&3

5101.seq 493[gil4506682 sapiens ribosomal protein 512 (RPS (2} mRNA 0
5102.5eq 495 gil2881Blerb| YOD4BE|HSAPRT +APRT gene for adenine phosphoribosyltransferase E-179)
5103.5eq 484 gi|2462482|emb|Z93024HSNSHE 1 DNA sequence from cosmid NSHE on chromosome 22911.2-qter . o
5105 569 508|gija504444 saplens heterogeneous nuclear nbonuclecprotein A1 (HNRPAT) o
5706.50G 499 | gi[3088574|eb|AF059531JAF059531 sapiens protein arginine N-methyitransferase 3 (PRMT3} mRNA, q
5107.seq 346 | gll4506538 sapiens receptor {TNFRSF)-interacting serine-threonine kinase 0.37
5108.5eq 501 | gil4504250 saplens H2A histone family, member O (H2AFO) rmRNA 0
5109.5eq §04 | 2i|65001976{gh[AC006196 JJACO0E19 saplens, clone hRPK.1_A_1, complete seguence 0.036,
S11G.seq 213 | gi|4218433|embjAJ236691|HSA2366! sapiens chromosome 22 CoG island DINA. genomic Mse1 fragment, 0.22
S5111.50q 501 [&i]18001 15|§h|U80579|HSU80579 vribosormal protein L7 antisense mRNA gene, partial sequence Q
5112.56q 514/
5113.58q 110|gi|4884466|emb]ALOS0224.1 |HSMBO saplens mRNA; cDNA DKFZp586L2123 (from clone DKFZp5SBEL2123) 1.00E~25
5114.5eq 97 | gl| 3483481 |gb|AFO861 IGIHUMZABIC sapiens full length Insert cONA clone ZASSC06 2.00E-06|
5115.5eq LO50264.1|HSMBO( sapiens mMRNA, cONA DKFZpSE4NG582 {from clone DKFZp554N0SB2) 0
5117.5eq 506 |gl[1 477 784|gb|LE0033{XL G009 s laevis suppressor of hairess protein 1 (XSu{H)1) mRNA, 0.56
5118.5eq 371 ei[1399102|gb|U4597 4H5U45974 1 phosobatidvinositol (4,5) bisphosphate S-phosphatase homolog 9
5120.5eq 426 | gi|as06662 saplens ribosomat protei L8 {(RFLE) mRNA 0
5123.5eq 4757875 sapiens bone marrow stromal celt antigen 2 (BST2) mRNA 0
5124.5eq 500 i|5T32153|g{ACQ07877.3|ACO0TET saplens BAC clone NHOZ06M13 from 2, complete sequence 0.14]
5126589 508 |gl|1276644|gb|LI37IS 1 MMU3ITI5 usculus Paneth cell enhanced expression PCEE mRNA, complete cds 1.00E-32]
5127.58qQ 507 |ei|3399665|gb]ACL05393|AC005393 sapiens chromosome 18, CIT-HSP BAC 470n8, complete seauerice [Hor 0.009|
5128.5eq 241 |gl|5453739 saplens myosin, lheht pot de, regulatory, non-sarcomeric E-110
5130.5eq 499 |gl}4a504254 sapiens HZA histone farmily, mernber Z (H2AFZ) mRNA 0|
5131.3eq 498 |elt187146igb|ME2896HUMLIPZE 1 lipocortin (LIP) 2 pseudogena mRNA, complete cds-like region. )
5132580 499 |git1071680]emb| X50583|HSRNATRA ans mRANA for rat translocon—associated protein delta homolog [y
5134 seq 498 [gii3970561 |gblACO0S01 H4ACO0S01 4 sapiens BAC clone GS166A23 from 7p21, compiete sequence [Homo 0.035!
5135.5eq 499 |glk338395{gb|M81355{HUMSPHING sapiens sphingolipid activator proteins 1 and 2 processed mutant T)I
5137 seq 200{gi1179359}gb|M22221 jHUMBCKDH 1 branched-chain alpha~-keto acid dehwdrogenase £1-alpha subunit 0.82|
5139.seq 499 |2 430 sapiens eukaryotic transiation slongation factor 1 gamma o
5140.seq sapiens Ser/Arg-related ruclear matrix protein (plenty of 3.00E-86
5141.seq 89 git) 901 97]eb| JO4799HUMPORAC t prothymosin-alpha pseudogene, complete seguence. 5.00E-43
5143.5eq 496 | gi|4144; LIODEBE|LIO0686 ¥ putative novel receptor kinase (GPRKG) gene, partial cds. Q)
S144.50q 501 (gilig1 5025L8_!J}U77378[0LU77375 s latipes zinc finger protein sal mRNA, partial cds 0.4
5145.5eq 500 g 7913][@|M18365[HUMATC 1placental ar agulant protein (PAP) mRNA, compiete cds. 0
5146.5eq 506 |gi|2276310jemb|Z98043[HS332013 1 DA sequence from PAC 332011 on chromosome 1924-1625. Corrtai 5.00E-60,
5147 .seq 322|gil4759051 sapiens ribosomal protein S6 kinase, 80kD, polypeptide 5 1.00E-99
5148.5eq 4991gi|5902135 saplens TATA box binding protein (TBP)}-assoclated factor, RNA D.55)
5149.5eq 3042206655 gb|MT4295|RATRHOS oB gere mRNA, comolete ods. 0.005|
3150.5eq 482
5151 seq S04 gi{5031780 sapkens Interferon, aloha-inducible protein 27 (IF127) mRNA ! [3)
§152.sea 333 /(281 5550]¢bAC002384|HUACO02] 1 Chromosome 16 BAC clone CITI87S#-A-211C6. complete sequence 0.36
5154.5eq s g rearranged heavy chaln mMRNA VDU reglon B8.00E-81
5155.5eq I8 virus genes for vpas, vp4d, vp30, vp24, givcoptotein, 1
5156.5eq 1 immunodeficiency virus type 1, strain CM240, comolete 0.14
5157 seq 1 immunodeficlency virus type 1 gag gene, isclate CM245, 5 0.14
5158.58q saplens mRNA for KIAAOB50 protein, partlal cds 0
5159.5eq saplens mRNA for KiaAOGE) protein, partial cds 0
5160.5eq saplens mRNA for AP4 zinc finger protein [s)
5161.3eq saplens decorin variant A mRNA, complete cds [
516250 sapiens progesterone membrane binding protein (PMBP) mRNA E-130
5163.5eq ans mRNA for M phase phosphopratein 10 E-100
5168.5eq saplens Immunogiobulin lambda gene locus DNA, clone:2HB 5.00E-85.
