapiens ppregulated by 1.25-dihydroxyvitamin D-3 (VDUP1) mRNA 2.00£-93
HIE-1115-T7.Seaj 370 gi|4502904/refINM_001831.1|1CLU| Homo sapiens clusterin (camplement lysis inhibitor, SP-40,40, E-118
HIE-1117-T7.5eq 198 | gil€031206jref{NM_000430.2|PAFAH1B1| Homo sapiens platelet-activating factor acetylhydrolase, isoform Ib, 3.00E-96
HIE~1118-T7T.5eq 68| gi}5802987refiNM_DOG763.1{BTG2| Hemo sapiens B-cell translocation gene 2 {pheochromacytoma cell-3) 0
HIE-1118-T7.5eq 421 | gi|4503304{refiNM_DO1926.1{DEFAG]| Homa sapiens defensin, alpha B, Paneth cell-specific (DEFAG) mRNA aQ
HIE-1120-T7.5eq 275/ gi|3152700{2b|AF0653BE|AFO65388 Homo sapiens tetraspan NET-1 mRNA, complete cds E-137
HIE-1128-T7.5eq 277 |gI[51 74602 ref|NM_00B097 . HMYRL2| Homo sapiens myosin regulatory light chain 2, smooth muscle isoform E-113
HIE-1129-T7 Seq 495 | gi[1262342|emb|X$3334|HSMITG H.sapiens mitachondrial DNA, complete genome 0
HIE-1131-T7.Seq 301 [gi|33751 3)gb]J035I7HUMRPSE Human ribosomal protein 56 mRNA, complete ¢ds. E-141
HIE-1132-T7.Seq 303

HIE-1138-T7.Seq 708 |2i[3928011|emb]X63465{SSRYRA S.scrofa gene for skeletal muscle ryanodine receptor 0.8
HIE-1140-T7.8eq 382 |gi[4454701|eb|AFO70663|AFO70663 Homo sapiens HSPCO07 mRNA, completa cds E-114
HIE-1142-T7.S2a 175|&1]1360002|emb:{X97982|MMPCBPSVE M.musculus mRNA for poly(C)-binding protewn, splice variant £ 2.00E-04
HIE-1143-T7.5eq 485 @i|5763774|embial 050338,1 2{HS JB99B16 Humar DNA sequence from clone 899816 on chromosome 6923.2-24,3. 0.002
HIE-1144-T7.5eq 228 |gi)5650629]emb]ALO78583.9|HSCJ210B1 Human DNA sequence from clone 210B1 on chromosome 6023.3-25.1. Contakns 097
HIE-1149-T7.Seq 237 |gi}5031930{ref{NM_D05594.1|NACA| Homo sapiens nascent-polyneptide-associated complex alpha E-114
HIE-1153-T7.5eq 253 |gif2832592lemb|295116.1}HS5TGY Human DNA sequence from BAC 57G9 on chromosome 22q12.T Contains ESTSs, 4.00E-99
HIE-1154-T7.5eq 429 gi}339688|gbiM 1 773I[HLMTHYE4 Human thymosin beta—4 mRANA, complete o, 0
HIE-1155-T7.5eq 337

HIE-1156-T7 Seq 224187861 |gb|MI5530HUMMHCIBED Hurman major atibility complex class | beta chain (HLA-8) E-109
HIE-1161-T7.5eq 278gi|532596|gb|M127S3}HUMIG JO2 Human g J chain gene, exons 3 ard 4. 3.00E-69
HIE-13164-T7 Seq 265 | gil4210362|emb|AL034427.1|HS702M17 Human DNA sequence from clone 702M17 on chromosome 20p12. Contains 0.29
HIE-1165-T7.Seq 365 | gi|5174470|ref|[NM_00S89E.1[10H1] Homo sapiens isocitrate dehydrogenase 1 (NADP-H), scluble (1DH1) mRNA E-129
HIE-1166-T7.5eq 801 | gi|3849821|eb| ACOO5B56{AC005856 Homo sapiens chromosome 17, clone hRPK.136_H_t9, comolete sequence 0.52
HIE-1171-T7.58q 353 | ei| 3046271 |eb| AC0043881AC004388 Homo Sapiens Chromosome X clone bWXD306, complete sequence [Homo saplens] 0.39
HIE-1172-T7 Seq 364 | gil4507894|ref|NM_003380.1|VIM| Hormo sapiers vimentin (VIM) mRNA >gl[37851jembiZ19554|HSVIMENTA 0
HIE~1173-T7.5eq 244 gi| 45061 46jref|NM_002770.1|PRSS52| Homo sapiens protease, serine,  {trypsin 2) (PRSS2) mRNA E-114
HIE-1175-T7 Seq 357 | gi|4506302]refiNM_002838.1|PTPRAL Homo sapiens protein tyrosine phosphatase, receptor type. alpha E-165
HE-1176-T7.Seq 543 gi|l4506616]ref|NM_000985.1|RPL17| Homa sapiens ribosomal protein L17 {RPL17) mRNA, E-152
HIE-1177-T7.5eq 250 i) 38407 | armib] X67 301 {HSIG MHC B3 H.sapiens MRNA for lgM heavy chain constant region (AbG3} E-100
HIE-1179-T7.Seq 4931 gi|4758033|ref|NM_D04375.1|COX 11} Homo sapiens cytochrome © oxidase subunit 13 {COX11) mANA 3.00E-54]
HIE-1181-T7.5eq 566 gl|339688gb|MI17733|HUMTHYB4 Hurman thymosin beta-4 mRNA, compiete cds. 1.00E-54
HIE-1182~T7.Seq 551 | 5002627 lembialL 034373.13{H5424L16 Human DNA sequence from clone 424L16 on chromosome 69T2~13. Contains 25
HEE-1183-T7.Sea T3t 1 gi|4835705]dbi| APD0GIIE. 1|APODD3I6 Hommo sapiens genomic DNA, chromosome 21a22 3-ter, Ter region, 5.00E-48
HIE-1187-T7.Seq 510| gi|4503470|refiNM_001402.1EEF 1A Homo sapnlens eukaryatic transtation efongation factor 1 alpha 1 Q
HE-T188-T7 Seq 484

HIE-1189-T7.Seq 297 | &i|181532|eX{MS7925|HUMDEFSA H.sapiens defensin 5 gene, complete cos. 2.00E-33
HIE-1190-T7.Seq 206

HIE-1153-T7.5eq 417 gi}189015|gb}M2291B[HUMMYLCB Human nor-muscle myosin akall light chaln mRNA, 3’ end. E-15T
HIE-1201-77.5eq 849 2i|4406608{eb|AF 131 TBIAF 131781 Homo sapiens clone 24901 mRNA sequence, complete cds E-112
HIE-1203-T7.Seq 275|gi|47580B5irefiNM_D04078.1{CSRP | Homo sapiens cysteine and ghycine—rich protein ¥ {CSRP1) mRNA £-141
HiE-1204-T7.Seq 571 {g1|3006132}emb|Z98172.1{HS234H5 Home sapiens DNA sequence from PAC 234H5 on chremosome 6a21. Contains 0
HIE-1205-T7.Seq 215|gil4507668{refiNM_003295.1|TFT1) Homo saplens tumor protein, translationakly—-controlled 1 {TPT1) E-108
HIE-1207-T7.Seq 295|gil4503554 refiNM_001421.HELF4| Homo sapiens ET4-tike factor 4 (ets domain transcription Factor) E-134
HIE-1208-T7.Seq 402 g1 2032541gb|L 2031 HBOVIGIMRNA Bos taurus mu- and albha-immunogichulin-associated J-chain mRNA, 1.00E-90
HIE-1209-T7.Seq 423 | gi{181532|gh{M37325{HUMDEFS5A H.sapiens defensin § gene, complete cds. E-121
HIE-1211-T7.3eq 553 | gi{5523836tgblAC004913.2]ACN04913 Homo sapiens cione DJOBTEA24. complete sequence ]
HIE-1212-T7.5eq 758 gi{38365|emb| X641 66|HSFOMAL. H.saplens mRNA for FormAL lambda light chain variable ig demain 3.00E-37
HIE-1214-T7 Seq 425|gi|5531494|emb|ALS35593. 1 1|HS310)6 Hurnan DNA sequence from clone 310J8 on chromosome 6q22.1-22 3, Cortains 0.1z
HIE-1215-T7.5eq 1281 gif2281061 |gb)U73638|U73638 Human Chromosome ¥1 Cosmid cSRL16bE, complete sequence [Homo sapiens] 5.00E-66
HIE-1232-T7.Seg 304 gi|380089 1 gblAF099810|AFD93810 Homo sapiens neurexin |l-aipha gene, partlal eds 0.021
HIE-1234-T7.5eq 203 | gi{31303lemb[211531[HSEF1IGMR H.sapiens mRNA for elongation factor-1-gamma 6.00E-85
HIE-1236-T7.Seq 640|gi|572551 1 |gbfAFOT2097.1|AFOT2097 Home sapiens beta-2 microglcbulin gene, complete cds 4.00E-70
HIE-1239-T7.8eq 204 | gi[182355|gb|M1005HHHUMFABPL. Hurnan lver fatty acid binding protein (FABP} mRNA, cornplete cds. §.00E-88
|HIE-1240-T7.Seq 498 | gil4502846(ref|NM_001280.1|CIRBP| Horne sapiens cold inducible RNA~binding protein (CIRSP) mMRNA 4.00E-48
HIE-1242-T7.5eq 326 | gl]5931461|gb{ACOD7279.3|ACO0T27Y Home sapiens clone NHO3I0INOB, complete sequence D006
HIE-1243-T7.Seq 277 | gil450661 2 ref|{NM_000983.1|RPL2Z Homo sapiens ribosomal protein L22 (RPL22) mRNA £-142
HIE-1244-T7 Seq 336 | gl|5360672|dbjjAB022653.1| ABO22653 Homao sapiens mRNA for anti- Entamoeba histolytica immunoglobuilin E-¥13
HIE-1248-T7.5eq 241

HIE-1247-T7.5eq 280)2i[31301 1emb|XT1480|HSVPATPD: H.sapiens mRNA for vacuolar proton ATPase, subunit D 2.00E-79
HIE-1243-T7 .Sea 230|l|2462374|lemblZ84721.1|HS167A1 4 Hurman DNA sequence from PAC 167A14 on chromosome 6q27. Contains ESTS. E-129
HIE-1250-T7 5eq 269 [21]181532{gh|M9I7925HUMDEFSA H.sapiens defensin 5 gene, complete cds. 1.00E-88
HIE~1254-T7.Seq| __ 428gi|4506728]refiNM_001009.1|RPS5) Homa sapiens ribosomal protein 55 (RPS5) mRNA 4
HIE-1256-T7 .Seq o lgi|3329428|gh|AF04961 3|AF043613 Hormo saplens huntingtin interacting protein HYPK mRNA, partial cds 9.00E-82
|HIE-1257-T7 .5eq 3741gi]4003385|dbi}ABQ20865.1]AB020865 Homo sapiens gencmic DNA of 8p21.3-p22 anti-oncogene of hepatocellutar E-134
HIE-1258-T7 Seq 369 | gi|1209254)eb|L.20311|BOVIGIMRNA Bos taurus mu- and alpha-immunoglobulin-associated J-chain mRNA, B8.00E-89
HIE-1261-T7.Seq 87|e1l3097821gb|ACDO04445|AC004445 Drosophila melanogaster DNA sequence {P1 DS00445 (D93)), complete 4.9
HIE-1262-T7.5eq 530 il3047403|eh|AFO58292|AFD58292 Homo sapiens tRNA-Phe gene, mitochondrial gene for mitochondriat 3.00E-92
HIE-1263-T7.Seq 323 |gil4557 540 raf{NM_DD013.1|DYTL Homo sapiens dystorua 1, torsion {autosomal dominant) {DYT1) mRNA E-161
HIE-1264-T7.5eq 411|gll551621 b D2BATIHUMITS Human T-lymohocyte mRNA for Isoleucyl-tANA synthetase, complete cds Q
HIE-1267-T7 Seq 4291git1 85845|gb]M2T025HUMIGKAY Human Ig active kappa chain mRNA V-region (V-11-C), clone NOV. Q
HIE-1268-T7.Seqa 422

HIE-1269-T7 Sea 300 gi| 14807 99{gbKD1 393|FLANAMP Influenza A virus A/Tokyo/3/67 (HINZ), complete segment 6, £33
HIE-1270-T7.Seq 552 gi249370)eb| $35960{S35960 laminin receptyr hermolog {3' region} [human, mMRNA Partial, 739 nt] 0
[HIE-t271-T7 Sea 44072 181532)eb|MITIZSHUMDEF5A H sapiens defensin 5 gene, complete cds. E-132
HIE-272-T7.8eq 268 | gi|5360979]emb]ALO31655.7|HS134N8 Human ONA sequence from clone 134N8 on chromesome 20p1Z Contains ESTs, 1.1
HIE-1273-T7.8ea]  541|gil248647|gh|595336|505936 transterrin (human, liver, mANA, 2347 nit] [}
HIE-1276-T7.Seq 175)gil181522|gb{M37925/HUMDEF5A H.sapiens defensin § gene, complete cos, £ 00E-47
HIE-1278-T7.5. 195:if2245559|eb|AF004339]AF 004339 Homo sapiens cytochrome ¢ oxid subunit 1l gene, mitochondrial 2.00E-63

,fﬁ'?



