{3

2460580 613|g1|665587|dbi| 045887 |HUMALDN Human mRNA for calmodulin, complete cds [i)
2461.5eq B78|gil532596|eb]M 1 2T58HUMIGJ02 Human Jg J chain gene, exons 3 and 4. E-138
2462.5eq 520 |2114929694|gb|AF 151871 HAF1S1871 Homo sapiens CGI-113 proteln mRNA, complete cds 4}
24635eq 427 |i|5835387{refINC_001807.1)| Human mitochondrion, complete genome >gi|t 944628[gblJ01415{HUMMTCG s
2464 380 gij4753248(eb|AC0O07033.3]ACO0TO33 | Homo sapiens BAC clone NHOOZBD 4 from 7p15. 1-p13, complete sequence 05
2465 seq 864|gl|4512277|dhijABD19438.3]AB019438 | Homo sapiens DNA for immunoglobulin heavy—chaln variable reghon, complete E-122
2466560 391 | gil5815507|gb|ACO0E509.15|ACO06509 | Homo saplens 2016 PAC RPCI5-960D23 {Roswell Park Cancer Institute Huma 5.00E-96
2465 seq 355 |51 7447 0| refiNM_D05896,1]IDH1 | Homo sapiens isctitrate dehydrogenase 1 (NADP), soluble (IDH1) mRNA 0
2470500 417 |eil181532|gb|MIT925|HUMDEF5A H.sapiens defensin 5 gene, comelete cds. E-112
2471 5eq 571 |gij32487|emb|X15183|HSHSPIOR Human mRNA for 80~kDa heat-shack protein [s]
2472384 46911491 4589 emb| ALD50386.1 [HSM800533 Homo saplens mRNA; cDNA DKFZo564G0422 {from clone DKFZp564G0422) E-148
2473.5eq 560 |2i|388031}eb|LO5092|HUMRIBPROC | Homo sapiens ribosomat protein L11 mRNA, comglete cds 0
2474 seq 693 |gi]4826705|refiNM_004951.1iEBI2| Homo sapiens Epstein-Barr virus induced gene 2 4.00E-21
2475.5eq 593 |g1j3242769|gb]AC005166|ACDOS5 166 Homo sapiens PAC clone DJO05MO06 from 7a31, compléete sequence [Homo 0.63)
2476.seq 605 gli6002584]gb| AFNI1035.1]AF091035 Homo saplens GTP-binding protein RAB21 (RAB21) mRNA, comrglete tds B
2477 seq 8721 gil5453905|ref|NM_006319.1{PIS{ Homo sapiens phosphatidylinosito! synthase (PIS) mRNA o
2478seq 663 gil532596(gb|MW 12753 HLMIG JO2 Human |g J chain gene, exons 3 and 4. E-174
2479.5eq 213}gi450751 2|refiNM_000362. [ TIMP3| Homo sapliens tissue inhibitor of metalloproteinase 3 (Sorsby fundus 4.00E-46
24B05eq 426 | gif3133268|ebjU20352|HSU20352 Homo sapiens malate debydrogenase (MDHA} mRNA, comolets cds D]
2481 seq 270|gi{2293555|gbl AF012085|AF(01 2085 Home saplens Ran binding proteln 2 (RanBP2alpha) mRNA, partial eds E-lﬁ]
2482 seq 679214502950 refiNM_000090.1|COL3AT| | Homo saplens collagen, type |li, aipha 1 (Ehlers-Darlos syndrome type [4]
2433 seq 564 ! gi{5834027|gb{ AF174034.1 |AF174034 Horne saplens clone 77u—c26 Immunoglobulin heavy chain variable E~139
2485.seq 621 |gif4508141|shiACOD6017.2|AC006017 | Home saplens PAC cione DJO381007 from 7g34-q36, complete sequence 0.042
2486.5eq 643 gij4506822|ref|NM_002079.1SCP?| Home saplens sterol carrer pratein 2 (SCP2) mRNA 0
2487 seq 598 )gi[3881948/emblALD31 7TT4HS20B115 | Human DNA sequence from clone 288J15 on chromosome 6022.3-23 Cortaln] 0
24B8 seq 654 2I}2969325{emb]AJOG0SIYHEEPSSARC| Home saplens mRNA for epsifon—sarcoglycan 0
2490300 552 |gll4502598{ref|NM_001757.1|CBR1] Homo saplens carbonyl reductase 1 {CBR1) mRNA 0
2491 5eq 554 | gil4758041 ref{NM_0D04718.1|/COXTRP| | Home saplens cytochrome ¢ oxidase subunit Vil-related protein 3]
2492 5eq 603 |gil5B35387|refiNC_0Q1B07.14 Human mitochondrion, complete genome >gl|1944628gb| 10141 S|HUMMTCG 4
2493 seq 521 gi[190978|gb|{M18953HUMREGA Human Islet of Langerhans regenerating protein {reg) mRNA, conplete [+
2434 seq 608 | gil456345/emb|XT73I0TIHSPIR Homo saplens encoding Polymeric immunogiobuiin receptor SL0E-17
2495.5eq 613 gi|33708]embiX57806{HS IGVLO0E Hurnan rearranged immunoglobulin lambda kght chain mRNA o
2496.56Q 446 |gi[2347 181|gh|ACOJ21 12(ACT021 12 Genomic sequence from Human 6, complete sequence [Homo saplens) 0.002
2497 seq B40 | gil 755555(gbjr2 1852Z[ETU21 852 Erythrodermis traifii ribulose—1.5-bisphosphate carboxylase 0.7
2498.50q 525 | gi|5306223|gb]ACO06255.91AC006255 | Homo saplens 3p21.1-9 PAC RPCI5-10B7L12 (Roswell Park Cancer Institute 3.00E-67)
2499.58q 637 il 4051 93|gbiL1 091 1IHUMHCCH Homo saplens splicing factor (CC1.4) mRNA, complete cds. 0
2500.58q 627 | gi|4557374refiNM_001206.1|BTEB1| Home saplens baslc transtription element binding orotein 1 (BTEB1) 0
2502.5eq 887 1g1|184918|gbiME01 92| HUMIGHA2A Hurnan germiine lgAZ chain C reglon, E-169
2503.5eq 585 | gi| 2801527 |gb]AF035397|AF035387 Horno saplkens cosmids Qo15C1 and 9486 from Xq28, sequence [Ho 0
2504 .5eq 868 gil179349|gbiM33521 [HUMBATIBZ Human HLA-B-agsoclated transcript 3 (BAT3) gene, 3" end. 1)
2506.5eq 706 | gil4506730irefiNM_001010.1|RPS6} Horno saplens rib | protein S6 (RPSE) MRNA 0
2507 seq 623 | @il5032036(refiNM_005612,1|REST] Homo saplens RE1-silencing transcription factor (REST) mRNA 0
2508.5eq 633 | gil4826923|refiNM_005034.1|POLR2K| | Homo saplens polymerase (RNA) 1| (DNA directed) polypeptide K E-175

2509.58q 643 | 21417641 7jchj|ABOO4304|ABDO4304 Homo saplens MRNA for 1gG kappa chain, partlal cds [+
2510.560 £18 812583221 |gb|AFOZE948|AF 026948 Saccharomyces cerevisiae 153 ribosomal RNA gene, mitochondral gene 0.003]

2511 500 583 | gil6005813{refjNM_007271.1|NDR| Homo saplens serine threonine protein kinase (NDR), mRNA 0

25t2.5eq 660! gil8005 783jrefiNM_007265.1|HSGTT] Homo saplens suppressor of S. cerevisiae gor2 (HSGT1), mRNA 2.00E-29|

2513580 268 | @il4502166]ref|NM_000484. 1| APP) Homo saplens amyioid beta {Ad) precursor protein (protease nexin—tl, E-138

2515.5eq

2516380 490 | gli2580549gb| AFOODIEZ|HSAFODDS82 | Homo saplens dead box, X lsoform (DBX) mRNA, altemative transcript E-15T7

2517 580 491 | glj403143|gbiMB43THHUMMHAE Human MHC ciass | lvmphocyte antigen {HLA-A 0201} mRNA, complete 0

2518.5eq Homo saplens alpha-1 typa XVI collagen {COL16A1)} mRNA, complete cds. 0l

2519.sea Human DNA sequence from PAC 389A20 on chromosome X contalns ESTs 51 2.5

2521.seg

2522.5eq Homa saplens DNA sequence from PAC 523(21 on chromosome 6923.1-23.3 0.48]
2523.5eq Homo sapkens NADH dehydrogenase (ubiquinione} 1 beta subcomplex, 2 OI
2524 580G Homa saplens genomic DNA of 8p11.2 senescence gene , segment 1/19, 0.015'
2525.58q Human tmRNP protein A2 gene, promoter region and exor D.QEI
2526500 Homo sapiens mRNA for Immunogiobulin kaooa ight chaln, anti-RhD., E-107

2527 580 Homo sapiens pancreatitis-assoclated protein (PAP) mRNA ql
2528.5eq Human DNA sequence from PAC 2AZ on chromosome X contains ESTs .002|

2530580 Pt jus vulgaris pro#ine-rich 14 kDa protein mRNA, complete cds 0.27]

2531.20q

2532.5eq Mus nmusculus Balb/c mid-G1 serum response (I-8-23) mRNA, §° 300€-37

2533.5e9 Rattus norvegleus DNA sequence with unspecified 5 or 3 flanking 19

2534.5eq Homo sapiens myosin phosphatase, target subunit 1 (MYPT1) mRNA 3.00E-37|

2535.58q Homo sapiens DNA sequence from PAC 262D12 on chromoseme 1923.3-24.3 O

2537.5eq £l Homo sapiens ataxia tetangiectasia (ATM) gene. complete cds 2.006-06)

253B.seq 372{gi{3483426gh| AFOBE0B1 |HUMYZEIC 11 | Homo sapiens full length insert cONA clone YZ83C11 1.00E-28

2539.3eq 567 | gl{5784048[embiAl 050322.10{H3J72711( Human DNA sequence from clone 727110 on chromosome 20, complete 0.01

2540.5eq 667 | 211200288]ghim1 2039|MUSFER Mouse DNA homologous to the Drosophila per bocus. 0.045

2541.5eq 297|gl|5931966ighlAF125164.1|AF125164 Bacteroides fragilis 638R polysaccharide B (PS B2) blosynthesis 9.077

2542 seq 563|gl|140T654{gh|USBEES| MMUISES84 Mus musculus SH3-containing protein SHIPT mRNA, complete cds. similar 4.00E-39)

2543.seq 485 |
2544.5eq 557 | gil4557893[refiNM_000239.1|LYZ| Homo saplerss bysozyme (LYZ) mRINA >gi|187243|eblJ03801 [HUMLSZ Human Y

2545.5eq 163|gl]189383]e|M5990TIHUMOGCE Hurman melanoma—assoclated artigen ME4S1 mRNA, comolkete ods. 4.00E-33

2547 seq 434|gH450461 Bref|NM_001553.1[IGFBPY| | Homo saplens nsulin—like arowth factor binding proteln 7 (IGFBPT) E-178

2549 seq 525|&N47 59297 [ref|NM_D04182.1|UXT] Hormo saplens ublguitously—-expressed transcript (UXT) mRNA 9|

2550.5eq 265| Ri4506634|ref|NM_DO0994.1|RPL32| Homao saplens rbasomal protein L32 (RPL32) mRNA E-101

2551 seq 870 gi|3319850]emb|ALO22164|HS581F7 Human DNA sequence from clone SBIFT on chromosome Xg26.1-27.3 Cont: 0.24)

2552.500 5751814505362 [refiNM_002492.1|NDUFBS| | Homo sapiers NADH dehydrogenase {ublquinone) 1 beta subcomplex, § 0

2554.560

2555.580 607 gi{3954892|emblAJ010446]HSAC1 0446 | Homo sapiens mRNA for immunoglobulin kappa lght chain,anti-RhbD, o

2556380 522 | gil4506744|refiNM_D01013.1|RPSY Homo sapiens ribosomal protein §9 (RPS3) mRNA 9

2557.seq 870 gi[4467 344|emb|Al 021391 .2)H5102024 | Human DNA sequence from clone 102024 on chromosome 22g13.31-13.32. . 024

2558 seq 645 | gil609307 |gb]u1 7104|HSUN 7104 Human cytoplasrmic chaperonin hTRICS mRNA, partial cds [

2660.5eq 381 2)[13683emblVOOT 1OMITIHS Human mitochoncdrial genes for several tRNAs (Phe, Val, Leu) and 125 [}

2561.5eg 584 | gl[184743|gb] JOO220|HUMIGCCS Homo sapiens immunoglobutin alpha—1 heavy chain constant region [}

2563.52Q 583 gi{388031gb]L DSOIYHUMRIBPROC Homo sapiens ribosamal protesn L1 mRNA, complete cds o

25655.580 672 25031 752|refiNM_0D5520.1{HNRPH1| | Hemo sapiens heterogeneous nuclear rigonuckeopretein H1 {H) (HNRPH1) D

2566.5eg 588 2i(2822174|gb]ACO04079|ACOO40TS Homo sapiens PAC clane DJO167F23 from TS, comolete sequence [Homo O

2567.58q 318 g1372420]{ab|UST847|HSUSTE4T Hurnan ribgsomat proteln 527 mRNA, complete eds. E-17§]
2568 .5eq Homao sapiens H factor 1 {comalement) (HF 1) mRNA 0,

2570.seq Human {hybridoma H210) anti-hepatitis A immunogiobulin larmbda chain 0

2571.5eq Hurman DA sequence from clone 257E24 on chromosome 20q12-13.1, compd 3.00E-04

2572.seq 745 |gi|5487800)gb| ACO0S0 7. 2|ACO08017 Arabidopsls thaiana chromosome | BAC FIN23 genomic sequence, complete 0.051

2574.5eq 729 |eit5523838leb|ACO0T128 2AC0O07128 | Homo sapiens clone DJOSS4A08. complete sequence. 6.00E-14]

2575.5e0 508|glid503470jref|NM_001402.1|EEF1AT | Homo saplens eukaryotic transfation elongation factor 1 alpha 1 0

2576.seq 604 gi}3115230)emb| YOBISHHSHLAB4SY | Homo sapiens mRNA for HLA-B antigen alpha chain (B+5002) 0

2577.5eq 405 |gi}3126777)gb] ACO04590tAC 004590 Horrio saplens chromosome 17, clone hCIT.22_K_21, complete sequence 0.027

2579.5eq 373 |el|1 84658 b] JOIGOTIHUMIF P Hurman 40-kDa keratin imtermediate filament precursor gene. 0

2580.seq 666 |gi|2957144|eb{LUS087B|HSLIS0878 Hormo sapiens carbexyl terminal LIM domain protein (CLIM1) mRNA, 0.7

2581.5eq 692 |2i|5831768]emblAL117386.HATTI0A YD | Arabidopsis thaliana ONA chromosome 4, BAC clone T30A10 {ESSA project) 0.14

2583.58q 390|181 47 7leb|M14200{HUMDB} Hurnan diazepam binging inhibitor {081} mRNA, complete cds. E-154

2584.5eq 325 gl]46?9017@b{AFD77202:1 |AFO7T202 Homo sapiens HSPCO16 mRNA, complete cds E-178
2586 .seq Human Chromosome 11 pac pDJ306b4, complete sequence [Homo saplens) 0.035]

2587 .5e0 Home saplens clone 25028 mRNA sequence 0|
2588.seq Cr4204 1 HUMKIAAE Human mRNA for KIAADOEE gene, partial cds 0



2589.5
2590_52 396 | £11659407)bl ACO0S2G5IAC005295 Homa saplens Xp22 bins 3-5 PAC RPCI4-617A9 (Roswell Park Cancer [
2501 seq 514 gi5689808]emb|AL109701.1[IRO45620_| Homo sapiens mRINA full lenieth insert cONA clone EURDIMAGE 45620 3
2692 seq 2761 2[3492855|ab] ACOO232B]AC002328 Genomic sequence for Arabidopsis thaiana BAC F20N2, complete sequence 0.071
2593 seq 447 | gi[5420326]emb|ZB471 8.2{HS32281 Hurnan DNA from cione 322B1 on chromosome 22q11-12, complete 1.00E-84
2594 .5eq 450 |gil4758509 Homo sapiens H beta 58 homelog (HB58) mRNA 0
l25955eq | 582 gl[4506674 Hormo épiens ribaghorin | (RPN1) mRNA >gl|36052{emb|Y00281 [HSRIBIR 0
25GE .58 567 | il 190593 7|gb|U44782|HSL44792 Human Ig kappa L-chain variable reglon (B6B7K) mRNA. partial cds £.00E-38
2597 seq 868 gil4506900 Homo saplens splicing factor, arginine/serine—rich 3 (SFRS3)} mMRNA i)
2568 seq 508 | gil4759099 Homo sapiens solicing factor, arginine/serine-rich 11 {SFRS11) mRNA 5.00E-26
2589.58q 496 | il 79363|eb|LOBEIHHUMBCKDHAX _ |Human branched chain keto acid dehydrogenase E1-alpha subunit 2.00E- 80
2601 .5eq 503
2602580 538 | gil3860076|2b| AFOITOR1{AF 057021 Homo sapiens GW112 protein (GW112) mRNA, complete cds E-153
2603580 259 |gl{870785|gb|LU26455|H5 26455 Human phosphatidytinositol 3-kinase hermolog (ATM) MRNA, complete cds. E-113
2607 seq i Homo saplens membrane metalio-endopeptidase (neutral endopeptidase, )
2608.5¢a Hamo sapiens actin, gamma 2, smooth muscle, enteric (ACTG2) mRNA o
2609.58q Hormo saplens methionine-tRNA synthetase (MARS) mRNA E-i06
2610.5eq Homao sapiens PAC clone DJ1164K10 from 7p21-p22, complete sequence [Hor a8
2611seq Human pHL—1 gene Is a c-myc oncogene containing coxHl sequence 0
2612.seq Hormo saplens RNA helicase-related protein mRNA, complete cds o
2613seq H.sapiens CpG island DNA geniomic Msel fragment, clone 5507, forward 0.56)
2614580 Homo saplers ribosomal protein, large, PO (RPLPO) mRNA E-173}
2617580 Human islet of Langerhans regenerating protein (reg) mRNA, comuolete [}
2618:35eq Homo saplens upregulated by 1,.25-diydroxyvitamin D-3 (VDUP1) mRNA E-155]
2619.5eq Homo saplens SOX13 gene, completa cds 22
j2622.5eq Human DNA sequence from clone 57182 on chromosome Xg21.1-21.33, 0.37
2623.589 949 | gi|703088|ghiM27487|HUMMHDP A Home saplens MHC class 1l DPw3—-albha—-1 chain mRNA, complete cds. 0
2624589 477 |g1|4503304 Home sapiens defensin, alpha 6, Paneth cell-spectfic {DEFAB) mRNA Q)
2625.58q 305|_gl|2339343 eb|U85742|HSLS5T42 Human chromosome 16p13.1 BAC clone CIT9875K-551G% complete sequence 7.00E-98
2626589 552 | gi|5031962 Home saplens heat shock protein A binding protein 2 {c-terminal) 0
£2627.5eq 260 &i[234101 3| gbACO0Z487|ACO0248T Hutnan BAC clone RG369K23 from Ta31, complete sequence EHomo sapiens] 4.1
2629.5eq 372/ 2il4071020/eb]|ACO06211JACOD621 1 Homo sapiens chromosome 18, clone hRPK.S3T_E 1, complete sequence [Hom 15
2630.5eq 534 gi[3201 899 sb]AFO674; 067420 Homo sapleris SNC73 protein (SNCT73) mRNA, complete cds 0]
2631 5eq 544 gi|F03801|dbiiD14694HUMORFT 1 Human mRNA for KIAADO24 gene, comolete cds 0]
2632.5e0 352 gl[188542|eb]M16279iHUMMIC2A Human MICZ mRNA, cormplete cas. E-149
2633.5eq 888|pil4757797 Homo saplens APGS (autophagy S, 5. cerevisiae)-#ke (APGSL), mRNA 4]
2634seq 352 | ell4678784jembiALO35610.21HSM1 7648 [Homo saplens chromosome 21 PAC LLNLPTO4M17548Q1 3, complete sequence 0024
263%.seq 496 | 5i|2280483)dhj[ABO02ITOABOO2370 iHuman MRNA for KIAADIT2 gene, complete cds E-151
2637.5e0 537|gild759211 Homo sapiens tubulin-specific chaperone a (TBCA) mMRNA 0
263B.seq 60%|2j4503470 Homa sapiens sukaryctic transiation elongation factor 1 alpha 1 4]
2641.seq 238 g1|56894201dbj|ABO2BS65.1 |ABO28IES | Homo sapiens mRNA for KIAAT042 protein, complete cds 2.00E-51
2642.5eq 831 | gl{2224646|dbjJABOO2351 |AB0OZ2351 Human mRNA for KIAAD3S3 gene, partial cds 4]
2643.5eq 943|gl|5712732|gb]AF154838.1 HSRAB27A4 | Homo saplens Ras-ike GTP—binding proten {RABZTA) gene, exon 4 1
2644 .5eq 453! gl ACORO0) SJAC0000 5 Homo saplens chr 4 clone B211E1 map 4325, complete sequerce 1]
2646 5eq 5201 g} 15|dini| D1 7554 HUMTR107 Hurnan mRNA for DNA-binding protein, TAXREB107, complete cds Oi
2647 560 322 g|335688]gbiMI 7733 HUMTHY B4 Hurnan thymosin beta-4 mRNA, complete cds. of
2648.35eq 466] xi| 4506652 Hamg saplens ribosomal protein L4 (RPLA) mRNA QI
2650.seq 565 | @i33879304gb| AFOTOSE2|AFO70562 Homo saplens clone 24529 mRNA sequence O
2651580 211 | g1 3003[emb{VO0BE2MIHS XX H.saplers mitochondrial genorme E-108|
2652 seq 650 |gil4758113 Homo sapiens microsomal glutathione S-transferase 3 (MGST3) mRNA o]
2653.5eq 537 |gil4505T04 Homo sagiens phosphoprotein enviched in astrocytes 15 (PEAT5) mRINA |
2654.5eq 502 | gil465150{gb]L 291 55| HUMIGHZ| Human Immunoglobulin heavy chain variable region (VH 11 family) E-102
2655.5eq 606 | eif133019|gb{m2201 B|HUMMYLCB Human non—muscle myosin alkall bght chaln mANA, 3 end. [y
2656.5eq 5032050 Homo sapiens ribosomal proteln S 14 (RPS14} mRNA O
2657 580 Homo saplens genormic DNA, chromosome 210221, D215226-AML reglon, 0.3
2660580 Homa sapiens clwomosome 17, clone hRPK.180_P_8, complete seauence [Hor] E-145|
2661 580 Human DNA sequence from clone 1039K5 on chromasome 22a123-13.2, 0.037|
2662 58q Human Chromoesome 16 BAC clone CITSB7SK-A-17E1, complete sequence [H 2.00£-28
2663.seq Ig alpha 2=immunogiobulin A heavy chain aliotype 2 {constant E-169
2664.5ea Human aipha-5 coll 1type [V gene, exon 1. E-111
2665509 550 | gil3355522]1ehACD04592(AC 004992 Hoime saplens PAC clone DJ1185K1 T from 7021, comolete seauence [Homo 0.15
2666.seq 534 gi{4502208 Homo sapiens ADP -ribosylation factor § (ARFS) rmRNA 0
2667.5eq 611|gi|2337871 bl ACOO24581AC002458 Human BAC clone RGOUBMOY from Ta21-a22, complate sequence [Homo 0.003]
2668 seq 420|g1|505472|ermb| X691 81]HSL 31 H.sapiens mRNA for ribosomal protein L31 £-145
2669.5eq 504 | gi|4504954 Homa sapiens laminin, gamma 1 (formerty LAMBZ) (LAMC1) mRNA 5.00E-29
2670.5eq 573 gi|5835387 Human mitochondrion, comelste >gl]1944628|gb] K31 415.1 | HUMMTCG 2]
2671 .50q 399 e 2 Homo saplens ribosomat proteln L8 {RPLBY mRNA £-123
2672520 478 | gi|1 87701 g m241 34| HUMMHBAT 23 Hurnan MHC protein b Hogous to chicken B complex pratein mRNA, o
2674.5eq 486 |gi[261239]gb}$50732|S50732 Immunogicbulin M kght chain ¥ reglon=anti-ipid A antibedy {human, E-153
2675.5eQ Homa saplens sukaryotic k 1 elongation factor 1 alpha 1 0
2677560 Homo sapiens BAC clone BKDBSEQS from 22q12.1-ater, complete sequence 21
2678520 M.saplens defensin 5 gene, complete cds, E-103
2680.5eq Human laminin B1 mRNA, lete cds. >g1[591561|eb|I04653¢ Sequence 5 2.00E-54
2681580 Homa sapiens cathepsin D {lysosomal aspartyl protease) (CTSD) mRNA 0
2682309 Humar mitochondrion, complete genome >gli1944628|gb| 401415, 1 HUMMTCG Q
2684589 524 £1{3924668]2b| ACOIIIUALCO04990 Homx: saplens PAC clone DJ1185107 from 7qt1.23-q21, complete sequence 0.036
2685500 933 | &|532596| @M1 2759 HUMIG 102 Hurran 1g J chain gene, exons 3 and 4. E-127
2686.58q 427 | gl|181532)gb{MS7IZ5|HUMDEFSA Hsaplens defensin 5 gene, complete cds. 4 OOE-NI
2687 seq 527 gi|5836198|gb|ACC07382.3]AC007382  [Homo saplens clone NHOZBEC18, complete sequence o]
2688.5eq 559 83548789(eb{AC003620ACO05620 Home sapiens chromosome 19, cosmid R33590, completa sequence [Home 2.00E-65]
2692.5eq 391 [@i4512311 |dbjlAB019441.1|ABOT8441 | Homo sapiens DNA for munoglebulin heavy—chain variable region, complete 0.1
2683.5eq 489 [gI[35401 73|gh|ACO0SE) BIACO05616 Homo sapiens chromosome 19, cosmid R31372, complete sequence [Homo 1.00E~14;
2694 seq 417 |gll4506680 Homno saplens ribosomal protein 516 (RPS16) mRNA [v]
2695.5e0 333 | 21|4505604 Homag sapiens pancreatitis—associated proteln (PAP) mRNA 0
2696.5e0 456 gi[505097]0bjD31885{HUMORFKG 1N Human mRNA for KIAAOOGY gene, partial cds 0
2698.seq 576gi[1710280ieb{UT929T|HSUT9297 Human clone 23589 mRNA sequence (1)
2699.5eq 517|gi[2677628|emb|Z82206|HS 370M22 Hurnan DNA sequence from PAC 370M22 on chromosome 22q12-gter. contair] 0.55)
2700.58q 579[g1|4205085]gh|U794581HSUTS458 Human WW domain binding protein-2 mRNA, complete cds 9|
2701 520 912]21j45023538 Home saplens eukaryotic translation Initlation factor 4 garnma, 2 . 0
2702 seq 59| H|59236540{gb| ACCO81 25 JJACO0OB1 25 |Homg sapiens 12 BAC RPCIY1-25E2 (Roswelt Park Cancer Institute Hurman BJ 0.16
2704.5ea 590/ il4581311{embiALD34395.6]HS243L18 |Human DNA from clone 243L18 on chromaseme 1936.11-36.23. 0.04)
27D5.se0 51924502492 Home sapiens complement component 1, r subcormponent (C1R) mANA 9
2706.5e0 531|gi3043681)cbijlABO11151|ABO11151 Homo sapiens mRNA for KIAAQS 7Y protein, partlal cds 7.00E-50
2708.5eq 504 gi|3882148jciDj/ABO18257.1]4B018257 _|Homo sapiens mRNA for KIAAJT 14 protein, partial cds 4
2709.5eq 491 |ei|532596]ebiM 12753 HUMIGJO2 Human Ig J chain gene, exons 3 and 4. E-110]
27 .5eq 552 | gl|249370]eh)S35960{S35960 larminin receptor homolog {3 region) [human, mRNA Partiat, 739 nt] O
27T11.3eq 407 [gil4464208]ernb)AL035447.3(HS 1183128 | Human DNA sequence from clone 3183121 on chromosome 20012 Contains a 0.43
2712580 507 | al[5835387 Human mitochondrion, complete genome >gij1944628ieb|JH 415.1|HUMMTCG 0
27133509 507 | gi[4503470 Homo sapiens sukaryotic transtation elongaton factor ¥ alpha 1 0
2715.5eq 545 | gil4758509 Homo saplens H beta 58 homolog (HB58) mRNA [1]
2717300 ass
271%.5eq 330/ gil4503162 Homo sapiens cullin 2 (CUL2) mANA, and translated products 7.00E-95
2721.seq 553/ gi|2326514|emb|ZB5399}H534G16 Human DNA sequence from PAC 94G16 pn chromosome §a21, Corntaing 0.}5
2722.5e0 522 | gi|4503470 Home sapiens eukaryetic translation elongation factor 1 aloha 1 0
2724.58Q 129|gi|4758039 Home saptens cytochrome ¢ oxid: subunit Vic (COXEC), nuclear gene 2.00E-25)
27255eq 329 gil4503470 Home sapiens eukaryotic translation elongation factor 1 alpha 1 E~163
2727 seq 255 gi{S689536|dbjtABO29023.1|AR023023 | Homo sapiens mRNA for KIAA1 100 protein, complete cds 1.00e-T1
2729 .seq Homo sapiens SNCT3 protein (SNC73) mRNA, complete cds E-163]