5166.5eq saplens tumor protein, translationaly-comroked 1 (TPTH) [v)
5167 380 ens immunoglobuiin kappa chain (clone: 5) E-166
5168.580 saplens mMRNA; cDNA DKFZp566L203 (from cione DKFZo566L203) 0
5169.5eq 11g J chain gene, exons 3 and 4. E-130,
5170.seq saplens ribosomal protein L8 {RPLS) mRNA [s)
5171.seq sapkens mRMNA for SLH1 protein translation initiation factor [+)
5172.584q sapiens chromosome 19, cosmid F20569, cormplete sequence [Homo 0.56
5173.1eq 1 DNA seguence from PAC 431A14 on cltvomosome 5021, Contaks E-171
5175.5eq saphens evkaryotic translation elongation factor 1 aipha 1 O
5176.5eq jatent virus genes for nucleic acid binding protein, coat 0.034;
5178.5eq saptens clone 23698 mMRNA seouence 9
5179.58q saplens tunor protein, transtationaly—controlled 1 (TPT1) E-178
5180.58q sapiens Xp22 PAC RPCIT-147H15 (Research Park PAC fibrary) 0.4§!
5i81.580 1 DNA sequence from clone 735P11 on chromosome Xpt1.3-11.4, 04
5182.5eq 2 Cytoskedetal garmma-actin gene, complate cds. O
Si83.3eq 500 i1 747301 jdbj|D50452|D50462 : SDFS mRNA, complete cds E-149
$184.58q 484 @il5579274{eb]ACO0T372.4|ACO0OTS? sapiens chromosome 14 BAC comntaining gere for type 2 iodothyronine 0.00¢
S18558q 497 | 21|3954884)emblAJ010442|HSAC1 04 sapiens MRNA for Immunogiobulin kappa light chain, anti-RhD, D
5186.5eq 49621131091 jembiX15869|HSEF 1AC n MRNA for elongation factor 1-alpha {clone CEF4) 0;
5187.seq 477 | gl|4502298 sapiens ATP synthase, H+ tr. , mitochondrial FO complex, 0]
81 | 2| 461388 gbiL 257BOHUMCOLX VDT sapiens type XV collagen {COL1SAT) gene, exan 42 and complete 3.00E-38
500) gil2232149|gb|AFON 862, 1| AFO0186 sapiens FYN binding protein mRNA, complete cds ]
5042116306223 2b] AC006255.9{ACO0B2L sapiens 3p21.1-9 PAC RPC)5~1087L12 {Roswell Park Cancer 0.036,
55| gi{1922351 [emb]Z85427|HSZB5427 ens BF'P-Kg1-E04 gene L5/15a for Iimmunogicbulin kappa chain 5.00E~14
251 |glldS04618 saplens insulin—like growth factor binding protein 7 (IGFBPT) E-124
264 |gl{1 23721 4|emb| X867 54HSKAPPAL ens gene encoding kappa kght chaln constant region E-135
502 | ail4758169 sapiens deleted in malignant braln tumors 1 (DMBT1) mRNA 0,
450 &l|4507668 sapieris tumor protein, transtationally-controlied 1 (TPT1) 0
518|21)3043565|dbi|ABO1 1093|AB011083 sapiens MRNA for KLAADS21 protein, partial cds 0
496|&!| 36461 12]ernb]ALO31 393|HS 733D n DNA sequence from clone 733016 on chromosome Xp11.3. Contais a ")
347 |gH5032322| e ACDOTT73.1|ACDOT7: sapiens chromasome 19, BAC 275282 (CIT-B-325L16), I 0.024
382 gl|532596[gb|M 127 S9[HUMIG J02 nig J chain gene, exons 3and 4. 0
503 | gi]4003380]dbj|ABO20860. 1 ABC208 sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatoceliular 0
S06 | gl| 4926890] b AC005043.2| AC 0050 saplens clone NHOSTGN21, complete sequence E-102
495 | gi| 1 81098|gb|M 19384 HUMCRYGBC n gamma-B-crystalin (garmma 1-2)} arxt gamma-C-crystalin (gamma 3] 0.035%]
507 gi|S764554|eb|AF1 72331.34AF 17233 iens fith hine (REG1A) rmRNA, complete cds 0
320
146 {@i|3540149(gb|AC004715IACO04715 phila melarogaster DNA sequence {P1 DS00374 (D264)), cormplete 2.3
A67 | gi|182355|gh{M 1 0050| HUMF ABPL vt liver fatty acid binding protein (FABP) mRNA, complete eds. 0
497 | gi| 1688034{eb|USBOSTIHSUGBOST n frezzled (fre} mRNA, complete cds 0
505 | @] 1510142|dbilD8T07|DE707 nmRNA for KIAA0233 gene, complete cds 0
490 | il 182513|gb{M 11147 |HUMFERL n ferritin L chain mRNA, comolete cds. 0
193 | gi[3885371|dbi|ABD19568|ABO1 $56E sapiens MRNA expressed only in placental vill, clone SMAPR3 E-103
369 | gi|2673 gb|U96846]HS1LIIEB46 n natural kifer protein group 2-F (NKG2-F} gene, comglete ods E-177
209 |g1|250508|eb| 538627538627 Jogene} PTMAFS5=prothymosin aipha {human, Genomic, 743 nit 0.014
459 | gil6006017 sapiens lectin, galactoside—binding, soluble, 4 (galectin 4) 0
478 | gi[395086]ermb| X74070|HSBTFS lens mRNA for trarscription factor BTF 3 4
228 | gi|5454151 saplens ublguinol-cytochrome ¢ reductase binding protein E-112
504 | gil4504618 sapiens insulin-%ke growth factor binding orotein 7 {IGFBP7) 4]
502 [gi{4758137 sapiens DEAD/H (Asp-Glu-Ala-Aso/His) box polypeptide 5 (RNA 0
169 il 1815321h|M37925{HUMDEF5A lens defensin 5 gene, complete cds. 2.00E-78
400! gi|4835609|dbiAPO00240. 1| APDOOZ - saplens genomic DNA. chromosome 21022.1, D215226-AML region, 0.028
420)gii190978!gb|M1896IHUMREGA n Islet of Langerhans regenerating protein (reg) mRNA, complete 0]
492 |gi[4506194 » Saplens proteasome {prosome, macropain) subunit, beta type, 2 0
5228 seqg 498 | g1 89600,gb|MBA4IITIHUMPANSEC in pancreatitis assoclated protein mRNA, complete ods. 0|
5229.5eq 26G|§|3327405|gblAC004211]AC004211 » sapiens clone UWGC:YE7C112 from Bp21. complete sequence [Homo E-1i6



383{gi|5987 1 4|cbijD1691 1 HUMDIBOI

Human HepG2 3 reglion cDI

r5230.sea
5231.5eq

359 gi|2721598}eb|AC003959{AC003959 Homo sapiens chromosome
5232.5eq 213 21|6434629]ermb| AL 049779, 3ICNS00005 |Human chromosome 14 DN
5233.5eq 225 gil4730842}kilAPOOGT08.1|APDO0108 | Homo saplens genomic D
5234580 499|gil4507358 Homo saplens transgelin {T.