HIE-1278-T7.Seq 776 gi|34433jemb{X14008|HSL Y SGZY Human lysozyme gene (EC 3.2.1.17) E-103
HIE-T279-T7 Sea| _322|8)2343108|gb| AF004230|AF004230 Homo sapkens monacyte/ macrophage |g-related receptor MIR-7 (MIR £-7) [T
HIE-1280-T7.5eq 243 g)[182355)gb|M § 0050 HUMF ABPL Hurnan liver fatty acid binding pvotein (FAEP) mRNA, complete cds. 4.00E-80
HIE-1285-T7.8eq 772|gid5071 22|ref|[NM_003092.1|SNRPB2| Homo saplens small nuclear ribonucleoprotein polypeptide B* (SNRPB2) E-116
HIE-1281-77.5eal _ 248|gi|4375097|emblAL34428.1{HST0SD16 Human DNA sequence from clone 705D16 on chromasome 20p15.22-12.2. E-118 )
HIE-1282-77.5eq 205 gi[5419783|embjAL 049742 7IHSDJSE5ES Human DNA, sequence from clone S65E6 on chromosome 11g912-14g22.2 Main. 2 (00E-91
HIE-1283-T7.520 342 |i|1 88525|gb{K01615{HUMMHSBBI Human MHC class H HLA-SB-beta-| gene (DR4,w6). £-167
HIE-12: Seq 741 !gil487344]eb] U0 TOO0|HS UO7000 Hurnan breakpoint chuster reglon (BCR) gene, complete cds. 0.054
HIE-1285 Seq 263 | gil341 598|ebjM27024| HUMHSPRIKD Homo sapiens heat shock protein (HSP8%-alpha) gene, cormplete cds. £-144
HIE-1286-T7.5eq 379 |ell4506742iref|NM_001012.1jRPSE) Homo sapiens ribosomal protein 58 (RPSE) mRNA [i]
HIE-1287-T7 Seq 375 |gil4505408irefiNM_002512.1 INME2] Horng sapiens non—etastatic celts 2, protein (NM23E) expressed it E-170/ : |
HIE-1289-T7.5eq 47 . L —
HIE-1293-T7.Seq 342 |gi|5454161)refiNM_006472.1|VDUP 1] Homo saplens upregutated by 1.25-dihydrexyvitarmin D-3 {vDUP1) mRNA E-167
WIE-1294-T7.5ea| 466 |ei|4503470refiNM_005402.1|EEF1A1} Homo sapiens eukaryotic translation elongation factor 1 alpha 1 0
HIE-1295-T7 Seq 78

HIE-1296-T7.5eg 441 |gi[181532gh|M97925HUMDEFSA H.sapiens defensin § gene, complete cds. 4,00E-97
HIE-1237-T7.5eq 414 | gi|4086351 [gb{U28579.1HSU28579 Human apoptotic cysteine protease Mikl /TX isoform detta {rmil1 /T« 3.00E-36|
HIE-1288-T7.5eq 58

HIE-1289-T7.5eq 442 |1|2282011|ebAC002330|AC002390 Human DNA from overlapping chromosome 19-specific cosmids RI0072 and 3.00E-45
HIE-1300-T7.Seq 460 |gil4929598|ebiAF151823.1|AF151823 Homo saplens CG1-65 protein mRNA, ¢ lete cds 0
HIE-1316~-T7.5eq 11ng_|}4507563|me»1_003295.1|191‘1| Homo saplens tumor proteln, translationaly-controdied 1 {TPT1) 1.00E-70
[HIE-1317-T7 Seq 265 gi|6523730[emb|AL109939.13|HSJ35IK20 | Human DNA sequence from clone RP3-35tK20 on chromgsome 6q22.1-22.33, 1.1
HIE-1318-T7.520 846 | gil4557576|refiNM_001443.1{FABP1| Homo sapiens fatiy ackd binding protein 1, fiver (FABP1) mRNA j 4.00E-68
HIE-1320-T7.Sea 118]gil1 666428lemb|Z82130{HSZ82130 H.saplens rearranged gene for immunoglobulin kapna Heht chaln 8.00E-43
HIE-1322-T7.Seq 117 | gij4128097 emblAJ223683{HSA223683 H.saplens D2~-3-K1C5 gene for Immunoglobulin kappa chain variable 6.00E~25
HIE-1324-T7 Seq 282 | gi}?85940{dbi{C1 4658|HUMORFO2 Hurman mRNA for KIAAD102 gene, complete cds . E-143
HIE-1326-T7.Seq BB81 | g|34204|emb|X69706[HSLAILIG H.sapiens rearranged Hurniglalk1 gene encoding teG light chain 5.00E-67
HIE-1328-T7.Seq|  265|gl32220jemb|X64881|HSHLAEUT3 H.saplens gene for HLA-E heavy chain (3" untranstated reglon) 2.00E-33
HIE-1330-17.Seq 135/ g1|36506|emb|X63282(HSSMMHC H.saplens mRNA for srooth muscle rmasin 5.00E-47
HIE-1331-T7 Seq 324/ gi[1 78133]eb{M3047 1 |[HUMADHSCHE Hurman class |l alcohol dehydrogenase (ADHS) chi subunit mRNA, E-175
HIE-1332-T7.Seq 231 | gi|337446]ab|M22635 HUMRNPT04A Huenan U1 small niclear ribonuciecprstein 70 kd protein mRNA, E-115
HIE-1333-T7.Seq 456 gi| 2388121 |ghfAFO1T175|AFQ1 7175 Mus muscubus liver camitine palmitoyitransferase | mRNA. partial cds 9.00E-08
HIE-1334-T7.Seq 618/ gi|5650841 |embiZ46347|HSBUD114L H.saplens mRNA for anti-Sm antibody VL chain {V kappa 4/ kappa 3} E-163
HIE-1335-T7.5eq 3865|gi|2343108]gblAFD042IHAF004230 Homo saplens monoeyvte/macrophage Ig-related receptor MIR-7 (MIR cl-7) 3.00E-08
HIE-1338-T7.5ea| __ 213|@i[37724(embiX56158[HSVH4R Hurnan mRNA for a VH4 Immunoglobubin 1.00E-80
HIE~1339-T7.5¢q 3721i|36135lemb|Z12962|HSRPLAY H.sapiens mRNA for homuologue to yaast ribosomal protein L41 0
HIE-1341-T7.Seq 196 gil546798|ebjS71043|571043 |g aloha 2=immunoglobulin A heavy chalr allotype 2 §  reglon, 1.00E-82
[HIE-1342-T7 Seq 374 | i[510322|emb| X799 TYHSTPMIR2 H.sapiens TPM3R2 DNA sequerce 8.00E-15
HIE-1343-T7.5eg 2998 | @i 189375)eb|M341 58| HUMODC A2 Hurnan omithine decarboxylase (ODC) gene, complete gds. E~161
HIE-1346-T7.5eq 584 | 215931 525|chAPD00S4T.1 |APOD0SAT Homo sapiens genomic DNA, chromoseme 22q11.2, Cat Eye Syndrome reglon, 0.043
HIE-1347-T1.5eq 204

HIE-1348-T7.5eq] _ 330|gi4506730(refiNM_001010,1|RPSE| Homo sapiens ribosomal protein S6 (RPSE) mRNA E-178,
HIE-1349-T7.Seq g 11 jgb]AF190167.1JAF 190167 Homo sapiens membrane assoclated proteint SLP-2 (HUSLP2) mRNA, 2.00E-69
HIE-1351-T7.Seq 223.1]AF002223 Human g ic DNA of X028 with MTM1 and MTMRT genes, complete sequence: "E-117
HIE-1352-T7.5eq 443 | gl]1 83087[eb{M14300HUMGFi2A9 Hurnan growth factor-mducible 2A9 gene, comylete ods. [
HIE-1353-T7.5eq j|D13665.1|HUMOSFZP1 Homao sapiens osf—2 mRNA for osteoblast specific factor 2 (OSF-2p1), ]
HIE-1354-T7 Seq 555 | g1|5444804cj|DIB 1121 |HUMMTA, Homo sapiens mitochondrial DNA, compléte sequence: 1.00E-45
HIE-1355-T7.Seq NM_001025.1|RPS23] Hormo sagiens ribosomal protein 523 (RP$23) mRNA 8]
HIE-1356-T7.58q 733 [gllas11 AFO4441 7 1NDUFAV3 Homo saplens NADH-ubiquinone oxidoreductase 13 kDa subunit (NDUFAS) 6.00E-85
HIE-1356-T7.5eq 563 )

HIE-1357-T7.5eq 214 gi|5499720]|eb|AF095901 .1 AFO959H Homo saplens eRF1 gene. complete ods QM5
HIE-1358-T7.5eq 558 |2i|1136389]dbj|DTS986[D 79988 Human mRNA for KIAAD164 gene, complate cds 2.00E-56E|
HIE-1359-T7.5eq 518/gi|65229759lembjALOS0317.020HSDJ94E24 | Human DINA sequerice from clone RP1-94E24 on chromosome 20a12, cormlete 0.002
HIE-1360-T7 .Seq 301 [g)|3201890]gb| AFDE7420|AFD6T420 Momo saplens SNC73 protein (SNCT3) mRNA, complete cds E-168
HIE-1365-F7.5eq 286 gll4506742{refiNM_001012.1|RPSE| Homo saplens ribosomal proteln 58 {(RPS8) mRNA E-159
HIE-1363-T7.Seq 367 | gi]555942(gb|U14991{HSL114591 Human XP2ZNE ribosomat protein 53 {(rpS3} mRNA, complate cds. E-139
HIE-1364-T7.Seq 265/ g1|4335942|ghlAF061730|AFOE1739 Homo sapiens unknown mRNA E~1301
HIE-1365-T7.Seq 407 | gl|3882248|dbjlABO18307.1]ABO1 8307 Home sapiens MRNA for KIAAOTG4 protein, complete cds 0
HIE-1366-T7.Seq 3281 gi| 732801 |emb|X72631.1|HSREVERB1 Hormo saplens mRNA for Rev—ErbAaloba protein (hRev gene) ]
HIE-1367-T1.5eq 455 | gl 2302|refiNM_O01697.1]ATPSO| Homo saplens ATP synthase, H transporting, mitochondrlal F1 1]
HIE-1368-T7.Seq 306 2i{501 6088 red{NM_007101 2|ACTH} Homo _saplens actin, beta (ACTB) mRNA E-132
HIE-1369-T7.5eq 194 1{gi[603119%|ref|NM_D0OS888.1|PHCB]| Homo saplens phosphate carrier, mitochondriat (PHC), spfice variant 9.0DE-50,
HIE-1371-T7 Seq 446 ngG'lBIOBgeﬂ_hELDZWTE.!IHmDCW Hurrian DNA saquence from clone 10C16 on chromosome 1924.1-24.3 Contains 013
HIE-1372-T7.Seq 491 | gil4240253]d0j|ABO20642.1| ABO20692 Homo saptens mRNA for KIAADBSS protein, complete cds 1)
HIE-1374-T7 Sea _3i_

HIE-1375-77.5¢9 H.saplens defensin 5 gene, completé cds. E-132
HIE-1376-T7.Seq Homo sapiens ALIEN (ALIEN) mRNA, comolete cus 1.00E-86
HIE-1377-T7.5eq Homo saplens tumor protein, transtationaliy-controlled t {TPT1) E-164
HIE-1378-T7.Seq Human BAC clone RGI56F08 from Tp21, complete senuence [Homo saplens] 0.46
HIE-1373-T1.Seq 213|gI{3043733{ Al ABOY 1 17T|ABON 1177 Homo saplens mRNA for KIAADS0S5 protein, complete oos 1.00E-89]
HIE-1380-T7.5¢n 173|gi|5824006]emb]ALD24498.12[HS41TM 14 Human DNA sequence from clone 417M14 on clvomosome 6023-25.1, complete 2.006-1%
HIE-1381-T7.Seq 174 gi|5924006|emb|ALDZ4498.12|HS417M 14 Human DNA sequence from clone 417M14 on chr e 5p23-26.1, complete 3.00E-3
HIE-1382-T7.5eq 505