344|gil3201899|eb]AFO57420|AF 067420

b



2730580 454|g|4505774 Hemo saplens phosphate carrier, mitochonarial {PHC), splice variant o
2731.5eq 326 gi|409069]dbj|D17652{HUMHBL2A Human mRNA for HBp15/L22, complete cds E-164
2734 300 437]gi|306743|gb{MI7164|HUMFERRH Hurman ferritin heavy chain mRNA, complete cds. E-127
2735.5eq 504 iijalﬂlﬁlingFOGdaGBlAFDSABES Homo sapiens chromosome 21a22.3 PAC 198E8, comolete sequence [Homo 0.53
2738.seq 448 gil4503304 Homo sapiens defensin, alpha 6, Paneth cell-specific (DEFAS) mRNA 0
2738.seq 551 |gl|68353B7 Human mitochondrion, complete genome >gi[1944628|gb| 101415.1[HUMMTCG o]
2739.seq 255|gi|181532|eblMIT925|HUMGEFSA H.sapiens defensin 5 gene. complete cds. E-105
2740580 522 gi|) 042081|gb| S 78569]S78569 Harmirin alpha 4 chain Ihurnan, fetal luog, MANA, 6204 nt) g
27458 252 |gl|4633837|sb]AFT39813.1JAF139813 | Homo saplens clone pDJ758j12 chromasome 11 map 1113, complete sequenc 2.00E-85
2743 3eq 498 | gIl4505604 Home saplens pancreatitls-associated protein {PAF)} mRNA 0
2744.5eq 5472 gi|2832592|emb}Z851 16HS57GY Human DNA seguence from BAC 57GS on chromosome 22q12.1 Contains EST] 0
2748 5eg 458 | 2I|3287468|ghlAC00444B(AC004448 Homo i chwomasome 17, clone HCIT187M2, complete sequence [Homa E-154
274%.seq 548 | gi[5835387 Human mitochondrion, complete genome >gi|1944628|8b1J0141 5.1 JHUMMTC G [s]
2753 5eq 622 |gI|31091 [errb| X 16865 HSEF1AC Hurman mRNA for elongation factor 1-aloha (clone CEF4) [s]
2755.5eq 317 gi|441340{emb|X 72436 HSIGKLV1S H.sapiers mRNA for rearranged i kappa biht chain variable region E-130
2756.5eq 297 |gi[4504278 Home sapiens H3 histone, famity 3A (H3FJA) mRMNA $.00E-88
2747.seq 631 | gi[4506506 Homo sapiens ribosomal protein L18 (RPL18) mRNA 1]
275B.5eq 565 gi|4500166/emb|AL049378. 1 JHSMB00164 Homo sapiens mRNA; cDNA DKFZp58611518 (from clone DKFZp58611518) 0
2759.5eq 304)@i]4557436 Hormo sapiens cel givision cycle 20, S.cerevisiae homolog (CPC20} E-147
2760.580 497 | 2i|1430780|ernb|Z T58B|HS26TP19 Hiurman DNA sequence from cosmid 267P19, BRCA2 gene reglon chromosome £.034|
2761.seg 487 |/|3688349)emb|ALO30ASE. 1HS 1189824 Human DNA sequence from clone 1189824 on chromosome Xg25-26.3. T.00E-93
2762.5eq 323 ei|4165005|eb] ACCO591 2AC005912 Hormo sapiens 12p13.3 BAC RPCI11-543P15 {Roswelt Park Cancer Institute E~1719)
2763.seq 437|gi|4504900 Homne sapiens karyopherin aloha 4 (mportin alpha 3) {(KPNA4) mRNA 0
2754.58q 569 |gi|1262342|emb|X93334|HSMITG H.saplens mitochondrial DNA, complete genome 0
2765.5eq 823 | gl|3659494{gb| ACO053IZACCO5332 Homo sapiens chromosome 17, clone hRPK.147_L_13, complete sequence 1.00E-39
2766.5¢0 244
2767 .5e0 561 |gi]311374|emb|X57352|HS 18U Human 1-8U) gene from Interferon-inducible gene family )
2768.5eq 301 | gil1213466}ab|LIZ3057|HSLIZ9057 Human MHC class | antigen HLA-B7 variant (HLA-B) mRNA, complete E-145
2769.seq 631 |ei|4210446|0bi|AB022785.1|ABJZ2TES | Hormo sapiens ASH2L gene, corrplete cds, similar to Drosophila ash2 gene 017
211Cseq 229 gl|23690termbiX56932|HS 2IKBHEBP H.saniens mRNA for 23 kD highly basic protein E-120]
2771589 531 |gij5730117 Homo saplens X-prolyl aminopeptidase {aminopeptidase P)}-like Q
2772.58q 479|gi}4506700 Homo sapiens ribosomal protein $23 (RP523) mRNA 4]
2773.5eq 434 | gl{3694657 |eb|AC005021|ACOO5021 Homo saplens BAC clone GS293C05 from 7g21-022, complete sequence [Hom 0.13
2774.5eq 396 |el[3650494|gb| ACO05332]AC005332 Homo sapiens chromosome 17, clone hRPK.147_L_13, comolete sequence 0.007
2775.5eq 890 |glj4758913 Homag sapiens LPS-induced TNF-alpha factor (PIG7) mRNA 0
2776.5eq 341 gl 210952@|AF092907]HSHUMRP52 Homo sapiens ribosomal protein 519 (RP519) gene, exons 3, 4 and 5 and 2.00E-82|
277T.5eg 565 |2l4586074|gbjACDO6285.9|ACO0628S |, complete sequence [Homo saplens] 0.039]
2778.5eq 963 |21113683|emblVOCTIOMITIHS Human mitochondrial genes for several tRNAs (Phe, Val, Leu) and 125 E-179,
2779.5eq 533 |gk4557756 Homo saplens mutl. homolog 1 {MLH1)} mRNA >gil463988|gb|U07343|HS L0734 0
2781 .seq 841 gik4508141|gb{ACO0601 7.2JACODE01T _ |Homo sapiens PAC clone DJ0S81007 from 7934-q36, complete sequence 0.058
2782.5eq 283 |gli5012990 B{AL121735.1|{HS224A62H Isoform of human GTP-binding protein G25K 8,00E—48|
27833eq 840 gl|240370)gb] S35060{ 535960 larnirdn recentor homolog (3 regiont [human, mRNA Partial, 739 nt] o]
2184.5eq 438 |glt338395{gb|M81355|HUMSPHING Homo saplens sphingolioid activator proteins 1 and 2 processed mutant 4]
2785.5eq 152 | gl3650045 gl ACODS5544| ACDOS544 Home sapiens chromosome 17, clone hRPK.343 A 8, complete seauence [Hon 2.00E-50
2787.5eq 498 | g{298485{ab $56985|556985 ribosornal protain L18 [human, breast cancer cell ine, MCF-7, mRNA, o
2788.5eq 497 |2j4097713|gbjUE7734|HSUET734 Human cPLAZ Interacting protein mRNA, complete cds O
2790.58q 459 |11 3683|emb|vVOITIOIMITIHS Human mitochondrial genes for several tRiNAs (Phe, Val, Leu) and 125 Q
2791 seq 490 |gH3954888|emb]A J010444|HEAD1 0444 | Homa saplens mMRNA for immunoglobulin kappa light chain, anti-RhD, Q)
2792580 521 |gl{1136401|dbilD799431D72993 Human mRNA for KIAAD171 gene. complete cds 1)
2794 5eq 378|gij4501882 Homo sapiens actin aloha 2 (ACTA2) mRNA >gi|28329|ermb) X1 3BI9HSACTA 0
2795.5eq 453 |gl|3T02296|eb]ACO0STR2|ACO05782 Homo sapiens chromasome 19, cosmid 31855, complete sequence [Hormo 5.00E-81
2796.5e9 517|glj4758761 Homo saplens asparagiryd-tRNA synthetase (NARS) mRNA 0
2797.seq 510|gi532674{dbi| D1 0758|HUMHC3 Human gene for proteasome HC3, S'-flanking reglon 6.00E-47
2798.seq 285 |gl4505036 Homo sapiens latent transforming growth factor beta binding protein 4 E-145
2790.5eq 511 |gi{1 7927 4|gb{M3 7104 HUMATPSY Hurman mitochondriat ATPase cowpling factor 6 subunit (ATPSA) mRNA, 0
2800.5eq 388 |gl|51 74602 Homo sapiens myosin regulatory ight chain 2, smooth muscle isoformn 0
2801 580 487 | gi]187365|gbiME91 26| HUMMACEOT Human moncamine oxidase B (MADOB) gene, exon T. 0.52
2802.seq 136! gH31 15987 jembjAl 021528]|H5394P21  |Homo sapiens DNA sequence from clone 394P21 on chromosome 1p36.12-36. 013
2803.5e9 192 gil4995304)embiA 242829, 1]HSA242829 Horno saplens mMRNA for PQBP-1 protein E-100|
2805.560 393 |ell5031644 Homa saplens human homolog of yeast mitochondrial copper o}
2806.5eq 171 [ gi[184090)ghiM1 1 354{HUMHISH3IB Hurnan H3.3 histone, class B mRNA, complete cds. 5,00E-35)
2807 .seq 383{gI|3171028{eb]AFC622T8IAF 062278 Homo sapiens clone Xu-50 immunogiobulin heavy chaln variable region E-139
2808 seq 373]gi|384541 7|gh|ACOD4B3 TIACOO4B37 Homo sapiens PAC clone DJOST0D02 from Tp13-p14, complete sequence [Hor B.00E-24
28105eq 3168i]3150276{eb|AC004106|ACO04106 Homo sapiens Xp22 BAC GSHE-45N23 (Genorme Systems Human BAC library| E-153
2811500 342 |2i|4503304 Hemo sapiens gefensin, alpha 6, Paneth cel-specific (DEFAG) mRNA o)
2813.seq 395 2i[2961444|eb|ACO0I O ACO0INOY Human DNA from overlapping chromosome 7 PAC and £1 clones containing 0.4
2817.5eq 354 gi[5532410|gb|AF138300.1|AF138300  |Horno sapiers decorin varlant A mRNA, complete ods 0
Z2813.38q 328 [2i[404194 emb{ X751 S9|HSTEF2PG H.sapiens DNA for transcriotional elongation factor TFIES 1.3
2820.s8q 205 gij4506682 Homo sapiens ribosomal protein $12 (RPS12) mRNA E-102
2825.zeq 351 | gi| 273571 4|gi| AFOO4BT T|AFOQ4B77 Homa saplens pro-alpha 2(1) coflagen {COL) AZ2) gene, complete cds 1.00E-74
2826.500 444 |5i[5803112 Horno sapiers transenembrane protein (63kD), endoplasmic E-135
2B828.5e0 406 gI{5230675|ebAF159570.1{AF159570  |Home saplens regulator of G-protein signaling 5 (RGSS5) mRNA. E-102
2830.5eq 4342133776022 AFO7 5061 [HUMYPOTG 10 | Horme saplens full lenath insert cONA YPO7G10 0]
2831 seq 376|gila508110|eb{ACC05076.2|ACON5076 | Homo saplens BAC clone RG2271.24 from 7a21.1-a21.2, complete sequence 4.00E-72
12833.seq 139|gl|235801 9| e AEQCOGSBIHUAEDDOBS8 | Homo sapiens T-cell receptor alpha detta locus from bases 1 to 250529 0.52
2834.58q 152 gif1 B2904{gb|M9II0IEHUMGATADE Human (clona 21726) carcinoma—associated antigen GA733-2 (GAT33-2) 9.00E-T1
2835.5eq 439 | gi|4506668 Homo sapiens rinosomal protein, large, P1 (RPLP1) mRNA [s)
2836.5eq 475 gi}193041 2|gbjL 81394|HSLE1394 Home saplens (subclone 1_g5 from P1 H39) DNA sequence E-124
2837 s8q 528/ gl]1530807|dbj{DBT214DE7914 Human mRNA for omithine decarboxyiase antizyme, complete cds 0
283850 413|gH3954884|embiA )01 0442 HSADT0442 |Homo saplens mRNA for immunoglobulln kappa light chain, anti~RhD, 0
2838.58q 351
2842 580 275|ri|4503304 Homa sapiens defensin, aloha 6, Paneth cell—specific (DEFAG) mRNA E-108;
2843 seq 348| gi|162001 4iohilDBT665|DB7 665 Hurmnan heart mRNA for MHC class F HLA-Bwb2, partial cds E-176,
2845580 394! gi|557545|pb|M28699|HUMB23A Homa saplehs nucheolar phosphoprotein B23 (NPM1) mRNA, complete cds. 0,
2846.5eq 871gi|36540}emb|X659651HS SO02G H.saplers SOD-2 gene for manganese superoxide dismutase 1.00E-12
2848.380 4761 gH|4096058{gb| ACDOE274|ACO0E274 Horro saplens chromosome 19, cosmid R29335, complete sequence [Homo 0.13
2849.500 321,gi|37639411gb| ACOJGB26|ACDOS826 Homo sapiens clone UWGC rg041a03 from 7p4-15, complete sequence [Hom 033
2850.58q 381 | gi[4884375emb]ALOS50961.1|HSMS00454 Home sapiens MRNA: cONA DIKFZp58680222 {from clone DKFZpS86B0222) E-167
2851 .5eq 389 | gi[4914513|emb|AL022320.23|HS 199H1§ Human DNA sequence from clone 199H16 on chrompsome 22q12-13 Containg 16
2852.5e0 421 | gi[181532|eb|MITI25|HUMDEF5A H.saplens defensin 5 gene, complete cds. E-100
2858.5eq 1711213153101 |emb|AJ229041|HS22304% | Homo sapiens 953 kb contig between AML 1 and CBR1 on chromosome 21a22; 017
2859.5eq 443 | gil4503854 Homo sapiens GCNS (general control of amino-aclkd syrithesis, yeast, 0
2860.seq 426 | gi|13583|emb|VOOT10{MIT1 HS Human mitochondrial genes for several tRNAs (Phe. Val, Leu) and 125 o]
2862.5eq 537 [gil5306288|eb| ACO07938.1/ACO07938  |Homo sapiens clone UWGC:dis201 from Tqdt. complete sequence 0.14
2865.58q 493121131271 45|eb{ AFO61206|HSSURZGIS | Homo saplens sulfonylurea receptor {SUR2) gene, exon 9 21
2866.seq 245|gi|3483378|gb| AF)S603 I HUMYW26E0S | Homo sapiens full length insert cDNA clone YW26E09 6.00E-39
2858.5e0 498 gi|SIEOT22|ebAF155114.1[AF155114 | Homo saplens NY-REN-57 artigen mRNA, partial cds a]
2869.seq 174
2870.seq 494 | gi[4502682 Homo sapiens CD8 antlgen (p24) (CD3) mRNA 1.00E-94
2872.5eq 4201gi{4165210]emb|ALD21337|HS149A16  |Human DNA sequence from cione 149A16 on chromosome 22a32-13. Contain: 7
2873:seq 423 gil2282011|gblAC 002390 AC 002350 Human DNA from overlapping chromosome 19-speciic cosmids R30072 and E-105
2874.5eq 575gi{36405jemb|X00457|HSSBAT Human mRNA for SB classil histocompatibility antigen alpha-chain 0
2875.5eq 520;gi5032050 ] Homo sapiens ribosomal protein $14 (RPS14) mRNA 0
2876.58q 506 [gi5913146|gb{AF182285.1|AF182289 _ [Homa sapiens LG snRNA-associated Sm-like protein LSm3 mRNA, o
2877.5eq 528|ell1 514580 emb] X957 47|MSIGKLCS H.sapiens immunogiobulin kappa chain {cione: 5) 0
2878.5eq 489|gl)5729833 Hormo sapiens ankyrin repeat-containing protein {G9A) mRNA 6.00E-07
287%.5eq 435|gl|4506744 Homo saplens ribosemal protein $9 (RPSA) mANA, O
2880.se 496 | gi|4B26450lemb)Z83241.1 t1[{HS222E13 | Human DNA sequence from clone 222E13 on chromoesome 22 Contains three 0.53]
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ZB81.5eq 479 gi|506336/dbjf 1 6562{HUMATPSGL Human mANA for ATP synthase gamma-subunit {L-tvpe). complete cds o[
2882.560 48} 1&i]185267|2t|M34024{HUMIGHC XE Human fetal ig heavy chain vartable region (clone M43} mRMA, E-136
2883500 48E | gi|4506678 Homo sapiens ribosomal protein 510 (RPS10) mRNA 0
2884500 5331gi|31031jembl|Z 14182|HSESS4AL +.saplens rearranged Ig heavy chain variable region (VDJ) E-152
2886560 4861 gi|3947784jembALD31229)HS 1507 Hurnan DNA sequence from clone 1507 on chramosome 6022.1-22.3. Contairg 0413
2887.5eq 360! gi|5453739 Homo saplens myosin, light polypeptide. regulatory, non-sarcomeric E-147
2889.seq 558/ gi|6005702 Homo saplens mayven (ABP-KELCH}). mRNA 0
2890.seq 444 gi}4506622 Homo saplerrs ribosomal protein L27 (RPLZT) mRNA 0
2891.s29 251 gil4519939|dbi]AB1 9524.1|AB019524  |Home sapiens mRNA for nuclear receptor co-repressor, partia s E-124
2894.5eq 376 &|5263001 lemb|AL035422. $21HS164F3 |Human DNA sequence from clone 164F3 on chromosome Xg21.33-23 Containy E-155
2B95.5eq 308/ gl|3413879|dbj]ABOOTI28{ABOOTI28 Homo saplens mRNA for KIAAQ459 protein, partial cds E-102
2896.seq 243 gi|6013067 |emblALDT8621.)9IHSAIGSL HHuman DNA sequence from clone 395114 on chromosome 22, complete 3.00E-87
2897 seq 152 gi|407696|ebjl 25080. 1 |HUMRHOAA Homo sapiens GTP-binding protein (rhoA) mRNA, complete cds S.00E-20
2898 seq 5145016088 Homo sapiens actin, beta (ACTB) mRNA [1]
2899.5eq 441;gl|S835387 Human mitochondrion, complete genome >gi|1944628]gb|J01415.1HUMMTCH 0
2900.seq 479 2i|2058319]emb|Z 84495|HSLUCAR Human DNA sequence from cosmid LUCAS on chromosome 3021.3 b .51
2901.seq 2671 gi|3483804]eb{ AFDBE6459|HUMZDB4GOY [Homo sapiens ful length Insert cONA clone ZDB4GO9 £-125
2802 seq 384 gi|4507516 Hormo sapiens tight junction protein 1 {zona occiudens 1} (TJP1) mRNA 0
2604 seq 5381 gi|4505896 Homa sapiens plastin 1 (| jsoform) (PLS1) mRNA [s]
2906.5eq 450 | gi|4557808 Homg saplens. ornithine aminotransferase (OAT). nuclear gene encoding 0
2908.5eq 525 gi|6094661|gb| AC005225.2|AC005225 |Horme sapiens clone DJ0414A15, complete sequence .564
2809.5eq 444 | gi4505604 Homo sapiens pancreatitis-associated protein (PAP) mRNA 0;
2%10seq 558 | 2i|32795]emb{XE6101 5[HSIG479 Human Immunioglobubin YH mRNA {479 bpy E-134i
2914 589 97 | £i|4469068|emb| ALQF1 319.5{HE36AIT Human DNA sequence from clone 36411 on chrarmosome Xg23. Contains a 1.4
|2915.5eq 406 | 1|6001959eb| ACO0B1 16.8/AC008116__[Homo sapiens 3425-26 BAC CITB-187P1 (California Institute of Technology 1.00E-754
2916.5eq 497 |gil4504766 ‘Homo saplens integrin, beta 1 (fibronectin receptor, beta 0
2917 5eq 513 | @i 5106993]gb|AF125098.1|AF 125089 _ |Homo saplens HSPCO38 proteln mRNA, comptete cds 0
2918.58q 511 | pil4506666 Homo saplens ribosomal protein, large, PO (RPLPG) mRNA 0l
2921.5ea 312 | £i[3005703|eb] AF0S4990|AF 054990 Homo sapiens clone 23884 mRNA sequence E-172
2922.5eq 500 | gi| 2984582{gh| AC00447T2AC004472 Homo saplens chromosome 9, P1 clone 11659, complete sequence [Homao E-135
2927 seq 389 gi(4503470 ‘Homo saplerts sukaryotic translation elongation factor 1 alpha 1 Dl
2928.seq 533 | gi|154743|gb{ MO220{HUMIGCCB Homo saplens immunoglobulin alpha-1 heavy chaln constant region o
2529.5eq 250 gi|3947808jemb|ALD31224.1JHSI36H9 | Hurnan DNA sequence from clone 336H% on chromosome 6p12.1-21.1. Contall 1
2930.5eq 483 f|4506750 Homo sasiens restin {(Reed—Steinberg cell-expressed intermediate 0|
2931seq 531|2i[4689139|gblAFO77046.1 [AFQTT046  |Homo saplens @ar lioside expression factor 2 homolog mMRNA, complete Ol
2932.seq 533 |gil4503832 Homo saplens frizzled {Drosophiia) homolog 7 (FZD7) mRNA kit
29335en 374121188231 |gblJO0NSAHUMMHDRA [human hia—gr antigen alpha-chain mma & ivs fragments. o
2934.5ea 107 |gli4507644 Homo saplens triosephosphate Isomerase 1 (TPI1) mRNA 3.00€-51|
2937 seq 507 |gijSB35387 Human mitochondrion, comptete genorne >&i|19446281&h] 014155 HUMMTCG o|
2938.5eq 225|glf1669374|gh{AC000062|HUM2G3A Humarnt PAC clone 2G3A from 13g12-13a13, complete sequence [Homo sapley] 0.9
2939.seq 509 gik2580477|eblAC002992.1]AC002992 | Homa saplens chromosome Y, clone 203M13, completa sequence 0.009]
2840 3eq 412 | glf3201 899 eb|AFDET420|AF067420 Homo saplens SNC73 protein {SNC?3) mRNA, complete cds 3.00E-76
294258 532 |2H29951 79lermbiZ 99297.1[HS5 262012 Homo saplens DNA sequence from PAC 262012 on chromosome 1923.3-24.3. 0.14
2943seq 501 [1|3954884]emb|AJO10442|HSA010442 | Homeo saskens mRNA for immunogiobulin kappa light chain, anti-RhD, E-180}
2944 589 Horno sapkens mRNA; cDNA DKF2p56401 73 {from clone DKFZp564D173) 7.00E-62|
2945.:seq Hommo saplens UWGC:g1387a051 from Tpl4—15, complete sequence [Homo [RE|
2946.5e0 Human mRNA for KIAAD34B gene, complete cds E-1a1)
2947.58q Homo sapiens clore NHOSE9H17, complete sequence 0.57|
2948.5eq Hormo sapiens full length insert cONA clone ZADSDID 0|
2949.seq Homo sapiens chromosome 17, clone hRPK.293_K_20, lete sequence 0.13]
2050.5eq 513 | gi[ 1619251 |embl|Z 80902|HSNBOH12 Human DNA sequence from cosmid N8JHT2 on chromosome 22q%2-gter contd 0.009
2951.5eq 519 [2i[1136389|dbi|D79985{D79386 Human mRNA for KIAAQIES gene, complete cds [
2952.5eq 528 | 2i[4501888 Homo sapkens actin, garmma 2, smooth muscle, enteric {ACTG2) mRNA o
2953.5eq 421 gI[5102666]gb| ACO06449.19{ACODE449 | Hormo sapiens chromosome 17, clone hCIT.58_E_17, complete seauerce 0.11]
2954.5eq 343 | gl|57252 10 emblAL 109758. }JCNSO180V! Human chromasome 14 DNA sequence *+ N PROGRESS »»* BAC R-873E2 Z.DDE-45|
2955.5e0 490! g1|6708492|gb] ACOOTB752|ACQOTETS | Homo saplens clone DJ1145A22, complete sequence 1.00£-04|
2956 5eq 575|glid557494 Homo sapiens cleavage stinudation factor, 3 pre-RNA, subunit 3, T7kD of
2957389 515215573841 |gblACO05280 2| ACO05280  [Homo saplens clone DJO240K06, complete sequence 0.035]
2958 seq 541|gi)3172145/gt| AC004782|ACOD47 82 Hoimg sapiens chromosome §, BAC clone 20520 (LBNL H170), k 4.CDE—54|
2962.5e4 537 | gi|307150{gb]L 191 BZ{HUMMAC 25X Human MAC25 mRNA, complete cds. E-157|
20655eq 6523 | gi| 185! M27025[HLIMIGKAI Human |g active kappa chain mRNA V-region {V-J1-C), clone NOV. £-1 EQI
2966 .seq 523215453739 Homo saters rvosin, Hght polypeptide, reguiatory, non—sarcomeric 0
2067 seq 991 gil4508122|gbjAC006379.2JAC006379  |Homo saplens BAC clone NHO456N16 from 7p15.1-pt 3, comalete seauence 0.084
2968 5¢q 291
2970.5eq 474 gi|4506648 Homo saplens ribosomal protein L3 (RPL3) mRNA 0
2071380 509 |gil2B27470|ermblZ97205|HS 155022 Hurnan DNA sequence from PAC 155022 on chromosome 8a27. Contalns EST] @14
2973.58q 530 | git6049285|eb]AF 163570.1)AF163570 | Homo sapiens DING protein (DINB 1) mRNA, comolete cds 8.00E-25|
2974.58q 218 j|AB019392.1)ABDY9392 {Homo sapiens MANA of muscle speclfic gene M9, complete cds E-115
2975.5eq 454 | gI|5690371{gb{AF158555.1|AF158555 | Homa saplens giutaminase C mRNA, complete cds E-137
2976.560 520 gij4506728 Hemo saplens ribosomal protein S5 (RPS5) mRNA [4)
2977.5eq 480 J00220{HUMIGCCE Homo saplens immunoglobulin alpha-1 heavy chain constant region 1]
2979.5e0 561 |2i[532596]eb|M 12759 HUMIG.J02 Hurman |g J chain gene. exons 3 and 4. E-182
2980.5eq 452 |gi[4378110{emb|ALOZ1578.1[H5453C1 2 [Human DNA sequence from clone 453C12 on chromosome 20q12~13.12, comg 4.00E-66
2982520 413 | g{34284]emb]X06537.}[HSLCATY Human mRNA for lecithin.cholesterol acyitransferase (LCAT); EC 8.00E-49
2983.500 481 g1)23711|emb|X16350{H5241D5 Human mRMNA for myoblast cetl surface antigen 24.1D5 0]
2984 560 506|g1|4996607|dbi|AB022435.1|ABO22435 _|Homo sapiens LG rnRNA for EZ ublquitin-conjugating enzyme, complete 054
2985509 282|gil4504618 Homo sapiens Insulin—Ilke growth factor binding protein 7 (IGFBPT) E-107
2986.5eq 191 | gi|4206702|gl AFOB2568|AF 082569 Homo sapiens D-type cyclin—-interacting protein 1 {DIP1) mRNA. 200E-75
2587 seq 4&11]35461 17]emb]ALDITOTSIHS79011 [ Humart DNA. e from clone 783011 on chromaseme Xg25. Contalns par| 0.53
2988.seq 4691 &i388034|eb|LOS095|HUMRIBPROF Homx sapiens rib | protein L30 mRNA, complete cds 1)
2994.3eq 489 | &i|2529398|ghb|AC0O02298]AC 002398 Human DNA from chromosome 19-specific cosmid F25065. genomic sequerke 2.00E-53
|2995.seq 358 gil4506646 Homo saplens rib | protein L39 (RPL39) mRNA 4]
|2997.5eq 510} gi}1917006]gh|L91903{HSUI1 903 Human Fritz mRNA, complate cds o
2999.5eq 512|21j2281038emb{z55328|H5447B 16 Human DNA sequence from PAC 447B16 on chromosome Xg13.1-Xg13.3 22
3000.580 230]81|3954884}embjAJ010442|HSAD10442 | Homo sapiens mRNA for immwnoglobulin kappa light chain, anti-RhD, E-126
3001 seq 150|&1161033561ab{AF115570.HHSSMTNS20| Homo saplens smoothelin (SMTN) gene, exon 20, complete sequence; 4.00£-11
3003.seq 530|gi[1160964|biL 40933 HUMPGMR Homo saplens phosshoglucomistase-related protein {PGMRP) gere, 0f
3005.5eq 203{2i}181532|ab|MI7925HUMDEFSA H.sapiens defensin 5 gens, ¢ lete cds. 1.00E-85
3006.5eq 3 70| 8I53007 4 eb] 12693 HSU1 2693 Humnan HsaS mitochondrion cytochrome oxidase suburit I (CO1I) gene. 3.00E-13
3007.5eq 489/ 2i[4507170 Hormo sapiens secreted protein, acidic, cystelne-rich {ostecnectin) 0
3008.seq 476 gi[4503470 Homo saplens eukaryotic translation elongation factor 1 alpha 1 0
3011.5eq 66| @i|5174446 Homo sapiens guanine nucleotide binding protein (G protein), beta 0|
3014.5eq 799 gi|184420]2b/M16660|HUMHSPS) Human 80-kDa heat-shock protein gene, cONA, complete cds. 1)
|3016.5eq 507, i|5354053|gb|AF140360.1|AF 140360 _;Homo saplens histone acetyttransferase (HBCa) mRNA, complete cds 1)
3017 seq 411]gil4240123|dbilB020626.1]AB020626 Momo sapiens mRNA for KIAADB1S proteim, partial cds [v)
3020.5eq 506 gil3170870jeb|AF0652252|AF062252 Homo sapiens clone Xu-7 Immuneglobulin heavy chain variable region E-125
3021.580 196} gi|4758872 Homo saplens 7€ kDa merntrarns protein (PTE) mRNA 4.00E-55
3022.58q 438|gi|732797 emb]Z4B054|HSPTS 1R H.sapiens mRNA for peroxisomal targeting signal 1 (SKL type) receptor Y]
3023.5eq 554 |2i|4038573lemb|al 031313[HS581F12  [Human GNA sequence from clone 581F12 on chromasome Xa21. Contains 0.038
3024.seq 506 | 1|35456{emb|X54629|HSPHL1 Hurman pHL-1 gere is a c-myc oncogene containing coxlil seauence 0
3025.5eq 361 | gi[2055423[gb|US472B[HSCALM2504 | Hormo sapkens caimodulin {CALM2} gene. exons 3-6. and complete cds 0
3Q26.5eq 518| gi[450780|gbIU026 T HSU02570 Human CDXC42 GTPase—activating protein mRNA, partial ¢ds. 3.00E-BG
13027 5eq 501 |gl{50165088 Homo saplens actin, beta (ACTB) mRNA 9
3028.seq 198 gI}4808226(emb|AL049176.3|HS141HS | Human DNA sequence from clone 141H5 on chromosome Xq22.1-23. Containg 8.00E-04
3029 580 519|gi|S578939|emb|ALII5417.15HS83) H21 Human DNA sequence from clone 891H21 on chromoseme 1032.2-34.2 Conta 0.14]
3030 5eq 4201 gi|4502268 Homo saplens ATPase, Na+/K+ transporting, alpha 1 polypeptide 0
3031.seq 464 g1|2046309eb| ACO04547 | ACO04547 Homo sapiens PAC clone DJOB2C16 from Talt.23-921.1, complete sequence| 313
3032.5eq 4594 | gild 504850 Home sapiens potasslum channel, subfamily K, member 5 (TASK-2) E-128
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3033.5eg 411 gi36135/emb|Z12362|HSRPLA) H.sapiens mRNA for homologue to yeast ribosarnal protein 141 [4]
3034.5eq 335 &i31107|emb|[Z11692|HSEF2MR H.sapiens mRNA for elongation factor 2 1]
3035560 501} gi|4726058]2b|ACOD6254.10]ACO06254 | Homo sapiens 3p21.1-9 PAC RPCIS-966M1 (Roswell Park Cancer Institute 1.00E-04
3036.5eq 489 | gi] 189600 gb]ME433T|HUMPANSECP | Hurman pancreatitis assoclated protein mRNA, complete cds. 0
3037 seq 505 | ei3702283eblACDO5788|AC005738 Homo sapiens chromosome 19, cosmid R26852, complete sequence [Homo 2.1
3039.5ea 503 | g1 469164|dnj|050911|DS0811 Human mANA for KIAAG1 21 gene, complete cds 0
3041.seq 489 gi{3548788[gbjACD05621|AC005621 Homo saplens chromosome 19, cosmid F Y9678, complete sequernice [Homo 0
3043.seq 392 |gt]4153878|eb]ACO04819]ACDDAB1 S Homa saplens PAC clone DJ0015123 from 22, complete sequence [Homo 011
3044 seq 502 | gH4506602 Horo sapiens ribosomal protein L15 (RPL1S) mRMNA 1]
3045 3eq 451 | g|28403}emb|XC4299|HSADHIG2 Human mRNA for liver alcahol dehydrogenase (EC 1.1.1.1) gamma 2 0
30abiseq 4931 gi|532596]gb|M12752HUMIGJ02 Human Ig J chain gene, exons Jand 4. O
3047.5eq 361 1 gi|6016927 | ernb|Z 84465 .5|HS209H1 Human ONA sequence from clone 209HY on chromosome Xg25-26. comolete 3.00E-08
30485eq 4801 gi}4191326)eb| AFOE5381|AFD55391 Homo saplens Z1S1 mRNA, complete cds 0
3049 3eq 491 | gi|265703|gb|S55735[555735 Ig alpha 1- albha 2m=immunogiobulin A1-A2 lambda hybrid GAU heavy 0
3050 seq 499|gild588523|eb|AF109196.1|AF108596 | Homo sapiens Intracellular chioride channel pB4H1 mRNA, complete 0|
305t seq 510 gila506740 Home sapiens ribosonal protein 87 (RPST) mRNA 0
3052580 S06|gl}595784{dbj| D1 7049{HUMDIGGEMS | Human HepG2 partial cONA, clone hmd3dg0sms E-144
3053.5eq 847 |gil4761681}gb|AF147330.1|AF147330  [Homo sapiens full length insert cDNA clone YB24C12 0
3054.56q 474

3055.3eg 435| gi|33217|embiX57 858 HSIGKA H.sapiens DNA, for IG kappa JC region i
3056589 255 gi|1008357|emb|Z47034jHSBISL12E Hisman partial cONA sequence, Complete seguence of clone 98D12; E-126
3057.seq 510|8i|5102744{emi)AL 079283.1|HSTO00202 Horne sapierss mRINA full length insert cDNA done EURCIMAGE 39515 E-175
3058.56q 486 |gi|4506718 Homo sapiens ribosomal protein 52 (RPS2) mRNA 0
3060.seq 353 [@1|5981 38|ebil 3B287|HUMADH2S05 Homne sapiens akcohol dehydrogenase beta-3 suburit {ADHZ2-3) gene, 1.00€-25
3061.seq Home saplens amyloid beta (Ad) precursor-like protein 2 {APLP2)} mRNA Ei
3062.seq Homo saplens RNA 3'-terminal phosphate cyrlase (RPC) mRNA E-140
3063.580 Homa saplens chromosome 17, clone hRPC.1110_E_20, complete seauence 0.38]
3066 5eq Homo sapiens lectin, galactoskle—binding. soluble, 4 {galectin 4) 9
3067.5eq Homo sapiens clone NHO3B6G 20, complete sequence E-172
3069.580 Homo saplens destrin (actin depolymerizing factor) (ADF), mRNA 0
3070.58q Human mRNA for KIAAD172 gene, partial cds 2
3071.seq Homo sapiens stratum comeum chymotryptic enzyme gene, complete cds 2.1
3072.5eq Homo sapiens 12922 BAC RPCI11-513P18 {Roywel Park Cancer Institute 0.53|
3073.5eq Homo saplens 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 4 0
3074.5eq Homo saplens eukaryotic elongation factor 1 alpha 1 9
3075.5eq

3076.58q Human macrophage galactose—specific tectin {(hMAC-2) mRNA, complete [\
3078.seq Homo sapiens VAMP (vesicle-associated membrane protein)-assoclated 23
3080.5eq Homo saplens BAC clone RG103H13 from 7g31, complete sequence [Homo 0.008|
3081.5eq Homeo saplens transmembrane proteln (63kD). endoplasmic [1]
3083.seq Homa PAC clone DJ1099C19 from 7g21-422, te sequence [Hor [1]
3084.5eq Homo saplens cysteine—rich protein 2 {CRIP2) mRNA 0
3J0B5 seq Human DNA seguence from cosmid 65019, BRCA2 gene region ¢h e 0.38
3086 380 Homo saplens epidermai growth factor receptor path substrate 15 1]
3089.38q 85|HSLAG3 Human LAG-3 mRNA for CD4-related proteln invohved in lymphocyte E-120
13090580 72584embjALD32821.2|HS55C23  |Human DNA sequence from clone 55C23 on chromosome $g22.3-23.3 contalrny s}
3092.5eq Horno sapiens clone C40 unknown mRNA 4.00€-42.
3093.5eq Homo saplens nbosomal protein L26 homolog mRNA, comolete cds 0
3094 seq Human mitochondrion, lete genome 0
§3095.58q Rat mRNA for SPI-3 serine protease inhibitor 0.13
3097.5eq Hormo saplens J-chain gene promoter region 3.00E-70)
3098.5eq Yeast BEL2 gene for ORF, complete cds 0.52|
3099.5eq Homo sapiens (clones: CW52-2, CW27-6, CW15-2, CW26-5, 11-67) collagen 0.032
3100.5eq Urolentus gallina r lear DNA polyrnerase alpha gene, partial 2.1
3101 3¢9 Homo sapiens small acidic protein mRNA, complete cds 0|
3102.5eq Homo sapiens seienoprotein W, 1 (SEPW1) mRNA [y
3103 3eq FHuman ig J chain gene, exons 3 and 4. E-118]
3104.5eq larrinin recentor bomolos {3 regton} [human, mRNA Partial, 739 nt} OI
3105589 Homo sapk h itls delta antigen—interacting protein A (DIPA), 0
3106.5eq Homo lens fulf length insert cONA clone YZ83C11 4.00E-26
3101380 Homo saplens pre-mRNA cleavage factor Im (25kD) (CFIM25), mRNA kY
3108.5eq Homo saplens mRNA: cDNA DKFZpS86F 1918 {from clone DKFZpS86F1918) 0
3110.5e0 $3 ribosomal protein [human, colon, MRNA, 826 nt] E-143|
EARRET] Hurman DNA sequence from clone 168L15 on chromosome Ba26-27 Contains g 6.00E-78
3112.3eq Human mRNA for cysteine proteinase inhibitor precursor cystatin C 0
311450 Homo saplens clone NH0523H20, complete sequence 4.00E~-04
3115.5eq Homo saplens beta-2 lobulin 2ene, comolete cds of
2116.5eq |
3N17seq 181532|gb|MIT925{HUMDEFSA H.zaplens defensin 5 gene, complete cds. E-113]
3118seq 146807 16(etlAF132073.1|AF132973  |Homo sapiens CGH39 protein mRNA. complete cds —Dl
3119.580 534 | @i[33330]emb| XS56510{HSIGKVLU Hurnan mRNA for immunogiobulin variable kappa reglon E-1 75'
3120580 437[gi|3152704|ghIAFOESA1AFDESA14 _ |Homo saplens COBW-ke placerttal protein mRNA, partial cds 5.00E-44|
3121 35eq 487 | gi|4505604 ' Homo sapiens pancreatitis-assoclated protein (PAP) mRNA o|
3122seq 421|gi|4753259|gb|AC0O06323.3|ACO06323  [Home sapiens PAC clone DJ1151MO05 from 7635-4386, complete sequence OI
3123.5eq 461 [gi|4506586 Homo saplens fbosomal protein $15 (RPSE5) mRNA 0O
3127580 535 gi[6010168{emb|ALOTES96.8{HSDI429G S Human DNA sequence from clone 428G5 on chromosorne 6a21-22.), completd o
3128.seq 4813 | 2i[2935595{eb]ACO03036{ACO03036 Homo sapiens Xp22 PAC RPCI1-10BMS (R: N Park Cancer Center PAC 0.033
3129.5eq 485 | gi|532596|gb|M12759]HUMIG J02 Human |g J chain gene, exons 3 and 4. E-140
3130.seq 491 | gil4753230{gbACO0700N 2|ACO0T001  [Homo sapiens BAC clone NHO48EP 11 from Tp21-p15,1, complete sequence [y
3131seq 378|gil4505270 Homo saplens metaliothionein 1L {MT1L) mRNA E-157
3132.5eq 428/ gi|181532}eb|MITI25|HUMDEFSA H.sapiens defensin 5 gene, lete cds. 1.00E-93
3134.5eq 499 gi[4902741jemblAL 045548 6[HSDIIIBG ] Human DNA sequence from clone 338G 3 on chromosome Bg25.1-25.3. Contai 24
3135.5eq 516|gi]4071022|gb]ACO06236{ACO06236 Homo saplens chromasome 17, clone hCIT.162_E_12, complete sequence [Ho 0.038
3136.seq 480/ gil4504164 Homa sapiens gelsoln (amyioidosis, Finnish type) (GSN) mRNA ol
3138.seq 404 gi(31914]emb{X04408|HSGSAZR Human mRNA for coupling protein Gis) alpha subunit (alpha-523 |
3139.seq 288 gi|476704{gb|L26336|HUMHSPAZA Hurnan heat shock protein HSPAZ gene, complete cds. E-133]
3141 seq 491 |gil47578Y 7 Homao sapiens vacuotar Hi+)-ATPase subunit (ATPEGL) mRANA. [v
3142 .seq 215