[5235 sea 205 gl 1107702]emb{Z50022HSSGPIN1S | H.sapiens mANA for surfac
5236.5eq 498 [gl]185549|gb]M1851 B|HUMIGHVAP Human lg rearranged H-ch
5238.5eq 301 [gil31298{emb| YDO3 18|HSFACH Human mRNA for complem
5239.5eq 371 |l|6002670|eblAF097492.1|AF097492 _ [Homo saplens ghitaminase i
5240.58q 423 | gil4505058 Homo sapiens membrane c(
5241 5eq 502 | gi]4506742 Homo sapiens rbosomal pre
5242 seq 498 | gi[32517]embiX64987 HSHTPRX13 H.sapiens mMRNA HTPCR X1
5243.5eq 192 | 2i[592401 7]embjALOS03 1 B.12{HSDJS7TE Human DNA seduence from
5245.5eq 471 gi[4371262]gb]ACO07015|ACO07015 Homo saplens chromosome
5246.seq 2991 gi|4758435 Homo saplens gastric inhibil
5247 seq 258 | gi|482654 1iemb|ALDA49549. 3MSE4115 1 Human DiNA sequence from
524B.seq 513 |i|3882252/dbl|ABO18309.1}AB01BI0 | Hormo sapiens mRNA for K1
5249.5eq 25| gi|5091646ehAC007252.2|AC00T252 | Homo saplens clone NHO40
5250.5eq 499 gi|262368]gh{ 551 768/351768 PAP-H=pancreatitis-assoc!|
5251 560 373] 2131091 |emb|X16868|HSEF1AC Human mRNA for elongatia
5252.58Q 485 21{3676208|emb|AL 03132 11HS496N17_ |Human DNA sequence from
5253.58q 500 | 2i[2339959]gb|Ug1 319|HSL9I 319 Human chromosome 16013
5254.5eq 503 | | 265207 8|dbi) ABOOTESH|ABOOT 50 Homo sapiens KIAAQ3S88 mil
5255.seq 356 gi]3319325}eb| AFOTSSBTIAF 075587 Homo saplens proten assoc
5256 seq 362
5257 seq §04 | git1 90223 || MEO4B3HUMPF 2AA Human protein phosphatast
5258.5eq 475 | gh5454077 Homg saplerts actin binding
5259.5eq 215 gb|L36318|HUMHLABA. Homo saplens lymphocyte 2
5261 seq 504 gI|4B95155]gb|ACO07540.3|ACO07540  |Horno sapiens 12q24.1 BAC
5252.5eq 505 | gi[184847|gbiMEI43BHUMIGGK Human tg rearranged gamr
5263.5eq 285
5264.5e0 468 | gi|368B099|gb|ACO0SETO/ACO0S670 Homo sapiens chromosome
5266.5e0 500/ gl|2677682|sh|ACO036TBIACOI3676 Homo sapiens chromosome
5267.5eq 499 | gil4502042 Homo sapiens aldehyde det
5268.5eq 481 | £i}493164|gb]L 1 1603|HUMMHCTHA] Homao sapiens MHC class 1}
5269300 510 5l|6094637]gb{AC009239 I ACG09239  {Homo saplens clone NHOMT!
5270.58a 504|g1|5523989|gb]AF108138.1|AF108138 | Homo saplens DNA heficase
5271.5eq 485 | gi) 3880342t 05095|HUMR IBPROF Homo sapiens ribosomal pro
5272.589 504 | gi5453635 Homa saplens DR 1-associa
5273.5eq 451 gi|6114787|emblALO49646.17|HSDJISEEF Human DNA sequence from
§274.5e0 383 @il 4885582 Homo sapkens Rho—associal
5275.5eq 512 | gil4206055|gb| AFDS4843|AF064843 Hom sapiens chromosoma
5276.5eq 507 | gi|2358025¢@ti AEODOESS|HUAEDDOESS |Home sapiens T-cek recept
$278.3eq Homo saplens granudin (GR
5280.seq Hurman mRNA for Ig kappa
. |5281.5eq Homo saplens PAC clone O
5282.5eq Hurnan t-complex polypept
4283.seq Hemo saplens clone 24464 |
5284.50q Hurnan altermatively spliced
52B6.5eq 505 gl 85397|gb]|L031B2[HUMIGHHA Hurnan bg rearranged gams
5287.5eq 517 gll262368!gh| 551 768|551 768 PAP~-H=pancreatitis—assoc
5288 seq 506 |gil1 945152]emb|ZBECEI|HS410811 Human DNA seguence fron
5289.58q 499 | gl|4506186 Homo saplens proteasorne |
5200.5e0 480 gi|4507392 Homo sapdens zinc finger o
5292.5en 500! gi{1 7907 3|gb|M72709|HUMASF Human altermative splicing
§204.seq 500/ gi[4502032 Homo saplens aldehyde det
[5285.5eq 469 | gil4502548 Homo saplens calmodulin 2
5296.5eq 507 | 2ii3420042| COO2IBBIATACOO2388 |Arabidopsls thafiana chrom
5287.5eq 495 | gi4 758351 Homo sapiens ferredoxin 1
5298.seq 499 [gl|829176]gbiM55543| HLUUIMGBP2Z Human guanylate binding o
209,520 511 {gi|2832764|ernt{Z94B802{HS995010 Hurman DNA seguence fron
5301.50q 505 {g1|601 8784|ermblALOT8342. 1 TIHSDJ72A7 Human DNA, sequence fron
5302.5eq 438/ gi|2335064}gblAC002432|ACO02432 Hurman 8AC clone RGITTG
5303.5eq 500| gil4505812 Homa saplens dynein, cytor
5304 seq 400|gl)181962|gbt JO461 T|HUMEF1A Human elongation factor E
5305.5e0¢ 334|gi{6166484|gb]AF156304.1|AF 196304 | Homo sapiens SUMC-1-sp
5306.5eq 425! gi|2 736085gb{ AFO17104|AFO1 7104 Homao sapiens chromosome
5307 seq 445 | gi{4309927 | AC005923|AC005923 Homo saplens 3p21.3-4 PA