HIE-1383-T7.Seq 121{gi|4835651 [dbjiaP000282.1{AP000282 Homo sapiens genomic DNA, chy e 21922.1, D215226-AML region, 0.47
HIE-1384-T7.5eq 311]gi|4165331 |eh|ACO0S831JACOO5831 Homo sapiens 12013.3 PAC RPCIS-1180D12 (Roswel Park Cancer Instltut: 0.001
HIE-1385-T7.5eq 270 g4582132tenblAL021707.2{HS5081 5 Human DMA sequence from clone SOBINS on chromoseme 22012-13 Containg gene E-131
HIE-1386-T7.5eq 309 |21]1292911jghjue3431|HSUA3431 Hurnan DINA topolsomerase | mRNA, complete cds. E-157
HIE-1387-17.Seq 312|gi|2213831 jeb| AFODS30SAF006305 Home saplens 265 pr regulatory subunit (SUGZ) mRNA, 6.00E-52
HIE-1389-T7.5eq 272 | gl|45062 14|refiNM_DOZ806.1{PSMCE| Homo sapiens proteasoime (prosome, macropain) 265 subunit, ATPase, § J.O0E-13
HIE-139T-T7.580 190 gl|a504 444 refiNM_002136.1|HNRPA1] Homa sapiers heterogeneous nuclear ribonucleoprotein A1 (HNRPA1) 6.00E-91
HIE-1392-T7.5eq 769 | gi]1 944628]gb]| JO1 41 S{HUMMTCG Human mitochondrion, complete genome 2.00E-53]
HIE-1394-T7.5eq 234gi|4960203|eb|AF153979.1JAF153973 Homo sapiens transmembrane protein SBBI9S MRNA, complete cds E-113
HIE-1396-T7 Seq 183|gi[2625011 |eb| AFO27598]AFO27598 Homa sapiers Konl fragrment upstream of apolipooroteln(a) gene 2.00E-+5]
HIE-1397-T7.Seq 156 | gl|4929634|gbiAF151841,1|AF15184% Homo saplens CGI-83 protein mRNA, complete cds 1.00E-60
HIE-1398-T7.5eq 777 l|805094}gb|U1 79B3|HS L1 7989 Homo saplens ruclear autoantigen GS2NA mRNA, complete cds 6.00E-97
HIE-1401-T7.Seq 395 @i TSZSD_O]dJ M74083|HUMFAPTRT Human T81 gene mRNA, 3' end. 1.00E-84
HIE-1402-T1.5eq 185 | gi4507668(refjNM_003285.1|TPT1| Homo saplens tumar protein, translaticnady-controlled & (TPT1) 5.00E-36
HIE-1403-T7 Seq 192 | gi{573188Y lembjAL t09818.1|IRO191017 Homo saplens mRNA full length insert ¢ONA clone EUROIMAGE 181017 0.2
HIE-1404-T7 Seq 844 gli187313(ghiM16272{HUMMHCWI B Human MHC class | HLA-Cw1 heavy chain gene, complete cds. 1.00E-21
HIE-1405-T7.5¢eq 316 |&i|3821 |emb)AJ01 0748|HSAD10748 Homo saplens mMRNA for HLA-C class | antigen, aftele HLA-Cw*050x 5.00E-22
HIE-1406-T7.5eq Homo saplens interferon regulatory facter 1 gene, complete cds. 2.00E-35
HIE-1408-T7.5eq Human DNA sequence from clone 332M17 on chromosome 6p12.3-21.2, 3.2
HIE-1410-T7.5eq Homo sapiens eukaryotic transiation edongation factor 1 alpha 1 2.00E-97
|HIE-1411-T7 Seq Homo sapiens glioblastorna amplified sequence (GBAS) mRNA, and 6.00E-57.
HiE-1412-F7.Seq 28B4/gI}2769253]embiAJ001258| HSNIPSNAZ Homo sapiens mRNA for NIPSNAPZ pratein 1.00E-59
HIE-1433-117.5ea 757 | gi]1038219|emb|Z6539THSITA4F H.sapiens CpG Island DNA genomic Mse] fragment, clone 37a4d, 072
HIE-1414-T7.Seq| 268

{HIE-1416-T7.Seq 261 [gi|5901923|refiNM_007018.)JCEP110{ Homo saplens centriole assoctated protein (CEP110), mRNA £.00E-08)
HIE-1418-T7.5eq 179 gi{613693 1 |emb]AL109613.11{H51033H22 | Human DNA sequence from clone 1033H22 on chromasome 1p21.2-22.2, compiete 29
HIE-1419-T7 Seq 276 | gi|2564045{dhj|ABOOTE45.1 |ABOQTE45 Ar jonsls thakana genomic DNA, chromesome 5, TAC clone: KBK14, o018
HIE-1420-T7.5eq 352

HIE-1421-T7.Seq 359 gil4500001 [emblALD4T257.1[HSMB00042 | Homo sapiens mRNA; cDNA DKFZn564E153 (from clone DKFZp564£153) E-%09
HIE-1422-T7.5eq msi_|4

HIE-1423-T7.Seq 168|gi|326¢593[emb|ZT T 37|MTCYSED Mycobacterium tuberculosis H37Rv complete genome; segment 55/162 017
HIE-1424-T7.5eq 3301395351 HeblACO04940|ACO04940 Homo saplens PAC clone DJOAT8ELE from 7021, complete sequence [Homo E-168]
HIE-1425-T7.8eq 509 | pil4335873|eb|AF0S52041 |AFO52041 Homo. sapiens olfactory receptor gene cluster, cormplete sequence 0.037
HIE-1427-T7.5eq 509 | g/{4468882|emblALO31657.2{HS28F12 Human DNA seguerce from clone 28F12 on chromosome 20q11.22-12 Contains 2,00E-06]
HIE-1428-T7 Seq 308 gl[3554884 emb|AJO1 0442t HSAD 0442 Homa sapiens mMRNA for immunoglobulin kappa Dght chain, anti-Rhi, E-l_iq!
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HIE-1429-T7.5eq 194 |gi|1228034|chilDBITTE|DBITTE Human mRNA for KIAAQ1 91 gene, partial cds B.00E-54
HIE-1430-F7.5eq 333 | gi2245559|gb|AFQ04339|AF 004339 Homo sapiens cytochrome ¢ oxidase subunit Il gene, mitochondrial E-173
HIE-1432-T7.5ea 532 | gi|$ 208254]gb|l.20311 |BOVIGIMANA Bos taurus mu- and alpha-immunoglobulin-associated J~chain mRNA, 2.00E-93
IHIE1433-T7.5eq| 201 |g{34B937|gbL13284|LEPOMPLIA Lentospira kirschner: {fermerly L. alstoni) integral cuter membrane 3.3
HIE-1434-TT7.%5eq 577 | gi|4507894{ref{NM_DC3IE0[VIM| Homo sapiens vimentin (VIM) mRNA >gil37851|emb|2 19554/ HSVIMENTA 2 DOE-68
HIE-1435-T7 Sea 621)gl|5101 56lemb|Z 26649 HSPPLCES H.sapiens mRNA for phospholipase C-b3 7.00E-56|
[HIE-1436-T7.5ea 142| gi|836664|8b|U26425HSLI26425 Human phospholipase C-beta-3 (PLCB3) rene. cormolete cds. 1.00E-56
HIE-1437-T7.5eq]  622| g1 620016]0bjDB7666|D87666 Human heart mANA for heat shock protein 90, partial cds 0
HIE-1438-T7.5eq 627 gi]3201 899|gbjAF06742|AFD67420 Homo sapiens SNC73 protein (SNC73) mRNA, comelete cds E-11%
HiE—uas—‘rr.s—LEf 624 21|4504504|ref{NM_000434.1|HSD1784| Hormo sapiens hydroxysteroid (17—beta) dehydrogenase 4 {HSD17B4) mRNA E-174]
HIE-1440-T7 Seq 521 | gi|2772563|gbj ACO04000IAC004000 Human PAC clone DJ404F 18 from Xa23, complete sequence [Horna saplens] 6.00E-04)
HIE-1441-T7 .Seq 621 | gi|4826625|eb| AF135022.1)AF 135022 Homo saplens mediator (Sur?) mRNA, cormplete ¢ds 2.3
HIE-1442-T7 Sea 215|gl]4884563|gh| AF105332.1|AF105332 Horre saplens vitamin D3 receptor interacting protein (DRIP130) mRNA, 0.9
HIE-1443-T7.Seq 223 | gl|6249636]2b| AFQ43345.2|AF043345 Rattus norvesicus sperm antigen 4 (SPAG4) mRNA, complete cds 1.00E-12
HIE-1444-T7 Seq 512 |&|4503658]ref[NM_001997.1[FALY Home sapiens Finked-Biskis- Reilly murine sarcoma virus (FBR-MuSV}) E-114
HIE-1445-T7.Seq 138 i[5803071 [ref|NM_DOE769.1|LMO4] Homa sapiens LiM demain only 4 (LMO4), mRNA 2.00E-56|
HIE-1447-T7 5¢q 209 | gl|6041757|gb|ACOT 1806, 1{ACOT 1806 Genomic Sequence For Oryza sattva Clone 10P20, L ernont Strain, Complete 3.5
HIE-1449-T7.5eq 626 | gif1209254|gb]L 2031 1|EOVIGJMRNA Bos tawrus mu— and alpha-immunogicbulin-associated J-chain mRNA, 2.0D0E-59
HIE-1450-T7.Seq 523 gif) 2583|emb|X15759|HSCOXIt H.sapiens mitochondrial mRNA for cytochrome ¢ oxidase subunit i 0
HIE-1451-T7.Seq 481 | gi{2245550)gb| AF004339|AFO04339 Homo sapiens cytochrome ¢ oxidase subunit I gene, mitochorkrial 0
HIE-1452~-T7.Seq 615 [gI[4826685|refiNM_004939.1|DDX1] Homo sapiens DEAD/H (Asp-Ghu-Ala-Asp/His) box polypeptide 1 {DDX1) 1]
HIE-1453-T7.5eq 611 [gi|453963|emb|XT7584|HSATLRED H.saplens mRMNA for ATL-derived factor/thiredoxin E-137
HIE-1454-T7.52q 635 | i|4176480temb| AL 035262|HS523M5 Humnan DNA sequence from clone 523M5 on chromosome Xq25-27.3, complete 0.038
HIE-1455-T7.5eq 626 | 8i[3882) E6{dbjlABO18266.1|ABO18266 Homo sapiens mRNA for KIAAD723 protein, comolete ods £-180
HIE-1456-T7.8¢q 607 | il IIIOB@LSbIHBBSZlHUMGTW?A Homo sapiens GT197 partial ORF mRNA, 3 end of cds. E-128
HIE-1457-T7.5eq|  409|xi[4680380|gb)AF139131.1]AF139131 Homo sapiens beclin 1 (BECN1T) mRNA, compiete cds 0
HIE-1458-T7.Seq| 606 |gil4502550]ref{NM. DG1219.1(CALU] Homa sapiens catumenin (CALLI) mRNA, and translated products E-173]
HIE-1459-T7.Seq 608 | gi|165703|gb|M76233|RABSMMLCKR Rabbit srmoeoth muscle myosin light chain kinase mRNA, complete CDS. 0.002
HIE-1460-T7.5eq 359 el|5771401 [g}AF0967 71,1 |HSMLCKKRPT | Homo sapkens myosin light chaln kinase (MYLE) gene, exon 31, and E-i23
HIE-1451-T7.5eq 617 |gi|4099122|eb] U370 jHSCCOSH1 Hurman cytochrorne ¢ oxidase subunlt Via gene, exons t and 2 B8.00E-28
HIE-1462-T7.5eq 201 |gi|28268590(ernbl|ALDZ1546. 1IHS15E T Human DNA, sequence from BAC 15E1 on chromosome 12. Contalns Cytochrome 3.00£-31
HIE-1453-T7 .Seq 612 |gl|1562509)gbjUs8 105 HSPABPS13 Human poly(4)-binding protein {PABP) gene, exon 15 E-102
HIE-1464-T7 Seq 56| gi|450661 4jref|NM_000984, 1 RPL23A| Homo saplens ritrosomal protein L23a (RPL23A) mRNA 2.00E-27
HIE-1473-T7 . Segq 592 |gl|4929698|eh|AF151873.1{AF151873 Homo saplens CG =115 protein mRNA, comolete ods E-150
HIE-1481-17 Seg 633]gl|339688{gb|M1 7733[HUMTHYB4 Hurnan thymosin beta-4 mRNA, hete cds. E-104
HIE-1482-T7.Seqg 248