3143.5¢a 4841gl|1167502|dbjiD50525|HUMTI227HC  |Human mRNA, for TI-227H [+
3145580 524)2115531840|eb|AFO78863.11AFO7B863  |Homo sapiens PTD010 mRNA, complete cds Oy
3146.5eq 518|gIi6005763 Homo sapiens GABA(A} receptor—assogiated protein (GABARAP), mRNA 0,
3147 seq 362|gi}d16521 Djemb|ALO21937|HS149A16 | Hurnan DINA sequence from clone 149A:6 on chromosome 22q12-13. Contain: 2.00E-39:
3148.5eq 508|gi|3983571|=b|AC004839|AC 004833 Homo sapiens PAC clone DJ0S93HIZ from Tod), complete sequence [Homo 5.00E-63
3151.5eq 473 | gi|532596}gb|M1 2753 HUMIG JO2 Hurnan Ig J chain gene, exons 3 and 4. Y
3152.58q 339 glj5422006 Horno sapiens fibulin 3 (FBLNY), splice variant B, mRNA 0.023
3153580 551 | gl{4506578 Homo sapiens ribosomal protein 510 {RPS10) mRNA 0;
13154.5eq 503 I} 285940|dbj|D1 4658|HUMORFO2 Hurrian mENA for KIAAD1D2 gene, cormplete cds [
3155580 495 gl{190978{gb|M18363|HUMREGA Human islet of Langerhans regenerating pretein {reg) mRNA, complete 0
3157.5eq 371 |gl|45026T8 Homg saplens CO63 antigen (melanoma 1 antigen} (CD63) mRNA 0
3158.5eq 480 gil4503480 Homo saplens eukaryotic translation elongation factor 1 ganma 0
3159.5e9 235| gl|2342696]|eb] ACO02507|ACO0G2507 Hurman Cosmid g51292132 from Ta31.3, complete sequence [Homw saplens] 38
3160.5eq 507 | gi[) 78854 gb]02808|HUMAPO } Human apolipoprotein J mRNA, complete cds. 0
3161.5eq

3162.5eq 446 gil4504900 Homo sapiens karyopherin alpha 4 {importin alpha 3) (KPNA4) mRNA 0
3763.5eq 390/|gi[291855|gb|LDI209{HUMAMYLOID Homo sapiens amyloid protein homelogue MRNA. complete cds 0
316558 4891 gi| 3443301 |dbj|ABO1 1 538|AB011538 Horne sapiens mRNA for MEGFS, partial cds 200E-53
3166.5eq 515|i|4581270{emblALO35419.9)HE1100H1 I Human DNA sequence from clene 1100H13 on chromosome 20at 1.2 Contains 0.55
3167 56 42918i|537525]eb|L29766 HUMEPCHY DD Homo sapiens epoxide hydrolase (EPHX) gene, complete cds E-104



F6B.seq 503 | g1|532596]ah[M 127 53]HUMIG J02 Human Ig J chain gene. exens 3 and 4. E£-145]
3169.seq 328|gi|606353C| DI APOD0ET5.1JAPOODGIS | Qryza sativa genomic DNA, chromosome 3, clone: FOO43ED1 1.4
3170.seq 3501 gi|3947437|gbIACO0S034ACOOS034 Homeo sapiens BAC clone NHG342K06 from 2, complete sequence [Homo saple| 3.00E~-94
3173.5eq 281 | g|2854102|gb|AFQ45448|AF (45448 Homo sapiens chromosome 21a22.3 PAC 191P10, complete sequence [Home 4.6
375500 3571 gi|3236977|emblALOOBEZEHS1114G22 | Human DNA sequence from clone 1114622 oo chromosoms 124-25 Containg 0.38
3177.seq 293 £i|4467309]emblALL35423. 4HS2013 Human DNA sequence from clone 2013 on chror Xa25-26 Contains a 1.2
3178580 401 | gil4504278 Homo saplens H3 histone, family 3A (H3F3A) mRNA E-104
3179.seq 393 ] gi[4455339)emb|ALDIS522IATT 1245 Arabldopsis thaliana DNA chromosome 4, BAC clone T12J5 (ESSAll 0.42
3180.5eq 374 2|3080378]emb|AL D22575HS1 59A156  |Homo saolens DNA sequence from PAC 159A15 on chromosome 04
3182:5eq 428 | gi] 704346|bjLIC3BTRIXLLO3RTE Xenopus laevis thyrok] hormone binding protein/pyruvate kinase type 0.007
3184 3eq 403 | gil1 834699 ernb|Z849881HEZ 84988 H.sapiens Ig larmbda light chain variable region gene (18-26ITIA40} E-170!
3185.58q 405 | 213123551 [emb|ALO2 F408{H5523C21 _|Homa sapiens DNA seauence from PAC 523C21 on chromosome 6923.1-23.3. 0.028!
3186seq 390

3187.5eq 406 [ gI[5669089(gb|AF123094.1{AF 123094 |Homo saplens AP[2-MLT fusion orotein (AP12-MLT)} mRNA, complete cds 0
J3188.5eq 295 gi|49?212]_|_eﬂAL049??6.2|CN500001 Human chromosome 14 DNA sequence *** [N PROGRESS *»» BAC R-85K15 1.00E-74]
3189.5¢q 411]g[181517|gblLD1133[HUMDCNO? Hurman decorin (DCN) gene, exon 8, complete cds. o
3180560 29124503470 Homo saplens eukaryotlc transtation e ion factor ¥ alpha 1 €- mEI
3197 .5eq 449 gi|388034]eb[L 0S05SHHUMRIBPROF Home saplens ribosomal protein L30 mRNA, complete cds 1]
3192.5eq 373 gil28401 |emb|X0435HHSADHIG Human mRNA for liver alchol dehydrogenase (EC 1.1.1.1) gamma ) 0
3193.5eq 427 gl 4506700 Homo saplens ribosomal protein $23 (RP523) mRNA O]
3195.5eq 386 [gl{339638|gb|M17733|HUMTHYB4 Human th in beta—4 mRNA, complete cds. [t
3196.5eq 382 |gil) 773226)gh|U26312|HSU26312 Hurman heterochromatin proteln HP YHs-garnma mRNA, complete cds E-lsal
3197.50q 391 |gha506624 Home sapiens ribosomal protein L27a {RPL27A) mRNA OI
3198.529 415|gi1947070|gb]UT9415|HSU79415 Homo sapiens preoro dipeptidvl peptidase | (DPP-1} gene, complete cds L]
3199.5eq 388 | g1|3954888|embl| AN D444|HSAO10444 | Homo saplens mRNA for immunoglobulin kappa light chain, anti~RhD. E-i54)
3200.5eq 409 |gi|1 806077 [emb|Z84526{HSPAZEDT H.sapiens flow-sorted chromosome 6 HindtH fragment, SConA2ZB0LT 1.7
3202.seq 401 |gl}4454514)gb| ACOI5536|ACA05536 Homo sapiens BAC clone GS115E06 from 7p21-p15.3, complete sequence [Hy 1.7]
3203.5eq 313|gl|5803047 Homo sapiens KDEL (Lys-Asp-Ghu-Leu) endoplasmic reticulum protein E-157,

3204.seq 415!g1|5454551 Homo saplens ublauinol-cytochrome ¢ reductase binding protein )
3207.3eq 334|gijast2202 Homa saplens ADP -Hbosyatlon factor 3 (ARF3) mRNA 14

3208 seq 375

3209.5eq

3210580 396 | gi]341 7305|eb] ACOG45BH ACOO4584 Homo saplens chromosome 17, clone hAFC1107_A_17, complete sequence B.00E-12

3211.5eq 377 2i|37847 |emb| X1647E[HSVIMCD Hurnan mRNA 5'-fragment for vimentin N-terminal fragment )
3212.5eq 381 i|4699956|eb] ACDOSITT.2|ACO0537T  |Homa saplens PAC clone DJT136G02 from 7932-634, comolete sequence 04|
3213.5eq 400| 21|506340]dbj|031888|HUMORFKG1Q | Human mRNA for. KIAADOTT gene, partial cds 4]
d2tdseq 416 21|31 70740igb| AF0621 39| AFD6213% Homo sapiens clone 45u-12 immunogiobulin heavy chain variable 1.00E-96

3215.seq 404 | gi|4507568 Homo saplens tumor protein, translationatly-controlled 1 (FPT1) o
3217 seq 330|gl|32978631emb|ALO22238|HS3ES Homo sapiens DNA sequence from PAC 3E5 on chromosome 20q12-13.12. 0.35!
3218.5eq 383 | gl{5931373|e{ACO08122.15|AC0081 22 {Homo sapiens 2a031-33 BAC RPCI11-1021H16 (Roswell Park Cancer Institute B.00E-21

3219.5eq 386 | g{30978T1 |gbiACOC JACDDIEE] Homa sapiens chvomosome 17, clone HCITBTG17, complete sequence [Homo E-ISBl
3220.seq 416(glj4504170 Homo sapiens glutathione S-transferase AZ (GSTA2) mRNA of
322).58q 356 21]3845348|gb|ACOC |AC005933 Horno sapiens chromosome 19, cosmid F15472, complete sequernce [Homa Dﬁal
3222580 408 | gi|4454683|eb] AFOTOGS4|AFOTOES4 Haomo saplens comichon protein mRMA, complete cds 1]

3223.5eq 405]gi|61B0044|gh|AF192629.1|AF192528  |Homa saplens RPA-binding trans-activator {RBT1) mRNA, cormplete cds 4]

3224.5eq 379! @i|5919146|gb|AF182289.1]AF 182288 _[Homo sapiens UG snRNA-associated Sm-ilke protein LSm3 mRNA, 4]

3225.5eq 435! gi[32265{emb|X00452|HSHLDCZ Human mRNA for DC classll histocompatibility antigen alpha—chain 0

3226.5e0 408 gil4502472 Homo saplens B-cell translocation protein 1 {BTG1) mRNA o]
3228.5eq 422 | gl|2370083}emb]|295703|HS433M 19 Human DNA sequience from PAC 433M19 on chromesome Xa26.3-Xa27.]. o]
3229.3eq 387 |&)|56T9536(emb)] 127.3JHSDI586C Human DNA seguence from clone S96C3 on chromosome Xa13.2-21.2 Contaln D.4_l|
3231.seq 430|gi|49206300ghlAF 151839 1AF151839_ |Homo saplens CGI-81 proteln mAtNA, complete cos QI
3232.5e0 ass gl;WZS:%ACOJSDDEJ[ACDOSBO? Homo saplens 3p21.3-4 PAC RPCK-544D10 (Roswell Park Cancer institute 0.41

3233.50q 379 gll532596]|pbiM 1 2759|HUMIG JO2 Human Ig J chain gene, exons 3 and 4. E-168]

3234.5eq 358 ALD23284)MS406AT Hutnan DNA sequence from clone 408AT7 on chromosome 5a23-24, Contalrs E-157

3235380 395 Homo sapiens dynetn. cytoplasmic, kght polypentide (PN} mRNA o

3236.5eq 416 gi|4490865|emb|Z 98882 4{HSISEES Human DNA segquence from clone 35688 on chromosome_ 16, complete sequen 0.44]

3237 seq 373 gil5032212 Homo sapiens UDP-galactose transporter related (UGTRELY) mRNA O

3239.5eq 405 | gi|6015478}dbjAPO00561,1|APO00SE)  [Homo sapiens genomic DNA, chromosome 21a21.2, clone:T48, LLSG-APP 1.7

3240.5eq 372 | 213860076} AFOITO21 |AFO9T021 Homo saplens GW112 protein {(GW112) mRNA. cormplete cds 0

3241 seq 384 gl|4503938 Homo saplens guanylate binding protein 1, Interferon-inducible, 67kD 2.00E-4%|

3242 500 406 gI30462 T0{ghiACOOI0T 4]ACC04074 Homo Saplens Chrormosome X clone BWXDT58, complete sequence [Homo 0.43

3243580 403 | gll4504500 Horme saplens karvopherin alpha 4 {Importin alpha 3) (KPNA4) mRNA [+]

3244.5eq 411 |gl}l4507668 Hormo sapiens tumor protein, transiationally—controked 1 (TPTY) )

3246.5e0 388|gl|38422lembiX69150.1[HSRPS18 Hotno sapiens mRNA for ribosomal protein $18 o)

324T.5eq 118 gi|940043|eb|U28250|HSU28250 Human novel transcript from adenocarcinoma cell ine, clone 5.00E-47

3248.seq 3711gi|531170|gb|U1 2404HSLN 2404 Human Csa-13 mRNA, complete cds. 0

3249.seq 380 2i5138905eb|AF092128.1|AF092128  |Homo saplens putative transmembrane protein £3-16 mRNA, complete cds 0

3250.58q 422 gi|33731|emb|X57816{HSIGVLO2E Hurman rearranged Immunoglobulin lambda Rght chain mMRNA 0

3251.5eq 394132586 131t ACD04687|ACO04687 Homo saplens chromosome 17, clone hRPC.1177_i_10, complete seauence E-140|

3253.3eq 308 |a4589145|gb| AFGTT049.4|AFDIT040 | Home saplens lambda-crystallin mRMNA, complets oo 0

3254.5eq 377|gi|4581462]|emb] Y09 703 1]HSMEMA H.sapiens mRNA for MEMA protein 0]

3255.5eq 397 e1|3598729|gb| ACO024B3|ACO02483 Homo sapiens PAC clone 248015 from 13q12-913, Jete sequence [Home 1.7

3256.seq 385 |gi|5678818|gb]AF146191.1|AF 146191 Homo sapiens FRG1 (FRG1) gene, complete cds; 55 ribosomal RNA gene, 2.0DE-06

3257 seq 351 {gi[4220441 [gblACOD6505|ACO06505 Homo sapiens chromosorne 19, fosmid 39524, complete sequence [Homo Isl
3258.5eq 311 gi[2276311]emb|Z85996.1|H5431A14 Human DA sequence from PAC 431414 on chromosome Bp21. Contains E-170]

3258.5eq 420] gI|6002511 |emb|Z98266.1[HSZ98266 Home sapiens gene encoding plakophitin (exons 1-13) 1.8'
3260.58q 421 | gl[34468]|ermbtX66867HSMAXG H.sapiens max gene O

3261.5e9 328|ei{4508118]@b]AC005041 2|AC005041 | Homo sapiens cione NHO523H20, complete sequence: 0.35]

3262.5eq 383/ gi|5917928]|gbJAC0O08055,6|AC008055 | Homo sapiens 12022-103.4-106.5 BAC RPCI11-718L23 {Roswell Park Cancer] 0.026/

3263.5eq 3841 gi[4885066 Horno sapiens ras homolog gene family, mermber C (ARHC) mRNA E-173

3264.5eq 418 gil4503658 Hamo sapiens FinketBiskls—Reilly rmurine sarcoma virus (FBR-MuSV} E-172]

3265.5eq 530 | gll541612|gb|Ut45500HSU14650 Hurman platetet-endothelial tetraspan antigen 3 mRNA, cormplete cds, | 0

3266.5eq 519 |gl5708477|gb|ACD07463 JJACO0T463  |Home savlens BAC clone NHO2441.12 from 2, conmplete sequence .14

3268.3eq 476 |&I|4558768|2b|AC00T199.1|ACO0T 169 |Home saplens chromosome & Bac clone 111n13, complete sequence 4.00E-9%

3270.5eq 512 (1)1 80242{gb{MBO6S1 JHUMCEISA Hum ORF {CEIS) MRNA, ¥ fiank. E-138|

3271 320 418 gi|4503488 Homo saplerts ephrin-AS5 (EFNAS) mRNA >g(]1019430]gb]U26403|HS 26403 0.45

3273.5eq 499 | gi|4507356 Homo sapiens transgeln 2 (TAGLN2)} mRNA 5]

3274560 526 g1|33689]emb| X 12683tHSIGVKATD Hurman germiine immunoglobulin kappa light chain variable region E-127

3275:58q 489 p1|631170{eblU12404|H5U12404 Human Csa-19 mRNA, complete cds. 0|

3276.5eq A74|gil4502922 Homo sapiens acidic calponin 3 (CNN3) mRNA 5.00E-29

3277.5eq 467 gH4503470 Homo sapiens eukaryotic translation elongation factor 1 alpha ¥ 0

3278.5eq 490 | gi|5031748 Homo sapiens high—mobility group {nonhistone chromosomal) protein 9

3280.seq 485 | gil575752618{ACO05371.2|ACO06371 _ |Homo saplens BAC clone NHD354C24 from Y, complete sequence 052

3281.5eq 489 )i 4506660 Homo saplens ribosomal protein LTa {RPLTA) mRNA 0|

3282 5eq 495 |i}1944628|gb]J01415.1|HUMMTCG Human mitochondrion, complete genome O

3283 509 495 | gi[4506616 Homo sapiens ribosomal protein L17 (RPLT7) mRNA )

3284 569 452

3287 seq 498 gi| 3861 482{eb] AFO42089|AF042089 Homo sapiens chromosome 3, oifactory receptor psewdogene cluster 1. a.14

3289580 201 | gi|SB03178 Homo sapiens sperm specific antigen 2 (SSFA2), mRNA 6.00E-1§

3290.seQ 06| gil299247 7|eb| ACDO44 7 8|ACO04478 Homo Saplens Chromaosome X clone bwXD312, cormplate sequence [Homo 0.081

3291.5eq 497

3292.380 473

3293.5eq 104 2H5830428|emb]AL110502.1|HSDJE35EE Human DINA sequence from clone 635E8 on chromosome 1p33-34.3, complets 1.5

3204.5eq 354 | 2/|3413268|emb|293244[H5116F5 Hurnan DNA sequence frem clone 116F5 on chromosome 22q13. Contains par 037

3295.5eq 511 gl 1399085|gb|U43701]HEU4370% Human ribosornal protein i23a mRNA, complete ¢ds. 0

3296.5eq 438 gi|249370|gb|S35960{835960 Jaminin receptor homolog {3 reglon} (human, mRNA Partial, 738 nt} 0

3297.5eq 143 |gl[3292944/emblALO22317{H5140L1 Human DNA seauence from clone 140L1 on chromosome 22913.1-13.31, 0.55

3299.5eq 508 | 2I[33321 i|at:|M73236/PPHPAPYA2A Human papillomavirus ORF EB. ORF E7. ORF E1, ORF EZ, QRF F4d, ORF ES, m’
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3300.seq 500|2i|4505864 Homo sapiens plasminogen acthvator, urckinase receptor (PLAUR) mRNA [s]
3302.seq 386 | 1|2343108]gb} AFDO4230]AF004230 Homo sapiens monacyte/macrochage lg-related recepter MIR-7 (MIR ef-7) [4]
3302 5eq 320/ gi|4506644 Homo sapiens rivosomal protein L38 (RPL3B) mRNA E-172
3305.seq 516 |gi[2197000)ebliJO536T|H5UA5367 Human GABA-A receptor pi subunit mRNA, complete cds 0
3306.5eq 508 |gi[4503538 Homo sapiens eukaryotic translation initiation factor 4 gamma, 2 1]
3307.seq 522 gi|4885580 Homo sapiens selenoprotein P, plasma, 1 (SEFP1) mRNA E-165
3308.5eq 481

13310.5eg 436 | gl|5102616lemb|ALDI4417.14|HS21 501 {Human DNA sequence from clone 215011 on chromosome 1p36.12-36.33 0.12]
3311.500 503 |gil4505896 Homo sapiens plastin 1 {1 isoform)} (PLS1} mRNA 5]
331258 508 |gi|4507126 Homoe sapiens small nuclear ribonucieoprotein polypeptide C {SNRPC) 0
3313.seq 186

3314.5eq 526/21|3954884{emb]AJ010442|HSAC10442 | Homo sapiens mRNA for immunoglobulin kappa light chain, anti-Rhi, 0
3315.5eq 502 gi[219427|dbj|D001 37 HUMADH21C Home sapiens mRNA for alcohol dehydrogenase beta 1, complete ods 0
3316.5eq 335|1]190978|ebiM1895HHUMREGA Human islet of Langerhans regenerating protein {reg} mRNA, complete 0
3317 seq 495 {=l}5803049 Hormna sapiens KDEL {Lys-Asp—Giu-Leu) endoplasmic reticulum protein o
3318.segq 174

3319.5eq | 481 |git5912095] L117557.1|HSMB01083 Homo sapiens mRNA; cONA DKFZp564D177 {from clone DKFZp5640177) 0
3321.5eq 502 |gl|5080765|gb]ACO07B42.1{ACD07842  [Horno saplens chromosome 19, BAC 331191 (CIT-B~47113), cornplete seq 1)
3322.5eq 501 |gii5791509|embiAL 050341.18HS0J35G] Human DNA sequence from clore 39G22 on chromosome 1p32.1-34.3, complg E-150,
3323.seq 485 | gil4505396 Homo sapiens serine/threorine protein—kinase (NIK) mRNA [
3324509 507 |gi{4503530 Homo sapdens eukaryotic translation initiatlon factor 4A, Isoform 2 1.00E-91
3325.5e0 496 | 2il4503470 Homo sapiens eukaryotic translation elongation factor 1 alpha 1 [+
3326.58q 520 |gi[6137796 Hurnan mitochondrion, complete genome o
3327.5eq 490 |gif4501888 Hormp sapiens actin, gamma 2, smooth muscle, enterks (ACTG2) mRNA 0
3329.5eq 451 |gi[4501588 Homo saplens actin, gamma 2, smooth muscle, enteric (ACTG2) mRNA 4
3330.seq 428 :gi|335503|gb|M 16553|HUMTFPA Hurnan tissue factor mRNA, compkete cds, with an Alu repeat inthe 3 5.00E~-50]
3331.5eq 434 gi|339688|gb|M17733|HUMTHYB4 Human thymesin beta-4 mMRNA, cormolete eds. 0
3332.5eq 215

3333.5eq 443 [ gil4914518lemb|283840.7|HS216E10 _ |Human DNA sequence from clone 216E10 on chromosome 22 Contains genes 0.47]
3335.5eq 403 | gi|5326822|eblAF050641. 1IAF050641  |Homo saplens NADH-ubiguinone oxidoreductase 39kDa subunit mRNA, 0
3336.52q 487 [gi|4048267|gbt TT14HSU 7714 Homo saplens putative tumor suppressor ST13 (ST13) mRNA, complete cds [¥)
3337.5eq 482 | gil 4507960 Homo sapiens zinc finger protein homologous to Zfp—36 in mouse o
3338.5eq 401 |gil6137796 Human mitochondrion. complete gerome E-170
3339.seq 501 | gil1 164908lemb|Z 68868|HS J3E 10 Human DNA sequence from PAC 3E10, b markers DXS366 and DXSB? 0.4
3341.5eq 482 | gi|4885094 Homo saplens murine leukernia viral (ori-1) oncogene homolog (BMi1) 0
3342.seq 288 gil4503724 Home FK506-kinding proteln 1A (12D} (FKBP1A) mRNA E-129
3343.5eq 460 | gi| 38803 4|ghiL 05095 HUMR IBPROF Homo saplens ribosomal protein L33 mRNA, compiete cds 0
3344.5eq 486 | gi|339683{gbiM17733HUMTHYB4 Human thymosin beta-4 mRNA, complete cds, 0
3345.5eq 4B6 | gi|SS001 4{gbf L1 4967|HSU14967 Human ribosomal protein L2 mRNA, complete cds. 0
3346.5eq 4021 gi|4505288 Homo sapiens mevalonate (dipt ho) decarboxylase {(MVD), mRNA 0
3347.58q 491{gH{3954888,embiAJ010444|HSAG1 0444 [Homo sapiens mRNA for immunoglobwiin kappa light chain, anti-RhD, of
3350580 518 | gi|6005987 Homa saplens acid phosphatase 1, soluble (ACP1), transcript variant [
3351.5e0 365 | gi|4775614lembiaL035079,14]HS53C 18 |Human DNA sequence from clone S3C 18 on chromoesome 11p12-13. Contains 0.038
335258 487 gi]1 35381 7gb| U376 HSLMITEE Human immunoglobulin light chain varlable region mRNA, cefl iine 4]
3354.58q 295

3355.seq 467 | gil4506652 Hormo sapiens ribosomal protein L4 (RPLA) rmRNA [
3356.58q 424 | @il 31091 jermb]X16863|HSEF 1AC Human mRNA for elongation factor 1-alpha {clone CEF4) 4]
3357580 472 i[1752745]0bi| DBES66|DEES66 Human DNA for NOTCHS, partial cds 013
3358.58q 507 ;gilB72118jemb|Z49112[HSHLAXCWT? _ [H.saplens gene for leukecyte antlgen-Cw7 variant (HLA-Cw*0702) of
3360.5eq $02 | gi2155224)gb| AC002084|AC 002084 Genomic seauence from Human 17, complete sequence [Homo saplens] 2.00E—46E
3362.5eq 460 | gild506116 Homa saplens protein S {alpha) (PROS1) mRNA 049
3363.sea 485 | 2i|4504445 Homo sapiens heterogensous nuclear ribonucleoprotein A2/81 {(HNRPA2B1) [s]
3364 .5eq 398 [21|5114052)gb|AFOB5359.1AF085359 |Homa saplens HSPCO30 mRNA, compiete cds 0
3366.seq 494 gi|3688349]emb|At 030996.1{HS5 11896824 Human DNA sequence from clone 11895824 on chromosome Xg25-26.3. Conta) 0.53

3368.5eq 299 g1|292446|gb|M 77234 HUMRPSA3A Human ribosomal protein S3a mRNA, complete cds. E-154
3369.seq 513 gi|5174538 Homo malate dehwdr 1, NAD {soluble) (MDH1) mRNA 1)
3370.58q Human mitochondrion, complete g [v)
3371.seq Homo saplens alpha endosulfine mENA, complete cds o]
3372.3eq Homo saplens CCAAT /enhancer binding protein (C/EBP), beta (CEBPB)} 3.00E-34]
3373.3eq Homo saplens SET translocation (myelokt leukemia-associated) (SET). 3.00E-63

3375.seq Homo clathrkr iated, bly/adlaptor protein, medium 1 0
337T8.5eq Homo L mRNA for KIAAYOTS protein, partial cds 0
3379.58q Homo saplens, clone hRPK.25_A_1, complate sequence [Homo saplens] 0.42,

3380.seq Homo saplens chromasome 16. cosmid clone 363E3 (LANL), complete 4.00E-47

3381 <eq Homo i NG ,NG-dimethylarginine dimethyaminohydrolase homolog 4]
3382.5eq Homo _saplens monocyte/macrophage |g-related receptor MIR-7 (MIR ci-7) E-158
3383.seq Human cytoplasmic phosphtyrosine phosphatase mRNA. E-158|
3384.5eq Homoa saplens chromosome 5g31.1-g33.1 clone BAC din082c10 contalning o

3385.5eG Homo saplens Isolate donor N clone N229K immunogicbulin kappa Sght 2.00E-63]

3386.seq Human mitochondrion, complete genome 0
3387.seq H.sapiens defensin & gene. complete cds. 2.0DE-32

3388580 H.sapiens defensin 5 gene. complete cds. E-114

3388.58q Hurnan BAC clone RG250013 from Ta31, complete sequence [Homo saplens] 033

3381 seq Hormo sapiens ribosormal proteln LB (RPLS) mRNA 0
3394.58q 422| ai|32821 54| ACO042411AC004241 Homo sagiens 12q13.1 PAC RPCI3-197817 (Roswell Park Cancer nstitute 0.45

33955eq 495 | gi|2804346{gb| ACO04029}4C004029 Humen BAC clone RGO35E18 from 7a31, jete sequence [Homo sapiens] 0.034]
3396.50q 503 | gi|5106997|gh]AF125101.1]AF 125101 Hemo sapiens HSPCO40 protein mRNA, complete cds 0
3397 589 503 | gi|4506602 Heme saplens ibosomal protein 115 (RPL1S) mRNA 4]
3398.5eg 346 | gi|29548|emb|Y00706|HSC4AT Human mRNA for alphal chain of b metmbrane {tyoe IV) collagen (1)
[3399.5eq 434| gi}1 514560|emb|Z637BO/HSALL 1X37 H.sapiens ALL-1 gene exon 37 8.0DE-86)
3400.5eq 469/ gl|395086{emb[XTA0TOXHSBTF3 H.saplens mMRNA for transcription factor BTF 3 of
3401 .seq 3111gl[3327205|chj|ABQI 4536{ABON 4596 Homo sapiens mRNA for KIAAJG6 orotein, partial ods 3.00E-94

3402.5eq 294|gl|51 74428 Horno sapiens acetyi-Coenzyme A acyitransferase 2 (mitochondrial E-159

3403569 135/ £il4200326|emblALOR2313|HS1119A7 | Hurman DNA sequerkce from clone 1119A7 on chromosome 22012.2-12.3 2.00E-D4
3404500 136

3405 3eq 207 gl]181572|eb|M3I4482|HUMDKERB Human cytokeratin 8 (CK8) gene, complete cds. E-112

3406.5eq 374|i|532596|eb]|M127539|HLIMIG JO2 Human ig § chain gene, exons 3 and 4. 7.00E-80)
3407 560 252| gi]190161|gbiM7 3547 | HUMPOLLA Human polypesis locus {OP1 gene) mMANA, complete cds. E-113

3408.seq 495/ gi|4007385| bl AFOIET 15|AF 036715 Homa saplens syntaxin 8 mRNA, compiete cds [y)
3409 seq 315 gi|5689442|dbilABO28976.1|ABO28ITE  |Homo sapiens mRNA for KIAA1053 protein, partial cos E-146

3410.5eq 474 gi|13003]ernb{VD0G62|MIHS XX H_sapiens mitochondrial genome 0|
3411.5eq 499

3412.58q 4451gi|5817150lemblAL110218.1 [HSMB00874 Homo sapiens MRNA; cONA DKFZp434A163 (from clone DKFZp434A163) E-122

341350 4091 gi|4003387|ckilABOZ0BE7.1|ABDZ0B67 | Hormo sapiens genomic DNA of Bp21.3-p22 anti-oncogene of hepatocellular 0.44

3414509 482 | gi|2769692|&b| ACO03885(AC003985 Human PAC clong DJOB78I12 from 7p15-p21, complete sequence fHomo 0.633.