|5303.seq 515 | gll2224646|dbjlABO0Z 351 |ABOO235) Human mRNA for KIAADZE
5309.5eq 483 |gha455014)gb]AF113131IAF 113131 Home saplens host cell fact
6310.5eq 25150770 Homo sapiens heat shock 4
5311.5eq 475 | gl|4401 76)ab|UOT 1 BT 184 Human homolog of D. mela
5312.5eq 517 | gi[440305|gbiL1 91 84|HUMNKEFA Human natural killer celf en
5313.5eq 535 ’ﬂ[MOlOﬁSgbUMéIOZ HSU41302 Hurnan chromosome 16 cre
5314.5eq 507 | &1]5032128 Homo saplens zinc metall
53¥55seq 127 i|3242754|eb|AC0051 61|AC05161 Homo saplens BAC clone R
5317 seq 5151gi|4504618 Homo sapiens insulin—ike g
5318.5eq 365 gi[3114823]embiAJO05B95|HSAQD5B9S | Homo sapiens MRNA for 4]
5318.5eq 468 | gil1403320lemb| X981 TIHSMACHAZ H.sapiens mRNA for MACH
5320.5eq 499 gl}4502922 Homo saplens acidic calpor
%321.5eq 515 | gl|35401 56| gb] ACDO5609|AC 005609 Home saplens chromosome
5322.seg 498 | gi|207 3568 gb|UG3205|HSLOIZ205 Homo sapiens nuciear chior
532].seq 509 | 2i|1 389630(db;j|D7 8361 |HUMODAZ Human mRNA for ormithine
5324.5eq 433 gil401844igh|L 05093|HUMRIBPROD Homo sapierts ribasomal pr
5325.5eq 476|g1|383034{gh{l 0S085|HUMRIBPROF Homo saplers ribcsomal pr
5326.seq A66igi|4210991|eb]AF121782|AF 121782 Homo saplens chromaosomt
5327 seq 183 gi|4467346]embiAL(22323.7|HS243E7 | Human DNA sequence froi
5328.5eq 509 |gI|5616182|gblAFi2B544.1|AF128544 | Homo sapiens DA polyme
5330.seq 531 gii3419855|gb|ACO04879|ACO045T Homo saplers PAC clone C
5331.seq 504 |gi|532596|gh{M1 2753 HUMIG 302 Human |g J chain gene, ex
5332.5¢g 411 |g1|3980553|ghACO04849)AC004849 Home sapierts PAC clone T
5333.5eq 502 |2i[984743|emb|Z54 14T[HSLIZOHTA Human DNA, sequence fror
5334.5eq 344 gi|1944628|gb|01415.|HUMMTCG Human mitochorkdrlon, con
5335.5eq 498|gi|2736085(gb|AF01 7104|AF017104 Homo sapiens chromosany
5337 seq 424 gi|532596|gb|M 1 2753|HUMIG JO2 Human g [ chain gene. ex
5338.seq 416
5339.5eq 510 gi|2996643{gblAC00449T|ACOD4497 Hormo sapiens chromosom
5340.5eq 460 | gi6005929 Homo saplens UDP-glucur
|5341.5eq 499 g4503470 Homo saplens eukaryoty: t
5342.5eq 525|eil4504164 Homo sapiens geisolin {am
5343 .5eg 499 |2i[3694882|gh|AFQ9I3204{AF 053204 Gallus gallus clone Ocyal |
5344.5eq 490 (gI[6274527|gblAF110137.2}AF110137 | Horme saplens gremiin mRI
5345.5eq 508 | 1i[544480|0bj{D381 12.1|HUMMTA Homa sapiens mitochondri
5346.5eq 500 Ei[§?25§]_l|gb|AFG?209?.1 |AFQ72097 | Homo sapiens beta-2 micr
5347 seq 502 1gi|l4557520 Homo sapiens diaphorase {
§348.seq 503 | Bi[4506666 Homo sapiens rinosomal pr
5349.5eq 389 i} 177538|embj %953 50|MMMEM2 M.rmusculis mRNA for pMI
5350.seq 199 [gil4 506656 Homo sapiens ribosomal pi
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RNA 0.55)
te cds 9
nplete sequence GI
zne, complete cds [v;
tochrome b-5 reductase) (DIA1), 8]
+, PO (RPLPO) mRNA 0l
\ 0.028
PLE} mMRNA 1.00E-67




5351.5eq 4B9| gi|61722200dbj|ABO27466. 1| ABO2 T4E saptens SPON2 mRNA for spondin 2, complete cdy 4}
5352.5eq 515]gi]4507432 saplens testis enhanced gene transcrigt (TEGT) mRNA E-169
(5353 5eq 355|2i|42401 72]dhi| ABO20649.1 | ABO2062 sapiens mRNA for KIAADB42 protein, partial cds 0.38
5354 5eq 247|gil3 1709021§b|AF05221 BIAF062218 saplens clone 23u-1¢ Immunoglobulin heavy chain variable 1.00E-89
5358 5e0 485 gi|3327113{d0jlABOTAS50lABO14550 sapiens mRNA for KIAADG50 protein, partial eds 3.00E-55
5359.5eq 441 gi|4096849|eblU42456/HSU42456 3 fibronectin (FN3) mRNA, C-terminus, partlal cds %
5360.seq 506 gi|3859054|emb|ALO3I403|HSBEDT 1DNA sequence from clone B8DT on chromosome Xa25-26.3 Contains B 22
5361 seq. 371 | gi[6010306|emb|AL109628.2|CNSO1 1chromosome 14 DNA sequence *+*= [N PROGRESS #++ BAC R-545M1 0|
5362.sea 503 | gi|339688]gb|M17733|HUMTHYBS 1 thymosin beta~4 mRNA, complete cds. 0
5363.5eq 497 |gl|3080381|emb|ALDZ22578/HSJ93P1 sapiens DNA sequence from PAC J93P Y2 on chromosome Xp11.23. 0,035/
5364.seq 501 |gl|1262342|emb|X93334|HSMITG 2 mitochondrial DNA, complete genome: 0