HIE-1484-T7.Seq 185

HIE-F487-T7 Seq 271

HIE-1488-T7 Seq 178

HIE-1490-T7 Seq 632 gl116521 []3!:)|U37253|HSU37233 Humarn micrefibril- ted glycoprotein—2 MAGP-2 mRNA, I E-113
HIE-1490-T7 Seq 191 |ghe505088|refiNM_003480.1|MAGP2} Homo sapiens Microfibrii-associated glvcoprotein-2 {MAGP2) mRNA E-103
HIE-1486-T7.5¢q 93 12j1945347|gb|UZ2379HEU22379 Human Zn-15 related zinc finger proteln LF {rif} pseudogene, partial 0.34
HIE-1503-T7.Sea| 861 |gI}4003397|dbi|ABOZ0877.11ABO20877 Homo saplens genormic DNA of 9q32 anti-oncogene of flat epltherium 32
HIE-1504-T7 Seq 861 | gltE524046)gb| ACO1 2099.4|ACOE 2099 Horno sapiens chromoserne 14 clone RP11-45G3 containing neurexin i 0.256
HIE-1505-T7.Seq 55 | gt2605580[chilDS0I68| DS0369 Hormo saplens mRNA for fow molecular mass ublauinone-bindineg 9.00E-22|
HIE-1507-T7.5eq 783 elt2920805|8b]ACO0303 TIACOO303T Home saplens Xp22 BAC GSHB 526021 {Genome Systerns Hurman BAC Hbrary) 4.00E-55
HIE-1508-T7.Seq 587 | gli2 33506 3|gb|ACO02433|AC002433 Human BAC clone RG317M02 from 7p15-p2i., complete sequence [Homo saplens] 26
HIE-1528-T7.5¢0 474 igiﬂ 7B6739|gb|AEDOO1 53 AE000159 Escherichla coll K~12 MG 1555 section 49 of 400 of the complete genome E-100
HIE-1532-T7.5eq 581 |gli2804235|dbj|D78195|D78195 Home sapiens J—chain gene promoter region 2.00E-13
HIE-1535-T7.5eq i Humar mRNA, for ATP syrithase gamma-subunit {L-type), complete cds E—-102
HIE-1537-T7 .5eq Human hsc70 gene for 71 kd heat shock cognate protein 5.00E-93
HIE-1541-T7 Seq Home sapiens ribosormnal protein L41 mRNA, complete ods 0.14
HIE-1545-T7 Seq Lysiphiebus fabarum mitochondrial DNA for tRNA-Val gene and partial 0.007
HIE-1547-T7.Seq Human Bax aipha mRNA, complete cds. 4.00E-60
HIE-1558-T7.5e0 Human SH3 doman—contalning protein SﬂBPI 8 mRNA, complete cds £-178,
HIE-1554-T7.5eq Home jens tumor proteln, transt d 1 {TPT1) 1.00E-79
HIE-1560-T7.5eq Homo i sodiumn bicarbonate cotransporter 3 (SLC4AT) mRNA, 0
[HIE-1570-T7.5eq Human $-adenosylhomocysteine hydrolase (AHCY) mRNA, complete cds. 2.00E-Q5
HIE-1574-T7.5eq Human S-adenosylhomocysteine hydrotase (AHCY) mRNA, complete cds. 1.00E-84)
HIE-1575-T7.5eq Homo saplens mRNA for human leukocyte antlgen. HLA-A2 variant E-137
HE-1576-T7.Seq Homo saplens proteky kinase, CAMP-dependent, regulatory, type | 3.008-94
[HIE-1600-T7.5ea A Heme sapiens karyopherin alpha 4 {(importin alpha 3) (KPNA4) mRNA 1.00E-57
HIE-1603-T7.5eq gi[4506526|ref|NM_000991.1[RPLZS| Homo saplens rbosomal protein L28 (RPL2B) mRNA 0
HIE-1605~-T7.5eq CO02 002485 Human PAC clone RG212003, complete sequence [Home sapiens] 0015
HIE-1606-T7.Seq Homo sapiens monocyte/macrophage Ig-related receptor MIR-7 {MIR cl-7) 4.00E-60
HIE-160B-T7.Seq Human g J chain gene, exons 3 and 4. E--160)
HIE-1609-T7.5eq Human DNA sequence from clone RP3-364H1T0 on chremosome 6q16.1-16.3, 0.62
HIE-1610-T7.Seq Horno sapiens PAC clone DU0612F12 from 7p12-p14, complete sequence [Homo 0.1
HIE-1615-T7.5eq Homo sapiens eukaryotic translation efongation factor 1 alpha 1 [1]
HIE-1616-T7.Seq Human Chromosame 11 pac pDJ1173a8, compiete sequence [Homo saplens] B.00E-92
HIE-1618-T7.Seqg! 235 |gi[2921091 lgb)AFTH TEIHAFD1 7639 Mus musculus carboxypeptidase X2 mMRNA, complete cds 3.00E-40)|
HIE-1627-T7 .Seq. 156 | gi]) 262342|ermb| X93334|HEMITG H.sapiens mitochondrial DNA, complete genome 1.00E-29
HIE-1628-T7.5ea 415|gi|3169300igb|ACO047 75|ACO04T TS Homo sapiens chromosome 5, P1 clone 1308e5 {LBNL H!3), complete E-112
HIE-1628-T7 Seq 189 | #i}190978|abiM 1 8963|HUMREGA Hurman islet of Langerhans regenerating protein (reg) mRNA, complete 2,00E-99
HIE-1637-T7.Seq

HIE-1638-T7 .Sea 291 | glf31342]emb[X03488IHSFERG2 Hurnan apoferritin H gene exons 2-4 E-142
HIE-1639-T7.Seq|  260|l|4760601 [duilABO20236.1|AB0Z0236 Homo saplens gene for ribosomal protein L27A, complete ods 5.00E-24
HIE-1671-T7.5eq 418 21j4557454]refiNM_0D1277.1JCHK| Homo saplens chofine kinase (CHIK) mRNA >gi|219540(dbj|01 0704 HUMCKY E-126
HIE-1673-T7.5¢0 199 5i|3613%emb|X5296 TTHSRPLY Hurnan mRNA for ribosomal protein LT 1.00E-18
HIE-1676-T7.Seq 475 gil45021 36[refiNM_001641 VAPEX| Homo sapiens APEX nuclease (multifunctional DINA repair enzyme) 4}
HIE-1678-T7.Seq 497 | gifdT58169|refiNM_004406. 1 OMBT1 | Homo sapiens dejeted in malignant brain tumors 1 (CMBT1) mRNA Q
HIE-1878-T7.Seq 497 gil45057 10jref|NM_003884.11PER| Homo sapiers period {Drosophila) horolog 2 {PERZ) mRNA 2.2
HIE-1682-77.Seq g11401844|ehiL 05093HUMRIBPROD Home saplens ribosornal protein L18a mRNA, complete ¢ds 0
HIE-1685-T7.5eq BE56|refiNM_004342.1[CALD1| Homo saplens caldesmon 1 (CALD1) mRNA >gi| 306508|gb|M83216|HUMCDSM E-119
HIE-1686-T7.5eq 493|gl}4520668|gb]AF151873.1|AF151873 Homo saplens CGI-115 proten mRNA, complete cds E-172
HIE-1688-T7.Seq 230 gi|60Q5 787 [refiINM_007184.111-1] Home sapiens imidazoline receptor candidate {i-1), mRNA 9.00E-69
HIE-1695-T7.Seq 342|gil4506192|ref|NM_002793.1i{FSME1| Homo sapiens preteasome (prosome, macropain) subunit, beta type, 1 E-1685
HIE-1696-T7.Seq | £i{6330860|dbi|ABO33076.1|ABO330TE Homo saplens mRNA for KIAA1250 protein, partlal cds 0
HIE-1697-T7.5¢q 601 | gil4508122|gb] ACO05379.2|ACO06379 Homo sapiens BAC clone NHO456N16 from 7p15.1-p13, complete seguence 2.7
HIE-1698-T7.Seq 18018592401 7|embjALO50318.12{HS0DJ977B1 | Human DNA sequence from clone 977B1 on chromosome 20, complete sequence 2.00E-13]
HIE-1699-T7 Seq 529 gi|4240730|dbi| ABO20D678.1 |ABO206 78 Homo sapiens mRMA for KIAAQST1 protein, complete cds 1.00E-32
HIE-T¥03-T7 Seq 256 l|1469877]dbj|DE3482|DEI 482 Human mRNA for KIAAD148 gene. complete cds E-12t
HIE-1703-T7.52q 1291&i|181532)gb|M3TI25IHUMDEFSA H.sapiens defensin 5 gene. complete cds. 2.00E-65]
HIE-1705-T7.5eq 303 | gi|4504444)ref]NM_D02136.1|HNRPAT| Home sapiens heterogeneous nuctear ribonucleoprotein Al (HNRPA1) mRKA 2.00E-79|
HIE-1707-T7.Sen 76| gi|184227 |gb|MST 6T SIHUMHLLAG Human 14 kDa beta-galactoside-binding lectin (14} gene, complete 0.27
HIE-1705-T7.5eq 266 | gi{632547 1 ref|NM_00T104.2IRPLIOA} Home saplens ribosomal protein L10a (RPL10A), mRNA 1.00E-E5
HIE-t110-T7.5eq 320 |gil4756963]|emblALO35440.2|ATF10M23 Arabidopsis thaliana DNA chromosome 4, BAC clone F10MZ3 (ESSA project) 0023
HIE-1713-T7.5eq 279 gil434050}eb|L 1 2535[HUMRSU1A Human RSU-1/R5F-1 mRNA, complete cds. £-144
HIE-§714-T7.Seq 394 | gi|265703]gb| 555735555735 lg alpha 1- alpha 2Zm=Immunoglobulin At-A2 larvdxia hybrid GAL heavy 0
HIE-1715-T7.5eq 442 | gi|4758027|ref|NM_DO4365.1|COLEA3] Homo saplens collager, type VI, alpha 3 {COLBAZ) mRNA E-149
HIE-17T17-T7.5eq 426 | gl|6137798|ref|NC_001807.2|| Hurnan mitochondrion, compiete genome ]
HIE-1718-T7.5eq 191

HIE-1719-T7.5eq 398 | g{532596]gb|M12759[HUM IG 102 Hyman lg J chain gene, exons 3 and 4. 0
HIE-1720-T7.5eq 219 | gil40621 75(gblACD06237|AC006237 Homo saplens chromosome 17, clone hRPC.161_P_9, complete sequence [Homo 3.00E-84]
HIE-1721-77.5eq 383 | gi|532596|eb|M127S9HUMIG02 Human Ig J chain gene, exons 3and 4. £-174
HIE-1722-T7.5¢q 447 | =i1315001 4abiACO0458TIACD04587 Human Chromesome 15a26.1 PAC clone pDJ443n8, complete sequence [Homo 05
HIE-1723-T7.5eq 459 | git6329818|chjlAB032957.1{AB032957 Homo sapiens mANA for KIAA1131 protein, partial cds [2)
HIE-1724-T7.Seq 180ei181532|ghiMITIZ5|HUMDEFSA H.sapiens defensin S gene, complete cds. 8.00E-78,
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HIE-1726-T7.Seq 570} gi219893|dbj|D10522|HUMKC S Home sapiens mRNA for 80K-L protein, comolete cds [+]
HIE-$727-T7.5eq gi[4503642[refiNM_000130.1|F5] Homo sapiens coagulation factor V (proaccelerin, labilte factor) (F5) [H
HIE-1728-T7.5eq 1591 gi[5262540]embALOBO1 13.1JHSMB00621 Homo sapiens mRNA; cDNA DKFZp586K2322 (from clone DKFZp586K2322) 7.00E-T5
HIE-1729-T7.Seq| 287|

 HIE-1730-T7.5eq 201 {gi}50523121gh|AF116272.% |AF116272 Homa sapiens T-cek activation protein (PGR1) gene, complete cds 4.00E-86
HIE-1731-T7.8eq 356 |git46891 31@5|AF0770423|AF077042 Homo saptens 305 Hioesomal protein $7 homolog mRNA, complete cds. E-147
HIE-1733-T7.5eq ZMEtﬂsm SGjref|NM_004175.1{SNRPDI] Homa saptens small nuclear ribonucleopratein D3 polypeptide (18kD) 5.00E-70
HIE-1734-T7 Seq 317{gi}401844|eb|LOS023HUMRIBFROD Homo sapiens rbosomnal protein L18a mMRNA, complete cds E-123
HIE-1735-T7.5eq 530|=il46807 16)eb|AF132973.11AF132973 Horno sapiens CGI-39 protein mRNA, cormplete cds E-129
HIE-1738-T7 Sea|  329|gl|3360440]gb|AFQ52131}AFO5213} Horno sapiens clone 23930 MRNA sequence E-178
HIE-1739-T7.5eq 219

HIE-1740-T7.Seq Iﬁjfll?m 93{emb|X55954|HSL1TARS Human mRNA for HL23 ribosomal protein homologue D
RIE-1741-T7.5eq 501 |gi|3212846(eb{AC004005|A TAC 004005 Arabidopsis thaliana chremosome 1l BAC FEE13 genomic sequence. complete 0.14]
HIE-1745-T7.5eq 346 | 2I[4506400[refiINM_DQ2Z8B0.1|RAF 1| Home sapiens v-raf-1 murine leukemla vical oncogene homolog 1 (RAF1) D
HIE-1746-T1.Seq 216|gi]450707B[ref|NM_D03074.1|SMARCCI| Homo sapiens SWi/SNF related, matrix associated, actin dependent E-108
HIE-1747-T7.5eq 527 | &i|185546gb{M1 1736HUMIGKCA Human ig germiine kappa-chain C~region from kappa-deficient 3.00E-D9
HHE-1748-T7.5¢eq 228 | 21|34227emb) X03444|HSL AMAR Human mRNA for nuclear enveiope protein lamin A precursor E-119
HIE-1750-T7.5¢q 534 |g![28874354i|ABO07893|ABOOTES3 Homeo sapiens KIAAQ433 mRNA, partlal cds 0
HIE-1751-T7.5¢eq 301 | gl|S032198]refiNM_005725.3| TSPAN-2] Homo saplens tetraspan 2 {TSPAN-2) mRNA £-124
HIE-1752-T7.5e9 454 | gi|2982169]&b] ACO0438 1.1} HUAC D048 1 Homo sapiens Chromosome 16 BAC done CIT9875K-44M2, complete sequence 9.033
HIE-1753-T7.5eq 2781 pi[392732)eb| L0057 {00571 Human immunoglobulin heavy chain varlable region (clone Amug-3) S.00E- 40!
HIE-1755-T7.S¢q 45%|gi]45081 54|gb] ACOG4835.2]AC 004835 Homo saplens clone DJOS55N02, complete sequence E-100
HIE-1756-T7.Seq 455 | gi|165703|eb|M76233|RABSMMLCKR Rabbit smooth mustle myosin tight chaln kinase mRNA, complete CDS. 1.00E-84
HIE-1761-T7.Seq 468 | gi|28403[emb|X04253|HSADHIG2 Human mRNA for thver alcohol dehwirogenase (EC 1.1.1.1) garmma 2 0
HIE-1762-T7.Seq 277 | g} B6Da2|gb|M7401 S HUMIGKW Human g rearranged light~chain mRNA V region. E-121