3415.5eq 520 gi|371 7976}ernb|ALO31466(HS65IH1I  [Human DNA sequence from clone 653H13 on chromosome Xp11.4-21.3 Conta)l 0.56

3416.5eq 462 2i|30634871eb|AC004 103|ACDO04103 Homo sapiens Xp22 BAC GS-619.3 (Genome Systems Human BAC Sbrary) Q.13

3417 seq 372gi|4557836 Hormo sapiens procollagen-lysine, 2-oxoglutarate S-dioxygenase (lysine 0
3420:5eq 491 | &i|1 3000]emb|X62996|MIHSGENOM H.sapiens mitochondrial genome {consensus sequence)} 0
3421.5eq 501 g(|5902059 Homo sapiens retinitis pigmentosa 2 {(X-linked recessive) [RP2), mRNA §.00E-B4|
3423 seq 494 | gi| 536067 8|dbj|ABD22656.1|AB0Z2856 | Home sapiens mRNA for anti-Entampeba histolytica Jmmunogicbulin E-174
3424 5eq 496 | g1|4726099!8b|ACO06254.10|AC006254 | Homo sapiens 3p21.1-9 PAC RPCIS-866M1 (Roswell Park Cancer Institute | 3.00E-67

3425.5eq 479]g|5803101 Homo sapiens MORF-related gene 15 (MRG15), mRNA 0
3426.5eq 310|gi4502248 Homo sapiens ADP-ribosylation factor[arfl-directed GTPase activating E-160
3427 seq 225 | gil4507668 Homo sapiens tumor protein. translationally-controlted 1 {TPT1) E-122

3428580 459 gi{1944628]gb[J01415.1|HUMMTCG Hurman mitochondrlon, complete genome j 0
3479.seq 495 | gil4455411|emblALEI5456. 1 [HS 1057018 Human DNA sequence from clone 1057018 on chromosome 22a13.31-13.33 0.002

3430.5eq 497 | gil 4506702 Homo saplens ribosomal protein 524 (RPS$24a) mRNA 9
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3431 seq 471 gl[441312]ermb|X7 2422{H5IGKLVO1 H.sapiens mRNA for rearranged Ig kappa bght chain variable regiort o)
3432580 506 2il3288456]emblAJOORODSHSC2PIKI _ [Home saplens mRNA for C2 domain containing Pl3-kinase 0.14]
3433.seq 445 gil23221 |ernb|X56468{H51433 Human mRNA for 14.3.3 proteln, a protein kinase regulator [}
3434.5eq 494 [gl|4512311[dbi[ABO1944} NAB013441  |Homo sapiens DNA for immunogiobulin heavy—chain variable region. 1)
3435.3eq 194 [gi{34717]emb | X54899|HSMPZTHOM H.sapiens mRNA homologous to mouse P21 mRNA E-105
3436.58q 46621131 7067 2/2b| AF0621051AF062105 Mo saplens clone 21u-19 immunoglebuin heavy chain variable E-131
3437.seq 325 it 1945756,emb|282899|HS 1811 Humman DNA sequence from PAC 181N1 on chromosome X conkains ESTs, ST, 0.34
3438.seq 604 |2i|3882200{cb]|AB(H B283.1)ABO18283  [Homo sapiens mRNA for KLAADT40 protein, complete cds 0.54
2439 seq Hurmah protein disulfide isomerase-related protein PS mRNA, partial 3.00E-99
3440.5eq Hurran regenarating protein (reg) gene, complete cds. [
3441.5eq Home sapiens carboxyl terminal LIM domain protein {CLIM1) mRNA, 1]
3442 5eq Human mitochondrial genes for several tRNAs (Phe, Val, Leu) and 128 E-177
3443.seq H.saplens flow-sorted chromoseme B HindlH fragment, SCEpABH11 0.3
3444.5eq Homo saplens androgen receptor assoclated protein 24 (ARA24) mRNA. 0
3445.se0 Homo saplens transcription factor IC102 MRNA, comalete cds 0
3446.5eq Homa sapiens 605 ribosomal protein L36 mRNA, comptete cds 0
3448.5eq Human Ig rearranged gamma-chaln mRNA V-region, partial cds. E-127
3450.5eq Human non-ruscle myosin akall light chain mRNA, 3' end. bl
3452 seq Homo sapiens eukaryotic translation elongation factor | alpha 1 0
3453.seq Pcp—2=Purkinje cefl proteln 2 [mice, BALB C, liver, Genomic, 3335 nt] 7.00E-15
|3454.5eq 480 gl[1870243|gb{U45689|HSI46689 Hurnan microsomal akdehyde dehyedrogenase (ALD10) mRNA, complete cds 0
3457 5eq T28\gi] 8097 8|gb|M18963|HUMREGA Humnan islet of Langerhans regenerating protein (reg) mRNA, complete 0
3458 589 697 ﬂZBZSMﬂAFﬂZHS&[ﬂEﬂZ?ISS Homo sapiens immunoglobulin kappa light chaln (T6J/k} mRNA, partial 0
3459 58 470| gi{3882264}cbi|ABD18315.1 |4B018315  [Homo sapiens mRNA for KIAAQT?2Z protein, complete cds 0.3
3460.5849 657 |21{3547836{enb|ALD24600|HS522P13  |Human DNA sequence from clone 522P13 on chromosome 6p21.31-22.3. 0.18|
3461 5eq 176 g1} 2343108|gb]AFO04230)AF 004230 Homo sapigns monocyte/macrophage ig-related receptor MIR-7 (MIR ci-7) 1.00E-39]
3462.5eq 618|l{4768676|gb|AF113887.1)aF 113887 |Homo sapiens kappa 1 immunogiobudin light chain MRNA, complete cds E-143
3463580 461 | gi|4506692 Horno sapiens rib | protein 517 (RPS17) mRNA 4]
3464 5eq 670! gl|4503056 Homo sapiens crystailin, alpha B {CRYAB) mRNA 0
3455580 680 gi|4826658 Homo sapiens capping protein (actin fllamert) muscle Z-line, beta o
3466580 599 gi|5002378[gbAF153821.1[AF153821 | Homo sapiens alcohol dehydrogenase beta2 subunit mRNA, complete cds E-167
) 3467 580 £48] gi| 3387966 gb| AFO70EIAFOTO591 Homg sapiens clone 24549 mRNA sequence 1)
3468.58q £54 | gil4506662 Homa sapiens r | protein LB (RPLB) mRNA [i]
3469.5eq 525 | gi[1 460066emb|Z77243|HSISBHT Human DNA e from PAC 358HT on chromesome X 0.14
3470580 670/ 2i|5931507[dbjAPG00529.1{APO00S29  |Homo sapiens genomic DNA, chromosome 22a11.2, Cat Eye Syndrome region, AT
3472580 679 2il57084681gb{ACO06373.3|ACO06373 _|Homo saplens clone NHO352E12, complete sequence o.01
3473.5eq 538 glt57311 12j2b{AF156565.1|AF196965  |Homo saplens translocorrassociated protein alpha subunit mRNA, 2]
3474.5eq Homao sapiens clore RG471E18, complete sequence E-107,
34755eq Homo sapiens PAC clone DJO7S1H13 from 7g35-ater, comolete seauence [Hol 0.8
3476.seq Homo sapiens chromosome 3, olfactory receptor pseudogene cluster 1, E-162
3477 seq Home saplens caspase 1, apoptosis-related cysteine protease E-143
3478.5eQ Human DNA sequence from clona 139116 on chy Xq22.1-22.3. 0.04]
3480.50a Homo saplens Fanconi anemia, ' jon group A (FANCA} mRNA 0
3481.5eq Human DiNA sequenice from clone 13711 on chromosome 6q24.1-25.2. Conta] E-163
3483.5eq Homo sapiens SNCT3 proteln (SNC73) mRNA. complete cds E-168|
3484.5eq Homo saplens chr 19 clone CIT9785KB_2819, complete sequence 1.00£-70|
3485580 662 | gi|33737|emblXS7819[HSIGVLOZS Hurnan rearranged immunogiobulin lambda gkt chaln mRNA 0|
3486580 556
3487 seq 183 | 21|6444804cbi] D31 12.1|HUMMTA Homo sapiens mitochondrial DNA, complete sequence 4.00E-30)
3488 3eq 626 g1|2935593|eb|ACOQIES TIACDOIEST Homo sapiens Xo22 BAC G5-502M16 (Genome Systemns Human BAC library) E-177
3480580 791 | gH339602|&b]M 14483 HUMTHYMAA Human prothymosin aloha mRNA, complete cds. E-135
3491 seq 542 | gi|435637|dbji01611 THUMHRPEP Human mRNA for human homologue of rat phosphatidylethanolamine 0
3492.5e0 B78|ki|4502204 Hormo saplens ADP-ribosyation factor 4 (ARF4) mRNA s
3493.5eq 614 gi|4507206 Harno saplens sorcin {SRI) mRNA >gH3384811gb{MI2886|HUMSRICPA Hurman 4]
3494589 67484758615 Homa sapiens hepatoma-derived growth factor (high-mobilty group o
3495.5eg 543 | gl4589587 |dhilAB023183.1 ABO23189  |Homo saplens mRNA for KIAA0972 protein, complete ods 400E-11
3496.5eq 643 | gij4969011emb|X73538HSTIF H.saplens nuk_34 mRNA for translation initiation factor )
3497 seq 628 | g1|2828774|gb|ACCOIEEHACO0IE64 Homo saplens chromosome 17, clone hCITS4K19, complete sequence [Homo 017
3498.5eq 3
3495.5eQ 848 gi| 145755357091 |HSUSTOSE Human small GTP-binding protein rab22b mRNA, tete cds W
3500.se9 441 [1][2347079|gblACDUZ044| HUACO02044 | Human Chromasorne 18 BAC clone CITIBTSK-A-418G10, cormplete sequence| 0.12|
3502.5eq 661 | 2i|4503066 Homo saplens crystabin, zeta (aunone reductase) (CRYZ) mRNA ol
3503.seq 545]gi{5542034]gh| ACO06536.2| ACODE536 | Homo saplens clhvomosome 14 clone BAC257P13 map 14a31, complete seauer] 0_15!
3505589 570 |1 786217 sb|AEQOOT 14/AE0001 14 Escherichia coll K-12 MG 1655 section 4 of 400 of the complete genome 0
3506.5e0 A7 | gil4503720 Homo saphens four and a half LIM domalns 1 (FHET) mRNA 2.00E-16
3507 5eq 568! gi| 1 3003{emb|VOOBG2|MIHSXX H.saplens mitochondrlal genome 1]
3508.5eq $91] 2532596 gh|M12759HUMIG )02 Human Ig J chain gene, exons 3 and 4. E-174
3509.seq 613 | gi[4768674igb)AF114264.1|AF114264 _ Homo sapiens clone HHA08 unkniwn mRNA -0j
3510.5e0 362 gIl4768038 Home saplens cytochrome c oxidase subunit Vic (COXEC), raxlear gene 0
3511.5eq 602 | gi[281 5069]emblALD21451HS188H10  |Hurman DNA sequence from PAC 188H10 on chromosomw 6322, Contains 5TS [s)
3512seq 528 |el|5005738 Homa sapiens NRAS-related gene (D15155E), mRNA 0
35135eq 612 gi|36139)enmb|X52967|HSRPLY Human mRNA, for ricosomal protein L7 0
3515.5eq 548 | gi]182786|gb|MB0815|HUMFUCASOT H.sapiens a-L-fucosidase gene, exon 7 and 8, and complete cds. o)
3517.seq 73
3518.seq 388 |g1|34582999|emb|2 95889|HS211AS Human DNA sequence from clone 211A9 on chromosome 22q12.1 Contalns EY 0.1
3519.sea #18]gH4156190]eb]ACO048801AC004880 Homo sapiens PAC cione DJOTSINTT from Tod 1, complete sequence [Homeo _Ol
3520.5eq 633
3522.5eq 6121 gi[4926908]gh{AC04B95.2| ACO04B95  |Homa saplens clone DJOB1DEQS, complete sequence 0.66
3523.5eq 533 |gi|5578939)emb|ALDISA1 7. 15HSEN H21 Hurnan DNA seauence from clone BI1H2Y on chromosome 1p32.2-34.2 Contal D
3524.5eq 532 gii4156200]gb| ACOJ4BE0|ACOO4BE0 Mome sapiens clone DJO691L07, complete sequence [Homo sapiens] 0.037
3525.56q 653 |}4582483]gh| ACODE312.BJAC0D6312__iHomo saplerss chromasome 9, clone hRPK.401_G 18, corplete sequence 200E-13
3526.5eq 591 [ gl|3005722|gb| AF055003|AFOS5003 Homa saplens cione 24414 unknown mRNA, partial cds 0
3528.5eq 730/ gi[258057 3| gb| AFODOIB4|HSAFOC0994  [Homo saplens ublauitous TPR motif, Y isgform (UTY) mRNA, alternative 0|
3529.5eq 46 :
3530.seq 36| gi{183181|gbl JOIOO4|HUMGLAA Human guanine nucleotide-bincing regulatory protein (G} 3.00E-04
3532.5eq 586 gi|3005926]ermbyA 001561 |HSAJ1561 Homo sapiens repetitive sequences, aiphokd DNA, 142Tbp 25
353358 466 | gi|2599359|eb|AF01581 2JAF015812 Homo sapiens RNA heficase p68 (HUMPEE) gene, complete cds 0
3534.5eq 6211 gi|1665778]dbj|D87445(DB7445 Human mRNA for KIAAQZ56 gene, complete cds 3O0E-95
|3535.5eq 339 i 18491 8|ab|ME01 92/ HUMIGHAZA Human germiine IgAZ chain € region. E-314
3536.5eq 274} gi{505101(dbj|DI1BETIHUMORFKGIP _ |Human mRNA for KIAAQQG2 gene, partial cds E-122
3538.58q 73
354159 563 gi[532596]ebjM 1 2758HUMIG J02 Human ig J chain gene, exons 3 and 4. kY
3542.5eq 401 |21|S052312|eb|AF116272.1|AF116272  |Homo saplens T-cell activation protein {PGR 1} gene, complete ¢ds D
3543.5eq 540/ gi|4506618 Homa sapiens ribosomal protein L24 (RPL24) mRNA 0
3548.5eq 851 gij4503348 Homo sapiens deoxyribonuciease I, lysosormal {ONASE2) mRNA, and a
3547 .seq 624 | gil4079627|eb]ACO0G0SHACODE05D Homeo sapiens chromosome 17, clone hRPK.268_F_2, comalete sequence [Hon 4]
3548 5eq 6331 gi|4503574 Homo sapiens glutamyl ami tidase (aminopeptidase A) (ENPEP) mRNA [
3551.5eq 345 | gi[292440|ebl|L1 156/ HUMRPLITZ Homo sapiens ribosomal protein L37 mRNA, complete cds, 0
3554.5eq 449 gi[5031930 Homo saplens nascent-polynentide-associated complex aipha 1]
3556589 504 ei{2861198leAFQS 1 IBOJAF051160 Homo sapiens tyrosine phosphatase (PRL-1} gene, complete cds 0
3557 560 186 | eil1 B597 71&b{MZ 3091 HUMIGKVAD Human germiine pseudo-igK chain gene, ¥3-region, clone Humkv329, 3.00E-49
3558.seq 471 |&i}4039013)gb| AFD37338|AF037338 Homo sapiens cleft lip and palate transmembrane protein 1 {CLPTM1} 013
3559.seq 527 |@i[185538|gb{M 1851 2[HUMIGHVAJ Human {fetal) rearranged 1gM chain VDJ-region mRNA, clone 203, E-144
3560380 506 gil1 805302|ebit184143[HSLIB4143 Human D-dopachrome tautomerase mRNA, complete cds of
3561.5eq 443 | gl{184743|gh] 00220jHUMIGCCE Homo sapiens immunogiobulin alpha-1 heavy ¢hain constant region )
3562.5eq 495 | gi[190978|gb|M18963[HUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, compiete 0
3563.5eq 213|gi|5031956 Homo saplens nuciear protein contaning WW domain 38 kD (NPW38) mRNA E-115
3564.5eq 492 |gil4758543 Homo sapiens heterogeneous nuclear ribonuciecorotein C c1/cz) Q
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1565 .5eq 493|gijd501888 Homo sapiens actin, gamma 2, smooth muscle, enteric (ACTG2) mRNA 0
3566.5e0 487 |gi|3721650dbj|AB01 2910[AB012910 Homo sapiens MRNA for anti-HBsAg immunoglobulin Fab kappa chain, 0
3567.5eq 484|gij4503470 Homo saplens eukaryotic translation elongation factor 1 alpha 1 0
3558.seq 382 | gi]4071052]emb|aL 032822.1|HS59B16 | Human DNA seauence from clone $8B16 on chromosome 6p22.1-22.3. Contai D.41
1559.seq 3961 gi|5565976/gb|AF152462.1]AF 152462 | Homo sapiens transmembrane protein BRI (BRI mRNA, complete cds g
3570.5eq 281
3572.58q 488! gil664880eb|ST3804{5 73804 ND2=NADH dehydrogenase subunit {heteroplasmic G->A transition in B.00E-13
3573.5eq 497
3574 .5eq 237]£il5932521{gb] ACO0T061.3|ACO0TO6 | Leishmania majar chromosome 3 clone L1559 strain Friedlin, complete 0616
3575.seq 485 | gi|3BA05]erbX67 292{HSIGMHCE1 H.sapiens mRNA for IgM heavy chain constart region (mAbS1) 0
3576.5eq 429 gi{186042|b{M74013|HUMIGKW Hurnan g rearranged light-chain mRNA Y region. E-164
577580 238|gi[2982498}emb|AL021407|HS 13010 Homo sapiens DNA sequence from PAC 13D10 on chromoseme 6022 3-23. 5.00E-98
3578.5¢q 489|gi|1255794}gb|U53331.1]LI53331 Homo saplens cosmid clone UT29A10 from Xp22.1-22.2, complete seouence 8.00E-74
3580.5eq 478 gil4759281 Homo sapiens ubiguitin-conjugating enzyme E2L 6 (UBE2LE) mRNA E-140
3583.5e80 470 gi|5042231|emb|Y$3323.2(HSRISPRO |Homo sapiens mBNA for disintegrin-protease D
3584.5eq 334 gI|3702265[gb|ACOUSTITIACOOSTIT Homo saplens chromosome 19, cosmid F13825, complete sequence [Homo 1.4
3586.5eq 11t
3588.seq 461 | £i|3328191{eb| AFOT4604|AF 074604 Homo saplens connective tissue growth factor-refated protein 0
3589.s5eq 480 £i{532596 ebi M1 27 59| HUMIG JO2 Human lg J chain gene, exons 3 and 4. E-172
3500.5eq 421 |el}4506638 Homo saplens ribosomal protein L35a (RPLISA) mRNA [&
3591.seq 189|gil4503070 Home saplens cold shock domain protein A {CSDA} mRNA 4.00E-27
3592.5eq 342|gl|S46798|eb}ST1043(S71043 1g alpha Z=immunogiobulin A heavy chain akotype 2 {constant E-141
3593.5eq 475|gi[4502452 Homo sapiens complement component 1, ¢ subcomponent {C1R) mANA 9
3594.5eq 506 gi]3242766{gh|ACO05153|ACD05153 Homa saplens PAC clone DJ0537P09 from 7p11.2-p12, complete sequence [H 1.00E-04
3596.5ea 502
3597.5e0 413 | gi{5326596 gbiM1 27 59| HUMIG 102 Human |2 J chain gene, &xons 3 and 4. 200E-T1
3598.5eq 463 | eif345475]gbjt 167B5|HUMPUF Horra sarens &-myt transcristion factor (puf) mRNA, complete cds. 0
3A600.5eq 290|gi{6137796 Human mitochondrlon, complete genome E-134
3601 580 133 | gi]1 256836)gb|US3209|HSLIS3209 Human transformer-2 alpha (htra-2 alvha) mRNA, cornplete cds 2.00E-53
3602.seq 490 gi|3954B83]ernb|AJ0T10442|MSAQ10442 |Home saplens mRNA for immunogiobulin kappa light chain, antl-RhD. 3}
3T{$.seq 463 | gii3954884]|ernb|A.J0T0442]HSA010442 |Homa saplens mRNA for immunoglobulin kappa light chain, anti-RhD, E-157
3607 5eq 420/ gi[1054740{ernb| X837 344|HSEVMHC H.sapiens OMA, DMB, HLA-Z1, IPPZ, LMP2, TAP1, LMF7, TAPZ, DOB, DQB2 2]
3508.seq 493 gi[13683]emb|VOOTIOIMITIHS Hurman mitochondrlal genes for several tRNAS (Phe, Val, Lew) and 128 [1]
3609.se0 463 gi}4210508{gb|ACO0628T|ACDO6287 Homo sapiens, clone hRPK.22_A 1, sequence [Homo sapiens) 2
3610.5ea 354 gi|2665724]gh| AF038429|AF 035429 Homa sapiens cytochrorme oxidase subunit 1 (CO1 and subunit 11 {COID 0|
3511 seq 480 gl|4506700 Horng ribosomal protein $23 (RPS23) mRNA [
31612.5eq 513|gi{13000emb| X6 2996 MIHSGENOM H.saplens mitochondrlal genome (consensuys sequence} [}
3613580 484|gl{3387979]gb] AFO70600 AF 070600 Homo saplens clone 24464 beta-tubulin MRNA, complete cds 0
3614.5eq 474|gis729747 Horno saplens butyrophiln-tke receptor (STNLR) mRNA 5.00E-04
3615.5eq 464 eljl4505604 Horno sapiens pancreatitis—associated protein (PAP) mRNA, 0|
3616.5eq 424
3617.5eq 436]gl[4506700 Homo saplens ribosomal protein $23 (RPS23) mMRNA [\]
3619.5eq 4811 gl|2665724|gb{ AFD3S429AF 035429 Homo sapiens cytochrome oxidase subunit | (COI) and subunit 1 {CO11) 0
3621300 3652223221 3| g{AFO0ATOSIAFO04T08 | Homo saplens stress-activated pratein kinase 4 mRNA, lete cds 039
3623500 3591|601 T903|cb|AF 1 40690.1|AF 140690 | Homo saplens melusin mRNA, complete cds 0.096
3624 5eq 461]gi|2780183|emb[Z35496[HS509t 4 Human DNA sequence from PAC 509L4 on chromosomne 6422.1-6922 33, 0.49]
3625.5eq 493 | gH409069|dbil31 7652|HUMHBL2A Human mRNA for MBp15/L22, complete cds 3]
3626.seq 466 |&338791 7| AFOT0553]AFOTD553 Homo sapiens clone 24782 unknown mRNA 0
3627 seq 466 | gi|S102744|emblALO79283. HHS T Homo saplens mRNA full length insert cDNA clone EURQIMAGE 39515 0
3628.50Q 538 gi[490267 HembjALD49801. 1[HSE50191 | Novel human gene mapping to ch 13, shnitar to rat RhoGAP 0.15
3629.58q 504 [ gil4503470 Homo saplens eukaryotic translation slongation factor 1 alpha ] 4]
3630.5eq 451 ;gij4501 886 Homo saplens actin, gamma 1 {ACTGT) mRNA 0
3631.seq 508 | gil4557230 Homo saplens acyvi-Coenzyme A dehydrogenase, C—4 to C-12 straight o]
|3632.seq 489 gi[184233|gh{M 12623 HUMHMG 17 Human non—histone chromosomnal protein HMG-17 mRNA, complete cds. i+
3633580 Home sapierns mRNA for immunoglobulin kaopa et chain E-170,
3634.s8q Hormo sapiens genomic DINA, chromosome 21021.2, LL56-APP reglon, clone 0036
36355eq Human mRNA for kidney ormithine aminotransferase {(EC 2.6.1.13)} 0|
3636.38g Homo saplens mRNA; cONA DKFZ2p434D0835 (from clone DKF 243400935} E-102
3637 .5eq 1g alpha 2=Immunoglobulin A heavy chain alotype 2 {constant region, 0
3638.seq H.sapiens rearranged mRNA for imemunogiobulin kasea thaln (VN 0
364¢.5eq Homo saplens cytochrome oxidase subunit | {CO1) and sulbunit it 0
36542 seq Homo saplens clone NHOCB4K 19, complets sequence E-158
3643.5eq Homo saplens mRNA for GDP dissociation inhibitor beta o]
3644.520 Homa saplens mRNA for Immunogiobulin kappa light chain.anti-RhD. )
3645 seq Homo saplens solcing factor, arginine/serine-rich (ransformer 2 0
3646.5e0 495 | gi|3132352|dbj|APOD0D42.|APO00042  |Homa sapiens genomic DNA, chromosome 21922.1, segment 13/28. complete 0.14
3647 58 496 | gi|4505604 Homo sapiens pancreatitis—associated protein {(PAP) mRNA 1]
364B.seq 295 £i[1266606]emb|X87074HSAFI 7 H.saplens mRNS for clathein tated protein E-142
3650 seq 330|gi|2275182|ah| ACO02385{AC002385 Hurnan BAC clone RG222A16 from 7q31, complete sequence [Homo sapiens] 0.088|
3651 .5eq 393 |gi{5174430 Homo sapiens DNA segmerrt on chromosome X (unioue) 648 expressed (1)
3652389 612 el|3928219emb|268925|HSKPOLCOT H.saplens mRNA for immunoglobulin kaopa dght chain VJ region (10 [¥)
3J655.5eq £591gi|3304861 jemb|298884.11|HS467L 1 Hurman DNA seauence from clone 46711 on chromosome 1036,21-36.33, 0
3656.58q 660 | gi|35456{emb|X54629|HSPHL1 - |Hurman pHL-1 gene is a c-myt oncogene cortaining coxlll sequence 0
3657 seq 482 | gl1916025)eb|UTTITEIOLUTTITE Oryzias latipes tine finger protein sal mMRNA, partlal cds .13,
3658.3eq 583 | gil4504898 Hormo saplens karyopherin alpha 3 (importin alpha 4) (KPNAJ) mRNA 0
3659.sea 384 2i|532596|gb{M 12759]HUMIGJ0Z Human Ig J chain gene, axons 3 and 4. 0
3660520 666 | ii340184|eb]L 0BSHIHUMUVOECAD  [Human uvomorulin (E-cadherin) {UVO) mRNA, ¢ lete cds. 0)
3661.35eq 503 |gi|4506702 Homo sapiens ribosomal protein 524 (RPS24a) mRNA 0
3662.3eq 642 |gii4835595{dbj|APO00226.1]APODO226 |Homo saplens genomic DNA. chromosome 21a21,2, LLS6-APP reglon, 0
3663seq 742|gi{3513299)gb| ACO0S5958C005595 Homo saplens chromeseme 19, cosmid F16601, complets seausnce [Homo 0.052
3664.5eq 637]el L12535|HUMRSLNA Human RSU-1/RSP-1 mRNA, complete cds. 0
3665.5eq 666 | il5001 540{gh| ACO04961 2]AC0O0496] | Home saplens clone DI1098J04, compiete sequence 0.046|
666,580 604 g]]3080543|dbijlABC0Y 451 {ABOD1451 Homo sapiens MRNA for Sck, partial cds 0
3667 .seq 637|gI[5306303|ebiACO07240.2|AC007240 | Homo saniens clone NHODBIMOS, complete sequence 0.69
I5T0.seq B31 | gi[a581418|emb|ALO3S402. 7|HSBE)E Human DNA sequence from clone B8JS on chromosome 8p21.31-21.33. E-174
3671.5eq sratguasomsz Homo sapiens apolipoprotein D (APOD) mRNA 0
|3672.5eq 821 |2i|184918]gh|ME01 S2HHUMIGHAZA Human germiine IgA2 chain C reglor. E-168
36T3.seq 228 | gi|4506006 Homo sapiens protein phosphatase I, catalytic subunit, gamma 3.00E-25
31674.seq 571 gl|2565724[§b|AF035425|AF035429 Homo sapiens cytochrome oxidase subunit | {COI) and subunit IF {COII} a0
3675589 733 gi[190978|eb{M1 BIS3HUMREGA Human isket of Langerhans regenerating protein (regl mRNA, complete G
3676.5eq 572|gi{562764|emb|X80163|MMRZ00CKP M.musculus mRNA for 200 KD protein v
3677.5eq 682 | gi{182927|gbiM3I7131 [HUMGACTAZ Hurman gamma-actin l. with retroviral insertion site, 3 9
3678.5eq 568 gil4585468]eblAF127036.}AF127036  [Homo saplens calchum-activated chloride channel protein 1 (CaCC1) 0
3679.5eq 629]gi|1946342|gb| UBBSET|MMUBRSS5ET Mus musculus secreted frizzied related protein sSFRP-2 (Sfro2) mRNA, 7.00E-35]
3680.5eq 571 gi]1246237|ebit 48722|HUMPTRIVGA  {Homo sapiens (clone hh18) protein tyrosine phosphatase {ptp-1Vir} 0
3681 seq 182 | gH1 87 1208|gb{U91327|HSUS1 327 Human chromosome 12p15 BAC clone C1T9875K-93D8 complete sequence 0.012
I6E2.5eq 400 | gi|5763740|emb|ALOS0350.14{HSDI261H Human DNA sequence from clone 261K5S on chromosome Ba21-22.1. Cnntalng 0.1
r_Si&S.seq 364 |gl|3281967)emb|299129|HS425C14 Human DNA sequence from clone 425C14 on chromosome 6022 Containg the 0
3684 .seq 626 | 2l|5360215 Homo saplens iduronate 2-sulfatase {Hunter syndrome) (IDS). 0
3685 seq 548 | gi182058]ebfM16653|HUMELAP2B Human pancreatic elastase 8 mRNA, cormplete cds. 6.00E-35
3686.5eq 637 &) 1263363leb|L 7761 24HIIMI TQYCAN  |Hormo sapiens {clone SELIBE} 17q YAC (368C7) RNA. 9.00E-93
3687 seq 626 g1|3954852/emb|AJ010446]HEA010446 |Homo sapiens mRNA for immunoglobulin kappa light chain.anti-RhD, 0
368B.seq 575gi{1035862]emb[Z63484|HSB5A9R H.sapiens CopG istand DNA genornic Mse) fragment, clone B5a9, raverse 0.04
3690.5eq £42|gil790848leb|L 3989 HIHUMPKDLGEN Horno sapiens polyCystic kicdney ¢ { protein (PKD1) 3.00E-09
3691.5eq 734 |gi[4557662 Homo sapiens immunoglobulin-binding proteln 1 (IGBP1) mRNA 0
3692.5eq 5281el|4106997|eblAC 006 28HACO06299 Homo saniens, clone hRPK.17_A_1, complete seauence [Home sapiens] 0.68|
3693.5ea 571 |gi|2623584|ab|AF02T158]AFD27158 Homo saglens imemunogkbubn kappa ight chain {T6./k) mRNA, partial £-132
3684.5eq 958 ;II432358|dbi|D23560£HUM RSP Human mRNA for ribosomal protein, complate cds £-139.
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3695.seq 299/ gi|3451027|gb|MBBEAS{DOGADNCYC | Canis familiaris adenyiyl cyclase type V mRNA, partiat cds 2.00E-70
3696.seq 455|pl|5453560 Homo saniens ATP synthase, H+ transporting, mitochondrial FTFO, 0
3657.seq 528 gi[497212emb|ALO49776.2|CNSO00C1 {Hurman chromosame 14 DNA sequence *+# IN PROGRESS +++ BAC R-85KiS 0.14
3699.seq 596 l|2623584|eh|AFD271 56AF 027158 Homo sapiens immunoglobutin kappa light chasn {T6J/k} mRNA, partial 0
3702580 683 i|2652305|eb|AFD40587{AF049587 __[Canis famiiaris tropomyosin (TPM1) gene, partial cds 019
3703.5eq 543 |gi|1 3683)ermbiVOOTIDIMITIHS Human mitochondrial genes for several tRNAs (Phe, Val, Leu) and 125 O
370456 822 |gi[4758633 Homo sapiens Sec24p, §. Cerevistae, homolog of (KIAAQD79) mRNA o]
3705.5eq 252|gil5174474 Homa sapiens interferon-stirmulated transcription factor 3, gamma 2.00E-85
3706.seq 636 £1[49644)ermb(X6267B[MAPSPROMR __[M.auratus mRNA for PS protein 1.00E-05]
3707 seq 373 gi[32998)embiX07868|HSIGF27 Hurnan DNA for insulin-like growth factor | ({IGF-2): exon 7 and E-126]
3708.seq 615|gi|3342263|ebjAF051561|AFO51561 Rattus norvegicus Na-K-Cl cotransporter (Nkcc1) mRNA, complete cds 8.00E-53
370858 5754§||5573945|err£|5L0802?3.1 O{HSBA259H Human DNA sequence from clone 2631 on chromosome 22, Contains $TSs, 0.62
3710.5eq 49%| gi|4895146|b|ACO0T115.1JACO0T11S  |Homo saplens chromosome 12 clone 91705, complete sequence £-156
371235eq 335 &i]1769890|emb]X99747|ATATE2 Athaliana ATB2 gene 009
37135eq 584 |5i]5453558 Home saplens ATP synthase, HH transporting, mitochondrial F1FQ, 0
37i4.5eq 511 |gi]159) 300|gblUE7S08| U6 7508 Methanococcus jannaschil section 50 of 150 of the complete genome .85
ERALET 622 |g1|4BB4188[embjALD4995) .1 |HSMBO00299Homo saplens mRiNA; cDNA DKFZp56400122 {from ¢lone DKFZp564001 2 E-140
37i16.5eq 728 |gi|2271030|tn AFODB933|AFO08933 Homo saplens MHC class | antigen HLA-A heavy chain (BLA-A*0226) mRNA, 0|
3737.5eq 602 | 2i{986883|gb|M22538HUMMTINUBA Human nuciear-encaoded mitachondrial NADH-ubiquinone reductase 24Kd 0
3718.5eq 663 21187131 |gbiM25627 |HUMLGTH1 Human liver glutathione S-transferase subunit 1 mRNA, complete cds. 0
3719.5eq &I|6065863|emblALD35455.29(HS 161 BE Hurnan DNA sequence from clone 1018E9 on chromosome 20g13.31-13.33, 0.2
3720.5eq Homo sapiens COY antigen (p24) {CD9} mRNA 0
3721.seq Homo saplens aldehyde dehydrogenase 2, mitochondrial (ALDH2) mRNA 0
3722.580 Human BTK region clone 2f10-rpi mRNA. 9.00E-86
723,580 F.domestica mRNA for neuronal protein 2 D0E—54;
3724300 Hormo saniens beta-cop homolog MRNA, complete cds O
AT25.5eq Human DNA sequence from PAC 509L4 on chromosome 6a22.1-8022.33. Con| 0.65
3726.5eq Homo saplens PAC RPCI4-613823 (Rogwel Park Cancer Institute Human PA o
3727 seq Home saplers midkine (neurite growth-oromoting factor 2) (MDK) mRNA 4]
3730.5eq Hurman ir | mRNA, for apolipoproteln A-IV 3]
3731.5eq Home saplens nucleolar phosphoprotein B23 (NPM1) mRNA, complete (_)l
| [3T335eq Home sanlens beta—2-microgicbulin (B2M) mRNA o
3734 5eq Home saplerts chromosome 4 clone B271E1 map 4025, complete sequence E-160
3735.5eq Homo saplens clone 24583 mRNA sequence ol
3738.5e0 Human Chromosome 16 BAC clone CITI87SK-~A-17E1, complete sequence [H 4.00E-84
3739.5eq H.sapiens defensin 5 gene, complete cds. 900E-95
3740.5eq Human mRNA for KIAAQ 52 gene, complete cds 0
3741.5eq Human DNA sequence from cosmid J30E17, between markers DXS366 and DY 0.1
A742.seq 862 1 gi|458256{ah|U0B032|HSLCBOAZ FHuman thermolabile {mancarnine, M form) phenot sulfotransferase [\]
3743.5eq 628 || 38407|emb| X67 301 |HSIGMHC 63 H.saplens mRNA for leM heavy chaln constant reglon {Ab63) 0
3744 seq 660 2i5921382|embjaL034552.22|HS824J5 | Human DNA sequence from clone 82445 on chromosome 20q11.23-12. Contal 0.003]
747580 617 |gil4757825 i Homo saplens beta—2-microglobulin (B2MY mRNA 0
3748.seq 32| gil3094986]emblALOOSEZB(HE 140012 | Homo sapiens DA sequence from PAC 140C12 on chromosome 6926-927 2.00E-08|
3749.5eq Homo saplens Finkel-Biskls- Rellty murine sarcoma virus (FBR-MuSV) 4.00E-12
3A750.seq 592 | el 3860076 gh{ AFOST(21 |AF0S7021 Homo saplens GW112 protein (GW112) mRNA, complate cds 0
3752580 478 |&i37564lemb| X56998|HSUBAS2A Human UbAS2 adrenal rnRNA for ublqultin-52 aming acld fusion protein 1]
3755580 6751g1|2337866|gbfAC002453|AC002463 Human BAC clone RG3I02F04 from 7031, compiete sequence [Homo sapiens] 0.047]
3756.5eq 578 |gil4507366 Homg sapiens transgefin 2 (TAGLN2) mRNA <]
3758.5eq 572! gi|4680714|gbiAF132072.1|AF132972 | Homo sapiens CGI-38 protein mRNA, complete cds 0
3760.5seq Homo sapiens capping protein (actin filament) muscle Z-line, beta 0
3761 5eq Home sapiens ribosormal proteln 526 (RPS26) gene, comulete cds 4.00E-36|
I762.30q H.sapiens mitochondrial DNA for DNA loop attachment sequences A4.0DE-60
3764.5eq Mo sapiens mRNA, for putative ATP{G TP)-binding protein, partial 0|
3766589 Human DNA sequence from PAC 102620 on chromosome 1024-g25. Containg 0.11
3767 580 Homo saplens Ig rearranged gamma- 1 chaln {IGHG 1} mRNA subgroup E-144
3768380 Homo sapiens basic transcrivtion elerment binding protein 1 (BTEB1) 0
3769.52q Homa sapiens ribogomal protein L3 (RPL3) mRNA E-113
3770.5eq Home sapiens mRMNA for immunoglobulin lamibda Bght chain 0
377 seq Homo sapiens myosin light chaln kinase (MYLK) gene, exon 31, and 0
3772.5eq Hurran major h {bility class Il antigen gamma chaln mRNA, 0
3773.seg Human intercrine—alpha (hIRH} mRNA, complete cds E-147
3774.5eq 426 |&l}185549|ab|M1851 B{HLIMIGHVAP Human Ig rearvanged H-chaln VDJ-region mRNA. clone 58P2. E-144
3776.3ec 488
3777.seq 227 | gl}28930|embXO5606|HSATPE Human mRNA fragment for ATP synth beta-subunit E-117
3778.seq 225 | eH4506430 Home saplens RAS p2) protein acthvator (GTPase activating orotein) 1 7.00E-48|
3779.5eq 409 g1|181532|gb|M9ITIZSIHUMDEFSA H.saplens defensin 5 gene, cornplete cds, 3.00£-91
3780580 195 | 2148841 35jemblALOS0107. 1HHSMBD01 99 Homo saplers mRNA; cDNA DKFZp5R611419 (from clone DKFZpSB611419) 1.00E-95
3781.5eq 411 [gl|2632101jem{293943|HSU235H3 Human DA sequence from cosmid L235H3 on chromaoseme X 1.7
3782.5eq 339|253 2596j@M12759HUMIG 02 Human Ig J chain gene, exons 3 and 4. 8.00E-70]
3783.58a 550|gi|a504444 Homo saplens heterogeneous rnuclear ribornuciecprotein Al (HNRPAT) 0
3784.5eq 12
3785.5eq 510
3786.seq 344 | gl[3005086|gb) AFC44924| AF (44924 Homeo sapkens hook?2 protein (HOOK2) mMRNA, complete cds E-152
3787.seq 451 | gl|2358130|gb) ACOO00B4]AC 000084 Homo sapiens Chromosome 22q11.2 Cosmid Clone 68f In DGCR Region, gz
3789.5eq 367 |gil5031570 Homo saplens ARP2 {actin-related protein 2, yeast) homolog (ACTR2} E-120]
3790.5eq 525|gl5231227 Homa saplens ribonuciease 6 precursor (RNASEGPL) mRNA [¢]
3191.5eq 523 | gi|1 944628]gh| JO1415.1 [HUMMTCG Human mitechondrion, complete genome 0
3792.5eq 458|gild503470 Homo sapiens eukaryotic translation elongation factor 1 alpha 1 )
3195.5eq A7 gi]181532|gb|MIT2SHUMDEFSA H.sapiens defensin 5 gene, complete cds. 2.00E-95
3796.5eq 567! l|4503252 Homo saplens defender against cell death 1 (DAD1) mRNA 0
3747.3eq 433! gi|28335lemb| X63432|HSACTE H.saplens ACTE mRNA for mutant beta—actin (beta'-actin) 0
3798589 AT8) 2l|5325961eb|M127SHHUMIG JO2 Hurnan Ig J chaln gene, exons 3 and 4. E-112
A7199.5eq 518 | &i|2337882|at¥AC002451[ACD02451 Hurnan BAC clne GS3J06C12 from 7g21-922, complete sequence [Homo 4 D0E-85
3800.5eq 653 | 2)|532506]xbiM 12753 HUMIG J02 Human Ig J chain gene. exons 3 and 4. E-174
3801.seq 379 gi[187538)gbiM10942| HUMMETIE Human metaliothionein-le gene (hMT-le). E-118]
3802.sea 322 gi[3387987|eb]AFOTO606|AFO70606 Homo saplens clone 24411 mRNA sequence E-155
3803.seq 558|gi265703]gbiS55735|555735 Ig alpha 1- alpha 2m=tmmunogiobulin A1-A2 lambda hybrid GAU heavy g
3804 seq 511 |ghd506666 Homo saplens risosomal protein, large, PO (RPLPO} mRNA 0
3805 seq 492 |eif4501888 Homo sapiens actin, gamma 2, smooth muscle, enteric {ACTG2) mRNA 0
3806.seq 533 (l]339688|ebiM1 7733HUMTHYBA Human thymosin beta-4 mRNA, complete cds. 1]
3807 seq 399
3808.5eq 543 | 2i]1213466|et{1U29057[HSLI28057 Human MHC class | antigen HLA-87 variant (HLA-B) mRNA. complete 9
|3809.5e0 647 | gl|3402331gb|M25246|HUMVIMI Human vimentin (HuVim3} mRNA, 3 end. 1]
3810.seq 637 gi]3138923|gb]AF002282|AF002282 Homg 5apiens alpha-actinin—2 associated LIM proteln mRNA, Q
[3811.5eq 283 | gl|4558768)gb] ACODT199.HACO07199  |Homo sapiens chromosome 5 Bac clone 111013, complete sequence E-145
3812.5eq 415 g1 556853)gblU13369|HS 13363 Human ribosomal DNA complete repeating unit E~132
3813.5eq 294|g)|5802987 Home sapiens B-cell translocation gene 2 {pheochromacytoma cell-3) E-139
3814.5eq 595! g1|4868168|gb|AF127026.1|AF127026  [Home saplens brush border myosin | (EBMI) mRNA, complete cds O
3815.580 562 |el|475876T Horre saplens NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 10 O
3817 seq 597! eil185538)eb|M 1851 2{HUMIGHVA) Human (fetal) rearranged 1gM chain VDJ-region mRNA, clone 20P3, E-152
3818.5eq 369]gil12623421emh{X93334|HSMITG H.sapiens mitochondrial DMNA, complete genome 7)1
3819.5eq 5781gi|4506616 Homo saplens ribosomal protein L17 {RPL17) mRNA 0
3820589 §%1]&|3005936/emblAJ004956|HS AO04G56 | Homo sapiens Imsmunoglobulin kappa light chain variable region o]
3824.58q 568 | gH5031664 Homo sapiens Dvoc-tke 1 (DMXL1) mRNA >gi[312357 1|embiAJ00582 |HSASS| 2.00£-93
3825s5eq 537 | gi|l4506672 Homo sapiens ribosomal proteln, mitochondrial, L12 (RPML12) mRNA 0
3826.5eq 519 gij41 55194|§b|ACDD¢BEB]ACED4869 Hema sapiers PAC clone DJO732C22 from 7p11.2-013. complete sequence [H 22
3B27.580 591|gi|3851580|ebjAF031216|AF091216 Mus musculys Wim proteln (Wem) gene, comolete cds 0.041
3828.seq 592 | gi|3882204]ribjlABO18285.1|ABO18285  [Homo saplens mRNA for KIAADT42 protein, partial cds 0
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3829.580 566 2i1944628gh|f01415.1HUMMTCG Human mitachondrion, complete genome 0
3830.5eq 562 | gi{5360972jembALDIS563.18{HS 106BE t| Human ©NA segquence from clone 1068E13 on chromosome 20p11.21-12.3. 0.61
3832.5e0 524 gij37570|emb{X63237|HSUBASOR H.saplens UbaB0 mRNA for ubiquitin [
3834.5¢0 457 | gil4505356 Homo sapiens NADH dehydrogenase {ubiguinone) 1 alpha subcomplex, 4 &
3835.se0 528 | gif5454161 Homo saplens upregulated by 1.25-dibydroxyvitamin D-3 (VDUP1) mRNA o
3836.5eq 507 | gi{532596]eb{M12759|HUMIG 02 Hurman g J chaln gene, exons 3 and 4. E-116]
3837 .seq 466 | gi1926407 gbI‘UZOQSB}HSUZWHB Human lymphocyte dibydropyrimidine dehydrogenase mRNA, complete cds [1]
3838 5ea 489 [gil414346|dbj|D14531JHUMHHRRPLY | Human mRNA for human homelogue of rat ribosomal protein L9, 0
3838.5eq 450 gif532596|2biM12759|HUMIG JO2 Human ig J chain gene, exons 3 and 4. 4.00E-97
3840.586 500 |gil4506730 Homo sapiers rbosomal protein S6 (RPSE) mRNA [s)
3843.520 546 [gl4758T67 Homo sapiens NADH dehydrogenase (ubigunone) 1 alpha subcomolex, 10 4}
3844580 580} gi{2280486]dbi}ABO0237S|AB002375 Human mRMNA for KIAAD3TT gene, complete cds [1)
3846.58q 534 gii5771401)gb|AFO96771.3|HSMLCKKRF Hormo saplens myosin light chain kinase (MYLK) gene, exon 31, and E-158,
3847 seq 549 gi14884115{emblALDS0093.1|HSMB0G1 64 Homo sapiens MRMNA; cONA DKFZpS86L05)8 (from clone DKFZpSBELO518) E-185
3848.s5eq 499 [gi|3688360(emb|ALO3 1803|H527C1D Human DNA sequence from clone 27C10 on chromoseme Xp11.4-21.3. Contai 0.14
3849.5eq 565g)[179295|gbiLHB441HUMAUTONH Human aytonomously replicating sequence (ARS) mRNA. 0
3850.5eq 642 gl[4914577|emb|ALDSD373.1]HSMB001 58 Homo saplens mRNA; cONA DKFZp586F1318 (from clone DKFZp586F1318) !
3851 56a 514|gi[4502596 Homo saniens colager-binding protein 2 (coligen 2) (CBP2) mRNA v
3852.3e0 625 gi[285952|dbi|D13635\HUMRSC 10B3 1 Hurman mRNA for KIAADDTG gene, complete eds [+
3853.seq 678 &il4579988}dbjtAPO000ET. 1| APDO0XET i Homo sapiens genomic DMA of 8p11.2 senescence gene . segment 3/19, 29
3884.5eq 602 | gil6016843}dbjiAP000352.2| APO00352 |Homo sapiens genomic DNA, chromosome 22q11.2, clone KB1561E1 0.65!
3855.58q 661 |gik4467 346 emb| AL 022323, THS243E7 __ | Human DNA sequence from clone 243E7 on chromosome 22q12.3. Contains E 018
3856.5eq 529)gila506618 Homo sapiens ribosemal protein L24 (RPL24) mRNA 0
3858.5eq 606 [g1|388165|gb{l 22473 HUMBAXA Human Bax aloha mRNA, complete cds, 0,
3859.58q 334[gi[3135374|emb|Z 991 28| H5422H1Y Homo sapiens DNA sequence from PAC 422H11 on chromesome 6p21.1-22.2. 0.023
3860.520 568 /25189019]ahiM22918|HUMMYLCE Humarnt non-muscle myosin akal light chain mRNA, 3' end. 0
3851 seq 525 gli6102666)ebjAC006449.19]AC006448 [Home sapiens chromosome 17, clone hCIT.58_E_17, complete sequence 2.2
3862.5eq 589 [ gil5733597|gb|AF159456.3|AF158456 _ | Homo sapiens gp-340 variant protein {DMBT1) mRNA, complete ods 0
3863.5eq 248 g 187245]gh{M21 1 19|HUMLSZA Human lysozyme mRNA, complete cds. 1.006-64]
3864320 604 gi[SBB19601Rb|AF64257.1] Homo saplens Dhm —like protein mRNA, complete cds. [1)
3865.52a 207 | gi5901941 Homo sapiens £18-55kDa-associated proteln 5 (E18-APS), mRNA 2.006-91
3866.52q 427 | gll4503304 Home sapiens defensin, alpha 6, Paneth cell-specific (DEFAB) mRNA 0
3867 5eq 480 | gil4B85262 Homeo sapiens GTP-binding protein overexpressed in skeletal muscle E-138
3868520 645 | i]5924054]ernb|ALDIETO9.1 1{HSDJ 20N Human DA seguence *++ SEQUENCING IN PROGRESS +++ from clone dJ204 0.045
3869.5eq 568 | gif183655)ab] JOSTASHUMG ST Human ghutathione S-transferase mRNA. complete cds. 0
3871.5eq 370 xi[4689113}eb]AFQ77033.1|AFG77033 _ [Home sapiens putative ATP-dependent RNA helicase ROK1 mRNA, 0.39
38723eq 626 21[2599259|eb]AFQ15812|AF01 5812 Home saplens RNA, helicase p68 (HUMPSS) gene, complete cds i
3873.5eq 262 |21142402201chj|ABO20673.1|ABO20673  |Homoe sapiens mRNA for KIAADBES protein, complete cols 2.00E-42)
3874320 444 [ gIi5273777|eb]AF141968.1)AF141968 | Homo saplens trabeculln-aloha mRNA, complete cds 0
3875.38q 314}gil32822|embX57331|HSIGCMUDE Hurrian kpnunoglobulin Clmu) and Clgdetta) heavy chain genes (constart E-167,
3876.5eq Homo saplers pol ase (RNA) Il (DNA directed) pob ide B {140kD} O
3878.5eq Homo sapiens chromosome 17, clone hRPK.998_F_B, complete sequence [Ham 0.13]
3879.5eg Hurnan MHC class | antigen HLA-B (HLA-B-0704 aflele} mRNA, complete o|
3880.52q laminin receptor homolog (3’ reglon) [human, mRNA Partial, 739 mt) o]
3881.seq Homo sapiens genomic DNA of 21922.2 Down Syndrome reglon. segmerrt 2/13 [y
3B82 5eq 637 |21i4503470 Home sapiens eukaryotic transiation elongation factor 1 alpha 1 ) 0|
3883.5eq 577 |glj2772533|gb]ACO03902|AC003992 Hurran BAC clone RG250013 from Tadl, fete sequence [Homo saniens] 0.04|
3884.5eq 503 | g1663703|db}|DBTEE4|DBT684 Human mRNA for KIAAG242 gene, partial cds o|
3885.5eq 387|gll4503470 Homo sapiens eukaryotic translation elongation factor 1 alpha 1 0]
3B8G.seq 542 |gl|4BB5590 Homo sapiens selenopratein P, plasma. 1 (SEPP1} mBENA 0|
3887.5eq 166 [gll3283903|gh| AFOTOE3IHAFOTOE4 Homo sapiens clone 24725 antizyme Inhibitor mRNA, partial cds 7.00E-84
3889.seq 303