5365.5eq 501 (gi]4B58361|gb]AF134802.1]AF 13480 sapiens cofilin isoform 1 mRNA, complete cds 0
5366.5eq 542|gl|182351|gbiM18079HUMFABP 1. intestinal fatty acid binding protein gene, complete cos, and E-153
5367 .3eq 509|21532596]gb| M1 27591HUMIG 102 11 J chain gene, exens 3 and 4. E£-148,
5368580 %03 |gll4758521 saptens hevin (HEVIN} mRNA >gi|758065/emb|X82157|HSHEVIN ol
5370.5eq 483 :gi}4826837 sapiens profilin 1 (PFN1} mRNA >gil190385|ab|J03191 HUMPROF 0‘
5371seq 327 [&){4240565|sb]AF123462|DJ526MN18 sapiens BACS26N18 neurexin JIl gene, partial ¢ds 0.35
5372seq 9 )
5373.5eq 363 | gif5454161 sapiens upregulated by 1,25-dihydraxyvitamin 0-3 (VDUP?) mRNA E-170
5374.500 501 | gi|4104866|gbi AFQ40633.1{AF04063 saplens aftatoxin 81-aldehyde reductase mRNA, complete o s}
5375.5eq 453
5376.5eq 502 gi439225|dbj|D26054|HUMF 1681 1 mANA for fructose-1,6-bisphosphatase, jete cds [i]
5371.seq - 521 gi|} 666069|emb|Z8203T|HSFT7D12 1DNA sequence from fosmid F77D12 on chromosome 22012-gter 0.15]
$378:5eq 481 |gi|341979]gb{M28713|HUMNADHCY saplens NADH-cytachrome b5 reductase (b5R) gene, exon 9. E-167
5379.5eq 524 gil4506730 sapiens ribgsomal protein S6 (RPS6) mRNA O
5380.seq 5261 gH|49824712b|AF143235.2]AF 14323 sapiens apoptosis related protein APR—~1 mRNA. complete cds D)
5381.seq 153 gi[4128007]emb|AJ010T70[HSADIO? saplens hyperion gene, exons 1-50 ¢.039
5382.5eq 440| g1 107702|emb|Z50022|HSSGPINT! ens mRMNA for surface ghycoprotein 3
5383.5eq 500 gl]186134|gh|M75282|HUMIGLDS 12 lambda L chain subgroun 1 V-2.08 mRNA, VJ region, partial 4]
|5385.5eq 509 £1]4508129|eb|ACDIS538.2]ACH0SS3 saplens chone NHO332L 11, comotete sequence 2.00E-T1
5386.58q 294 gi}1 84031 |gb|ME071 8|HUMHGFHL 1 hepat erowth factor mRNA, lete cds. E-102
S5387.5eq 512|1|632596{gb|M12758|HUMIG JO2 14g J chain gene, exons 3 and 4. E-156)
5388.5eq 500! gif1944628|gb] J01415. 1 |HUMMTCG 1 mitechondrion, complete genome 0,
15389.5e0 508 21328997 4|gb{ ACDO5266{ACOQ5266 sapiens chromosome 19, cosmid F23465, complete sequence [Homa 056
f5390.seq 497 | gl|3080468|emblAL D21 368|HS55C2C sapiens DNA sequence from BAC 55C20 on chromosoma 6. Contains a E~163
15391.5eq 501 | gi[5052312|eb|AF116272.3[AF11627 sapiens T-cell activation protein {PGR1) gene, cormplete cds [¢]
5393.5eq 554 | gi184847|gb|ME34I8|HUMIGGK 1 Ig rearranged garmma chan mRNA, V—-J-C region ard complete cds. 4]
5394 .seq 525 |gi|467918(gb|L03115|HSTCRBY 1V beta T-cell receptor {TCRBV) gene iocus. 0.037
[5396.5eq 498 gi|3059060|emblALO22401 HSSILT sapiens DNA segquence from PAC 93L7 on chromosome Xa21. Contains 0
£397.5eq 500 gil4508118|gh|ACO05041 21AC0O0504 sapiens clone NHO523H20. complete sequence i 0.009;
5398.5eq 510 | gi|4680658]gb|AF) 329441 |AF 13294 sapiens CG =10 proteln mRNA. complete cds 23
5399.5eq 519 |gi[4165210jernb|ALOZ193TIHS 14941 3 DNA sequence from clone 149A16 on chromosorme 22012-13. Contairg Q.57
5400520 502 | zi[2935616|eb|ACO04263|AC004263 sanens PAC clone 278C19 from 120, complete sequence [Homo 0.55]
5401560 517 @i|2224676)bi|ABOC2366|ABO02366 +mRMA for KIAADIGS gene, partlal ook E-148|
5402 seq 249 | gi}4558599]gb| ACO02060.2[ACO020€ sapiens Chromosome 22g11.2 BAC Clone 14262 In IGLC Region, comple 4.006—74'
5403.529 369 | gl 81532[gbiMITIZS|HUMODEFS5a ens defensin 5 gene, complete cds. E-108]
5404.380 510|2i|2225930{emb|Z95326)HS 52202 3 DNA sequence from PAC 52202 on chromosome 6q21 cortaing ESTs, 2.'2-|
5405 5eq 498 gil4503830 saplens frizzled (Drosophita) homelog 6 (FZDS) mRNA o}
5407580 4493 ) @i|541 8783 lermblALD49TA2 T HSDISI 1 DNA sequence from clone 565E6 on chromosome 11q12-1g22.2 Main, 4.00£-23|
IS-QO&.seq 521 | gi[185337|gbjL03162|HUMIGHHA 1 |g rearranged gamma-chain mRNA V--region, partial cds. E-154]
i5409m 404 I0BO3BT bLALD225TR|HSI9SP sapiens DNA sequence from PAC 393P12 on chromosorme Xp11.21, 0
5411 seq 348{gi|5901969 saplens histamine N-methyltransferase (HNMT), mRNA 0
5412.58q 502 | &i|4835658]dbilAP000289.1 | APOOO2E sapiens geromic ONA, chromosome 21022.1, D215226-AML region, 0.55