HIE-1763-T7.5¢eq 288|gij4557520|ref|NM_000398.2|CIA1} Homo saplens diaphorase {(NADH) {cytochwome b-5 reductase} (DIAT). E~123
HIE-1764-T7.5eq 257! &1{4557520|ref|NM_000398.2|DIAT] Homa sapiens diaphorase INADH) (cytochrome b-5 reductase) (DIA1), 2.00E-79
HIE-1766-F7.5eq 2691 gl|6224681 |gbjAF124093.1|AF 144033 Mus musculus unconventional myosin-15 gene, complete sequence 45
RIE-1767-TT.S5eq 3911{gil409971 {eb)}2974|SAL02974 Squalus acanthias proteolipid protein DM beta mRNA, jete cds 2.00E-06
HIE-1758-T7.5eq 175 gl|1B0757}gbiMI2642|HUMCOL 164 Homo sapiens albha-1 type XVI cok {COL16A1) mRNA, complete cds. 1.00E-67
HIE-1769-77.Seq 532 gi|1209254|gb|L 2031 iBOVIGJMRNA Bos taurus mu— and alpha—immunoglobulin-associated J-chalin mRNA, 2.00E-84
HIE-1770-7T.8eq 635 | i|4557224ref|NM_000014. 1 [AZM} MHome sapiens alpha-2-macrogiobulin (AZM) mRNA E-161

HIE-1771-TT.Seq|  631]gH598572|db]|D16863HUMDIEQS Human HepG2 3 reglon cDNA, clone himd1e05 8.00E-62
HIE-1712-T1.5ea 644 | & 4006805|gh|AC00621 SIAC006215 Drosophila metanogaster, ct e 2L, region 38C1-38C2, P1 clones 0.039
HIE-1773-T1.5eq 655 |835407 |emb|X567301 |[HSIGMHC 63 H.sapiens mANA for IgM heavy chain constart reglon (Ab63) 0
HIE-1775-T7.Seq 635 | g2i|1244713|gb|U41843|HS 41843 Human Orl-associated ¢orepressor (DRAP1) mRMA, complete cds. 1.O0E-20
HIE-1776-T7.Sea 648 112578152 ALOOBG3R|HS99209 Human DNA sequence from BAC 39209 on chromosome 22q12.1 contains $TS 7.00E-D7
HIE-1777-T7.5ea] _ 640)gi|3287719}gbjACD05250|AC005250 Homo saplens BAC clone RG318MO5 from 7922-q31.1, complete sequence E-101

HIE-1778-T7.5¢a| 641 |gi|577296]chi[D42042iHUMICIAAF ‘Human mRNA for KIAADDSS gene, partial cds 5.00E-88|
HIE-1779-T7.5¢q gh{ACO05618{ACODSE1E Homo saplens chromosome 5. BAC clone 249h5 (LBNL H149), comolete 3.00E-27
HIE-1781-T7.5eq | | . Horno sapiens ribosomal protein L3 (RPLI) mRNA 4.006-64
HIE-1785-T7.Seq 669 |eii1D6326 'IMBEDZIHUMGTPCIB Human GTP cyclohydrolase | gene, &xon 6 E£-132

HIE-1787-T7.5eq Hemo saplens lysozyme (LYZ) mRNA >gill 87243]gb{JO3R01 [HUML SZ Human E-116)
HIE-1789-T7.Seq Homa sapiens retinoblastoma-binding protein 4 (RBBP4) mRNA T.00E-78
HIE-1793-T7.5eq Human nuclear factor kappa-8 DNA binding subunit {NF-kappa—B) mRNA.RNA, compie; E-103

HIE-1794-T7.5eq Hormo sagiens mRNA for mmunogiobulin kappa light chain, anti-RhD, +.00E-32

HIE-1797-T7.5eq Human DNA sequence from clone U247E12 on chromosome Xq22-23, complate 26
HIE-1802-TT.Seq Homo sapiens chromosome 19, cosmid R29351, complete sequence [Homo 9.00E-65|
HIE-1839-T7 Seq Homo sapiens decorin (DCN) mRNA >gi[181169|gb|M14215{HUMCSPG1A 4.00E-05|

HIE-1840-T7.58q Homo sapiens, clone hRPICSE_A 1, complete sequence 0.01

HIE-1B42-T7.5eq 658 | pi[27 72566 ehtACOL |AC003999 Hurman PAC clone DJ1139P01 from 7p15-p21. complete sequence {Homo 25

HIE-1844-T7.5eq 702 | sil4126448{chjlAB013004.1 |ABOY 3004 Homao sapiens CD22 gene varlant 10, partlal ods 0.011

HIE-1859-T7.8eq 641 | 1185926 eb{Ld 41 I HUMIGKAZB Homao saplens Ig rearranged kappa L-chaln (IGKV) mRNA subgroup VK-1 4.00E-7190

HIE-1861-T7.S5eq 664 gild504444|refjiNm_002136.1[HNRPA1| Homo sapiens heterogenecus miciear Hbonucleoprotein A1 (HNRPAT) 9.00E-34

HIE-1862-T7.5eq 631|gl{23549lembjZ 16959HS210YG3 H. sapiens (D165416} DNA segment corttaining (CA) repeat: clone 0.15

HIE-1864-TT.Seq| 642, g|4502904|reflNM_001831.1{CLU] Homa saptens clusterin (complement lysls inhibitar, SP-40,40, E-111

HIE-1867-T7.Seq 653 !i]IBZO'ijlsblMMS[HUMELP1A Huwman ELP-1 mRNA sequence. - 7.00E-47

HIE-1907-T7.Seq

HIE-1808-T7 Sea 725 | gi|483524]emb{X79067|HSERF13 H.sapiens ERF-1 mRNA 3' end S.00E-08
HIE-1909-T7.Seq 710!gi| 165703 gbM7E233{RABSMMLCKR Rabbit srmooth muscle myosin light chain kinase mRNA, complete CDS. 5.00E-14

HIE-1811-T7.5eq| 711 e 13000]eb]X52956|MIHSGENCM H.sapiens mitochandrial genome {(consensus sequence) E-154

HIE-1912-T7.Seq 691 |2136823|emb}X587IEHSTCRAOO Human mRNA for T cell receptor V alpha gene segment V-alpha-w23, E-178

HIE-1920-T7 Seq 721 |git1901 26(2b{M 22382 | HUMPMMPP1 Human mitochondrial matrix protein P1 (nuclear encoded) mRMNA, 6.00E-63

HIE-1928-T7 Seq gI15123576]gb| ACOOGE52 TIACD06552 Homo sapiens chromosema 4 clone CO0B4L 10 map 4p16, complete sequence 26

HIE-1929-T7.Seq H.saplens rearranged Ig heavy chaln variable reglon (VDI 2.00E-13

HIE-1930-T7.Seq H.saplens mitochondrial genome o

HIE-1831-T7 Seq 758 | gi[2827472{emb|ALDOBT29|HS257AT Human DNA sequence from PAC 257AT on chromosome 8p24. Contains two 1.00E-14]

HIE-1935-T7.5eq 713 gi]1 85532|gb|M3T925|HUMDEFSA H.saplens defensin 5 gene, complete cds. E-101

HIE-1936-T7.Sea 689 gi{69959T|dbj|D321 29 HUMHLAAD Human mRNA for HLA class—I (HLA-AZ6) heavy chain, compiete cds (clone 5.00£-88

HIE-1937-T7.5#a T10| gi|458663}gb{U04245{HS1I04245 Human MHC class | anigen HLA-B {HLA-B-D704 allele) mRNA. complete 2.DCE-93,

HIE-1938-TT.Seq 701 | g|3869210|dbi|ABQ19576]ABO19576 Rattus norvegicus mRNA for rTiM, complete cds 067

HIE-1940-T7.Sea] _ 342|g}|4506658|ref|NM_000971.1|RPL7) FHomo saplens rbosomal protein L7 (RPLT) mRNA E-i42

HIE-1942-T7.Seq 669 | 2i|642458|eb]U1 5422|HSU15422 Human protamine 1 {PRM1}, protamine 2 (FRM2) and transition protein 2 2.00E-22

HIE-1943-T7.5eq 676 |gi|299560612b| ACD04492{ACO04492 Homo saplens BAC clone RGIGIELD from 7adl.1, complete sequence {Homo 1]

HIE-1944-T7.5eq 673 |gil4503470irefjNM_D01402.} EEF1A1] Homo sapiens sukaryotic translation elongation factor 1 alpha 1 4.00E-76

HIE-1945-T7.5eq]  656]gi[4757825/refINM_004048.1]B2M| Homo saplens beta-2-microglobulin (B2M) mRNA - E-139]
HIE-1947-T7.S5eq 535 |gH185845]2b|M27025|HUMIGKA] Human Ig active kappa chain mRNA V-region (v-J1-C), clone NOV. E-11 3T
HIE-1951-T7.Seq 676 |gi[4938294]emblALO35702 7|HS593C 16 Human DNA, sequence from clone 533C16 on chromosome 1024.1-25.2, 2.00E-13

HIE-1952-T7.5eq 679 £i|2956679|emb|ALDOBT20|HS343CH Human DNA sequence from clone 343C) on chromosome 22, complete sequence 0.64]
HIE-1953-T7.Seq 560|gil665587|dbi|D45887|HUMALON Human mRNA for calmodulin, complete cds E-146

HIE~1954-T7.Seq 678|51|595665(abjt)131 75[RNUE 3T TS Rattus norvegicus clone ubc10a ublquitin conjugating enzyme 2.00E-69

HIE-1556-F7.5eq 68| gi]2795906|gb|AFOIB1 BE|AF 038186 Homo sapiens clone 23914 mRNA sequence 3.00E-77

HIE-1558~T7.5eq 667 | #i|3483296|gb|AFOBSYS HHUMYRE2FOT Homo sapiens full length insert cDNA clone YRE2FOT 1.00E-88]

HIE-1960-T7.5eq| __ 644 gi|2407912[emb]|X82456{HS MLNSO H.saplens MUNS0 mRNA 1.00E-11

HIE-1961-T7.Seq 658 2135487 85|eblACO0SE61 BJACOUS61E Homo saplens chromasome 5, BAC clone 249h5 (t BNL H143), complete sequence E-11%

HIE-1962-T7.5eq 661 | gil3548785|ab|ACO05618{ACO0S618 Homo sapiens chromosome 5, BAC clone 249h5 (LBNL H149), complete sequernce V]

HIE-1964-T7 Seq 640 |gir532596tebiM 1 2753HUMIGJO2 Human Ig J chain gene, exons 3 and 4. 2.0CE-8i

HIE-1966-T7.5eq 677 |gl}3360481|gb| AFD521 THAFO52170 Hofmo saplens clone 2458% mRNA sequence 5.00E-51

HIE-1967-T7.5eq 713211386521 0cbil ABO1957BIABO1 9576 Rattus norvegicus mRNA for rTiM, comolete cds 27

HIE-1977-T7.Seq 654 |gi[3043713|cbj|ABD1 116TIABOT 1167 Homo saplens mRNA for KIAADSSS protein, partial cds 0.62

HIE-1979-T7.Sea 31| gi]1 262342{emb|X93334|HSMITG H.sapiens mitochondrial DNA, complete genome E-156|

HIE-1982-T7.5eq 386|gi]34193lembiX55954|HSL 1 TARP Human mRNA for HL23 rbosomal protein homologue E-167

HIE-1983-T7.5eq 344/ gl|4506698|refiNM_001024.1[RPS21| Horno saptens ribosomal protein $21 (RP521) mRNA E-1580

HIE-1584-T7.Seq 5439 | gi|1032379] et L48476|HUM21DCY2Z Hommo sapiens {subclone 3_el0 from P1 H21) DNA sequence. 0.034

HIE~1985-T7.Seq 705 gi|33589)emb|X51 754|H5IG U266 Human 1)266 rearranged DNA for lambda-immunogkbuin light chain 3.00E-12