2890300 Homo sagiens ribosomal protein 525 (RPS25) mRNA o}
3891.5eq 645 gi|532596]gb|M1 2759 HUMIG.JO2 Humean Ig J chain gene, exons 3 and 4. E-141]
3892.sen 606 | gi|3882246|dbi]ABO1BING.1|ABQ1B306 | Homo sapiens MRNA for KIAADTES protein, complete cds OI
3893.seq Homa saplens heterogeneous nuclear ribonuciecprotein A/B (HNRPAB) [v
3894.5eq i}432974)gb|M75883IHUMSCR2A Human sterol carvier protein X/sterol camrier protein 2 mRNA, 4]
3895500 { 73 F103803.1]AF103803  |Homo saplens clone H41 uoknown mRNA 0
3896.5eq 631 gil2052040fermb]|Z 84483|HS 4623 Human DNA sequence from PAC 46H23, BRCAZ gene region chromosome 134 0.59
3897.seq 1[eb|AC005225.2]ACD0S225  [Homo h clone DJO414A15, complete sequence 2.00E-1 3]
3B98.500 Homo saplens N-acylaminoacyl-peptide hydrokse {APEH) mRNA gl
3899500 563

3900.5eq 869 | g1 2583|emb]X1 5759|HSCOXIl H.zaplens mitochondrial mRNA for cytockhwome ¢ oxidase suburit I 0
3901.5eq 576 | gl|4758137 Homo sankens DEAD/H {Asp-Glu-Ala-Asp /His) box polypeptide 5 (RNA 0
3002 seq 509 g|3043595|dbiABO1 1 10BIABOT1 108 Homo sapiens mMRNA for KIAADS3E protein. partial cds 2.00E-62
3503580 583|gil5174520 Hormo saplens mannoskdase, aloha. class 1A, member 1 (MANTAT) mRNA 0
3904 5ea 6271g1)4503470 Homo sapiens eukaryotlc tr slongation factor 1 alpha 1 o
3805500 501 gi| 4902 764] emb]ALO49550.5HS DIS0L 14 Hurnan DNA sequence from clone S0L14 on chromosome Bg14.1-15 Contalng 0,14}
3906.seq 5931 gi|5803089 Horno sapiers DEAD/H (Aso-Giu-Ala-Aso/His) box polyirentide 18 o
3907 seq 389 gil507512 Horme saslens tissue inhibltor of metalioproteinase 3 (Sorsby fundus 0
39049.5eq 608 | gil4468336{emb|AL03I533.5H3973M2 | Human DNA sequence from clone 373M2 on chromosome 1924.3-31.1 Cortaln 0.66{
3910.5eq 608 8if5020252|eb]AF 150962.1|AF150962 | Homo saplens repressor of estrogen receptor activity (REA) mRNA, o
3911.5eq 661 |gli5453805 Homo sapleris NS1~-associated protein 1 (NSAP1) mRMNA Oy
3913.580 567 )2I149295901eb|AF151819.1|AF151819  jHomo saplens CGI-61 protein mRNA, complete cds E- 1508
3914.50q 552 | 21352291 7]gb]ACO05601 |ACO05601 Homo saplens chromosome 5, BAC clone 343g15 (LENL H1B0), complete 2.4
3915.50q 613 gi]36BR087 |gh]ACOOS 7 58(ACO05T58 Homo saplens chromosome 19, cosmid R27946, complete sequence [Homo £.00E-32,
3916.58q 488 gi|186522|gbiL10284HUMIFS0 Homo saplens Integral membrane proteln, calnexin, {IPS0} mRMNA, 1.00E-38!
3917.seq Hormo saplens megakaryocyte stimulating factor (MSF) mRNA 3.00E-21
391B.seq Homo saplens chromosome 5, BAC clone i 149 (LBNL H94), complete 0.021
3919.5eqg Human colin carcinoma laminin—binding protein mRANA. complete cds. 0
3920580 540|gt|546798)eh] 5710431571043 |z abha 2=immunoglobuiin A heavy chaln aiotype 2 {constant E-152
3921 360 583]gI|265703|gh| $55735[555735 1g alpha 1- alpha 2m=immunoglobulin A1-A2 lambda hybrid GAU heavy 0
3922.3eq 731|gi|3169112]emblALO21997|HS874C20 | Homo saplens DNA sequence from PAC 874C20 on chromosome Bp22.1-22.3, 0.8
3923.5eq 590 (gl 235?E[§MAC005551.T|AC(X)6552 Homo sapiens chromasome 4 clone CO084L10 map 4p16, complete sequence 0.6
3925500 736|gi[2394273|eb{AFD1 7061 AFD1 7061 Homo sapiens vasopressin-activated calcium mobllizing putative 0
3926.5eq 598 | gi[14691 96]dbj| DS0927D50927 Human mRNA for KIAAQ137 gene, complete cds 0
3927.seq 526|gll2735037}eb|LI82636|LUB2696 Homo sagiens chromosome X from Xq28, complete seauence {Homo saplens]) 0.036
3930.3eq 555|21{12583|emb|X1575HSCOXI H.sapleng wirlal mRNA for cytochrome ¢ subunit Il 0
3931.5eq 571 | gi]3264535emb ALO21920{HS 163M9 Hormo sapiens DNA sequence from PAC 163M9 on chromosome 1p35.1-p36.2 E-13§
3932.5eq 623|gl|5174602 Homo sapiens myosin regulatory fight chain 2, smooth muscle isofarm 0
3933.seq 543 |gi|3165402]gb] AC004752[ACD04752 Hormo sapiens chromosome 5. BAC clone 8e5 (LBNL. H167), complete sequenc [¢]
3934.5eg 599|gi|4504618 Homo sapiéns insulin-likke growth factor binding protein 7 JGFBPT) 1]
3935.5eq 869)gi|167414{gb|M67448|CRECYTCS C.reinhardti cytochrome c6 gene, complete cds. 0.18]
3936.58q 549|gi|3204432|emblALO21 BTB[HS257120 Homo saplens DNA sequence from PAC 257120 on chromosome 22q13.1-13.2 E-135
3938580 519 gi|4502920 Homo saplens calponin 1, baslic, smooth muscie (CNN1) mRNA 0)
3939.5eq 543 |gi|5123960|gb|ACO0T527.6)AC007527 | Homo saplens 12p12 BAC RPCN 1-4N23 (Roswell Park Cancer Institute Huma 0.59
3940.3e0 317 g|2892081 |gbl ACO05951 JACC05951 Hormo saplens chromesome 17, clone hRPK,372_K_20, complete sequence [Hof Q.084]
3941 5eq 177 | 2il340874|gb|M23323|HUMCD3EOS Hurman membran protein {CD3—epsilon) gene, exan 9. 2.00E-32
3942.5eq 566 | gi 18491 Blgb|M6C192|HUMIGHAZA Human germline 1gA2 chain € region. E-1693
3943.5eq 454 | gli292434|gb]L 07 287|HUMRPL26X Human ribosomal protein L26 (RPL26) gene exon 2, complete cds. 0
3944.5eq 629,2it1031821]emb|Z59508|HS17R10R H.sapiens CpG island DNA genomic Msel fragment. clone 17b10, 2.00E-07
3946.seq 724|git1246239gblt 48723|HUMPTPIVGE | Homeo saplens (clone bh13) protein tyrosine phosphatase (ptp-tv1la, i
3947.seq 611 gil4557500 Homo saplens cathepsin O {CTSO) mRNA >gl|574803|emb| X7 7383HSCATHO Q
3948.seq 573|glI}532596(gb|M12759|HUMIG 102 Human ig J chain gene. exons 3 and 4. E-174)
3945.5eq 6065 |2i|182864|ebiJ02939|HUMGAF2 Human membrane glycopeotein 4F2 antigen heavy chain mRNA. o]
3950.5eq 461 |gl6005797 Hamo saplens synaptopodin (KELAR1029), mRNA of
3851.5eq | £1]1 399085|gh|U43701|H5L4IT01 Human ribosomal protein L 23a mRNA, compiete cds. -9
3g52.seq 652 | i|1 730464]embiZ 81307|HSA1280 Human DNA sequence from cosmid A1280, chromosome reglon !1p13 Contain o
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1953 seq 685 | 2/|3860076{gb|AFQ97021]AFCITO21 Homo sapiens GW112 protein (GW112) mRNA, complete cds 2.00e-07]
3054 58q 358 21|31653%9)2b{ACOC3684|AC003684 Homo sapiens Xp22 BAC GSHB-519€5 (Geneme Systems Human BAC library] 0.024]
3956.5eq 545 gi[3483898(gb| AFOBB553|HUMZE § 2HD5 {Homo sapiens full length insert cONA clone ZE12HOS of
3956.52q 62024596666 Homo sapiens ribosomal protein. large, PO (RPLPO) mRNA ]
3957 seq 705 |=l]4503182 Homo sapiens cytochrome b-5 (CYBS), nuclear gene encoding Y
3958.seq 513 |ell4759099 Homo saptens spicing factor, arginine/serine-rich 11 (SFRS11) mANA 2.00E-80
3959.5eq 65ﬂﬂldﬂ264521emb]AL033377.‘ZIHSZB'I'G|4 Human DNA sequence from clone 287G 14 on ¢chremoseme 6g23.1-24.3. Contg 0|
396059 465 2i|526301 Ojemb|AL022328.21|HS402G 1 1Human DNA sequence from clone 402G11 on chromosome 22q1 3.31-13.33 2 Q0E-86
3081 seq 19_5@45{}2152 Homo sapiens apolinoprotein D (APOD) mRNA 2.00E*78J
3962.5eq 573 |gi]13000)emb|X62996/MIHSGENOM H.sapiens mitochondrial genome (consensus sequence} [§]
3963 .seq 565 | zi[185397)eb]L03162|HUMIGHHA Human (g rearranged gamma-chain mRNA V-region, partial cds. [4]
3964.5eq 1654 gl|4B951 46zl ACOOT115.1]AC0T 115 |Homo sanlens chrormesame 12 clone 917086, conplete sequence 3.00E-61
3965.5eq 530|gi|a8407|emb| 67301 HSIGMHC 63 H.sapiens mRNA for IgM heavy chain constant region {Ab63) 4]
3966.5eq 560 2| 3482959 ACO046TSIACD0467S Home saplens chromosome 17, clone hCIT.186_H_2, complete sequence [Hom 015
3967 .5eg 254 g1|1944628{gh{ 10141 5. 1[HUMMTCG Hurman mitochondrion. cormplete genome E-131
3968.50q 283

3969.5e0 504 |gi|4758713 Homo saplens microsomal glutathione S-transferase 3 (MGST3) mRNA 1]
3970.sea 379/g1|185538|gb|M18512[HUMIGHVA) Hurnan {fetal} rearranged 1gM chain VDJ-region mRNA, clone 20P3. E-14%
3971 3eq 59285137796 Hurnan mitochondeion, complete genome 0
3972seq 535 | gi[2326193teblAF00013T|BTAFOC0137  |Bos taurus connective tissue growth factor precursor {CTGF) mRNA, 0.58)
3973.3eq 532 |gi[4589679]dbj|ABD23232.1|AB023232 |Homo saplens mRNA for KIAATD1S proteln, lete cds 0.58
3974.5e0 ‘341 | gi|37564]emb|X56998|HSUBAS2A Human UbA52 adrenal mRNA, for ublauitin-52 anino acid fuslon protein 6]
3975.seq 292{gi|22245901chj|ABDO2323|ABD02323 Human mRMNA for KIAAQ32S gene, partial cds E-133]
3976.5eq 531 [gl|3954884/emb|A 01 0442| HSAD10442 |Homo saplens mRNA, for immunoglobutin kapoa light chain, anti-RhD, o]
3977.5¢Q 565 |gi[33330]emb|X56510HSIGKVLL Human mRNA for Immunoglobulin variable kappa reglon o
3978500 537 |gi|1262342{erb]X93334|HSMITG H.sapiens miochondrial DNA. complete genome o]
3980.5eq 543 |g}|475005(dbj| D29 S0B|HUMTALLAT Human mRNA for T-cell acute lymphoblastic leukemia associated artigen 0|
3082.seq 763 |gl|5522803i2b{ACO07367 JIACO07367  |Home saplens BAC clone NHO518G 12 from 2, complete sequence 0.053
3983 .5eq 324 |gI|4680704ieb{AF1 IZ96T.1|AF132967 _ |Home saplens CGH33 protein mRNA, complete ods E-111
3984.5eq 204 | gi[5649387{b]ACO05998.3]ACO05998 |Homo saplens clone DJO622E21, complete sequence 0.82
38B5.3eq 268 |gi|a506636 Homo saplens riosornal orotein L34 (RPL34) mRNA 1.00E-62,
3986.seq 278|gl|3201859igb| AFOGT42HAFOG7420 Homa saplens SNC73 protein (SNCT3) mRNA, comolete cds E-146}
3987 seq 683 | gi|3005747gb]AFOSS02AF055020 Homa saplerts clone 24722 unknown mRNA. partial cds 2,9[
3928.s5ea 181 |gi|4309945!gb| ACD06251 |AC006251 Homo sapiens chromosome 17, clone hRPK.G692_E_18, complete sequence 0.012
3989 5eq 637 | gi|aB35815jgh|ACO0T566.1|AC007566  |Home saplens clone RGO10GDS, complete sequence 0
3991.5eq 596 | gil4502018 Home saplens aldo—keto recuctase family 1, rember C3 (3-alpha 0
3952.5eq 696 |el[249371 $35960{535960 laminin receptor homotog {3' region} [human, mRNA Partial, 733 nt] [s)
3993.5eq 337 {Ri|4877279lemb|AJO0E591.1|HSAG591 _|Homo saplens mRNA for cystelne—rich protein [s)
39%4.seq 611 |gI|5902109 Homa saplers SRY (sex-determining region Y)-box 22 (SOX22), mRNA 0
3995.5eq 681 |gi|262368tgh{ 551 165551768 PAP-H=pancreatitis—assoclated protein {human, pancreas, mRNA, 787 0
3966580 626 il emb|X62996MIHSGENOM H.saplens mitochondrial genome {consensus sequence) [v)
3897 500 395 i|6138757 |emb|Z98752,13|HS13BB7 __ [Human DNA sequence from clone 13887 on chromasome 20a13.12, cormolete 2.00€E-30)
3998500 645 | gi|1 399645)eb] US3454|H5L53454 Human chioride lon current inducer proteln (CLCD mRNA, complete 3.00€6-55
3999.5eq 348 | gil4506145 Homo saplens protease, serine, 2 (Irypsin 2) (PRSS2) mRNA [s)
4000.520 348 ai|1839333|gb|STISTI|STHITY ribosomal protein L37 [hurman, Hela cells, Genomic/mRNA, 754 nt] 0
4001 3eq 563 |£i[182513{gbiM1 1 147 HUMFERL Human ferritin L chain mRNA, complete cds. 0
4002 3ea 622 [gil6138746lemb]ALO4G829.3{CN 500008 | Human chror 14 DNA seguence *#+ IN PROGRESS -+ BAC R-12402 0.68|
4003seq 662 | 815262703 ]emb|ALOBD213.1|HSMBOO74] Homo sapiens mRNA; cDNA DKFZp58611823 {from clone DKFZp586/1823) [s)
4004.seq 427 | gi|33 1 40lernb| VOOSST[HSIGK C-terminal part of human kappa-immurogiobuln gene coding for aming 0
4005589 582 | gl[1514580{emb| XI5 74T{HSHGKLCS H.saplens immunoglobulin keppa chain (clone: 5) [4]
4005520 396|gi|2281706|gb]AF01 4838|AFOT4838 Homo saplens galectin-4 mRNA, complete cds 8]
4007 seq 677 | gl[3560556]gb| AFD53641 |AF(53641 Homo saplens brain cellular apoptosis susceptibility protein (CSE1} 4]
400Bseq 101 | glf5802973 Home saphens antloxidant protein 1 (AOP1), mRNA 1]
4009.5eq 573} gl|580307) Home sapiens LIM domain only 4 {(LMO4), mRNA E-168
4010.5eq 374 |£1|2094790 embiZ B3B27|HS473J6 Human DNA, sequence from PAC 47346 on chromosome X contains $TS oa
4011 3eq 432 | gl4502472 Homo sapiens B-cel transiocation protein 1 (BTG1) mRNA 0
4012580 346 g1]14914506]embjALD3 1589.10{HS 1107 [Human DNA from clone 1107 on chromosome 22a13.1-13.2. Cont; 9023
4013.5eq 515|gi|4757825 Homo sapiens beta-2-microgiobudin {B2M) mRNA [¢]
4014.5eq 450 81|532596[gb|M12753|HUMIG K2 Human Ig J chaln gene, exons 3 and 4. 0
4016.5e0 2401 gi|181952|eb{ 0461 7|HUMEFIA Human elongation factor EF-1-alpha gene, complete cds. E-132
4018.58q 02 gi|2168138|emb|Z960504HS 105012 Human DNA from PAC 105072 on chromosome 1. contains FASL 0.042
4019.5eq 628 | gilt 136407 |cbijDT9993iD799593 Human mRNA for KIAAOIT1 gene, complete cds 3]
4020.58q 529 2i|3892081)|gb|ACOD5951|ACD05951 Homo saplens chromosome 17, clone hRPK.372_K_20, complete sequence [Hol ©.037
4021.seq 682} 2i|29469]emb|X62515|HSBMHSP H.sapiens rmRNA for basement membrane haparan sutfate proteoglycan 0.74
4023.5¢0 527 | gl[4827116|dbj|APOCO1S0.1JAPO0D1 50 _|Homoa sapiens genomic DNA, chromosome 21922.2, DSCR region, clone Q.14
4024.seq 501 |g1}4508123|eb|AC006378.2|AC006378 _ |Homo saplerss BAC clone NHO4S5109 from 7a21.2-q22, complete sequence 054
4026.589 580 |gl{33604 1 3| eblAF(52106|AFD52106 Homa saplens clone 23781 mRNA sequence. 0.04
40275689 682 | glj4508162{iACDOT16Y. JJACOO7161 _ Homo saplens BAC clone G 3165814 from Tp22-p2), complete sequence 0.19
4028 seq 429 gl|4757725 Homo sapkens ALL1 fused gene from chromosome 10 (AF10) mRMNA 0.12
4029.58q €41 gi|4835680{dbilAP000311.1 JAPDO0311  {Hormo saphens genanic DNA, chromosome 21q22.1, D213226-AML region, E-121
4030.5eq 751 |gi|2887. dbi|ABOOT SRS 7888 Homo saplens KIAAD428 mRNA, cormplete cds 0
4031.5eq 674 gi|4176355|eb|ACO0S509]|AC 005509 Homo saplens chromosome 4 clone B200NS map 4a25, complete seauence [Ha 0.19
4032.5eq 637 | gi|5052312]gb|AF116272,1]AF116272  [Homa sapiens T-cell activation protein (PGR 1} gene, compiete cds af
4034.5eq 506]£i|5931954|gbjAF124145.1)AF124145  |Homo sapiens autocrine motility factor recentor (AMFR) mRNA, 0
4034.58q 697 | gil2765422|ernbiY 147 IGHHSIGG KL Homa saplens mRNA for immunogiobulin kappa light chain Ol
4036.5eq 606 | £i|5410281|ebIAF100748.1|HSPCO35  |Homo saplens HSPCO35 protein mRNA. complete cds L4
4036.5eq 670 |3738108[ablACO0S722|ACO05T22 Homa saplens chromasorne 17, clone hRPK,311_F_12, complete sequence [Hg 0.047
4037.seq 195! gH1332489}emb|Z70688|HSB2X2G H.saplens mRNA, (fetal brain cOMA b2_24) 1.00E-05
4037.s8q 697 &|3668102|gb|AC005691]ACO05691 Homo saplens chromosome 17, clone hRPK.28_A_22, complete sequence 3
4038.seq 498 gil4557385 Homo sapiens complement component 7 (C7) mRNA 0
4038.5eq 637 2i|23690lemb{X56932{HS23KDHBP H.sapiens mRNA for 23 kD highty bask: protein o
|4039.5eq 405 | 2i|36135]embiZ12962[HSRPLA1 H.sapiens mRNA for hornologue to yeast ribosornal protein L41 D
4042 seq 659 12532596 gb|M12753HUMIG J02 Human lg J chain gene, exons 3 ard 4. E-174
4043.5e0 737 | RI5679459]emb{AL 031057.10HS498124 | Hurnan DNA sequence from clone 498124 on chromosome 6p22.1-22.3 Contaln 0.81
4044.seq 433 |gl147 75633[emblALD31681.13[H5862KE | Human DNA sequence from clone B62K6 on chromosome 20q12-13.13. Contal 0.
4045.5ea 389 gi|27801831emb|295496|HS509L4 Human DNA sequence from PAC 509t 4 on cheor 6022.1-6q22.33. 0
4046.580 589 |el|4263368]sb|ACO0E502|ACDOES02 Homa saplens, clone hRPK.36_A_1, corrplete sequence [Home saplens) 0.64|.
4047589 251 |i[6175373]abJACOD4820.2]AC00482¢  |Homo sapiens clone DJOD38I1D, complete sequence 0.066
4048.5eq 601 |21|339688lebiM1 7733|HUMTHYB4 Hurman thymosin beta-4 mRNA, complete cds. [}
4049 seq 6542 [21|5360678|dbilABD22656.1|AB022656 | Homo sapiens mRNA for anti-Entamoeba histolytica immunogicbutin 1)
4050580 518|2I14730900{¢bi[AP0001 31.1{APO00131 | Homo saplens genomic DINA of 21922,1, GART and AML, 143D11-11988 regiol 8.00E-39
4051 5eq 680/ gi|26239|gb|$50732)S50732 immunoglobulin M ight chain V region=anti-lipit A antibody [human, 0|
4052580 535/ gij4758203 Homo sapiens dual specificity phosph 1 {DUSP1) mRNA 0
4053.seq 1B8|gl|4467295{embIALO2 1919.4{H51045J21|Human DNA sequence from clone 104521 on chromaosome 1023.3-24.3. Cont| 0.75
-4054.5eq 591 | gH 1 54847 |ab|ME3438|HUMIGGK Human Ig rearranged garmma chain mRNA, V-J-C region and complete 0
4055.58Q 353 | gi|l4506636 Homo saplens ribosomal protein L34 (RPL34) mRNA 0
4056.5eq 950 | gi4503470 Homo saplens eukaryotic translation elongation factor 1 alpha 1 0
4057 .5eq 684 | gl 1000861 |eb|L47647[HUMCKBR Homo saplens creatine kinase B mRNA, complete cds. 0
4058.5eq 346 | gi|40952478|gb]ACOD5257|ACOIE257 Homo sapiens, clone hRPK.11_A_1, complete sequerce [Homo saplens) 0.37
4059.5eq 604 |gij451941 6]dbj|aB024327.11AB024327 _|Homo sapiens pt-wd mRNA for WD-40 repeat protein. comolete cds 0
4060529 2l|1944628(gb|J0141 5. I|HUMMTCG Human rritochondrion, complete genome 9
4061 589 gb|L27560|HUMIGFBP5SX Human insulin-like growth factor binding protein 5 (IGFBPS) mRNA. E-183
4062.58q g1]3492893]gb|ACO05 2883 ACDDE288 Homo sapiens chromosome 17, clone hCIT.131_K_11, complete sequence [Hon 2.00E-25
4061.5eq 451 [gi[3341671|gblACO03672/ATACDD3672 | Arabidopsis thaliana chromosome 1l BAC F16822 genomic sequence, 0.3
4064.5eq 532 |gi|1478196|emb|X97321|HSHLACWOT _|H.sapiens mRINA for human leukocyte antigen C alpha chain kY]
[4065.529 671 |i[3483627| bl AFOB6282|HUMZ D46BOT {Homo sapiens full length insert cONA clone ZD46BO7 D
|4066.5eq 515/ pi|5836157|gblACQ0E46.2lAC006146  |Homa saplens clone DICEZIMY ), complete sequerke _0o
4067 seq 690] gil4138921|gb] AFOBOSES. 1 [AFOE0S68 | Homa saplens promyelocytic leukermia zinc fingey protein (PLZF) gene. .75
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4068.5eq 656 | &26562100jdbi|ABOOTETO|ABCOT 870 Homo sapiens KIAA0410 mRNA, complete ¢ds 0|
4069.5eq 424 |gi|4503304 Homo saptens defensin, alpha 6, Paneth cell-soecific (DEFAS) mRNA [\
4070.580 644 | @i3882272]dbj|AB018319.14ABO1831¢ | Homo sapiens mRNA for KIAAQTTE protein, partial cds [
4071.5eq 578 gi{3378627|emblAJO06SI6.1]HSG150  |Homo sapiens chromosorne 21 PAC LLNLPT04G 1150Q5 3, cormplete sequence 2.5
A072.5eq 580 gi[31103emb|Z1153HSEF1GMR H.sapienis mRNA for elongation facior-1-gamma 0
4073 seq 268 | gil3108042|gbiACD04222|AC004222 Homo sapiens chromosome 17, clone HCIT499120, complete sequence {Homo 4.3
4074.5e0 511 |&i5419821 lemb|ALO50337.6|H53503F 13 Human DNA sequence from clone 503F13 on chromosome 6q24.1-25.2. E-16
4075.5eq 567 | @i|984955(8b|U14750[HSU14750 Hurman connective tissue growth factor mRNA, partial cds. 0
4076 5eq 52| gi|2326514|emb|ZB5999|HSI4G 16 Human DNA seguence from PAC 934G 16 on chromosome 6u21. Corttains 0
4077.5eq 244 | @]t 262342|emb[X53334{ HSMITG H.sapiens mitochondrial DNA, complete genome E-106
4078.5eq 547 | gi|4128022|embl|A011737|HSAD11737 |Homo saplens mRNA for Integrase interactor 1a protein (IND A) O
4079 sen £95] gi|5419676jemb]A) 13291 7.1 [HSA1 3281 7| Horme saplens mRNA for methy-CpG-binding protein 2 0
4080.5eq 753{21|4826656 Homo saplens caldesmon 1 (CALD1) mRNA >5i|306508]gh]M832 16|HUMCDSM E-141
4081.5eq 6961{gi|S7254%0|emblAL109793.1|tROOS51524| Home saplens mRNA full length insert cDNA clone EUROIMAGE 51524 0
4082.seq 510] gil4572584|emblALOI2821.2|HS55C23  [Human DNA sequence from clone 55C23 on chromoseme 6g22.3-23.3 contain 0.4
4083.5eq 214]gi|3366582)b| ACD0S324|ACH05324 Homa saplens chromuosorne 17, ¢lone hAPK.640_I_15, complete sequence D87
4084580 551]gi{3387924|ghl AFOTOSSB|AF Q70558 Hornc sapiens clone 24450 RING zing finger protein RZF mRNA, E-139
4085.5eq, 571 ei|504247 4jghlACOD7T90.1|ACO07 790 _ | Homo sapiens clone UWGC:djs310all from 7a31, comolete sequence n.szl
4086.5e0 579 gi[5453739 Homo sapiens myosin, light polypeptide, regulatory, non—sarcomeric g
4087 .seq 381gi[4929554|gblAF151801.1JAF151801  [Homa sapiens CGI-43 protein mANA, complete cds "]
4088.5eq 553 gi[388308gb|L 2 2005|HUMCDC 34H Human ubleultin conjugating enzyme mRNA, partlal cds 0.6}
4089.5eq 565 gi[2224650{db)lAB002373]AB002373 Human mRNA for KIAAQ3TS gene, cormplete cds 0.5
4090.5ea 380|gi|1519959|b|UTZ063|HSUT2063 Human immunoglobulin kapea chain constant region gene, partial cds 4]
4081 .seq 599 {gil4757725 Homo sapiens ALL fused gene from chromosome 10 (AF10) mRNA 4]
4093 seq 545 gi[1143491 jemb|XB794S{HSRNABIP H.saplens mANA for BIP orotein 0
4095.5eq 617 gi|5579469 Homo sapiens heat shock 70D protein 1 (HSPA1A) mRNA 0l
4096.5eq 525 gi|4826855 Homa sapiens NADH dehydrogenase {(ubiquinone) Fe-S protein 1 (75«0) 0
4097 seq 485 |&i|4827068 Horno sapiens zinc finger protein 262 (ZNF262) mRNA 0
4098.seq 635 gi|4503536 Homo sapiens eukaryotic translation initiatlon factor 4E binding 0|
4099.seq 621 | gi[184428)gb|J0462 1 [HUMHSPGC Hurman heparan sulfate proteoglycan (HSPG) core protein, 3' end. [¥)
410458 646 gl 2342595|emb|Z75746[HSUR21F2 Human DNA sequence from cosmid U221F2 on chremosome X. Contalns ESTS 5.00E—05|
4101.5eq 431 |gi| 1033631 [emb|Z61253|HS49810F H.sapiens CpG island DNA genomic Mse1 fragment, clone 49610, 1.00E~47
4102.seq 537 @il 179295(gb|L0OB441 |HUMALTONH Human autonomously replicating sequence [ARS} mRNA.