5413.seq 512 gi|5578793emb|AJIBBE4E. 1 |HSA3B: saplens partial mRNA for in kappa chain variable E-156|
E414.520 246 gl 181532 ebiMI 1 9ZBIHUMDEF 54, ens defensin 5 gene, complete cds. E-104
|5415.seq 485{gi|55787331eb|AC00T435.12|ACQOOT4 saplens, clone 6_C_10, compiete sequence 0|
5416.5eq 371 |=i|1 890719 ghtM2291 SIHUMMYLCB i non-muscle myosin akall light chain mRNA, 3" end. 0
5417 500 491 |gi|53Z596]abiM1 2759HUMIG JO2 g  chaln gene, exons 3 and 4. E-121
[5419.5eq 495 | gi[2072389|gh|MI2844|HUMGOS248 sapiens 3ing finger transcriptional regulator {GOS24) gene, 1)
|5420.su:| 431 |gI[264772|gbt S540085| 564005 sin beta—10 [heman, 11 i melancma ced ine, mRNA, 453 1]
542 .seq 507 | gi[2343108lgh| AFO04230IAF004230 saplens monocyte/macrophage jg-related receptor MIR-7 {MIR ci-7) E-1186
|5422.80 508 |zi|) 81556/gbiM ) GA62HUMDIATB n NADH-cytochrome b5 reductase mRNA, 3 end. 1]
|5423.5eq 508 |gi]5453739 saplens myosin, llght polypeptide, regulatory, non—sarcomeric 0
|5424.5eq 506 | gil4504324 saplens hydroxyatyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyn, 1]
|5425.5eq 543 | gi|23690]embix56932|HS23KDHBP ens mRNA for 23 kD highly bask: protein 0
5428.seq 500 | gi}4775626]embjALD31 673 16HSE n DNA sequence from clone 694814 on chromosome 20p11.1-11.22, 4.00E-05,
5429.5eq 438 | g1|5931934{emb{AL121577. 1 HSXKS saplens chromosome X sequence from S cosmids, map Xp21.1 region 0.2
5430.5e0 499 |gil4506128 saplens ribpsomal protein S5 (RPS5) mRNA 0
5431 seq 401 | |4506636 saplens ribosomal protein L34 (RPL34) mRNA 0
5432.seq 511 gil4464208|emixALOISA4T JHST18 n DNA sequence from clone 1183121 on chromosome 20g12. Contains a E-143
|5433.5e0 511 gI181171|gb[M1 4333[HUMCSYNA sapiens ¢-syn protooncogene MANA, complete ods O
5434.seq 482 | gl|3170416|gb| AF048633]|AFC48693 saplens transeription factor forkhead-like 7 (FKHL?) gene, 2.1
5435.5eq 492 [ gIl5032136 sapiens synaptobrevin—ike 1 {SYBL1) mRNA 0;
S436.seq AT1|g||4758875 sapiens poly(A)-binding protein-2 (PABP2) mRNA E-180)
5437.seq 405|gli6005779 saplens chromobox homokog 3 (Drasophila HP1 gamma) {CBX3), mRNA 0
5438.580 500/ 8i{3954892|emb|AJ0) 0446]|HSAQ1 0« sapiens mRNA for immunoglobulln kappa light chain.anti-RhD, 0
5439.5eq 441 | gl}5926694|dbilAPO00S07.1|APOOOS! saplens genomic DNA, chromosome 6p21.3, HLA Class [ region, O
5440.seq 536} 21|31091 [emb|X1 6869 HSEF1AC n mRNA for elongation factor 1-alpha (cione CEF4) 0
5441.seq 499|2)|6262471 |emb|ALG80065.1|HSMBC saplens mMANA:; cDNA DKFZp$5641102 (from clone DKFZp564.102) o
5442.5eq 483|2i[4503410 saplens eukaryotic translation ek 1 factor 1 alpha 1 o
5443.5eq 501 | &I|S757545)eb] ACO04907 2LACODAH sapiens clone DJO853HZ0, complete sequence 0.14
5444.seq 442 | 21}2696083|dbi| +89645|08963 755 saplens GTBP gene for GTBP-N, exon B,9,10 and complete cds 1.8
|5445.5eq 524|2!|6358868|ablACI06479.2]ACO0E4 sapiens clone DJ1051J04, complete sequence 0.15
5446.5eq 514|21|181367{gb|M2 1941 [HUMCYPMPC n cytochrome P-450 S-mephenytoin 4-hydroxyiase (P-450mp) mRNA, 22I
5447 5eq 500} i[299761 7|eb| AFO36 45| HOMOME, saplens meningloma-expressed antigen 5 (MEAS) mRNA, 3' UTR ol
S443.5eq 503 | gil4914528|emb|ALOISE0B.11{HS 47! N DNA sequence from clone 479J7 on chromosome Xq2¥.33-23 Containg D.OUZI
5449.5e9 532|gl|5757537|eb|ACO05682.2{AC0056! saplens clone NHDOBAK 19, complete sequence 23
5450.seq 500|gi|4689251|gh{AF121856.1|AF1218¢ saplens sorting nexin B {SNXG) mRNA, complete cds o
545%.5eq 387 | gi[181962]gb[J04617[HUMEF1A 1 elongation factor EF-1-aloha gene, complete os. £-140
5452 5eq 533 g1|5325%6|gb|M1 2759 HUMIG )2 A lg }chaln gene, exons 3 and 4. E£-147|
5453.seq 482 gi|4i65003[§’.)(AC(ﬂ5343JiAC0353- sapiens Chromosome 12p13.3 BAC RPCIN1-21K20 {Roswelk Park Cance 0.53
5454.seq 372|gi|181532|gb|MI7TI2SHUMDEF5A iens defensin 5 gene. complete cds. E-112
5455.56q 501 | gi|4902689]emb|ALOISE8T .1 3{HSTS n DNA sequence from clone 156G 23 on chromosome 22q13.31-13.33, 0.55