HIE-1986~T7.Seq 697 | gi|5174456/ref|[NM_006101 1|HEC| Home saplens highly expressed in cancer, rich in leucine heptad Q

HIE-1987-T7 Seq §93 | gil4884344)emb|ALD5C1 35. 1IHSMB00436 Home saplens MRNA; cONA DKFZpS86K091 (from clone DKFZo586K091) 1.0QE-57

HIE-1988-T7 Seq 677 |gil2388557|eb|ACO02527|ACD02527 Human BAC clone G5180J05 from 7al 1, complete sequence [Homo sagiens] J.0E-12

HIE-1989-T7.5eq 730|gi[2995477|eb) ACHOIETOACDOIB TS Hemo sapiens 12q13.1 PAC RPCI1-130F5 (Roswell Park Cancer Institute 0.69

rHIE-199(.‘1—'!'7.Se|:| 709 |2i|532596|gb|M 127 59|HUMIG JO2 B Human lg J chaln gene. exons 3 and 4. E-1238

HIE-1993-T7.Seq 692 | gi|4580333|ab]AC006056.2|AC006056 Mus musculus Yo BAC GSMB-368G7 {Genome Systems Mouse BAC Library) 047

HIE~1994-T7.5¢q 467 gi|3928036{gblAC005865|AL 005855 Homo saplens 12p13.3 PAC RPCIS-1063M23 (Roswel Park Cancer Institute 0.007

HIE-1995-T7 Seq 399|gi|31974jembl X52317|HSHZAZ Human mRNA for histone H2AZ 0

HIE-1996-T7.Seq 432 gil3004542)gb|ACO04057|AC 004057 Homa sapiens chromoseme 4 clone B24DN9 from 4025, complete sequence 4]

HIE-1988-TT.5eq 318 |=i]4504164|ref[NM_D00177.1|GSN] Homo sapiens gelsolin {amyloidosis, Finnish type) {GSN) mRNA 2006-73

HIE-2001-T7.5eq 204 | gi|29962}emb]X15334|HSCKEG Human gene for creatine kinase B (EC 2.7.3.2) 2.00E-35

HIE-2002-77.Sea 709 | gl{525301 2lembjAL031121 5|H5495010 Human DNA sequence from clone 435010 on chromosome 602627, complate 00111
HIE-2003-T7.5 40| gil4503446iref|NM_001398.1 ECHI1| Hormo sapiens enoyl Coenzyme A hydratase 1, peroxisomal (ECHT) mRANA 1.00E-09]

/o0




HIE-2004—T7 Sea] _ 200 g1213610[embl269891[HSBRN3BZ nRNA (clone ICRFREO7GIOION) . 100E-05] I
3204432|emb|ALO21878|HS257120 s DNA seguence from PAC 257120 on chrumo ‘22ul3 l ~13.2. o o
6831 gil40901 80|ebJACO0EZ10jACO0E210 Homc saplens Xp22-150 BAL GSHB-309P15 (Genome Systems Human BAC Q011
HIE-2007-T7.5eq] _422|gi|340253gb{M33027[HUMVIPAA _ Hurman vasoactive intestinal peptide/PHM-27 gene, exons 1-86. [
HIE-2008-T7 Seq 542 | gi|4503014|ref|NM_003503. IICPNESI Homo sapiens copine Il (CPNE3) mRNA ol [~
HIE-2009-T7 Seq 722|gi|1552531|gb|LUE6061|USEOE) Human germiire T-cell receptor beta chain TCRBW TS1A1T, TCRBV2ST, 2.00F-66 R
HIE-2012-T7.Seg 306 £1[2822156)eb| AC004084|AC004084 Homo sapiens BAC clone RG158017 from 7q22-g31.1, complete seauence 3.00E-38 T T
HIE-2014-T7.5¢eq a7 gi|210ff}6 eb{M32680/BIM127 _._| Bovine immuncdeficiency-Ike virus, complete provirat genome, .45 [
HIE-2015-T7 Seq 603 |gil4581193[gb|ACDOT114.7[ACOG Hemo saplens chromosome 17, clone hRPK.166_P_1 3. complete sequence 6.00E-81 -
HIE-2016-T7.50a] __ 505|2}2924334jemb|Y16414|HSEXPORTI | Horno sapiens mRNA for exportin RNA)_ 0 T
H\E 2018-T7.Seq 611 g1 834720]embl|285009|HSZE5009 H.sapiens Ig lambda light chain variable region gene 0 -
2019-T7.Seq 555 2il3253128]gb|ACOD4223{AC00422] Homo sapiens chromosome 17, clone HRPCB37J1, comolete seauence [Homo 0 :_:_“_'
H\E ~2141-T7. Seq 487 53043719[%[#\801 NTOABOIII70 | Homo sapiens mRNA for KIAADS38 protein, complete cds [) A
HHE=2142-T7 Seq 516 )gi|1 88489 |gh|M59830HUMMHHS P2 Human MHE class 11 HSP70-2 gene (HL A}, Compiete ods. of T oI
HIE-2143-TT Seq 26| =i|3869210]dbi|ABO19576|ABO1S576 Rattus norvegicus mRNA for rTIM, complete cis e 0.14) T
HE-2144-T7.Seq 559 | gi{35526]emb|X57398|HSPMS Human mRNA for pMS protein o
HIE-2145-T7.Seq| _ 228 gi}3000lemb|X52996|MIHSG ENOM H sapiens mitochendrial genome {consensus sequence} e-vizl T T
HIE-2146-T7.5¢a| _ 644 |e)|183127]b|ME3023|HUMGGEFERA Humar: globin gene. o 0
HIE-2147-T7 Seq 301 |gi|4753261 |gb|ACCO4975.2| ACO04375 Hormo sapiens clone DJ1142119, compiete sequence . 1.1
HIE-214B-T7.5eq 430 | 2i|3928060]eb|ACO05639|ACO05639 Droseohila melarwgaster, chromoscrme 2R, region S59E3-59F4, BAC clone .41
HIE-2149-T7.5¢q 596 |gil4731055{gb|ACCO7451 1|ACO07451 Drosophila melarwgaster, chromosame 2L, region 3101-31F4, BAC clones 0.009 -
HIE-2150-T7 .5eq 4601 gij4503864{ref|NM_001994.1 |FBLNZ| Homo sapiens fibulin 2 (FBLN2} mRNA >gil575232|emb|X82494|HSFBLNZ Q
HIE-2151-T7.5eq 3401 gil4502 168|ret|NM_003905.1|APPBP1| Homa sapiens amyloid beta srecursor protein-binging protein ¥, 56kD E-176
HIE-2152-T7.5eq 351 |gi|1679960|gb|S42658;S 42658 $3 ribusornal protein [human, colon, MRNA, B26 nit] E-178
HIE-2153-T7.5eq 192 |gil3435311|rbiAFQ83255]AF083255 Homo sapiens RNA helicase-related protein mRNA, complete cds 7.00E-81
HIE-2154-T7 Seq 466 | gi|45066 1 8|ref|NM_000S86.1|RPLZ4| Hemo sapiens ribosomal protein L24 (RPL24) mRNA a -
HIE-2156-T7 Seq 518 gi|388034{gb]L OS095|HUMR JBF ROF Homo sapiens ribosomal protein L3I0 mRMNA, compiete cds E-114
HIE-2157-T7.5eq 481 |Ri{338183jgb|MBT 761 [HUMSIRPODO Human simpie repeat potymorphism. 0007 -
HIE-2160-T7.Seq]  370|gil4678340]emb|ALO49659.1|ATT28H) Arabidopsls thaliana DNA chromosama 3, BAG clone T29H11 - 0.08R
HIE-2162-T7.Seq 209 | gi[12001 87 jgb|U33A 7{HSUIIAN 7 Human defensin 6 (HD-5) gene, complete cds E-111
HIE-2163-T7.Seq
HIE-2165-T7 Seq 482 |=i|4506524irefiNM_000930.1|RPL27A| Homa saplens ribosomal protein L27a (RPL27A) mRNA [ L
HIE-2166-T7.Seq 393‘E{532596[§b[M12759{HUMIGJ02 Human Ig J chain gene, exons 3 and 4. Z00E-49
HIE-2167-T7 Seq 5761gil13000{embiXE2996|MIHSGENOM __ H.sapiens mitochondrial genome (consensus sequerce) 1.00E-45 —
HIE-2168-T7.Seq 346 gil21831252|embl|296177{HS10QTL40 H.sapiens telorneric DNA sequence, cione 10QTEL 040, read 4.00E-13
HIE-2172-77.5eq B6261gil4503470|ref]NM_001402. HEEF1AI]| Home sapiens gukaryotic translation efongation facter b alpha 1 E-167
HIE-2173-77.5eq 380)eil4505270|ref|NM_002450.FMTIL) Home sapiens metallothionein 1L (MT1L) mRNA E-118
HIE-2174-T7 Seq 330 gil1 195388|eb|U44758[HSU44758 Human calmodulin 2 (CALMZ P4} pseudogene . E-11 T[ .
HIE-2175-T7.5en| _ 402|gi{557545]gbiM28699]HUMB23A Hormo sapiens nucleolar phosshooratein 823 (NPM1) mRNA, comalete E-118
HIE-2178-T7.5eq 409 [i]3483158|gb| AFOB5844|HUMY 46009 Homo sapiens full length insert cDNA clone Y146D09 E-116
HIE-217%-T7.S¢q 414 g|4507744|refjNM_003329.1|TXN| Homo sapiens thigredoxin (TXN) mRNA >gi|339648]eb|J04026[HUMTHD o
HIE-2180-T7.Seq 183 | gi|4753245|gb|ACCDE481.3|ACD06481 Homo saplens clene NHQ174K0S, complete sequence 016
HIE-2182-T7.Seq 257 | gil4262557|gb|AF 1247 30\AF 124730 Homo sapiens PAC clone N2184 chromosome 21 map 21q22.1, complete 1.00E-12
HIE-2183-T7.5eq 474 | gi|4262557|gb|AF1 247 30[AF 124730 Homo saprens PAC clone N2184 chromosome 21 map 214221, complete 3.00E-3%
HIE-2187-T7.Seq 291 | gi|49297 70 gb|AF 1 51905.1|AF1 51509 Homa sapiens CGI-151 protein mRNA, comalete cds E-125
HIE-21B8~-T7.8eq 279 | gi|1218057|gb|L:49114{HS 49114 Human prohormone cenvertase 5 precursor {PCS) mRNA, partial cds. 4 00E-43
HIE-2189-T7.Seq 68| Ei|181532]ebjM87925HUMDEFSA H.sapiens defensin 5 gene. complete cds. 1.00E-27
HIE-2190~T7.8aq 153 | gi]33792{emb|X6501 J{HSIL1BRNA H.saplens mRNA for interieukin-1B converting enzyme 3.00E-64