4103.5eq 319 2i|306552¢gb|L 13802|HUMCHI3C3A Horma sapiens (clone 03) liver expessed ribosomal protein 53 E-173
4104 589 613 gil1754632|dbj|DE3010{D38010 Human DNA for ribosomal protein 513, complete cds, U14 small E-180
4105.s89 679212091 285|gblAFDE0555| AFO60655 Homao sapiens estrogen receptor beta 3 isoform mRNA, complete cds Q.74
4106.5eq 510 | gi|4557316 Homo sapiens annexin Xt (56kD autoantigen) (ANX11) mRNA 0
4107.5eq 610 | gif4156181|ghl ACO0BOOT(ACO0E007 Home sapiens PAC done DJ0O813004 from 7a33-a35, complete seauence (Hor Q.66
4108.seq 624 gif1909781gb|M18963|HUMREGA Human islet of Langerhans regenerating proteln (regd mRMNA, comolete v}
4108.sea 350|g}5031972 Home sanierss protein disulfide isomerase-refated proteln (PS) mRNA [+)
4110.3eq 531 gil3980526|ebiAC005483IACO05483 Homo sapiens PAC clone DJOBOSATY from 7p13-p14, complete sequence [Hor 0.037
4111.5eq 726 | gha88s072 Homo saplens activating transcription factor 1 (ATF1) mRNA o]
4112.38q 682 | gll1669367|gblACOO0065]HSACO00065 |Human BAC clore RGOBSCOS from To21-7922, comalete sequence [Homo 0]
4113.5eq 617 | gl3869308|ebiAFQ71741|HSTOP2A04 | Homo sapiens topoisomerase |l alpha (TOP2A) gene, exons 17 through 20 0.67
4114.5eq 623 gli3687210|gblACOD5740{ACO05740 | Homo saplens chromosome 5o, BAC clone 5021 (LBNL H154), complete [
4115.580 599 |gl{3055064]emb|2 97 181|HSO5C20 Homo saiers DNA sequence from PAC 95C20 on chromasome Xp11.3-11.4. 0.042
411635eq [ XD6292|HSFESFPS Hutrian ¢-fes/fps proto—oncogene 0.75)
4117seq 542 |gH1621235|emb[Z81009|HS4T3N0 Human DNA sequence from PAC 47310, between markers DX56791 and DX U.SSI
411B.seq 1]4092849|0h)|ABO21 B66[AB021866 Homo sapiens KIP gene, complete cds E-1 @]
4119.5eq 1]4454525(|gb|ACO06145|AC006145 Home saplens PAC clone DJO560014 from 7921.1-a21.2, cormolete sequence 0.041
4120.se0 Homo saplers proteasome (prosome, macropain) subuntt, beta type, 3 of
4122 seq 676 | gila760262, LO49773.1JHS1061 84 | Hurman DNA sequence from clone 1061018A on chromesome 22q13.32-13.33 0.047|
4123 5eq 661 | gi|6009489| B018358.1]AB018358 | Homo sapiens mRNA for ABP125, complete cds o)
4124 5eq 679 ?3171 157 eb| AFQE4B62IAF0E4862 Homeo saplens chromosome 21622.3 PAC 31P10, complete sequence [Homo 0.1g|
4125380 493 | gi|5725511}gb|AFO72097.1]AFO72097  [Homo saplens beta—2 microglobulin gene, complete cds 0O
4126.58q Human mitochorkirial @enes for several tRNAs (Phe, Val, Leu) andi 128 1,006-23]
4127 509 Hormo saplens neurcendocrine—specific protsin-like protein 1 (NSPL1} of
4128.seq Human T-cell lymphotropic virus type 1 isolate BRASPZ23, 5 long 0.52'
4130seq Homo sapiens Chromosome 11p14.3 PAC clone pDJ1034g4, complete sequend 4,00E—08|
4131 580 Homa saplens PAC clone DJ1099C18 from 7021—022, complets sequence [Horl 0
4132.5eq 614} gll4503270 Homo sapiens decoriy (DCN) mRNA >l 81169(6b{M14219{HUMCSPG1A 0
4133.5eq 653 | g1]31091 [emb|X16B6HHSEF1AC Human mRNA for elongation factor T-alpha (clone CEF4) 0.
4134.5eq 475|gl|4507668 Homy sapiens tumor protein, translationafly-c 1 {TPTY) 0.
4135.5eq 593 | @l|4164360lembiAL 031782 1{HSTO8FS | Human DNA sequence from clone 7O8FS on chromosome 6p11.2-12.3. Contaly 001
4136.5¢q 724/ g)|354330|emb|Z241 3I0|H5294VD5 H. saplens {DBS544) DNA segment containing (CA) repeat: clone 2.00E-63
4137.seq 524 gi|532596] ebjM 1 27SI HUMIG J02 Human ig J chaln gene, exons 3 and 4. 0
4139.5eq £17|gil4504168 Homo saplens glutathione synthetase {G5S) mANA 0
A140.5eq 579|gil45031186 Homo saplens cystatin B (stefin B) (CSTB) mRNA 0
4141 .seq 644 2155021 1|eb{U31 345|HEUII 346 Human calpastatin mRNA, partial ¢ds, short 3IUTR. 0
4143569 647 | II5101771|emb|AJ242978.1{HSA242978 Homo saplens partial mANA for putative pB21 protein which irteracts 5
4144.58a 651 | g5568655|emblALO50331.1 1jHSDJ48613 Human DNA sequence from clone 48613 on chromosome 6g22.1-22.3. Contairy 0
4145.58q 652 gll4758157 Homa saplens differentiation 6 (deoxyguancsine triphosphate 0
4146.580 491 gij4505574 Homao sapiens poly(Al-binding protein-iice 1 (PABPL1) mRNA £-113
4147 38q 562 |gl|4504164 Homo saplens gelsolin (amyloidosis, Finrish broe) (GSN) mRNA 1]
4143 seq 676 |eli4769237 Homo sapiers nbrane 4 superfamily mermber 3 {TM4SF3) mRNA [1]
4149.5e0 195 |ei|4504618 Homo sasiens insulin-Hke growth factor binding proteln 7 (\GFBPT) 1.00E-85
4150.3eq 636 |@i[1901 61 |pbtMTI547HUMPOLLA Hurvan pelyposts locus (DP1 gene) mRNA, complete cds. 3]
4151.5eq 301 [ gi[341 3851 |cbABDOT T GIABDOTSTE Homo saplens mRNA, chromosome 1 specific transcrint KLAACSOT E-144
4152.sea 539 {g1|564937 7jgb|ACD07386.HACO07386 | Home sapiens BAC clone NHRISSK1Q from 2, complete sequence 2.00E-63|
4153 5eq 566g1|3253130i2b]ACO04167|ACOD 67 Homo sapiens chromaosome 17, clone HRPCT096F T, complete sequence [Homg 0.16
4154 500 508 |2l|414. 014531 [HUMHHRRPLY  [Hurnan mRNA for hurnan homologue of rat rib d protein L9, 0
4155580 508 | 2|475894¢ Homo saplens peptidyiprolyl isomerase B (cyclophilin B) (PP1B) mRNA 9
4156520 653

4157 .5eq B131g1]4240232|ubi|ABO20679.1|ABOZ0672  |Homo sapiens mRNA for KIAADBTZ proteln, complete cds 0]
4158.5eq 345 gl|4730839|dbj|APO00105.1|APDON 05 |Home sapiens genomic DNA of 21¢22.1, GART and AML related, E-155
4159.5eq 596|gi|3043679|dbjlABO1Y 1SHABON 1150 Homo sapiens mRNA for KIAADSTS protein, partial cds 1)
4160.5eq 623|ei|4191326/eb|AF065391|AFDE5391 Homo sapiens Z1S1 mRNA, complete cds 0
4161.5eq 634! gi|t 84847]gb|ME343B|HUMIGGK Human Ig rearranged gamma chain mRNA, V-J-C region and complete cds. 0
4163.seq 663 gi|2688637|gb|AC0OQIOTS]ACO03075 Human PAC clone DJOSSENOS from 7p21, complete sequence [Homo saplens] 0
4154.seq 506 g1 25646 T0jgb| AFO23462|AF 023462 Homo sapiens peroxisomal phytanoyi-CoA alpha-hydroxylase (PAHX) mRNA, 0
416558 518|gi|55965978lemblALJ45735.4|HSJ735P 11 Human DNA sequence from clone 735P 11 on chromosome Xp11.3-11.4. 056
4167 seq 346 |2i4325308|eb|AF124523.1|AF124523  |Homo I chromosome 8 clone Kax18-21 containing zinc-finger protein D.nsa}
4168 seq 434 &ii3043661 |dbilABO11141[ABOT1 141 Homo saplens mRNA for KIAAQS69 protein, complete cds E-115
4169.3eq 566 gil5 7847 4gb|M28203|HUMMHBWG2 Homo saplens {clone pMF18) MHC class | HLA-Bw62 mRNA, 3’ end, o
4170.sea 73615453703 Homo saplens vitarmin A responsive:; cy n refated (JWA) mRNA 4]
4173seq Homo saplens kinesin farmlly mermber 58 (KIFSE) mRNA 1.00E-80
4174seq 408 |gi|4500154|emb] ALD49355. HHSMBOOD1 5 Horno saptens mRNA; cONA DKF2p58640518 (from clone DKFZo586A0618) k4]
|4175.5eq 600 gi|598954|dbj| D28 S|HUMHCAMAPE  [Human gene for heoatitls C-associated microtubular apegregate E-160]
4176.seq Homeo saplens protein kinase Chik2 (RADS3), mRNA A
4177 .58q &I[2098573|ehjAC0O0211 5[HSACOOZ115 [Human DNA from overlapping chromosome 19 cosmids R31396, F25451, and 0.35
4178.5eq 396 | 2154997 44}eb]AF165138.1]AF165138  |Home sapiens PAC B39K 2 derived from chromosome 21p13 2, cormplete E-109
4179.5eq 474 gi|388034|eb|LOS0SS|HUMRIBPROF Home sapiens ribosomal protein 130 mRNA, complete cds 0
4180.5eq 316|gi|758797|gblU23765|HSLI2ITES Hurnan Bak protein mMRNA, complate cds. E-176
4181 .seq 506 | 2l|532596{ab|M1 2T5SHUMIG )02 Human Ig J chain gene, exons 3 and 4. o]
4182.5eq 629 | gi[2580474|eh|ACOQ2558|AC002558 Homo sapiens chromosome 17, clone hRPCBBE7C 24, complete sequence [Horng 0
4183 .seq 398

4i84.5eq 411 {£il5815507 |t ACODE509 15| ACO0E509 | Homo sapiens 2p16 PAG RPCIS-950D23 (R Il Park Cancer Institute Huma) 9.00E-93
4185.5e0 538! gi|4759293 Homo sapiens ghitaryl-proly-tRNA sythetase (EPRS) mRNA 0
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4187 seq 617 | gii4210505[gb| ACO06305|ACO06305 Homa sapiens chromosome 18. clone hRPK.AS6 019, complete sequence 0,17
4188 520 282 |gii506337|dbi|D3QEABHUMFPS Human mRNA for flavoprotein subunit of complex 1, comalete cds E-156
T189sea | 602 i{2992475)2b/ACO02549]AC002549 __[Homo saplens Xp22 BAC GS-377014 (Genome Systems Human BAG library) 0.042
4190.seg 351 |gl|5306308|gb|ACO04878.2)ACOD4878 | Homo sadiens, clone DJO754G14, complete sequence J.O0E-17
4191.5eq 688 gi|2623584|gh| AF027158/AF 027158 Homo saplens immunogicbulin kappa light chain (T63/k) mRNA, partial 4]
(a102seq | 674 gl|337186)gb|M251 7 HUMMTCDK Hurman mitochondrion cytochrome axidase subunit 1) {COI). Asp-tRNA 0
[a183.seq 651 | gi[3954854{emb]AJ01 0442|HSAQ10442_| Homo sapiens mRNA for immunoglobulin kagpa Yight chain, anti-RhD, [
4194 seq 611 {gI[3043571cmi[ABOY 1096|ABC11036 Home sapiens mRNA for KIAAGS24 protein, partial cds &)
4195.5eq 567 |gi|4506208 Homo saplens proteasome (prosome, macropain) 268 subunit, ATPase, 2 [1)
4196.5eq £23 |gi|4557352 Fomo sapiens branched chaln keto acid dehydrogenase E1, beta 9.00E-56.
4197 seq 242 | gi|1469885|dbi|DE3486{D63486 Human MRNA for KIAAD1 52 gene, complete cds E~104
4198.5eq 685 || 5016975(embiAL) 08609.5]HS.1556A22 Human DNA sequence from clone 556A22 on chromosome Xp21.1-21.3, 2.00E-04
4199 380 711 |gil4505944 Homo sapiens sucrase—isomaitase (S mRNA 0
4200.seq 487 |gil4502046 Homo sapiens akdehyde dehydrogenase 9 (gamma-amincbutyraldehyde 22
4201.5eq 658|gil4504504 Hormo sapiens hydroxysteroid (17-beta) dehydrogenase 4 (HSD17B4) 0
4202 seq 605 | gi|4758301 Homo sapiens enhancer of rudimentary (Drosephila) homolog (ERH) 0|
4204.5eq 675 21506335|dbj|014436.1 |HUMHH1RE Human gene for histamine H1-receptor, complete cds 0
4205.580 686]gi|1110519]gh|U40490]HSUL0490 Hurman nicotinamide nucleotide transhydrogenase mRNA, nuclear gene [i]
4206.50q 683 | gi{5802965 Home sapkens destrin (actin depolyrnerizing tactor) (ADF), mRNA o
4207 seq 553 )gl{d505742 Horme saptens prefoldin 5 (PFONS) mRNA >glli 731808]|d0i|D39667|DEIEET sl
4208.5ea 674 i|3041856/gblACO04536/AC004536 Vomo saplens PAC clone DJOBS2D15 from Ta31, complete sequence [Homo 0.74
4208 5eq 701 |gi|4713939)gb]ACOUE5YE.1 7|ACODEST 8 |Homo saplens 12p13 BAC RPCH 1-144023 (R il Park Carcer Institute Huy 0
4210389 538 | gi3005738gb] AF 05501 4|AFYS5014 Homa saplens clone 24521 mRNA sequerce [
4211.58q ei|4758289 Homa saplens EphB4 (EPHB4) mRNA >gll4954721gb|U07695|HSU07695 Humal O
4212.5eq i APDO0ZED0.2|APD00280 | Homo saplens genomic DNA, chromosome 21622.1. clone:512, D21 S226-AML. 21
4213.5eq 624 |gli23151 83]ernb|Z82216[HS7EN13 Humar DNA sequence from PAG 75M13 on chromesome Xg21.1. Comtains ZN 0
4214.seq gl Horno sapiens tumor protein, translationally-controlled 1 (TPT1} 0
4215.5eq 2i]4406571)abJAF 131 753{AF 131753 Homao sapiens clone 24859 mRNA seguence 0
4216.5eq 533 | gl|5005881 Hamo saplers serine protease, umbilical endothelium (SPUVE), mRNA o
4218.5eq 572|gl|414346(dbjtD14531]HUMHHRRPLY __ |Humart mitNA, for hurnan bomologue of rat ribosomal protein LS, 4]
4220500 581 |gi|1944628(gh] JO1415.  {HUMMTCG Human mitochondrion, complete genome 0
4221 seq 583 |gI|4506602 Homo saphens rbosomal protein L15 (RPL15) MRMNA (8]
4222 seq 204

42235eq 583 gI|339588|eb{M1 T733HUMTHYEB4 Human thymosin beta—4 MRNA, complete cds. 0
4224.5eq 186 | gi]1 B7625|2b|MB43TBIHUMMHAD Human MHC class | lymphocyte antigen {HLA-A*0212) mRNA, complete 2.00E-59
4226.seq 629 gi|2565322|gb|AF024710.1|AFD24710__|Homo saplerss vascular endothellal growth factor (VEGF) mRNA, SUTR 4]
4227.5seq gb|MB4337|HUMPANSECP _|Human pancreatitls assodiated protein mRNA, complete cds, 0
4228.5eq Hormo saphens ribosomal proteln L38 (RPLI8) mANA o
4229 589 Homo sapiens 12p13 BAC RPCIN1-T09E21 (Roswell Park Cancer institute 0.044)
4230509 NS=tumor expressior—enhanced gene [human, NCI H-69 cek line, mRNA, o
4232360

4233 seq 546 |1|4761653{gb{AF147302.1|AF147302  |Homo sapiens full length Insert cDNA clone YATTADS D
4234 seq 580|gl|31916]emb|X56009|HSG SAG Human G5A mRNA for alpha subunit of GsQTP binding protein v
4235 3eq 609| 21}4508126)eb| ACODEITE.2{ACO0E3TE  |Homo saplens clone NHO386L03, complets sequence 1.00E-20]
4236.5eq 713, gi|189340) E]MZQQZHHUMOATH Human omithine aminotransterase gene, exon §1. [a]
4237 s5eq 313 gi|5453853 Homa sapiens poly(rC}-binding protein # {(PCBF1) mRNA S5.00E-T7|
4239.5eq 261 |gi|337186/eb|M251 71 HUMMTC DK Human mitochondrion cytochrome oxidase subunit It {COl), Asp-tRNA 1.00€-83]
4240.5eq &1130228]emb| YOOOST[HSCSABR Human mRNA for beta-subunit of cell surface adhesion gfvcoproteirs 0
4242.5eq AJ239355|H5A239355 |Hormo saplens mRNA for immunoglebulln heavy chaln variable region, 2.7
4243.seq Home sapkens MRNA for cytesolic serine hydroxymethyltransferase, 0.013
4244.58q Homo sapiens PIBF1 gene product {PIBF1) mRNA 3.00E-80
4246.5eq Homo saplens Chromosome 16 BAC clone CIT987-SKA-237HI ~comuplete 0.2
4247 s58q Homo sapiens CGI-95 protein MRNA, complete cds 2]
4248.5¢q 589 [21[5103012|dbj|APDD0340.1[APOOD349  [Homo saplens genomic DNA, ehromosome 22611.2, clone KB1839HE 3.00E-77
4250.5eG 545 | gIj4500092 ALD49319.1HSMBO010d Homo saplens mRNA: cDNA DKFZp564C046 (from clone DKFZp564C046} LY
4251.5eq 407gl 8eb| AF105399.1]JAF105699 | Homo saplens acetyicholing receptor epsilon subunit (CHRNE) gene, 0.44)
4252 500 386 | gi|2244505[dbj|ABO01523]ABO01523 Homo saplerts gene for TMEM! and PWP2,comglete and partial cds E-121
A253.5eq 240 )216102633{gblACO1 1422.2]ACO1 1422 |Homo saplens chromosome 5 clone CITB-H1_2335E17. complete sequence 2.00E-36
4254 .seq 297 |gi|5262352|emb]AL025398.19|HS 796117 | Human DNA sequence: from clone 79613 7 on chrormosome 22q13.2. Contalns 1.2
4255 .seq 681 |gi)) 808647 |emb|Y 10807|HS Y 10807 H.saplens mRNA for arginine methyitransferase, splice varlant, 1262 [4]
4256.580 635 | 2142402 44|dbj|ABO20635.1|ABO20685 | Homo sapiens MRNA for KIAADBTE protein, complete cds 0
4257 seq 695 |8i|5830347/emb) 1667.17|HS620E 1} Human DNA sequence from clone 620E11 on chromosome 20g11,2-12. Contal 0.9
4258.5eq 787 | gi[106085891dnilD7 81 52| HUMAIY Human mRNA for annexin IV (carbohydrate-binding protes p33/41), 0
4260.5eq 702 |gllaS06722 Homo saplens ribosornal protein S3A (RPS3A) mRNA 0
4261.5eq 572! gl|4406690]gb]AF 131 848)AF1 31848 Home saplers clone 24922 mRNA sequence, complete cds o
4262 5eq 580/ gH|31912]emb] X04409[HSGSATR Human mRNA for coupling protein G(s) alpha-suburit (aipha-51) 0
4263.5e0 521 gi|532596]gb|M127SHHUMIG 02 Human |g J chaln gene, exons 3 and 4. D)
4264.5e0 702 |=i[2394173|eb|AFO1 BOS2|AFO16052 Homo saplens oinc finger proteln ZNF191 (ZNF191) gene, complete cos 1.3
4265.5e0 gl14775617|erb|ALO35410.7|HS59188 | Human DA sequence from clone 591 BA& on chromosome 1p13.1, complete 1 .00E-76
42665 seq gl[2388553|gb|ACO02529|AC002529 Human BAC clone RG161NOE from 7q31, complete sequence {Homo sapiens] 0.036
4267 seq fal:) Homo insulin-like growth factor biding protein 7 {IGFBPT) 0
4268 580 728 2/|3080378{emb]ALQ22575{HS 159A15 _|Homo sapiens DNA sequence from PAC 159A15 on chromosome 0.81
4269.5eq 188] 21|44545 13|gh| ACODE4S5|AC00E456 Homo saplens PAC clone DJ0SE9D04 from 7a33-q35, complete sequence [Hor 0.012
4270.35eq 7511 @i|4835817|gb] ACDD7077 2[ACO0TOTT  |Homo saplens BAC clone NHOZEOKOS from 2, complete sequence 0.053
4271.5eq 478 | 2115491 3|emb|Z 6887 IHSL209G Y Humman DNA sequence from cosmid U209G1 on chromosome X 2 DOE—Z’Q
4272.5eq 564 gi[3321107|dbi|ABQ14547|ABO 14547 Homo sapiens mRNA for KIAADB47 protemn, partial cds O
4273seq 591 |gI4506518 Homo sapiens regulator of G-protein signafing 5 (RGS5) mRNA 0
4274.5€9 . 422gi[517114|dbil025215HUMORFKA Hurnan mRNA for KIAAQD32 gene, complete cds E-107
4275.seq 423 |gi|4503304 Homo saplens tefensin, alpha 6, Paneth celi-specific (DEFAB) mRNA 0
4276.5eq 310 gi|2307001{gb] AFOV2024|AF01 2024 Homo saplens integrin cytoplasmic domain associated protein 1.00E-80)
4277 5eG 540 gil3645947)gb] ACO02543|ACD02543 Howmo saplens BAC clone RG300C03 from 7q31 .2, cemplete sequence 0.038
4278.5eq 621 | mila505782 Homo saplers phosphorylase kinase, beta (PHKE) mRNA 0
4279.5eq 416 gi409069]dbi|017652{HUMHBL2A Human mRNA for HBp15/L22, complete cds 0
4280520 706 [i|4885408 Homo sapiens high density fipoprotein binding protetn (HDLBP) mRNA, 0
4281 .5eq 472ei[2813964]embjZ97053|HS179M20 Humnan DNA seavence from PAC 179M20 on chromosome 20q12-13.1. Contal o
4282 seq 684 gij 4506742 Homa sapiens ril | protein S8 (RPS8) mRNA D
4283 seq 654 | gl|2 145055| ¢ AFCD0SBO|AFD005E0 Homo sapiens TTF-| interacting peptide 20 mRNA, partlal cds E-158]
4284 5eq 522 |gi|6318543{gb|AF126780.1|AF126780 |Homo sapiens retinal short-chain dehydrogenase/reductase retSDR2 0
4285.5eq 650 gila506648 Homo saplens rbosomal protein L3 {RPL3) mRNA 0
4286.5eq 6601 g1)3954892|embjAJ01 0446{MSAD10446 _[Home saplens mRNA for immunoglobulin kappa light chain,anti-RhD, 1]
4287 .5eq 551 |gi[1540146{gb{AC002335|AC002395 Homo saplens 12q24.1 PAC RPCI1-315LS (Roswell Park Cancer institute E-108
4288.5eq 380 |gi4506624 Homo saplens nbosomal protein L27a (RPL27A) mRNA 0
4289.seq 676|gil5729963 Hotno saplens unacthve progesterone receptor, 23 kD (P23) mRNA ]
4290.seq 620 glj5819124|gb|AC007286.18|ACO0T286 |Homa sapiens 12q15 BAC RPCIN1-298M11_(Roswell Park Cancer Institute, 07
4291 seq 565 | gI|2765426{emb|Y1473§HSIGGILL Homg sapiens mRNA for immunoglobulin lambda light chain [v)
4292.5eq 382 gl|758075{emp|XBIS45{HSIOD H.sapiens mRNA for a cell surface protein £-146
4293.seq 599 gi|4503380 Homo saplens down-regulator of transcription 1, TRBP-binding (negative 1)
4294.seq 670 gi}1039380|gb|U1 6028|HSU16028 Human CRE-BP1 transcription factor mRNA, complete cds [4)
4295 seq 418 | pi4506708 Home saplens ribosomal protein $26 (RPS26) mRNA s}
4296.5e0 626