5456.5eq 500/ gi|3582347|eblACD04772.1 JACOO4T saplens chromosome ¥, clone hCIT.144 ) 1, compiete sequence 0.14
5458 5eq 508/ gil5103022|dhil AP000359.1|APO003 sapiens genamic DNA, chromosome 22q11.2, clone KBBIET 0.036
5459 3eq 508|gi|5902097 _sapiens SMT3 (suppressor of mif two 3, yeast) homolog 2 0
5460 seq 507 | gil4502408 sapiens betaine-homocysteine S hyltransferase (BHMT) mRNA 0
5461 seq 518]il5032136 + saplens synaptobrevin-like 1 (SYBL1) mRNA 0
5462 5eq 510/ eil4503680 1 saplens 1gG ¢ binding protein (FCCAMMAIBP) mRNA 9
5463.seq 542 gi|3668065|sb|AF062072.1|AF06207 ' sapiens zinc finger protein 216 {ZNF216) gene. complete cds 0
5464.5eq 500/ gi]4557436 + sapiervs cel division cycle 20, §.cerevislae homolog (CDC20) [1]
5465.5eq 499 &i|T 3003]emb[VOOEEZIMIHS XX iens mitcchondrial genome 0
5466.5eq 508 | il 4504444  sapiens_heterogeneous nuclear ribonuclecorotein Al (HNRPAY) 0
$467 seq 506 &i|2935477|et| AFO4EBIG|AFDAB36 wdium falciparum guanidine nucleotide exchange factor (PIRCC1}) 0.56
6464.5eq 5281gl|31396ernb|X02761.1|HSFIB1 n mRNA for fibronectin (FN precursor) 0
5469 589 491 {gi[ 469542)eh| UOSEI6{HSUDEE96 11 clone DO20BI15 6/7 MHC class | histocar antigen [
5470.5eq 520
5471.5eq 351 gi|S803188 «sapiens Tax1 (bumar T—cell leukernia virus type 1} binding 1.00E-28

ps



5472.5eq 459 | i|2731602|eb] AC0O03$6] AL DOIBE Hurman Cosmid g5129z180-
5473.56q 516 gil4503560 Homo sapiens epithelal mer
5474.38q 497 | gl|5453635 Hemo sapiens DR1-associa’
5475500 502 | gi[2997746]gblAF(54841 |AFG54841 Hemo sapiens tetraspan TM
5476.5e0 551! gi[4589627|dbj|AB023200.1]AB0Z3209 | Homo sapiens mRNA for Kl
5477.3eq 198! gil2529723|ebjAF001893|BETAZ Human MEN1 region clone (
5478.5eq i|28596{emb|X05236|HSALDAR Hurnan fibroblast mRNA for
5479.seq Homo sapiens 37 kDa leucir
5480 seq eb]ACO06032|AC006032 Homo sapiens BAC clone NI
[5481 seq 421{gij181532|eb M9T925|HUMDEF5A H.sapiens defensin 5 gene, «
5482 seq 525 |gi|188468|eb[KO11 A4|HUMMHGM Hurman makor histocompatit
5483.seq 521 gI|3923347[emle93714|HSSIM059 H.saplens mRNA for kappa
5484 seq 524 |gl|52958731ernb|AL04955d.2|HSJ51481‘l Human ONA sequence from
5485.seq 443 [g1|5453853 Homo saplens poly(rC)-binc
5486.5eq 529 gll?SWTYigﬁCOOZBBZJlAC002992 Hormo sapiens chromosocme
5487 seq 532 | gil4758447 Homo saplens guanine nuck
5488.seq 367 | gi[4506604 Homa saplens ribosomal pre
5488.5eq 362[gi|4775641 |emb]AL0O35246.13HE998G 20 Human DINA sequence from
5490.5eq 405 | RI4506386 Homo sapiens RAD23 (5. ce
5491 seq 512 ei4506730 Homo saplens ribosomal pre
'ﬁa.sﬂq 519 gjﬁ331419ldbjl.A80331 15.1}AB033115  }Homo sapiens mRNA for Kl
5494.5eq 343 gi|28596]emb|X05236|HSALDAR Hurmnan fibroblast mRNA for
5485.5eq 505 -
5496.5eq 515
5497 5eq 27914i[2605593|dbi|D50372|050372 Homo sapiens mRNA for m
5498 seq _ 538! iil33‘34|en’b|X70326]HSMMAR H.sapiens MacMarcks mRMN:
5499 .5eq 5441gi|1136554{2b|U41569|HSU41568 Human clone STMAG L1014
5501.seq 524 |gi| 927070 gb|L 43357 HUMTRIPTM Homo sapiens thyrold recep
5502.seq 547 | gi|2270906)gblACO003TBIACO00378 ‘Human Chwomosome 11 pac
5503.5eq 525 | &i|S901885 Homo saplens a disintegrin-
5504.s2q 393 | gi| 4506606 Homo saplens ribosomat pre
5805.seq 110 gil409247B|blACO0625T|ACO0G25T Homo sapiens, clone hRPK.
S506.5eq 545, 231103{embtz 11531 |HSEF1GMR H.sapiens mRNA for elonga
S507.seq 477 | 2il5114046|2b|AFOB5356.1]AFGB5356  |Homo sapiens putative RNA
5508.5eq 138 |gii2335202|gb]AFD1541 6|AFD15416 Homo sapiens chromosons:
S509.5eq 516 |gii24672%9) ctuiABOOOBBQlABOUDB&B Homo sapiens mRNA for ph
5511.seq Human DNA sequence from
5512.5eq Homo sapiens hypoxla induc
5513.seq Homo sapiens novel RGD-¢
5514.seq Homo sapiens eukaryotic tr
5515.5eq Human DNA sequence from
5517.5¢q 476 |gl|4758649 Homo saplens kinesin family
5518.50q 423 [g1|3043591|dbilABO1 1106[AB011106 Hormo saplens mRNA for KL
5519580 275 |gi|5081657|gb] ACOO6966.3|ACO06966 | Homo saplens PAC clone D.