HIE-2191-T7.Seq 253 | gi|190978jeb|M1B963|HUMREGA Human islet of Langerhans regenerating protein {reg) mRNA, complete 4 00E-62
HIE-2192-T7.Seq 2B4]gi|2580473|gblAC0O02538|AC002538 Homo sapiens chromosome 17, clone 38216, complete sequence [Homo 0.066
HIE-2193-T7 Seq 344! gil1 3683[ernb|VOOT 1OMITIHS Hurnan mitochondrial genes for several tRNAs (Phe, Val, Leu} and 125 E-168
HIE-27195-T7.Seq 3031 gi]1 85792 gb|M12378|HUMIG IO Hurnan lg . chain gene, exon 2. 6.00E-61
HIE-2196-T7.Seq 341 gil4678462|emb|ALO35684,8]HS33L Human DNA sequence from clone 3301 on chromosome 6q14.1-15. Containg 0.32]
HIE-2197-T7.Seq 3121el|5313941gb|U1 2978|HSU1 2979 Hurnan transcriptional coactivator PC4 mRNA. complete cds. E~108
HIE-2199-T7.5eq 4691 gil4501888|ref|NM_001515.1JACTG2| Hema sapiens actin, garmrna 2, smooth muscle, enteric (ACTG2) mRNA 0
HIE-2200-T7.5eq 4581 gi|2245565|ghl AF004342|AF 004342 Homo sapiens NADH dehydrogenase 1) gene, mitochondrial gene 3.00E-33
HIE-2202-T7.5eqa 210/ gi|32344]emb| X1 2671 [HSHNRNPA Human gene for heterogensous nuclear ribonucleoprotein {hnRNF) core 2.00E-94|
HIE-2203-T7.Seq 432| gi|235801 5|kb|AC002365|AC 002365 Hoemo sapiens chremosome X clone LN 77G4, U152HS, U168DS, 174A6, U17206, 0.41
HIE-2204-T7.5eq 365|gi{181532|gb|MaTI2ZS|HUMDEFSA H.sapiens defensin 5 gene, complete cds. E-i1G8
HIE-2205-T7.5eq 271 |gl[2181252lemb|Z961 77HS10QT040 H.sapiens telomeric DNA sequencea, clong 10QTELO4D, read 9.00E-32
HIE-2206-T7.5eq 484|ei{2547135ipb| AFD22962}|AF 022962 Mus musculus SecB mRNA, complete cds 4.00E-32
HIE-2207-T7.Seq 331 {gi{185792|gb{M1 2378IHUMIGJO1 Human lg J chain gene, exon 2. 4.00E-65
HIE-2208-T7.Sea 795|2i{2804235}dbi|D7B195|D78195 Homo sapiens J-chain gene promoter regicn S.00E-13
HIE-2209-T7.5eq 344 gi[4B03B76lembjALD49738.4|HS.J944N18 Hurman DNA sequence from clone 944N18 on chromosome 20, compiete 0.32
HIE-2209-T7 seq 559 |gi[3043669/dbi|ABO11145{AB011145 Homo saplens mRNA for KIAAQOS73 protein, partial cds 0
HIE-2210-T7 seq 523 [Ri{532596|gb{M12759[HUMIGJOZ, Human g J chain gene, exons 3 and 4. 0
HIE-2211-T7.5eq 168 gi{3442309|dbjjAB011542|AB011542 Homo saplers mRNA for MEGF9, partlal cds 1.00E-69
HIE-2211-T7.seq 809 gi[1218057|2b|LU491 14{HSU451 14 Human prohormone convertase § precursor {PC5) mRNA, partialcds. 4.00E-7T
HIE-2212-T7 seq 516|g1{3980526/gb| ACO054831AC005483 Homo sapiens PAC clone DJOBCEA17 from 7p1 3-pl4, complete sequence [Homo G.14
HIE-2213-T7.5eq 552 gi[1915975|eb|U63363|HSUEIFE3 Human CSF-1 receptor (FMS$) gene, complete cds, and {SMF) gene, partial E-177
HIE-2214-T7.5eq 503 | gil4753239|gb| ACD06370.2}AC006370 Homgo saplens clone NHO292P09. complete sequence .13
HIE~2214-T7.Seq 216{gi[443424]emb|XT72478{HSIGKLYST H.sapiens mRNA for rearranged lg kappa light chajn variable region . 1.00E-58
HIE-2215-T7.seq 475|gi|1280207|gb|L76937|HUMDR Homo sapiens Werner syndrome gene. complete cds . 0.032
HIE-2215-T7.5eq 343 gi|33082[emb|X69860|HSIGHCZA H.sapiens |g rearranged heavy chain mRNA VDJ region 2.00E-30
HIE-2216-T7 seq
HIE-2216-T7.Seq 606 gi[50231930 ref|NM_005594.1[NACA| Homp sapiens nascent-pohmeptide—associated complex alpha 1.00E-42
HIE-2217-77 seq 476 | gil45047E6 refiNM_002211.1NTGE1| Home sapiens intearin, beta 1 (fibrorectin receptor. peta [v]
HIE-2217-T7.S5eq 289|gi[3779037|eb] ACOOSBS2IACOOSRE2 Homo sapiens clone UWGC:g13%7a211 from 7p14-15, complete sequence [Homo 0004
HIE-221B-T7 seq 355|gil4506546/refiNM_001000.1|RPL39| L. Homo sapiens ribosomal proteln 139 (RPL3I9Y mRNA 0
HIE-2213-T7 seq 315|gi[4D2701|gb|L106 1 2IHUMG 1A Human glycosylation-inhibiting factor mRNA, complete cds. E-177
|HIE-222-T7.5eq 235/ gil61 747 68]dbi| APO0O0S40.2| APO0)540 Home sapiens genomic DNA, chromosome 22911 .2, Cat Eye Syndrome region, 0.25
HIE~2220-T7 seq 191 | gi|S4679B]eh|S710431571043 Ig alpha 2=immunoglobulin A heavy chain aliotype 2 (constant regicn, E-102 .
HIE-2220-T7.Sea] _338[gi|185922|gh|M29469[HUMIGKAX Humnan ig rearranged arti-myelin kappa-chain mRNA V-Jd-region, 9.00E-88 "_
HIE-2221-T7 seq 824|gl[2270306(2b]ACO00ITEIACO003TE Human Chromosome 11 pac pDJ1173a5,. complete sequerke [Homo sapiens] 1.00E-60
HIE-2221-T7.5eq 283 | gi[4512267|dui|AB019437.1|ABO19437 Homne sapiens DNA for immunoglobulin heavy—chain variable region, complete 4.00E-37
HIE-2223-T7.sea | 813|gi|2224500]dbj| ABOG2323|AB002323 Hurnan rRNA for KIAAO325 gene, partial cds [
HIE-2223-T7.Seq 214|gi[550116lemB|Z25749|HSRPST H sapiens gene for ribosomal protein $7 1.00E-30 -
HIE-2224-T7 seq 593|8i]19115453)gb|$S80867[S80867 smooth muscle myosin light chain kinase {3' region} [sheep, o R
HIE-2225-T7 seq 475 gi[5708093 embi ALD49835,.3[CNS0O00E Human chromosome 14 DNA sequence #=+ IN PROGRESS »+* BAC R-862P13 of 05
HIE-2226-T7 seq 528 | el|464183|dbi|D 1389 HHUMID2HC Human mRNA for Id-2H, complete cds e E-174
HIE-2227-T7 seq 423 | £i|537525|eb]L29766[HUMEPOHYDD Home sapiens epoxide hydrolase (EPHX) gene, complete cds o Q -
|HIE-2229-T7 seq 505 | gi[162001 H{dbjlOBTEES|0B7E65 Human heart mRNA for MHC class | HLA-Bw52. partial cds a
HIE-2230-T7 seq 826 | gi|53606 781dbj|ABOZ2E56.1|ABOZ2656 Home sapfens mRNA for anti-Entamoeba histolytica immunoglobutin 0
HIE-2231-T7 seq 420|gi|2947231 |gblAFOIBEE3.1|AF038563 Homa saplens membrane associated guanylate kinase 2 IMAGI-2) mRNA, 0.1
[HIE-2232-T7 seq 496 | gi|407 104 {ambjAL 031 775{H530M3 Huroan DNA sequence from clone 30M3 on chromosome 6p22.1-22.3. Contains__ 0
I:QE_ 2233-T7.sea | __ 515(gi[3702281|eb|ACO05783|ACO05789 Homo saplens chromesome 19, cosmid F5960, camplete sequence [Home a
HIE-2234-T7 seq 471|gi}340038|gb|LO5 1 48HUMTY RKIN Hurnan protein tyrosine kinase related mRNA sequence. 0 e
HIE-2235-T7 seq 370 2ij189019lgb|M2291 S|HUMMYLCE Human non-rnuscle myosin alkali light chain mRNA, 3’ end. . a
HIE-2236-T7 seq 566 | 2il3461 878|dbi|ABOO3E02|ABCO3502 Mus mustubus MRNA for Guanine Nucleotide Regulatory Protein, partial s Q
HIE-2237-T7:seq | _ £16|gij497212Blemb|AL 049838 2ICNSD000C | Human chromosome 14 DNA sequence +++ IN PROGRESS *+* BAC R-999E24 of - 022} T
HIE-2238-T7 seq 481 &ij13683lemb|VOOT1OIMITI HS Human mitechondrial genes for several tRMNAs (Phe, Val, Leu} and 125 o
HIE-2239-T7 seq 562 | £il4589575|dbjlABO23183.11ABO23183 Homo sapiens mRNA for KIAAOSES protein, complete cds . 0.58f
HIE-224~T7 Sea 196 |gil6016667]eb|ACO09514.2|AC003514 | Homa sapiens chromasome 8 clone RP11-4K16. complete sequence 2.00E-69
|HIE-2240-T7 seq ] 1 ._ | Homo sapiens Ig rearranged kappa-chain mRNA V-C-region, 5 end, o
[HIE-2242-T7 seq L _| Homo sapiens putative tumor suppressor $T13 {ST13} mRNA. complete cds o
HIE-2243-T75eq|  510|gi[4506730|refiNM._0D1010.1{RPS6] Homo sapiens ribosomal protein $6 (RPSBE) mRNA b
HIE-2244-T7sea | 486 . . o e
HIE-2745-T7 seq 443 |gilas04102 ref{NM_002083.1|GPX2t Homo sapiens glutathjong peroxidase 2 (gastrointestina!) (GPX2) 0 —