47297 5eq 707 |il31091]emb|X16869|HSEF 1AC Human mRNA for elongation factor 1-alpha {clone CEF4) ]
4298 58q 361 {£i]3419846|eb]ACO04982|ACO04982 Hemo sapiens PAC clone DJ1159004 from 7p21-p22, complete sequence [Hoq 0.39,
4299.5eq 641 |glj4758027 Homo sapiens coBagen, type ¥, alpha 3 (COLEA3) mRNA [5)
4300.5eq 537 | pl|34469]emb|X66867[HSMAXG H.sapighs max gene o
4301.seq 631|ei(5016088 Homa sapiens actin, beta (ACTB) mRNA 0
4302 580 707! &i)190978gb|M 1896 3[HUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, complete 0
4203 seq 683 |g)|4506292 Home sapiens protein Hyrasine phosphatase, non-receptar type 3 0
4305.5e0 602 gilt561514|dbjiDIBE26|3B52E Hurman mRNA for HLA-Cw+0702, complete cds 4]
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4306.seq 535 gil1 84847 |gb|MG343R|HUMIGGK t rearranged gamma chain MRNA, V-1-C region and complete cas. [i]
4307 seq 578 gi|56529939|gblAC00TIEB.1 1| ACOOTIES siens 12q24.2 PAC RPCH-809F18 {Roswell Park Cancer institute 003
[4308.5en 436 | gi|264772|ab| S54005[554005 peta-10 [human, metastatic melanoma cel line, mRNA, 453 [1]
4309.5eq 512 |gl|5763746lembiAL 049766.14|HSDJGEE INA sequence from clone 686N3 on chromosome 20g13.2-13.2, £-114]
4310.5eq 727 |i|4503470 aiens eukaryotic translation elongation factor 1 alpha 1 (]
4311.5ea 753 gil2 1 33864{b| ACO004G3[AC 000403 sequence from Human 13, complete sequence [Homo sapiens) 0
4332580 636 |gi|4501886 oiens actin, garmma 1 {(ACTG1) mRNA o]
4313.5ea 576 gi|4929578lgb|AF151813.1AF151813 siens CGI-55 protein mRNA. complete cds O
a3taseq 681 2i|52626 | djemblALO8O0156.1[HSMBOOE™ niens MRNA; cONA DKFZp434J214 {from clene DKFZpd34J214) 0f
[4315.5en 587 |Ri[4337085igh|AF1297566.1|DJ201G24 diens MSH5S gene, partial cds; and CLICT, DDAH, Gib, GBg, G5b, 4]
4316.5eq 560 | gil5821139dhilAB015638.1|AB015639 oiens ASY mRNA, complete cos 1.00E-63
4317.seq 641 gil4507358 plens transgetin (TAGLN) mANA >gi|177174]gb|MIS787|HUM225M 0
4318580 727 | gil1218453gb|I4B488|HUMRY R40 keletal muscle ryanodine receptor gene (RYR1), exons 74, 75, 03
4319.sea 674 gil5031608 piens branched chain alpha-ketoacid dehydrogenase kinase 0
4320.5ea 380/ gi|3056367|eb|MISTBE|HAVGLYG BB pha-herpesvirys (isolated from Saimin sclureus) 0.41
4322 .5eq 585 | 21|532596|b|M 12759 HUMIG JO2 £ J chaln gene, exons 3 and 4. E-174
4323 sea 602 |gt|57255% 11gb|AFO7T2097 1]JAFCT2097 piens beta—2 microglobulin gene, complete cds g
4324500 660 | 8i|5531804|gh| AFOTBB4S.1|AFCTBA45 peens 16.7Kd protein mRNA, comolete cds 0
4327 seq 609 | 214506730 piens ribosomal protein 56 (RPS6) mRNA 0
4328seq 584 | gi|48504 ¢ 1]2b|AC0O07288.1 1| ATACOAT: sis thalana chromosome || BAC F10C8 genomic sequence, b.041
4329.5eq 619 g 182976/gbiM331 97 |HUMG APDH tycerailehyde-3-phosphate dehydrogenase (GAPDH) mRNA, 0
4331.5eq 728 gi|1 684 744lemb| Y07 783| RNDRI42 #cus mRNA for ER transmembrane protein 1.00E-05:
4332.50G 518
4333580 603 | g| 4506050 piens mitogen-activated protein kinase 6§ (MAPKE), mRNA o
4334.5¢a 575 | gi|182864(gbjJ02939HUMGAF2 nembrane ghycoprotein 4F2 antigen heavy chaln mRNA. 4]
4335.5¢q 682 gi|4758415 piens golgi-specific brefeldin A-resistance factor 1 {GBF)) 2.00E-50)
4336.5eq 595 8i{805707[eb]L 251 8|SMUIT2518 15is macroura transthyretin mRNA, complete cds. 037
4337.5eq 4121gil4503304 piens defensin, alpha 6, Paneth cel-specific (DEFAB) mRNA 4]
4338.5eq 352 12i|3133268]gh|U20352|HSU20352 piens malate dehydrogenase (MDHA) mRNA, complete cds Q
4339.5eq 692 [@i[3980430]2b| ACOQ30H1 |ACO03061 hromosome 6 BAC Clone b245c12, complete seauence [Mus musculus 0.?6!
4340 seq 515 fetal) rearranged ieM chain VDJ-region mRNA, clone 20P3. 0
4341.58q 661 |gi|1809237| IAC clone 068P20 from 7031-632, complete sequence [Homo sapl E-107
4342 580 490 |gi|1737211[gb{L/BOD1 7|HSUBDOYT plens basie transcription factor 2 pdd (btf2p44) gene, partial 0.002
4343580 334[1|292440}gb|L 11 SETIHUMRPLATZ piens ribosomal protein L37 mRNA, complete cds. 0
4344.35eq 242 gi|532596]§b]hl'| 2753|HUMIGJOZ g J chaln gene, exons 3 and 4. E-119
4345.5eq 696 | gil468242|gb| 0T 98IHSUDTI8I lurkitt’s lymphoma immunoglobulin kappa light chain mRNA, 0
4347 seq 382 |gl|475%321 piens wingless-type MMTV tegration site family, member 28 0
4349 5eq 225|gil2745720{gbiii89321[HSMNPP25 plens nucleophosmin phosshoproteln (NPM} gene, sxon 12, 1.00E-86)
4350520 383 |git3478668]gbiACO05550|ACO05550 piens PAC clone [DI0620P06 from 7p21-p22. fete sequence [Hor| E-179
4351560 633 |gI475207| hus MANA for testin E-112
4352.5¢q 605 |glha506730 piens ribogomal protein S6 {RPSE) mRNA o
4353.seq 372 |glia501932 piens akcohol dehydrogenase 3 (class 1), gamma polhvpeptide [+)
4354 seq 448 piens chromosome 19. CIT-HSP BAC 430g23 (BC338531), complete 0.031
4355569 513 |@!{176828{eblM3DEESICHP MHCBAD zlodytes MHC class | protein mRNA (MHCPATRFT). 0
4358.5eq 620 plens chromosome 17, clone HRPCBIOET6, complete seauence [Homd 5.00€-14|
4359.56q 542 | gH2894828(gh|LI51942{L191842 plens imsunoglobudin ight chain mRNA, partial cds [1]
4360.5eq 775 |gi[1633547|gb|U47924{HSLI47524 shromosome 12013 sequence, complete sequence [Homa sapiens] 0.004
436159 274 piens tumor proteln, translationafty-cormrofied 1 (TPT1) E-137
4362.seq 426|gi[181532|gbtMI7I25|HUMDEFSA s defensin § gene, complete cds. E-100
4363.56q 622 |gi|3928250)emb|Z68955|HSLAMOO4 s MANA for immunoglobalin kaopa kght chaln VJ region {ID E-162
4364.5eq 605 |gl|6164703|gb|AF167572.1|AF167572 plens proteln methyitransferase (JBP1) rmRNA, lete ody 4
4365.5eq 650/ gl|4753253|gb| ACDOE364.3|ACOO6364 plens BAC clone GS146.104 from 7931.1-31.3, complete sequence 0.046
4366500 561 | gI[583401 HebtAF174030.1|AF 74030 plens clone 77u—c17 immunogicbulln heavy chain variable E-156
4367.seq 580 &ll261239|gb|$50732{550732 tobulin M Right chaln V region=anti-lipld A antibody [human, E-147
4368 580 £22|gil2832593|emb|ZIT0S6HS434P1 WNA sequence from PAC 434P1 on chromosome 22. Contalns inmward a
4370560 617 | gl}490259 7| ernb}al 034396 .BlHS 11586 INA sequence from clone 1158812 on chrormosome Xp11.21-11.4 0|
4371.seq 441|gH3366586]|eb| ACO05279|ACO05279 wiens chramasome 17, clone hRPK.103 M_22, complete sequence [Ho 1.9
4372580 7041 gH28335|emb|X63432|HSACTE s ACTE mRNA for mutant beta-actin {beta’-actin) 0
4374.seq 253 | gH5454095 wiens transtforming. ackdic colled—coll containing protein 1 E-120
43755eq 734 gi|5410325igb| AF 106680. 1AF 10668C plens RNA helicase mRNA, complete cds [}
4376.5¢q 698 | gil4239993idbi| AB 7186jABO1 7186 umn perfringens genes of hem operon, complete cods 0.049
4377.seq 63059121 78lemb]AL117608.1|HSMB011 wens MRNA; cONA DKFZp56401863 {from clone DKFZ056401863) 0
4378.seq 549 15160062 76idbil APO0D469 2| APCOD46S iplens genomic DNA, chromosome 21a021.2, clongB132H24, LLSE-APH 0.15
4379.seq 648 2118001 14| gb{UB05T9 HSUBAS79 Jbosomal protein L7 antisense mRNA gene, partial sequence 5]
4380580 396 | gi|361 35{emb|Z 12962iHSRPLA) s mMRNA for homologue to yeast ribosomal protein L41 E-177
4381.5eq 652 |glf3882280]dbi|AB08323.1 | ABOI8323 ipiens mRNA for KIAADTS0 protein, partial cds 5]
4383 500 plens NADH dehydrogenase {ubiqus ) 1 beta subcomplex, 5 E-148
4384.58q 612 gi3820992|ermbALOOBT2BHST25NS INA sequence from clone 125N5 on chromosome 6q26-27, Contains a 0.043
438650 piens pinin, desmosore assoclated protein (PNN) mMRNA 0|
4387.5e0 727 |gl4506204 \phens proteasome {prosome, macropain) subunit, beta tvpe, 9 2]
4388.5e9 232 |gi|1204116}emblZ697 20|HSRAI6 INA sequence from cosmid RA3E from a contig from the tip of the E-128
4389.3eq 791 |gil4759095 woiens 15 kDa selenoprotein (SEP15) mRNA 0
4390.5eq 557 |gi|5454161 wiens upregulated by 1,26~-dihydroxyvitamin D-3 (VDUP1) mRNA 0
4391.5eq 564 |21[231 3072)gb|US0095{US0095 Chromoseme 11p15.5 pac pDJ74k15, complete sequence [Homo sapier 9.62
4392.589 641 1 gi|3138891|eb]ACO04700|AC 004700 ipiens chromosome 18, cosmid F14498. complete sequence [Homo o.n
4393.5eq 435/ gI[2981253|gb| ACO03964|HUACO0IIE6 apiens Chromosome 16 BAC clone CIT987SK-A-911E12, complete 0.12
4394.5eq 639 | gll5262638]emb|ALOBOTY 1.1 |HSMBOO wiens MRNA: cDNA DKFZpS5B6G2222 (from clone DKFZpS86G2222) 0
4395.5eq §25|gl}1 665822|dbj| DBT470|087470 mRNA for KIAAQ280 gene, partial cds 0|
4396.5eq 632/gll4502100 wiens annexdn | Bipocortin ) {ANX1) mRNA 0
4397 seq 474! gi|6119551]eblACDOD0SE.1 I|ACO0009 sculus Chromosome 16 BAC Clone bd3-6 Syntenic To Home saplens 0.033
4398.seq 258! gi|5541881lemblALG34548.24|H51103 DNA sequence from clone 1103G7 on chromosome 20p12.2-13, comeh 5.00E-18|
4399 5eq 746 | gil 488448 T embiALO50225. 1 [HSMBD0! wiens MRNA: cDNA DIKFZp586M 1523 (from clone DKFZpSEEM1523) 0
4400.5eq 704 Homo saplens rivosomal protein L14 (I 0
4401 seq 510|g2i|3169015) AJO0S268|HSAJS268 wpiens mRNA for putative ATPase, partial 1.00E-91
4402 5eq 383 | gi|28335|emb|X63432|HSACTE 15 ACTE mRNA for mutant beta-actin (beta'-actin) ly]
4404 .5eq 658 gi|55843 Tgb{U1 3897 HSUI 3897 homolog of Drosophila discs large protein, isoform 1 (hdig-1) 3.00E~86
4405.5eq 607 | gl[4512311|dbi|AB019441 .1 )ABO1 9441 wiens DNA for immunoglobulin heavy—chain variabie region, of
4406 s8q 471 git3283509|gb| AFOTOBISIAF 070638 apiens clone 24448 unknown MRNA, partiai cds of
4407 5eq 40Gigl181 532Lg_b|M97925|HUMDEF5A s defensin & gene, complete cds. 8 CDE-BEI
4409 .se0 700| gi{5650586]emb|ALO31734,9|HS652LE DNA sequence from clone 652L8 on chromosome 1024.1-25.2, comole) 0.77!
4410.5eq 723 [elf181532|gb|M37I26|HUMDEFSA s defensinn 5 gene, complete cds. 4,DOE7984I
4411 seq 648 | ei|7 46405|gh|U022921BTUO2292 rus kink proteln mRNA, complete cds §.00E-1T,
4412 seq |dbi D3R 12 HUMMTA apiens mitochondrial DNA, complete sequence £-103
4413.5eq 123|gi6137756 mitochondrion, complete genome 0
4414.5eq 456gi[4504154 apiens gelsolin {amyloidosis, Finnish type) (GSN) mRNA D|
4415.5eq 628 | gi[4503470 aplens eukaryotic franslation elongation factor 1 alpha 1 o
4416.5eq 542 |gi|183921 {gbiMB3S44{HUMHDABCD DNA sequence of contig comprising 3 cosmids {HDAB, HDAC, HDAD]}. 0.045
14417 seq 585|gl|265703]gb}S55735]555735 , 1- aipha 2m=immunocglobulin A1-A2 lambda hybrid GAU heavy [\]
4420.58q 557|gijd 59223 apiens programmed cell death & (TFAR19), mRNA 4]
|4422 seq 677 | Ri[4506660 aplens ribosomal protain L7a (RPL7A) mRNA 1]
4423 seq 755|8i|5803156 aplens sterol-C4-methyl oxidase-like (SCAMOL}, mRNA 3.00E-68
4424 seq 584/|gil4506616 aplens ribosomal protein L17 (RPLI7) mRNA 0
4425.5eq 657 gi|2842782 |t ACDOI103]AC003103 aplens chromosome 17, clone HCIT268N12, complete sequence [Homo 0.003]
4426.5eq 619|gi|603763|rb|U18321]HSLN1 8321 lonizing radiation resistance conferring protein mRNA, complete 0
4427 sea 634|i}4504786 : apiens integral ransmembrane protein 1 (ITM1) mRNA 0
4428 seq 4051gild¥532751ablACO06 1 48.3{ACO0E  4E apiens PAC clone BJOS0ZE20 from 7q31.2-g31.3, complete sequence E-173
m.seu 555 | mi|265703|eb{S55735{555735 1 1- alpha 2m=immunogiobulin A1~A2 lambda hybrid GAU heavy 0
4430.5eq 351 | g4758435 abiens gastric inhibitory potypeptide (GIP) mRNA 8]

7]



3431580 B06| i[3411162]eblAFOTS585|AFO75589 Homo saplens MDA-MB-23
4432 560 656 gl|2736086{gb]AFO1 T257IAFQ17257 Homo sapigns chrormosome
44233 .seq 594 | gil4504448 Homo saplens heterogeneol
4434.seq 435 ﬁ2335@@[£002430|#\0002430 Human BAC clone RGOSEDT
4436.5eq 593 | gi|5174602 Homo sapiens myosin regul2
4437.seq 541 g2605593|chi|D50372D50372 Hormo saplens mRINA for my
4438 seq 534]g)|3766261|embjALD31904|H5103M22 | Human DNA sequence from
4440520 606 | gil4502598 Homa sapiens carbonyl redu
4441 seq 505 | gl[3327388|sb]ACO044B3|ATACO04483 |Arabidopsis thallana chromo
4442 seq 568 |gil5531251|emb|AL035659.21[HSSTON |Human DNA sequence from
4443 5eq (341 2i|4'|0'|573_]§b|AF004876|AF{3043?6 Homo sapiens 54TMp (S4tm
4444 5eq 551 [&i]1930058|gb| UIS040HS LS040 Human transcriptional corec
4445 seq 589 {el|468242|gb|U0TS8BIIHSLOTSEI Human Burkitt's mphoma i
4446 seqG 342 |gi532596]gb|M 1 2759|HUMIG 102 Human Ig J chain gene, exor
4448 .5seq 600|gilSDB0755]eb|aC007842.1|ACOC7842 | Homo sapiens chromosome
4450 5eq 550/gI[4505018 Homo sapiens low density lic
4451 5eG 678 |gl[498724lemb|X78926|HSHZF 32 H.saglens HZF3 mRNA for z
4452.5eq 585 gi}34433(emb[X14008|HSL Y SOZY Human lysozyme gene (EC |
4453.38q 459 | g1|4579999(dbjlAPOO0078.1JAPDO0OOTS | Homo sapléns genomic DNA
4454 5eq 585 gi|167967 3| eb|UGBIBSHSUBE3EE. Hurnan Mets1-related protei
4455.5eq 235 gi[2804346|eb| ACOG4029{AC004029 Human BAC clone RGOISET
4457 .seq 295|gi[4502145 Homo sapiens amyloid beta
4458 .5eq 519
4459.5eq 640| gi|1944628{gh[J01415.1[HUMMTCG Human mitochondrion, cormy
4461.5e9 509! 211532596]eb|M1 2759 HUMIG JO2 Human Ig J chain gene, exo
4462.5eq 6751gij4503270 Homo saplens decorin (DCN
4463.seq 401!gi}1 399085)gb|U43701|HSU43T0Y Human rlbosomal protein L2
4464.seq 338! gi|3037 1}emb]X05607HSCYSTCR Human mRNA for cysteine g
4465.5eq 614 |gt|557545|gbiM28699HUMB23A Homo sapiens nucleolar pho
4466.5eq 507 | gi|3360440{gb| AFQ52131|AF052131 Homo sapiens clone 23330 r
4467 5eq 417 gi|4164368|embjALO31 B8461HS742C19 | Human DNA sequence from
4468580 404 gi[190416]gb]M? 1948|HUMPROL Human promyetocytic leuke
4469 5eq 658 | ei[4003384{dbi|ABD20864.1{AB020864 |Homo saplens genomic DNA
4470.5eq 673 gi|4507658 Hormo saplens tumor protein
4471 5eq Human promyelocyti: leuka
4472.580 Human nucleasite diphosph
4473.5eq Homo saplens cagherin 5, VI
4474.seq Human DNA sequence from
4475.5eq Arabiclopsis thalana DNA ct
4476.5eq Human DNA sequence from
4477 seq Homao sapiens mMRNA for an
4478.58 Human chromosormne 16013.
4479.56q Homo sapiens PAC clone D.
4480.5eq 628|g1|6137796 Human mitochondrion, comy
4481 seq 751|gl|6164987 |2ACODTEES.2] ACDOTBE  |Genomic Sequence for Hor
4482 seq 339/ gl 2673897 &b ACOOU3BS ACO00385 Human Chromosome 11 pac
4483 seq 682(gi]6318317[gh|AF100154.1]AF100154 | Rattus norvegicus kyrurenit
4485 seq 496 | gi|3746532|gb| AFDS9202|AFQ59202 Homo saplens ACAT refatec
4436.5eq 641 | gil4972129| emb|ALO48532 2|CNS0000G | Human chromosome 14 DN,
4487 seq 643 gil4503470 Horno saplens eularyotic tri
4488 .seq B89 |gi|4503480 Homo sapiens sukaryotic tri
4489 seq 473 |=i4758789 Homa sapiens NADH dehych
4490585 648 |l 178746]gb{M81955|HUMAPEA Human apurinic/apyrimidini
4491.seq 534/{gil1944628|gb|J01415.1{HUMMTCG Human mitochondrion, comy
4492 5eq 414 |gI|505472|emb|X59181]HSLI H.sapiers mRNA for ribosor
4493 .5eq 453 | gi[41 60143 eb|ACODS21 3|ACO06213 Horme sapiens, clone hRPK.
4454589 60B | gi|3461 307{2b]ACD05542|AC005542 Homo sapkens chromosome:
4495.58q 691 |2i|546795eb|$71043|571043 Ig alpha 2=immunoghobuin /
4496.5e9 561 |gI[2765422|emb]¥14736HSIGG TKL Homo sapiens mRNA for im
4497 seq 256/ gi}1 3000jernb|X62996|MIHSGENOM H.sapiens mitochondrial ger
4498 580 601 gl|2832593|emb|Z47056]|HI434F1 Human DNA sequence from
4459.5eq 648 | 2i|4506662 Home saplens ribosomal prc
4500.5eq 559 | gi|5305595]gblAF1 02989.1|AF102989  [Homo saplens Ca2+-indepe
4501 seq gi[5031692 Homo saplens heterogeneos
4502.580 579 |gil4836804]|2iAF§46793.1|AF146793 Mug musculus protein B ger
4504.5eq 11381057 4]gb]ACO0457 1]ACDDA67 Homo sapiens 12p13.3 PAC
4505 5eq Homo sapiens transkn-asse
A506.580 £1|5360678|dbiABO22656.1|AB022656 |Horno saplens, mRNA for an
4508.5eq 585 | gi[49801 4|gb[L 274TIHUMX 1 23A Human X123 mRNA, 3 end.
4509.5eq 550| gi| 2801527 g AFOI5ISTIAF035IGT Homo sapiens cosmids Q!
4510.seq 552|gl|5360678|dhi|ABO22656.1)ABC22656  [Homo sapiens mRMNA for an
4511.5eq 5§54/ gi|2605593|dj|DS0372|D503T2 Homo sapiens mRNA for m
4512.5eq 642 | gi|6013496|gb| ACCOBDO0.HACO0B000 _ [Homa saplens 3q25-26 BA(
4513580 516 | gil4503286 Homo saplens growth arres
4516.58a 6184506800 Home sapiens secretogranh
4517 5eq 752 gb|AC007385.3]AC007385  |Homo sapiens BAC clone N
4519.5eq 418|g1|181532|gb|MITI25|HUMDEFSA H.sapiens defensin § gene,
4520.5eq £1|350414|ghlt 37516HUMPSDBPB Homo sapiers DNA-binding
4521.5eq 505 | gi|5032]1 48 Homo sapiens TATA box bh
4523.seq 416/ gi| 38853 761dbilABO1 95T3|ABOY 9573 Homo saplers mMRNA expre
4524 seq 610|gila759095 Homo saplens 15 kDa selen
4526.3eq 507 | gl]188483|ghiMBO469HUMMHHLAJB _ | Human MHC class | HLA-J
4527 seq 476 gi|5174744 Homo sapiens ubiquinolk-cyl
4528.5eq 365 | gI[337513|gb] JOISITHUMRPSE Human ribosemal protein S
4529.5eq 542 [gi[1314309|ebiUd) 7T43[HSU41 743 Human nuclecphosmin-reti
4531.5eq 627 |2l{5049285|ebjAF163570.1|AF163570  |Home saplens DINB protein
4532.5eq 584 |2I4758011 Homo sapiens clathrin. heat
4533.5eq 859 |gi|5729729 Horo sapiens APIS-Hke 1 {
4534 seq 522 | gi|5280990,emb{Z97338.2|ATFCA3 Arabidopsis thaliana DNA ¢
4535.5eq 544 |gi|1944628}gb|J01415. 1 |HUMMTCG Hurnan mitochondrion, corr
4536.5eq 528 gi|577310[cbj|D4205aHUMKIAAM Hurnan mRNA for KIAADDS
4539.5eq 583 gl|4502744 Homa saplens cyclin-deper
454050 623 gi|4505574 Homo saplens poty{A}-bind
4541.35eq 410 i1 81532]gb|MI7925|HUMDEF A H.saplens defersin § gene,
4542589 539 | i|4884260|emb|ALDS0005.1 {HSMB00355Homo sapiens MRNA; cDNi
4543 .seq 865 |el|4BB4467|emb|ALOS0225.1JHSMB00524Homa sapiens mMRNA: DN,
4544.5eq 363 |aija507132 Homo sapiens small nuclea
4545 5eq 525 &|2076720lgh|ACO02067|HSACO02067 |Human BAC clone RG126h
4546.5eq 634{&I|532596|20|M1 2759 HUMIG JO2 Human lg J chain gene, gx
4547.5eq 5931 gil6005877 Homa sapiens zinc finger p
4548 580 445 gi|186840|eb] JOITISHUMLAME Hurnan colin carcinoma fan
4549 5eq 706 | gi|1 688 100]gh|USB299|MCUERZ9I Mouse cytomegalovirus 1 ¢
4550 5eG 579 g1 668813{@|L25074.![HUMFMR s Homo saplens fraglle X me
4551 560 505 ei5226515 Saccharomyces cerevisiae
4552.5eq 413} gi[4455632|emb]Z97353.3|HSIOLE Human ONA sequence fror
4553.5eq 473 1gli63254M Home sapiens ribasornal pr
4554.5eq 93 |2i[4761685|gb]AF14T334.1|AF147334 _|Homo sapiens full length in
4556.5eq TDB|gI|5137796 Human mitechondrion, carr
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4557 seq 555]gl!304?01 |eb]AFO5717T|AFO57177 apiens T-cell receptor gamma V1 gene region
A5585eq 5@'@;3433501 |eblAFOB6156|HUMZBSSH apiens full length insert cONA cione ZB55H12 a
A559 580 350|gil3153224|gb|AF034899|AF 034899 norvegicus olfactory receptor-like protein (SCR D-9) gene, 0.095
4560.58q 569 |gij5118386|eb|AF187991.1|AF18759) apiens zinc finger protein ZNE225 mRNA, complete cds 0
4562580 517 |gi}532596(b|M12759[HUMIG 402 lg J chain gene, exons 3 and 4. 0
4564580 871 gl[4505774 aplens phosphate carrier, mitochondrial {(PHC), splice variant E-132
4565.5eq 509 |gi|S668757|gbl ACD0BO0S 4{ACOOBOCE apiers 3a26.2-27 BAC RPCi11-436A20 (Roswell Park Cancer Institute) 0
A566.seq 6555 |21]4557520 apiens diaphorase (NADH) {cytochrome b-5 reductase} {DIA}), [}
4567 5eq 551 |i|4730826]dbj|APO000SS. 1] APODOOSE aptens genomic DNA of 21g22.1, APP related, B2291C14-T1533 c.0ol
4569.5eq apiens transmembrane trafficking protein (TMP21), mRNA [1]
4570.5eq 499(i[2335185|gblAF011BBIJAFO11889 XaZ8 cosmids U126G1, U142F2, USIBE, U145C10, UTEIAS, UB4HL, U Q.14
4571.seQ 38414506730 aplens riboscmal protein S5 (RPSE) mMRNA 0
4572.5eq 552 lsi}dﬂdﬂSO]gglLﬂS(!SlHUMRSU‘A RSU-1/RSP-1 mRNA, complete cos. ¥
4574.5eq 874(gil1370112|emb|273663|HSNG2C4 ONA sequence from cosmid NG2C4, on chrornosorme 22 Contains ESTs) 0.97
4575.5eq 801 {g1|23902{ermb|X59727|HSEIKDAP ns 63 kDa protein kinase related to rat ERK3 [y)
4576.seq 564 gl|4185494|gb| AFO95891AF0S5851 aplens calpastatin mRNA, partial cds and 3 UTR §00E-17
4577.seq 533 |gi| 1008967 |[emb|Z47034|HSB898D12E partlal cONA sequence, complete sequerce of clone S8D12: [+
4579.5eq 444 |21|306548|eb]L13799|HUMCH13C 1A apiens {clone 01) liver expressed protein mRNA, 3'erd, 4]
4582500 43981|293547 7| eb| AF048836{AF048836 dium falciparum guankiine nucleotide exchange factor (PfRCC1) 22
A583.500 548 |&i|2935477|gb| AFO48836[AF 048836 dium falciparum guanidine nucieotide exchange factor (PfRCC1) 0.6
4584, 5eq 633 | gl|2623584|gb| AFD27 1 58IAFD27158 apiens immunoglobulin kappa light chain (T6.J/k) mRNA, partal ]
4585.seq 862|glj5262473|emb|ALOBO0GE. 1 HSMBOO aplens mRNA; cDNA DKFZp564.J142 {from clone DKFZp564J142) 0
4586 .seq 588 |gH4507466 aplens ransforming growth factor, beta-induced, 68kD (TGFBI} Q
4587 seq 444]gl|1944628[gh[J01415.1LHUMMTCG mitachondrion, complete genome 0
4588300 497 Fliseoaon aplens LIM domain oy 4 {(LMO4), mRNA 0
4589.5¢q 605
4530580 5331g1|1591687|gb]LIE7546{U6 7546 ecoctus jannaschii section 88 of 150 of the cormplete genome 0.037
4583.5eq 659 ai|1145815|gb] J4203 1 fHSU42031 54 kDa progesterone receptor-associated immunophilin FKBP54 [4)
4584.5e0 £60|el|546798)gb|$71043]S71043 1 2=lmmuncglobulin A heavy chain alotyps 2 {constant reeion, [¥)
4595.580 416 |gl|4503304 saplens defensin. aipha 6, Paneth cel-specific (DEFAG) mRNA [8)
4587 seq iaplens ATP synthase, Ht transporting, mitochondrial F1 4]
4558 580 mRNA for elongation factor 1-alpha (clone CEF4) 1]
4589.5eq iaplens cleavage stimulation factor, 3 pre~RNA. subunit 2, 64kD 1)
4600.320 iaplens clone NHO327TN17, lete sequence 4]
4603.5eq resplratory syncytial virus 18, 1C, N, and £ genes Q.16
4604 .seq 871 [gi[32797jemb|X51011|HSIG 486 Immunaglobulin VH mRNA (485 b} 0
4605.5eq 474 gi|3860076{g{AFDI7021 JAF 097021 iaplens GW112 proteln (GW112) mRNA, compiete cds E-112
4606.5eq 518[gi|1 77530{gb|K0221 2HUMA 1 ATP alpha-1-antitrynsia gene (S variant), complete cds. 057
4607 seq 507 | 2i 1663691 {cbj{DBOOT DROOT Y mRNA for KIAAQISD gene, complete cds 0
4608 .seq 482 |gi|5803130 saplens RAB3T, member RAS oncogene famnlly (RAB31), mRNA. 0
4609 seq 508 gi|5088099|cbjiaB027251.1|ABO2T25 saplens MRNA for zinc finger protein (ZFD25), comolete cds E-100
4610.5eq 510;21|5565976]gb]AF 152462.1|AF 152462 ;aplens transmembrane proten BRI (BRI} mRNA. complete cds 0]
4E611.5eq 495 gl131896) X58295|HSGPXP 1| GPx-3 mRNA for plasma glutathione peroxidase s}
4612.3eq 458 gil5306223|8b|ACOOE255 S| ACCOE25! saplens 3p21.1-9 PAC RPCIS-1087L12 (Roswel Park Cancer institute E—134;
4613580 512/ gi{3387884|gh|AFO70529|AF0T0629 iaplens clone 24525 mRNA sequence 0
4614380 480/ gi{4506232 saplens proteasome (prosome, macropain} 265 subunit, 0
4615.5eq 510 el|632094gbiL ID0EHHUMILIRPS saplens Interteukin 9 receptor (L9R) pseudogene, exons 1-9 2.2
4616580 456 | gil4503304 saptens defensin, alpha 8, Paneth cel-specific (DEFAG) mRNA of
4617 seq 514 1i|313231 8lchbj| APOOR00S. 11APOC00D saplens genomic DNA of 21022.2 Down Syndrome reglon, seement 1/13 ?.OOE—QSI
4618.5eq 475 gH|5468516|e2b|AF107885.2{DJ270M)1- saplens chromosome 14a24 3 clorie BAC270M14 transforming growth 0
4619580 5251 gl 2088550 e U1 328|HSL191 328 1 hereditary haenochromatosis region, histone 2A-Nke protein gene, E-171
4621 .5eq 340 i|3659494|eb|ACCOS332|ACC05332 saplens chromosome 17, clone hRPK.147_L 13, complete sequence 0.024
4623.5e0 511 |gil5902013 sapiens nuclear pore complex interacting protein {NPIP), mRNA o
4626.5eq 409 | gil1 84743]eb| JONR220{HUMIGCCS sapiens immunoglobutin alpha-1 heavy chaln constant region o
4626.500 526 | gil414346|dbj|D1 4531 [HUMHHRRPLE vmRNA for human homologue of rat ribosomrad protein L9, D
4627 .50q 397 | gi{693936|emb|Z 48501 |HSPABRIL s MRNA for polyadenylate binging protein It 0l
4629.5eq $05 ' gil414346]dbj| D1 4531 |[HUMHHRRPLE 1rRNA for human homologue of rat ribosomal protein LS, 0
4630.5eq sapiens eukaryotic translation elongation factor 1 alpha 1 0
4631 seq 1 BAC clone RG317M02 from 7pt5-p21. complete sequence [Homo 0.4
4632580 sapiens PAC clone DI0SS58L10 from 7a34—a36, complete seaquence 0.036)
4533500 1 DNA sequence from clone 48613 on chromosome 5a22.1-22.3, Cormtain 6.00E-04
4634.5eq saplens cell cycle progression 3 protein (DNJ3) mRNA 0
4635 580 cereale Ty—1 copia relrotransposon reverse transcriptase §.037|
4637 se0 525 |Ril320t 899]eblAFOS7420|AFQ6T420 saplens SNC73 protein {SNCT3) mRNA, complete cds E-11D
4638.5eq 503 |gi[2853186]emb|ALO21 7TB6|HSE36H2Z 10NA sequence from PAC 696H22 on chromosome Xa21.1-21.2. E-1684
4639.5eq 502 |gi|5174602 saplens myosin regulatory light chain 2, smoath muscle isoform 0,
4640 .52q 501 | gi[4507668 saplens tumor protein, translationally-controled 1 (TPT1) ]
464138 5531 gi[189021|gb|M22920{HUMMYLCC 1smooth muscle myosin alkali light chain {MLC 1sm} mRNA, 4]
4642 56q 502 | gi|2293555|b] AF(1 2086{0F 01 2086 saplens Ran binding protein 2 (RanBP2alpha) mRNA, partial cds 0]
46543 5801 500 | 21}4240204/db]ABO20710.1]ABO2071 sapiens mRNA for KIAAD903 protein, partial cds o]
4644.58q 515|gi{4506660 sapiens ribosomal protein L7a (RPLTA) mRNA o]
4645589 484 | gi|3954884[emblA 010442 |HSAGTO4 sapiens mMRNA for immunoglobulin kappa light chain, anti-RhD. E-165
4647 .seq 518 gi|262368)gb]$51 768{551 768 4=pancreatitis—associated protein [human, pancreas, mRNA, 797 [¢]
4648.5eq 5081gi|29117201eb|ACO04226(AC004226 saplens chromosome 5. BAC clone 313n8 {LBNL H1 46}, complete 0.56
4650.seq 305 2i[2895757|eb| AFQA5022|AF 045022 urus phosphatidic acid—preferring phospholinase At mRNA, 2.00E-27
4651589 512, gi| 1685101 gU4T 101 HSU4TIOH 1 NifU-like protein (hiNIFL) mRNA, partial cds 0
4652.5eq 516 g1 51038501gb|ACO0T651.2|ACODTES fonsis thaiana chromesome | BAC F20023 genomic sequence, comoiete 0.009
46554.5eq 382 gi[2735711jgb| AFDO4023| AF004023 wseulus cell surface molecule DX-Z mMRNA, complete cds B.00E-12
4655.5eq 14

4656.5eq 464 |gil4506356 sapiens NADH dehydrogenase (ublauinone) ) alpha subcomiplex, 4 4]
4559 seq 517 | g4769003|ghb] AF 140598.1{4F 14059 sapiens ring-box protein 1 {(RBX1) mRNA, complete cds 0
4660580 312|g1)5091653)b| ACON5519.2|AC00551 sapiens clone DJ09E9J22, complete seauence 5.00E-37
4661 5eq 499 |gil1 8191 5jgb|MI1 6TO{HUME2ER n ubiquitin carrler protein (E2-EPF) mRNA, compltete cds. 8.00E-68|
4663 3eq 102 {&i|190416|gb|M 1 1948|HUMPROL n promyelocytic leukernla cell mRNA, clones pHHSE and pHFB1. 3.00E-17]
4664.3eq 521 {gi|339688|gb|M17T33[HUMTHYB4 n thymosin beta-4 mRNA. complete cds, 2]
4665.5eq 497 | g)|5650629|emb|ALO7B533.9[HSDIZ" i DNA seguence from clone 210B1 on chromosome 6q23.3-25.1. Contal 055
4666.5eq 506[gl|5656681|gbgAC007257.22|ACDD‘r? sapiens 12¢22 BAC RPC{11-890115 (Rowswel Park Cancer Institute ¢.002
4668.5eq 339 gi|5123985|gb| ACODSSBT. 21AC0063E sapiens clone NHO160K17, complete sequence 14
4663.5eq 505 | gl|5669135{ghiAF152365.1|AF15235 sapiens constitutive fragile region FRAIB sequence 0.14]
4670.58q 531|gI[1478196)emb|X37321|HSHLACW( ens mRNA for human leukocyte antigen C alpha chain 1]
4671 .5eq 512|xl{6137796 n mitochondrion, complete genome 0
4672.5eq 524/gll5174722 saplens DNA segment on chromosorme 19 (unique) 1177 expressed 0
4673.5eq 2} gil3980107|emb]ALD20993. 1[HS506 n ONA sequence from clone 506 on chromosorne 22a12 Contains the & 0.001
4674.5eq 321 | gi}181532)ab] M9 7925 HUMDEFSA ens defersin & gene, complete cds. 7.00E-89
4676.seq 499|Homo saplens smalf induciale cytokir (1)

4679.seq 517, gi|292301 |gbli 1 429SHUMMFD255 _sapiens (chromoscme 1) DNA sequence, (CAIN dinucleotide 0.14
4680 seq 5011|4504 766 sapiens integrin, beta 1 (fibronectin receptor, beta k)
4681 5eq AB6 | gi] 1 906003 | gh]US0540] CMUS0540 phila melanogaster chromosomal forum domain cut site 0.13]
4682 seq 377 &|561441|dbiiDEIBTHIDEIRTS n mRNA for KIAAD1SS gene. complete cds 9
4683 seq 504 |£i|4884198lemb|ALO49951 .1 [HSMEC sapiens MRNA: cDNA DKFZpS84C0122 (from clone DKF Zp56400122) ol
4684 seq 479 | g| 3483353 gbl AFOB600B|HUMYUSS saclens full length insert cDNA clone YUBSD1D 2.00E-93
4685.58q 493 | gl|498730{emb|X78925(HSHZFE& iens HZFG mRNA for zin: finger protein 8.00E-65
4586.5eq 503