HIE-2246-T7 seq

48A[ | 339688 gbM1 7 73IHUMTHYB4

Human thymaosin beta-4 mRNA, complete cds.

qf

HIE-2247-T7 seq 270(gi4156151|gb]ACCOS00T|ACOOS007 Home sapiens clone GS051M12, complete seauence {Homo sapiens] 6.00E-30]
HIE-2248-T7.seq 822]gi|3478647|gb| ACDO2554|ACO02554 Human Chromosome 11p11.2 PAC clone pDJ404m15, complete sequence [Home 1.00E-05
HIE-2250-T7 .5eq 460/ gil4003388|cbil ABO20868.1|ABO20868 Homo saplens genamic DNA of Bp21.3-p22 anti-oncogene of hepatoceilul 2.00E-77
HIE-2251-T7 seq 485 [gi[1145798eb| 41806 HSU4] BO6 Human EEI3-assoclated protein pB0 mRNA, complete cds. E-124
HIE-2252-T7 .58q 809 gi|3114?171emb|AL022098 HS510L9 Heme sapiens DNA sequence from PAC 510LY9 on chromosome 6024.1-p25.3 0.004
HIE-2253-T7 seq 459 /| 3377550]gblAFOT5010{HUMYI03DO3 Hema sapiens full length irsert cONA YID3D03 o
HIE-2254-TT.5eq 594 g 4960207 gb{AF 154065.1 |AF 154065 Hemo saplens inorganic pyrophosphatase (PP) mRNA. comolete cols [
HIE-2255-T7 seq 189304|gbiLO0BOIHUMPGK2 Human phosphoglycerate kinase {(pgk) MRNA, exons 2 to last. 0|
HIE-2256~-T7.5eq 538|&i|1381178)eb|USBTE5|HSUSBTEE Human FX protein mRNA. complete cds 0
HIE-2257-T7.seq | 481 |ei{3402736|gb|AC005244|AC005244 Homo saplens chromosome 17, clone hRPK.A71_L_13, comolete sequence 013
HIE-2258-T7.5eq 519 1031121 5]HS485010 Human DNA sequence from clone 495C10 on chromosome 6q26-27. Contains an 0.14
HIE-2259-T7.seg
HIE-2260-T7.5eq 34
HIE-2260-T7.Seq 237 | gl|4502642|ref|[NM_0H 762.1|CCTE| Homo sapiens chaperonin containing T-complex subunit § (CCTE) mRANA 3.00E-31
HIE-2261-T7 5eq 246 | 2i|4028501 [gb{US1363|MMUGT 363 Mus musculus groucho-related gene 4 protein (Grgd) mRNA, partial 0.89
HIE-2262-T7 seq 501 | gi|5032050[refiINM,_005617.1|RPS14B| Homa saptens ribosomal protein $14 (RPS14) mRNA 0
HIE-2263-T7 seq $53 | gil6005959|refiNM_007222.1 |ZHX1] Homo saplens zinc-fingers and homeoboxes 1 (ZHX1), mRNA 0.15
HIE-2263-T7.Sea 263 |gi|4502846|refiNM_0D01280.1]CIREP| Homo sapiens cold inducible RNA-tinding protein {CIRBP) mRNA 5.00€-30|
HIE-2264-T7 500 563 | gil1545610|sb) AF085348|AF 085348 Mus musculus proline-rich protein (Borp} mRNA, complete cds 0|
HIE-2264-T7.5eq 2241 gil4505590] ref|NM_002574.1{PAGA Homa sapiens proliferation-associated gene A {natural E-110)]
HIE-2265-T7 seq 868 gl|2102635]dbjl ABODD528| ABDOCS28 Human DA for thrombopoietin, Sflanking region 37
HIE-2266-T7.seq 835 gi]1846004|ghjUT3778,1 JU73778 Human collagen type X1l alpha-1 precursor (COL12A1} mRNA )
[HIE-2266-T7.Seq 368 gi[4503348jref|NM_D00161.1|GCHI| Heme saptens GTP cyclohydrolase 1 (dopa-responsive dystoria} {GCH1) E-133|
HIE-2267-T7 589 484 gl]4507484)ref|NM_003246.,1[THBS 1] Home sapkens thrombospondin 1 (THBS 1) mRNA >gi[37464iemb(X14787{HSTS E-105,
HIE-2268-77.5¢q 836 | 214503606/ ref|NM_000126.1|[ETFA| Homo saplens electron-transfer-flavoprotein, alpha polypeptide 0,
HIE-2269-TT.5eq .
HIE-2269-T7 .Sea 562 |gi]2245559|gb]AFO43IAFD04339 Home sapiens cytochrome ¢ oxidase subunit [ gene, hondrial 5.00E-29
|HIE-2270-T7.58q 506 | gi|532596|gb{M12759HUMIG JOZ Human Ig J chain gene, exons 3 and 4. E-128
HIE-2270-T7.Seq 232 |eil4507668Iref|NM_003295.3[TPTI| Homo sapiens tumor protein, translationally-controlled 1 (TPT1} 1.00E-83:
HIE-2271-T7.5eq 620! git5031930ref|NM_D05534.1{NACA} Homa saplens nascent-polypeptide—associated complex alpha Ji]
HIE-2271-T7.5eq 412{ej642458|gb| U1 5422|HSU1 5422 Human protarmine 1 {PRM1), protamine 2 (PRM2) and transition orotein 2 0.098
HIE-2272-T7 seq 410|g1|4503248|ref|[NM_003472.1|DES23] Ef Homo saplens DEK gene (D65231E) mRNA >gI|30502]emb|X64229HSCEKS o
HIE-2272-17 Seq 319 21|5305672)gblAF112152.1|]AF112152 Horo sapiens developmental arteries and neural crest EGF-tke protein E-132
HIE-2273-T7.seq 497 |2i|5174602|refiNM_C06097.1 |MYRLZ| Homo sapkens myosin regulatory light chaln 2, smooth muscle isoform 1]
HIE-2274~T1 seq 600/ g1|3928029]gb] ACDOS859ACOQ5859 Hono sapiens Xp22-83 BAC GSHB-324M7 (Genome Systems Human BAC Library) 0.16
HIE-2274-T7.Seq 590{gi[4185181|eblAF111 168|AF111168 Homo sapiens serine palmitoy! transferase, subunit I gene, complete cds; 3.00E-83
HIE-2275-T7 s5eq 608 | | 808026lemb|X86633|HSMASTY H.sapiens mRNA for hevin bke protein - 0
HIE-2276-T7.Seq 205 gi}1531982lemb|2 75658|HSCCCHKS2 H.sapiens mRNA for CC-chemokine, eotaxin variant (clone 53) 1.00E-98
HIE-2277-T7 s¢q 537 gmlmemmxssurmsmm_cs H.sapiens immunogiobulin kappa chain {clone: 5) [
HIE-2277-T7.Seq
|HIE-2278-T7.5eq
HIE-2279-T7.5eq 601 [gH2 708753 eb]ACO0355|ACO03855 Home saptens chromosome 5. Pac clone 236L2 (LBNL H3), complete 0.0t
HIE-2280-T7.5ea 378 2i|2765424] b{Y 147 37HSIGG1LH Homo saplens mRNA for Immunogiobulin lambda heavy chaln 9.00E-39]
HIE-2281-TT.seq |  558|@i1038267]embj265435|H539FIF H,sapians CpG Island DIVA genomic Mset fragment, clone 3919, forward 3.00E-80
HIE-Z2B1-T7.5eq
HIE-2282-TT7.58Q 845 | l{6009641 Lbj|ABD25905.1|ABO25905 Homo sapiens NAKAPYS mRNA for nelghbor of A-kinase anchoring Q|
HIE-2283-T7 seq 560| gij2842785,gb| AC0041 30IAC004130 Momo saplens BAC clone RG293F17 from 7p15-p21, complete sequence [Homo 0
HIE-2284-T7 seq 609 [el]1829761gb{M3319T|HUMGAPDH Human ghxerakdehyde—3-phosphate dehytcogenase (GAPDH) mRNA. 0
HIE-2284-T7 Seq 58 1|21 9424idbj| DO0SS4HUMACTSG? Homo sapiens gene for enterk: smooth muscle gamma-actin. exond. 1.00E-23
HIE-2285-T7 seq 579 | 2i|3954854|emb|AJ010442|HSAQ 0442 Homao sapiens mRNA for Immunogiobulin kappa light chain, anti-RhD, 1]
HIE-2285-T7.5eq 623 | gil4587270{dbj]ABO22430.1| ABO22430 Homo sapters CILP gene for cartiage intermediate layer protein, 1.00E-88
HIE-22B6-T7 seq 559 i|31091{ermbX16868|HSEF 1AC Human mRNA for elongation factor 1-alpha {clone CEF4) 0
HIE-2287-T7 seq 480 Bi}dHDBSM]gb[ACDOGSOHACDDGEm Homo sapiens, clone hRPK.35_A_1, complete sequence [Homo sapiens] 0
HIE-2287-T7.Seq 706 | gl]1 75567 | eb]MO03IS2{HUMB T Human basic transcription factor 3a (BTF3a) gene, exons 2 and 3. 4.00E-27
HIE-2288-T7 580 419 gi|4506636]refjNM_0D0995.1 |RPL34| Homa saplens ribosomal protein L34 (RPLI4)} mRNA 0|
HIE-2288-77.Seq 346 | gi|4504618|ref|NM,_001553. \GFBP7| Home saplens Insul—ike growth factor binding protein 7 (IGFBP7) 4.00E-22|
HIE-2283-TT7 seq 557 | i 4582842|embjAl DIS451 5iHS 14588 Human DNA sequence from clone 14588 on chromosome Xa21 2-22.3. complete Q
HIE-2289-T7.5ea 633 |gi}1 2583{emb|X15759|HSCOXN H saplens mitochondrial mRNA for cytochrome c oxidase subunit i E-147
HIE-2280-TT7 5¢q 565 5738iref|NM_007158.1101 5155E] Homo sapiens NRAS-related gene (DIS155E), mRNA 0
HIE~2283-T7.5eq 332 |gl450751 2jrefiNM_000362.1[TIMP3| Homo saplens tissue Inhibitor of metalloproteinase 3 (Sorsby furkus 3.00E-44
HIE-2291-T7.5eq 311 |l}41 65007 |gb| ACOO5008|AC005308 Homo sapiens 12p13.3 BAC RPC111-476M19 (R il Park Cancer Institute 0.073
HIE-2292-T7 sea 521 |gi|3094991|eb| ACO04E36|AC004636 Homa sapiens chromosome 5. P1 clone 1268h6 (LBNL H50), complete 4.035
HIE-2203-T7 380 604 | gi[1 BBEST |gb|M31659|HUMMSC A Human GT mitochandrial solute carrier protein homologue mRNA, 0
HIE-2293-T7.5eq 329/ eil4BBSO7 Biref|NM_D051 T4,1}ATPSC1| Home sapiens ATP synthase, H+ transporting, mitochondrial F1 2.00E-94|
HIE-2295-T7.5eq 315! gij4503470]ref|NM_001402.1EEF1A1| Homo saplens eukaryotic transiation slongation factor 1 alpha 1 3.00E-44
HIE-2256-T7 seq 525 g||4885240|refiNM_005252.1|FO S Homo sapiens v-fos FB. muring coma viral oncogene homolog Q
HIE-2296-77.Seq
HIE-2297-TT.seq 539 gi|1 669684|embi Y09305|HSDYRKA H.sapiens mRNA for protein kinase, Dyrkd4, partial 4]
HIE-2298-T7 seq 561 |eit2665 12418 AFDIS429|AF035429 Home saplens cytochrome oxidase subunit | (CON and subunit 1| (COID 0
HIE-2289-T7 seq 587 | gijd826855{ref|NM_005006.1|NOUFS1| Homo sapiens NADH dehydrogenase {ubiquinone) Fe-5 proteln 1 (75kD) 0
HIE-2300-T7 seq 529 |gl|3860395 ALO312821HS283E3 Human DNA sequence from clone 283E3 on chromosome 1036.21-36.33. 6.00E-84
HIE-2300-T7 S8q 366 glj836910jeb|U18288|HSLI 8288 Human clone CITA-10 MHC class Il transactivator CIITA mRNA, complete 6.00E-43
HIE-2301-T7 seq 518|gi|1 220360{gb]L. 31 610HUMS28RP Homg sapiens (clone cori-1cl5) 529 ribosomal protein mRNA, complete E-142
HIE-2302-T7.seq 481 | gif581 7087}emb]AL110177.1|HSMB00824 Home saplerss MRNA; cDNA DKFZp564C0762 (from clone DKFZp564C0762) 9
HIE-2303-T7 seq
HIE-2303-T7.8eq 363 g(|5262465|emb|ALOSOCE1. I [HSMBOO562 Homo sapiens mRNA; cDNA DKFZp564H182 (from clone DKFZpS64H182) 4.00E-78|
HIE-2304-TT7.seq 485 il4506682|ref|NM_001016.1|[RPS12| Homa saplens rbosomal protein 512 (RPS12) mRNA [+]
HIE-2305-TT7.5eq
HIE-2306~17.Seq 325 | gi}47591 55{ref|NM_DO4596.1SNRPA] Hemo saptens small nuclear ribonuclecprotein polypeptide A (SNRPA) £-138
HIE-2307-77.5eq 321 g1]450393| gL 1034T{HUMCOL2A1Z Hurman pro-alpha) type }l coliagen {COLZA)) gene exons 1-54, comglete 12
HIE-2303-T7.5eq 381 [gi|4768674|gb|AF1 14264.1{AF 114264 Homo sapiens clone HH403 unknown mRNA E-136
HIE-2311-T7.5eq 303 |si |4508684|ref|NM_003017.1[RPS13] Homo saplens rib ¢ protein 513 (RPS13) mRNA 8.00E-11
HIE-2312-T7.5eq 160/ gil4506632{ref|NM_000993.1{RPL31] Homoa sapiens rity J protein L3) (RPL31) mRNA 9.00E-D4
HIE-2315-T7.5eq 354 | gi|460770|embiX 781 37|HSRNPEL H.sapiens hnRNP-E1 mRNA 3.00E-25
HIE~2338-T7.5eq
'HIE-2320-T7.5eq 412 |g]4557562|refiNM_000122.1|ERCC3| Homo sapiens excision repair cross-complementing rodent repair E-153
HIE-2321-T7.Sea 477 |gi{206538|rb|MB3E81 |RATRABIEX Sprague-Dawley (clone LRBZ) RAB16 mRNA, complete cds. 1.8
HIE-2322-T7 Seq 404 | g1}491451 8lemb]|283840.7|HS2T6E10 Human DNA sequence from clone 216E10 on chromosome 22 Contains genes 0.024
HIE-2323-T7 Seq 414d/gl 433715'ﬂgb|AC008959|AC006959 Homo saplens chremosome 54, Pac clone 11703 (LBNL h74), complete .29
HIE-2324-T7.Seq 220] gl 420453_G|gb|AF1040!5|HSFGL2F'T2 Homo saptens fibrinogen—ke protein 2 gene, dowsisirgam exon and £-103
HIE-2327-T7.Seq 187 i]183019gh|M2291 8{HUMMYLCB Muman non-nuscle myosin akal dght chain mRNA, 3" end. 5.00E-08,
HIE-2328-T7.5eq 287 |gil1322235|8bjU44405]SCLI44405 Spiroplasma chrl chromosome pre-Inversion border, SPY1 -like ]
HIE-2332-T7.Seq 36537661 30]51)!ACCD4853|AC004853 Home sapiens PAC clone DJOGEYE 10 from Ta33-a35, complete sequence [Homeo 0.022
HIE-2333-T7.Sen 323 |gil544155%|emb| ALO9SB0E. [CNSOOYVE Homo saplens genomic reglon containing hypervariable minisatellites 4.7
HIE-2334-T7.5eq 295|gi|503217 2(ref|NM_005654. 1 [ TFCOUP1) Homo sapiens transcription factor COUP 1 (chicken avabumin E-142
[HIE-2336-T7 Seq 272 |gl[4240386|gh| AFQBT B44[AFUETB44 Homo sapiens chromasome 10 clone PTEN, complete seauence [Homo sapiens] 5.00£-52
HIE-2336-T7.5eq 275|gi|181532|gb|MI7925|HUMDEF 5A H.sapiens defensin 5 gene. complete cds. B.O0OE-ST
HIE-2337-T7.5eq 377 | =il4506620|refiNM,_CO0587.1 [RPL26| Homo sapiens ribosomal protein L26 {RPL2E) mRNA 9
HIE-2338-T7.5ea a
HIE-2339-T7.Seq 3451gil435637|dbj|016111 [HUMHRPBP Human mMRNA for human homelogue of rat phosphatidylethanolamine E-178
HIE-2340-T7 .Seq 206 gi|2599128|gb|AF030162,1|AF030162 Homo saplens nner mitochondrial membrane transiocase Tim23 (TIM23) 2.00E-38
|HIE-2341-77.5ec 364 |gI[45067 1 djref|NM_001031.1|RPS28] Homa sapiens rivosomal protein 528 (RPS28) mRNA E-168.
HIE-2342-T7 Seq 272|Ri{?914672|sb ACOO4234ACC04234 Hormo sapiens chromasame 16, cosmid clone 399H11 (L ANL), comaplete 6.00E-33
HIE-2344-T7 Seq 9B |gi|1 79643|gb]M1 4058 HUMCIR Hurman complement C1r mRNA, complete cds. 5.00E-34
HIE-2345-T7 Seq 316|gi|435637abilD161 11|HUMHRFPBP Human mRINA fer human hormologue of rat phoschatidvlsthanotarring 4.00E-16|
HIE-2346-T7 Seq 4513 | gl[2339843]eb|U9ST42|HSUII5742 | Human chromosome 16p13.1 BAC clone CIT987 3K-551G9 complete sequence [Homo 0
HIE-2347-T7.Seq 493|gi|4249413_gjgb|A6005409,11AC005409 , compiete sequence [Homo saclens] )

e