4688.5eq 398 | gil1183970jemb|Z69383|SCCXIVIGH wisiae 38,855 bp segment of chromosomse XIV 0.43
4691 seq 510 gi|5832741 |dbi|APC00420. 1]APCO04 Jopsis thallana genomic DNA, chromosome 5, P1 clone: MZN14, 22
|4692.seq 462 @il 3980553 |gb| AC D04 B49|ACCO4849 sapiens PAC clone DJOG52J06 from Tq33-035, complete sequence [Hons 0.032]
4654.5ea 20| gi2921499|eb|AFQ37222|AF037222 n DNA from chromosome 14-specific ¢osmid containing XRCC3 DNA E-151]
4695 seq 503E1035472[3@\263094{HS?8C5F lens CpG lstand DNA genamic Msel fragment, clone 78¢5, forward 1 00E-B5




4696.5eq 496]
4697.seq 501 |gil4508846 Homno sapiens small inducibt
.Tesa‘seq 521 |it5032050 Homo sapiens riboscmal pre
4692589 500 |ei4557590 Horma sapiens fibrilin 1 (Mar
4700.5e9 15
4701.5eq 465 gl|37847|emb]X16478|HSVIMCD Human mRNA 5'-fragment
4703,5eq 494 |gl 32819851emb|ALOZ2165|HSTILEE Human DNA sequence from
4704.5eq 497 |@l[1 83677]gb|M14777|HUMGSTH Human ghitathione S-trans
4705.58q 516 |g/|2773059)gb{AFO39018 AF03g018 Homo saplens actinin-assoc
4706 seq 487 [gl|5802983 Homo sapiens i-beta-1.3-N
4707 seq 250/ g|307378lab|L 10376|HUMRNAE Human {clone CTG-B33) m
A708.5eq 270 | gl{a826869 Homo sapiens nucleobindn |
4710.5eq 512 | gI|4308780|eb]ACOOESE6AC 006566 Home sapiens chromosome
4711 .5eq 526 | gl|2055296dbijD8768T|DETE8T Aeropus laevis mRNA for LI
4712 500 225|gi{5031814 Homo sapiens lysyl-tRNA 53
4713.5ea 503 | gl|29t1509]sb] AFDISI64|AFOI6IE4 Home sapiens epsilon—sarcc
4714.5eq 516|gi[4506730 Homo sapiens ritosomal pre
47153eg 513 glj4506470 Homo sapiens regenerating
4716.seq 174 eil598165|gb]LIIBS4HUMIGKZM Human immunoglobulin ligh
4T18.5eq 275/ 25836191 |gb| ACDDT250.2[ACO07250  {Homo sapiens clone NHO33:
4719.5eq 491
4720.5eq 211 gi]181532(gh|MI7925]HUMDEFSA H.sapiens defensin § gene, «
4721.52q 323 gi]4506698 Homo sapiens nbosomal prc
472250 146]gl|4507574 Homa sapliens tumor necros
4725.5e0 257{gi{2230868]emb| Y91 BB|HSFERRL H.sapiens mRNA for ferritin
4727.seq 302] @i 2224590|dbjiA BOO2323|AB002323 Human mRNA for KIAAQIZ!
472B.seq 182
4728.seq 219 | gi[$ 223861 eb]U3S430HSU5430 Hurnan cytochrome ¢ gxida:
4730.seq 446 | gi[2815069]ermb}ALOZ1451{HS FE8H10__| Human DNA sequence from
4735.5eG 429 | gil4758125 Homa sapiens DEAD/H {(Asi
4739.seq 521 g1 190978|eb|M) 8963 HUMREGA Human isiet of Langerhans |
4740.5eq AF014838/AF014838 Homo sapiens galectin—-4 m|
47415eq Homo sapiens GAP-associa
4742 5eq 298 |el|3522915|8b{AC 0051 45| AC005 145 Horno sapiens Xp22-166-1¢
4743 50 292 | gi[307194]gb|LOSZE0[HUMMEMPROT __ {Human (chromosome 3p26)
4744.50Q 485 ||5596765|emb]ALO49557.19[HS JT73A Human DNA sequence from
4746500 1142401 60|dbj|ABL20643.1|ABD20643 | Homo sapiens mRNA for Kb
474B.seq 370|21|3420063|eb| ACOIS4SZACO05492 Horno sapiens clone UWGC:
4750.5eq 323|gi|544480|dbj|D381 12.1|HUMMTA Homo sapiens mitochondrial
4751.5eq 523 | gi[2385366]emb| XB0193|HSMLNS1 H.sapiens MLN51 mRNA
4752 seq 154/ gi|392851 2]dbi| ABODS1 44|ABO0S 144 Magnaporthe grisea mRNA
4754500 252 | gi| 2828601 |gb| AFD261 26IAFO26126 Homo saplens heterogenss
4755.5eQ 286 81|2439515}gb| ACO02563|AC002563 Human PAC clone 12TH14 ¢
4756 38q 531 | gl|1344628]gh| JO1415.1 |HUMMTCG Human mitochondrion. com
4757589 501 | |1 86840{eb] JOITEOHUMLAME Human colln carcinema lam
4758.5eq 502 | gi| 3044065 gblAFD52389|AFDS23589 Homo sapiens LIM domain E
4759.5eq 262 gl|4885524 Home sapiens novel SH2-cd
4760.seq 496(gi[5107001 [gbjAF125103.1]AF125103 | Homeg sapiens newrcendocri
ATE1.5eq 3451 gl|3970970{gb]ACO04812{AC004812 Homao sapiens PAC clone 2€
4762.5eq 501 | gi{4544348]gb| ACO06059.3)ACOJ60SS | Homo sapiens PAC RPCH-
4763.seq 293 gi[194462§|ﬂ.301415.1|HUMMTCG Human mitochondrion, corm
4765.5eq 532 | gil7331 34|eb| 22384 HSU22384 Human lysyl oxddase gene, ¢
4766 56q 282 | gil5304892|emblALO495T5.7|HSDS31 607 Hurnan DNA sequence from
ATGT 580 498 gll5679789|emblALD49643.12|HSJE7ZM Y Human DNA sequence from
4768.5eq 499 | i|4506666 Homo sapiens ibosomal pre
4769.5eq 502 |gij4507 108 Homo sapiens synuclein, alp
4770.seq 495 | gi]4505034 Horno sapiens lymphotoxin |
4771 500 483 |gi|4502100 Homo sapiens annexin | {ips
4772.5¢q 500 gi|5881960 gblAF064257.1( Homo saplens Dhm1 ke pr
4714.seq 508 gif4503470 Homo saplens ewkaryotic tr
4776.5eq 184/ g1|5679750]emblALD23807 6|HSS525L6  |Hurman DNA sequence from
4777580 500| gi] 4506370 Homo saplens RABSE, mem
4778.seq 469 gi|4263802|gh| AL 006602(ACO06602 Home sapiens Chromosome
4179.seq 98| gi|3618151 | emblALO31114|HS468H17__ |Human DNA uvence from
4780.5eq 501 gi|3327109{dbjlABO14548|ABO14548 Homo sapiens mRNA for Ki
4781.5eq 468 | gil 162001 41dbj| DB7E665]DBTEES Human heart mRNA for MH-
4783 seq 505 | gl;2606593|dbi|D50372)050372 Homo sapieris MRNA for m:
4785.5eq 507 |gi|2565045)b|UB0OTI5|HSUB0TIE Homo saplens CAGF28 mRI
4789 seq 503|gl|5272679|gb|AF1B1252,1]AF181252  |Mus rnusculus testls TPR-¢
4790.5eq 508 gi|4503470 Homa saplens eukaryotic tr
4791.seq 500 gi{3360399|gbl AF052093|AFQ52053 Homa saplens clone 23685 )
4792.5eq 400|gl{3550044|emb}ALD22577|HE353HE Human DNA sequence from
4794.5eq 501 | gi[6331419[dbilABO33115.1|AB033115 | Homo sapiens mRNA for KL
4795.5eq 512 gil1 537069 |b|U63! RNUG3840 Rattus norvegicus nucleopo
4796 5eq 53618i|181572|gb|M34482| HUMDKERS Human cytokeratin 8 (CK8)
4797 seq 452 | gil4504478 Home sapiens bydroxyprost
4798.5eq 520 |4 13000{emb|X62996{MINSGENOM H.sapiens mitcchendrial ger
4799.5eq 568 gi}5817115[/embjAL110197.1JHSMB00844 Homo sapiens mRNA: cON/
N 4800.seq 521 | gi|2T46542|gblAFO3T643AFO376543 Homo sapiens B80S ribosorm:
4801.5eq 626 gi|3165402|eb) ACOO4T52|ACC04752 Hemo sapiens chromosome
4802 5eq 417 | gl|3402263|emb| X94253.1|SSHNRNP S.scrofa mRNA for heterog
4803 .seq 576 | gi[3954892[emblAJ010446|HSAD10446 |Homo saplens mRNA for irt
4804.5eq 694 |gi[5031856 Homo sapiens lactate dehw
4806 520 600} gl]1 537067 |eblUGIRIGIANUEIBITY Rattus norvegicus nucleoot
A4RD7.seq 626|gi|4506724 Hormo sapiens rbosomal pr
4808 seq 449 gi|4758203 Homo sapiens dual specifici
480%.seq 769 ii|4654175|emb|AL049932MMm1t Homo saplens mRNA; cDN/
A48H0.50Q 558 | i|532696|gb|M12755]HUMIG J02 Human Ig J chain gene. ex<
43115eq 64| i{1888539,2h{U89355]HSLBO35S Home sapiens clone cRT16
4812580 496 gi|1827474|doj|DE0ER3{050683 Homo sapiens mRNA for T(
4813.seq 142 |gl|4336689|gblAF 1 0103HAF101837 Morone americana gamma-
4814,50¢ 246|21|2653365|emb|ALOCRT 10JHS292HE4 | Humnan DNA sequence fron
4815.58Q 553 | &i|1 160466|emb]|Z6BE8B|HSN2ESC Human DINA sequence fron
|4816.5eq 452 | I{4506656 Hermwo saplens ribosomal pri
4817.5eq 661 | Eil4506566 Hormo saplens ribosomal i
4818.5eq 630 gi|3646023]emb|ALDI1228|HS 1033610 | Human DNA sequence fron
4819.5eq 5581gi|189019}eb|M2291 BIHUMMYLCB Human non—-muscle myosin
4821.5eq 572 ei|5725210]emblAL109758.1|CNSO1 BOV|Human chromosame 14 [+
4823 seq 592 | &i31916|emb]X56009|HSGSAG Human GSA mRNA for alpl
4825.5eq 506 [ gi[35456]emb|X54629|HSPHL1 HumanpHL-1 geneisac-
4826.seq 412 |gij5031740 Homo saptens HIRA interac
14827 seq 37C|2i|4567306 Homo sapiens aldolase B, fi
|4828.58q 474 | 2|5689570|dbi|AB02$040.1]AB029040 _ | Homo sapiens mRNA for Kl
4829.50Q 435 | 1|598859|dbj{D1 7252{HUMDSCO3MS Human HepG2 3' region Mt
4830.3eq 425/ gi|4455632(emb{Z97353 3|HS90L 6 Hurnan DNA sequence fror
4831 .seq 234|gi|178678|gb|MBB4SFHUMANTIGPA Hurnan anti-glycosrotein 1
4832500 621 | gi|4503470 Homo saplens gukaryotic tt
4835.589 546 | 2i|5262022|emblALOS0308.9|HSG 164F 24 Hurman DNA sequence fror
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4837580 505/ gil36594541eb]AC0O05332|AC005332 waplens chromosome 17, clone hRPK.147_L._13, comptete sequence [Ho 0
4838589 339 g1|4504864 ;apiens KH-type splicing regulatory protein {KHSRP) mRNA, and 4. 00E-84
4839.5eQ 580|gj2979567|gb|AC002301HUACO0231 iaplens Chromosome 16 BAC clone CITIB7SK-A-32BA3, complete 001
4840.5e0 181(gl|1710211|eb{U?9258|HSUITI258 clone 23732 mRNA, partial cds 3.00E-58,
4841.5eq 202 gl|5301877|eb{AF182645.1]AF18264< ;apiens chondrosarcoma-associated protein 2 {CSA2) mRNA, 7 00E-94
4842 .seq 4726 | g|307150]gh|L191 82|HUMMALC25X MACZ25 mRNA, complete cds. E-161
4843580 490 gi|41561 82| b ACO04BS3|AC 004899 apiens PAC cione DJOB15D20 from 7p11-p13, complete sequence [Har 9.00E-09
4845.seq 577]gi|5137796 mitochendrion, compiete genome 0|
4846.5eq 644 |gl|d826474|emb)ALO31716.8/HS360B DNA, sequence from clone 36084 on chromosome 16. Contains part en
4847 .seq 657 |gi|4646258}gb]ACD07 157 6]AC00715) apiens, clone hRPK.78_A_1, ¢ lete sequence 0.73]
4848.seq 605 gi|3738102|eb]ACO05772HACO057T72 apiens chromoseme 17, ckne hRPK.924_A_14, compiete sequence [Ho 0.0n
4850.5eq 434 |g1]4469083]|emb|ALO3 1670.6/HS68 N DNA sequence from clone 681N20 on chromosome 20p12.1-13 Cental E-176,
4852.5eq 595 |gi|3386333{gb|AF0351 20|AF035120 amiliaris type | procollagen pro-alpha 2 chain (COL1A2) o
4853.seq 474 gi|6358759{eb]ACOS 1665.5)ATACD psis thakana chromosome | BAC T6L1 genamic sequence, complete 0.033]
4855.580 469;gi|4759017 ;aplens Rab geranylgeranvitransferase, beta subunit (RABGGTB) i)
4856.5eq 727 [gil4079626|eb]ACO0S839|ACOOERIY iaplens chromosome 17, clone hRPK.481_C_4, complete sequence E%EBJ
4857 .5eq 625 gij4885404 aplens hermatopoietic cell-specific Ly substrate 1 (HCLS1) 0
4858.58q 610 | 2it4056515|ghi ACO0G0B0|ACOCE080 iaplens chromosome 17, clone hRPK.394_K_10, compkete sequence 0.7
4859.5eq 681

4860580 505 | gli4651T3|gb|L 29157 |HUMIGLZH immuncglobulin light chain variable region {lambda Ilib [s)
4851 seq 554 gil4753268|gblAC006352.3] ACCOE3S5: sapiens clone DJ1044J09. complete sequence 0902
4857 seq 426 | gil2347130]gblAF019413.1|HSMMHCTI saptens HLA class il region containing tenascin X {tenascin-X) E-164
4868.5e0 548 | gil5532293|gb|AF129332.1}AF 129332 aplens MUM2 (MUMZ) gene, complete cds E-187
4869.seq 631, gil4156188|gb| ACO04886.1|ACOJ4881 saplens PAC clone DJO784G16 from 7q11.23-g21.1, complete sequence 0.18]
4870.seq 597 g|5031750 iaplens 3-hydroxy-3-methylghataryi-Coenzyme A synthase 2 [s)
4871.seq 621 g|4165210lembjALO21937|HS149A1E . DNA sequence from clone 149A15 on chromosoma 22q12-13. Containd E-109
4872 580 646 gi| 4506656 aplens ribosomal proteln L6 (RPLE} mRNA (}I
4873560 288! gil4156134|2b| ACOO5091 |AC005091 apiens BAC done RGI1BC11 from 7p14-pl5, complete sequence [Hom o0.3)
4875580 210]&i|30031|emb]X15879HSCOLIN mRNA for collagen Vi alpha—1 N-terminal globular dormain E-112
4876560 438 @i|4503304 apiens defensing alpha 6, Paneth cell-specific (DEFAE) mRNA Q
4877 seq 6111 gil4505028 ;apiens leukotriene A4 hydrolase (LTA4H) mRNA 0
4879.se0 691 il t 3000|emb| X62996 MIHSGENOM 5 mitochondrial genome (consensus sequence) 0
4880.580 541 | 21)2992475leb) AC002549|AC002549 sapiens Xp22 BAC GS-377014 {Genome Systerns Human BAC library) 0.59]
4881 .seq 578 |gi{4757825 sapliens beta-2-icroglobulin (B2M) MRNA 0
4882 580 659| gi|4454234jernb]ALO0GT78.4|HS43 1P 1 DNA sequence from clone 431P23 on chromosome 5027, Contains the 0.73
4B83.seq 539 gilt 79994|25]1.00354| HUMC CKO3 1 cholecystokinin (CCK) gene, exon 3. [
4885.580 411 gi|S830437|embfY 14486.1|HS Y 14486 sapiens mRNA for cytosolic serine hydroxymethyltransferase, 0
4886 580 $93 gi|5032200 iapiens tetraspan 3 (TSPAN-3) mRMNA 1)
4887 580 485 | gi|3367505|2b ACDO5363|ACO05364 sapiens chromosome 5, BAC clone 1133 {LBNL H175), complete 0.53
4888 .ceq 530|gi|l4507668 iapiens tumor protein, fransiationally—controlied ¥ {TPT1) 4]
4850.seq 208 | gi|5689414|cbjlABO28962.1|ABO2E9E iapiens MRNA for KIAATO29 protein, partial cds 3.0DE-BS
4891 seq 364 | gi|S107001 g AF125103.1|AF125102 iaplens neuroendocrine specific protein ¢ homolog mRNA. complete. 0
4892.seq 599|gi|1944628|gh{J01415.1 |HUMMTCG 1mitochondrion, complete genome O
4853 560 A58 | 457 8254lernb] A J228697 1 LAFL 2281 1 flos-aquae straln NWA-CYA 142 oL (UAA) gene, group 2

4884.5eq 118

4895389 59| 30045 74{gb{ACDD4519]AC004513 iapiens BAC clone RGO41HO4 from 7a21-q22, complete sequence [Hon 0.8
4896.seq 425|gi|4759237 sapiens transmembrane 4 superfamily mermber 3 {TM4SF3) mRNA 6I
4897 seq 5B4|gi|387 3461 |emb|ALD31 278|HS154A 1 1 DNA sequence from clone 154A10 on chromosome 1924 Contains EST 0.54]
4899.seq 437 | gH601552 Tfernb| ALO34549. 16HS 112 1 DNA sequence from clone 1125A11 on chromosome 20g11.1-11.23. D.'Iil
4900.5eq 351 | gilSB030R7 saplens mitogen—activated protein kinase kinase kinase 4 E-175

4902 seq 475 gi|4519622|dbj|ABC1 7616.1|ABOT 761 ssculus YG R163w mRNA homologue, complete cds #
4503520 345 gil4501 906 saplens a disintegrin arwt metalloproteinase doman 15 2.00E-36

4904 seq 241 | gi|337297|gbiM10S46[HIIMMTMT + mitochondrial DNA, fragment M1, encoding transfer RNAs, E-126]
4506580 290|gil4557788 saplens Notch (Drosophita) homolog 3 (NOTCH3) mRNA E—143E
4907 seq 434|gil6137796 + itochondrion, ¢ lete genome )
4509.seq 400 gi|2351064|dbij|ABO0EE99.1]ABOOESI psis thaliana genomic DNA, chror 5, P1 clone: MDJ22, O.DQ
4910.5eq 197| gil5031930 iapiens nascent-polypeptide—associated complex alpha 7.00E-97

4511.5eq 399 gil5002627[emb|ALDI4373.13{HS 424 1 DNA sequence from clone 424L.16 on chromosome 6q12-13. Contalns o1

4912.580 503|gil5031748 sapiens high-mobllity growp (nonhistone chromosomal) protein 0]
4914.58q 435 gil455173|gh|L2915T|HUMIGLZH y bnmunogiooulin Hight chain variable region {larmbda {lib E-127

491535eq 546 | @il 45667 451eb|AFT15384.1|AF1 1538« sapiens LRA {L R8) mRNA, complete cds 0

4916.seq 580 gil4502804 saplens chromogranin A {parathyroid secretory protein 1) (CHGA) 0

4917.5eq 566 gilt 79349{ehM33521|HUMBAT B2 +HUA-B-associated transcript 3 (BAT3) gene, 3’ end. 0;

4919520 472 gil4809281 saplens bone morphogenetic protein § (BMPE) mRNA 0,

4920.5eq 4651 gil 4506668 sapiens ribosomal proteln, large, 1 (RPLPT) mRNA 0

4922580 5482|262 368}e0{S51 768551768 pancreatitis-associated protein [human, pancreas, mRNA, 197 8]

4923.5eq 389 gi[ 10671 54jemb{Z6TITRINPMNSOD1 bagintfolia soda1 gene promoter 9.002]

4924.5eq 23] gil4753285igb| ACD06453.3| ACO0E4S. sapiens clone DJOG14CH), complete sequence o
4825580 439 | gl 3482904)eb] ACD0E551|ACO05551 saplens chromosome 19, cosmid R26529, complete sequence [Homo 4.00E-57

4926.5eq 378 g5 1027 44jemblAL079283. 1 [HSTOOC sapierns mMRNA full length insert cDNA clone EURDIMAGE 38515 0|
4928.58q 437 | gl 4834091 [emnb{ALOS0022, 1 |HSMBO, saplens mRNA: cDNA DKFZp564D1 1€ (from clone DKFZp56401 16} 0
4331.58q 28 |gll4B827324)gh| ACODESTS . 2|ACO0697 sagiens PAC clone DJ1026B21 from X. complete sequence 0.0

4932.seq 220 gltlmZS[gleDlﬂ 5.1|HUMMTCG ymitochondrion, comeplete genome E-120
4933.5eq 448 gli2453264|emb|AJO0161 6|MMMYEL! usculus mMRNA for mysiok assoclated differentiation protein 5.00E-04|
4934.seq 354 gl{30044emb{X15882|HSCOL2CT vmRNA for collagen Vi alpha-2 C-terminal globular domain E~153

4935.seq 6508 glt1370122|emb{Z 73965[HSVE57GE 1DNA sequence from cosmid VBSTGE, between markers DXS366 and D) 0.17

4936.5eq 404 | gli61 7487 3|dbilAPOO0557 2| APDO0SS sapiens genoric DNA, chromosoma 22411.2, BCRL2 region, 1.7

4937.seq sapiens ribosomal protein 523 (RP523) mRNA E-123

493B.5eq sapiens CASPZ and RIPK1 domaln i adaptor with death J.00E-98|
4939.5eq “erio E74-~1ike factor-2 (ZEF-2) mRNA, complete cds Q.15

4940.5eq sapiens MRNA full length insert cONA clone EUROIMAGE 26173 E-123

4541 seq Y MRNA for KIAAQ242 gene, partial £ds 1.00E-80)|
4942 seq saptens small inducible cytokine subfamily A (Cys-Cys), member ¢
4944 seq sapiens inhibitor of apeptosis protein-1 (WHC) mMRNA, complete 1.00E-17|

4045 5eq sapiens chromosome 5. BAC clone 8e5 (LBNL H167). complete sequencs 0|
|4946.5eq 1regencrating proten {reg) gene, complete cds. E-10g]
4947 seq sapiens p3Suri gene, alternatively spliced product and comgplete E-124]
4948 seq

4950 5eq sapiens HSPCOOM mRNA, complete cds 0|
4951 se0 sapiens ATPase, HH- transporting, fysosomal (vacuolar proton [s)
4953 seq sapiens BAC cleng RGA59N13 from 7p15, cornplets sequence [Homa 7.00E-89

4954.5eq 118 J chain gene, exons 3 and 4, E-174|
4355.5eq 485 i|31091|emb|X16869|HSEF 1AC TMRNA for elongation factor i-alpha (clone CEF4) ol
4956.5eq. &1[2734091|eh!AC003965|AC003965 sapiens chromosome 16, cosmid clone 32507, complete sequence D57

4957 .seq 540 gi|4506380 sapierts ras—related C3 botulinum toxin substrate 2 {rho [¢]
4558 seq 466 | gH]1663703|40j|DB7E84|DBT 684 1mRNA for KIAADZ242 gene, partial cds Q
4559 sea 591 |=i|5174602 sapiens myoesin regulatory light chain 2. smooth muscle Isoform 0
14960.5eq 145 214503304 sapiens defensin, alpha 6. Paneth celi-specific (DEFAS) mRNA 2.00E~50|
|4561 seq 392)8/|2420/emb|X070TTIANTRPC lus niger troC gene 1.7

4962 seq $7218i[2104552|gb]AF001548 HUAFO01 5 1Chromosome 16 BAC clone CIT9875K-A-B15A8, complete sequence. 8]
4963 seq 570|gi|3935221}ebiAC005899]|ACOAO5899 sapiens chromosome 17, clone hRPK.227_G_15, complete seauence 3]
4964.3eq 300 g){4757047|emb{AL0D49544.4)HS DI 2« 1DNA sequence from clone 24088 on chromosome 6p11.2-a12. Cortair] 0.32
4965 seq 56618i[4378110{emb|ALOZ1578.1|H5453C 1 ONA sequence from clone 453C12 on chromosome 20q12-13.12, 1.00E- 76
| 4566 sea 562 gi| 188031 {gh(t O5092|[HUMRIBPROC sapiens ribosomal protein 111 mRNA, complete cds 0
| 4867 seq 257 | gi|30167|emb|X52851 |HSCPHTD 1 cyclkophilin gene for cyclophilin {(EC 5.2.1.8) E-142
4968.5eq 281 gi|4582132|embjAL021707.2|HS508I 3 DNA sequence from clone 508115 on chromeseme 22q32-13 Contain_si E-150]
4969.seq 327 | gil6330689|cj|AB033054.1)ABO330! saplens mRNA for KIAAT228 protein, partial cds E-179
[497C seq 518

& !



Hormg saplens BAC clone RY

4971.seq 535/ gi|2842785}2b]ACO041 30{AC0041 30
4973520 221|gi|4306557|gblACO0G03Z{AC006032 __ [Homo sapiens BAC clone NI
4974.58q 671 |gl|4506062 Homo sapiens protein kinast
4976.5eq 687 eijd507668 Homo sapiens tumaor proteir
4977 seq 595 gi| 3264580]gb| ACO0S1BI[ACO05189 Homo saplens PAC tlone D,
4978.5eq 6311gi|4826813 Homo saplens kinectin 1 (kir
4979380 667 gi|1215741|eh]LI49083[HSUII083 Human cell surface heparin
4980.seq 201 | i|5262587|embjALDBOI41.1{HSMB00E5] Homo saplens mRNA; cDNA
4981 .seq T08 | gi|18207 1! ghlMB8458[HUMELPTA Human ELP-1 mRNA sequ¢
4982 580 571 g|6005307 Homo saplens tenascin XA (
4983.5¢0 600
4984.569 666 | gi4506T42 Horno saplens ribosomal pre
4986580 656 gil220073]dbj|D10537|HUMSPM Homo sapiers mRNA for ma
4987 seq 569 2)|54201 48]emblAL031587 .3HS1039KS | Human DNA sequence from
4988.5eq 504 gJZQSBdBSJ_g_hlAFMTMS[AFN?BZE Homa sapiens PAC S50H2 in
49%0.seq §11[gi|6226953 Homo saplens alpha-2-mac
4991 seq 538!wil4755130 Homo saplens cholecystokin
4992 seq 504 |gi[5725511|gh|AFOT2097.4|AFD72097__ |Homo sapiens beta-2 rcro
4993.5eq 162 |gil452238|¢hijD26442(YSCPES4 Yeast gene for PES4 PAB-
4994 seq 511|gl{5532410]gb|AF138300.1tAFE 38300 [Homo sapiens decorin varial
4395 .5eq 511 |ell452447|gh|U04241|HEU04241 Hurman homelog of Crosoph
4996.5eq 373|gi}5801655|eb{AC0O08134.3|ACODBEI4  1Homo saplens 3a26.2-27 BS
4998.5eq Human 4F2 antigen heavy ¢
4999.5eq Homo sapiens EG-AP ubiqui
5000.seq Homo sapiens PAC clone 0.
5001.5eq Homo sapiens heat shock v
5002.seq Human Ig J chain gene, exc¢
5003.5eq Homo sapiens genomic DNA
S005.seq
5006.5eq 497 |gi|5360674|dbilAB022654,1|ABO22654  iHomo sapiens mMRNA for an
S007 seq 391g]|5174698 Homo sapiens stimulated tr:
‘|50083eq 492 |gl|546798|gb|ST1043i5 71043 Ig alpha 2=immunoglobufin /
5009.5eq 504/ gi[2765422|emb|Y147I6|HSIGGIKL Homo sapiens mMRNA for i
5010.seq 132|[gil4758137 Homo sapiers DEAD/H (As
50t2.5e0 161 [gi|5714426|gh|AF115343.1{RNCSADY | Rattus rervegicus cysteine :
5013580 434 gl|4884853|gb|AF1 35157.1{AF1 36157 [Home saplens L '
5015.5eq 501 | gi]238235|5b| 62403562403 transmembrane secretory ¢
501658 375|gljs031702 Homg saplens Ras-GTPase
5017 .5¢a 466 | gijd1 7641 7{dbilABDO04304|ABDO4304 Homo saplens mRNA for gl
5018.seq 501 | 21]2588627|gb]ACOO30BHACO03080 Human BAC clone GS368F1
5019580 433 | gi|2656145|gb]AF020503|AF020503 Home sapiens FRA3B corm
5020.5eq 115| gl|S230675|gb]AF 159570.1[AF15357¢  |Homo saplens regulator of {
5021.5eq 369]gi|181532{ebiME7925|HUMDEFSA H.sapiens defensin § gene, ¢
5023.5eq 4791 gi|56788) 8]b|AF 146191 1[AF146191 Horno sapiens FRG1 (FRGY
5024560 S04 gi]4506470 Hemo sapiens regenerating
5026.5eq 518 gi[29628|emb|X52056|HSCALMI Human CAMII-psid calmodt
5027589 509 | 213041843|gb ACO04544|ACO04544 Homo saplens BAC cione R(
5028.seq 501 | gil4768676|eb|AF113887.1jAFT 13887 |Momo saplens kappa 1 immy
5029.5eq 618/ gi|S107005|gb|AF125466.1jAF 125466 |Homo saplens nuclear distril
5030.seq 48
5031.5eq 498 gl{36942 10gb| ACOMOIACO04934  {Homo sapiens PAC clone D,
5032.5eq 403 |gl26955661gb|AC002312|AC002312 Human Chrormosome 15 pac
5033.5ea 398 |gl}50547 2Lernb|X69 18 11HSLAY H.saplers mRNA for ribosor
5034.5eq 510 gi]441402{emb|XT2487|HSIGKLYVAE H.saplens mRNA for rearrar
5035.5eq 349 | gi|4165332|gb|ACC06422]AC006422 Drosophila melanogaster, ct
5037.seq 510/ gi|185363|gb|MET TO{HUMIGHEPAL Human (hybridoma H210) &
5038.5e0 700 g[2832603|emblALOZTI67T|HSA43E24 _|Human DNA from
5039.5eq 498 | 2i|339840]eb|M10036|HUM TP Human triosephosphate isor
5041580 494 gl[S0B07S5gb}ACOOTE42.1|ACO07842 _[Homo saplens chromosome:
5042 .5eq 303 |gi}18661 8|eb|M32213{HUMINLTRA Human DNA/endogenous r
5043 5eq 527 | gl|a506680 Homo saplens ribesomal prc
S044.58q 498
5046.5eq 19
5047.5eq 279 wi|5912165|embiAL117597.1{HSMB01131 Homa sapiens mRNA; cDNA
5048.58q 433 | pi|532596|gb|M1275IHUMIG JO2 Human Iz J chain gene, exc
5049.seq 481 1 gil63308921cbj|ABD33080.1jAB033080  [Hotno saplens mRNA for KL
5050.5eq 503 1 gi4506648 Home saplens ribosomal pre
5051.5eq £1}2894518jemb|4J223812|H5A223812 |Homo saplens mENA for ca
5052.5eq 504 | gl|1 665768[dbi|DETA3T[DET 43T Hueran mRNA for KIAAQ2S
$053.5eq 116 |2i[2647721gb| 554005554005 thymosin beta—10 [human, )
5054 .5eq 426|gi|4220442|gb|ACO06504| AC006504 Homo sapiens chromasome
5055.5eq 511 gil4759237 Homo saplens transmembra
5056.5e0 481 | glf34510321ghjAC005523|AC 005523 Homo saplens chromosome
5057 s2q 505/ gl{4502950 Homo sapiens collagen, type
5058.5eq 496 gi|4838446|b|AF124819.1)AF124819 | Home saplens T84 colon cal
5059580 495 gi|250802|gb| 533127539127 cathepsin S=cysteine protel
506¢.5e0 495 gild503162 Homo sapiens culin 2 (CUL
5061.5eq 292 |gi| 336655 7|gHIACO053S5]AC005355 Homo sapiens chromosome
5062.56q 513 | gi]55967631emb|ALOT9340.7|HSJ760G 1§ Human DNA sequence from
5063.seq Homo saplens full length ins
S5064.56Q Homo saplens Chromosome
S065.5eq Homo sapiens MRMA; cONS
5066520 Homo saplens peripheral be
5067 seq Human mitochoendrion, com
5068.5eqa 188 ¢l|B434800(gblAF133423.1|AF133423 _|Homo saplens tetraspanin 1
5063.58Q 435 gi| 3080468 ernb]ALO2136B|HSSEC 20 Homo saplens DINA sequerx
5070.5eq 501 gi|298485{gb}556885|556985 ribpsomal protein L19 [hum
5071.5eq 257 | £i|4894445|gh)AFOB1 BAS. Y HSERGICP2Y Home sapiens endoplasriic
|5072.5eq 501 |gi292420|gb|L1 1910|HUMRETBLAS Human retinoblastoma sust
5073.seq 493 | gil4884087 emblALOS001 9.1 HSMBUG10] Homo samens MRNA, cON/
5074,5eq 503 |glt555940}gb| U1 49%0|HSLU14950 Human XP1PQ riosomal pi
5075.5ea 514|gi[4503470 Homo sapiens eukaryotic tr
5075.5eq 501 {gi[§102948]embiAL 1221211 [HSMB1 284 Homo sapiens MRNA; DN/
5077 seq 498 | gi[189347|gb|M23204HUMCATC Human omithine-oxo-acid
S078.5eq 472 gi|181532|gb|M97325|HUMDBEFSA H.sapiens defensin 5 gene, «
5079.5e0 499 | gi]4758007 Homo sapiens CDC ke kin
5080.5eq 500] gl|5679748]emb|ALO22725.8|HS430A16 |Human DNA sequence fron
5082.58q 500| 246791 8|gb|UO3 HSIHSTCRBY Human V beta T-cell recep
5083.5eq 499 | gi|2465530|eb]AFODO5ST 1 |AFOO0571 Homa sapiens kidney and ©
5089.seQ 472]gi|5902075 Home saplens splicing factc
5090.seq 499 gil3366582|gb|AC005324|ACD05324 Home saplens chromosome
5091.5eq 497 |gi|2224546(dhj|AB002301 }ABOOZ230% Human mRNA for KIAAQOIC
5092.5eq 508 {gi|4502598 Homa sapiens carbony redh
5094.5eq 243
5095.58q 506 |21]3123607)emb]Y17214|HSY17214 Homo sapiens intergenic OF
5097.seq 439 | gl|5802965 Homa sapiens destrin {actic
5088.5eq 458 gl(532596|gbiM 1 27 59| HUMIG JOZ Human lg | chain gene, et
5100.5eq 502 | gil 3366667 |gh| AF03594|HSSDHCE Homo sapiens succinate de
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