5520589 510}g1 134 Homo saplens midking {(new
5521.5e0 310|gil1 BH5002b|MB43TT|HUMPANSECP  +Human pancreatitls associa
5522.5eq 372 |&l|5306225|gb) ACC05802 7| ACD05902  |Home saplens 3p21.3-4 PA(
5523.seq 397 gi}1 84502|gb|L 07033, 1HUMHYMEGLA _|Human hydroxymethyigiuta
5524.seq 534 gil4826751 Home sapliens guamylate ey
5525.5eq 496 | gl|B62619]eb|U25029|HS U2 5629 Human glucocorticoid recer
5527 seq 4951 g|4263838|ghiAC004228|AC004228 Homo sapiens Chromosome
5528.5eq 331 gi|665587]dbij]D45887|HUMAL DN Human mRNA for calmodub
5529.5eq 509 | gi|333700ighiM T T142|HUMTIATE Human polyadenylate bindir
5530.5eq 3984505602 Homo saplens peptidylglycr
5531.5eq 2965 | gi] 194441 5[¢bHOB7078{DBTO78 Human mRNA for KLAAD23
5532 580 396 Ei%st}ﬁ:‘l? %97353.3 HS90LE Human DNA sequence from
5537.5eq 264 |gli5931 dbj|APODO554.1|APO00S54 | Homa sapiens genormic DN/
5538.5eq 271 |gi|4503470 Homo sapiens eukaryotic tr.
5541.5eq 450{gi|d21 B355|emb]AJ236622|HSA236622 ;Homo sapiens chromosome
5542 5eq 16031 186 Homo saplens neuro-oncol
|5543.5e9 497 | i|432978|gb|ME5421[HUMSTEAA Human sterol carrier protek
5b44.seq 559 gll570819§|ﬂi}_\L95032L§‘H5J717M23 Human DNA sequence from
5545.5eq 521 | gl{5R02973 Home saplens antioxidant p
£546.5¢0 423 i|181532] gb|MET925|HUMDEFSA H.saplens defensin 5 gene, |
5547 5eq 419 gi]4506638 Homo sapiens ritosomal pro
S548.5eq B4 | gl IRG00TE|biAFOITO21 |AFO97021 Homo sapiens GW112 prote
5549.5eq 541 | gi|2280486|dbjjAB002315|ABOO2375 Human mRNA for KIAAQI7
5550.560 236 | gi|3540146|gb|ACO02305LAC002395  |Homo saplens 12a24.1 PAC
5551,5eq 407 |gil4827070 Homo sapiens zinc finger pr
5552.5eq 542 | gl|4504045 Homo sapiens guanine nuch
5553.5eq 503 |gI[2769541 jemblALO0B735|HS433G 13 |Human DNA sequerre fromn
5555.580 517 | gi4826751 Homno saplens guanylate ¢y
5556,5eq 79
5557.5eq 526|gl{3$80526|gb] ACOOS483ACCO5483 Homao saplens PAC clone D
5558.seq 524/ gi]1 80619 eb|M2591 5{HUMCLI Human complemant cytalys
5559.5eq 4991 gl|5579473 Horno saplens methv-CpG
5560.5eq 504 | gi|4503744 Home sapiens filamin A, alp
5562.seq 545 i|3882144|dbjiABD18255.1|ABO1 8255 | Homo sapiens mRNA for KI
5563 .seq 507 [&ll6018787|embjALO49631.1 TIHSJ 11230 Human DNA sequence fron
5564.56G 268 |Qil532598|eb|M12753HUMIG 102 Human Ig J chaln gene, exc
5566.5e0 525 |g|808003|gbiL29164|HUMIGLZF Human immunoglobulin ligh
5568.5eq 477 [21]3810670gb|ACO05495|AC005495 Hoemo saptens chromosome
5568.5e0 505 gi|4587122]|dhilABD19392.1{ABD19392 _|Homo saplens mRNA of mu
5570.56q 372 |el|265703|rb| S557 35855735 Ig alpha 1- alpha 2m=immu
5572.58q 528 | gl{4160183]embjY18643.1[HOSA18643 |Homo saplens mRANA for m
5573.seq 2ﬁ‘£i|2880991en'b1X55733|HSINTFMB H.sapiens initiation factor 4
5574.58q 616 gi|5174602 Hormo sapiens myosin regul
5575.56Q 514 gl 1 710239|gb]U79273{HSUTH273 Human clons 23933 mRNA
5576.3eq 5301132821 67]eb]ACO0S213|ACO05213 Home sapiens chromosome
5577 seq 511 | gij4499947|emblALD4321 8.1 {HSMB00003 Home sapiens MRNA; cDNi
5578.5eq 473|£l|4758903 Homo sapkens protease inhi
5579.589 503 | |1 167844jemb|Z688R3|HSL 118G Human DNA sequence fron
5580.seq 505|gil4689253|eb|AF123857.11AF 121857 _ |Homo saplens sorting nexir
5581.seq 534 gi]3954592]ernblAJOL 0446 HS A 0446 Homo saplens mRNA for in
5582.5eq 510, gi|6922008 Homo saplens fibulin 1 (FBI
5583.520 544 | gi| 29821 69ebl ACO04381HUACD04381 | Homo saplens Chromesom:
5584 seq 507 | 213115230lemb[Y08395|HSHLABASY Homo sapiens mRNA for HI
5585 seq 525 | gi(3402735|eb|ACOD540HAC 005400 Homo sapiens clorne UWGC
S686.5eq 518/ gi{35496|embiZ 151 14[HSPKCG H.saplens mRNA for protei
5587 .seq 508 |gil18415471gb|UBI3II6|HSMHCIWSA Human HLA class Il region
5588.5eq 435 gi]]{!Z]468{emb|?_55427]HS3H|0R H.sapiens Cp(G island DNA
|5589 seq A98|gil4503476 Homo saplens eukaryotic b
15590580 211/ gi|532596}gh|M1 2759HUMIG JO2
15592 5eq 502 | gil) 431 709]embl XGB506{HSNC2ALPH M sapiens mANA for NQ 'a
5593.5eq 2381 gi|4506632 Homo sapiens ribosomal pr
5594 5eq 503 | 2i}3201839|gb| AFOE7420|AF067420 Homng sapiens SNC73 prot
5595 5eq 544
5546.589 520[gil4557B08 Homao sagiens ornithine am
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1, complete seauence [Horno sapiens] 0.009)
tein 2 {EMP2) mRNA 0
1 (negative cofactor 2 alvha) 3.00E-18
\N-4) mRNA, complete cls 0
itein, partial cds 3.00E-24
a mRNA, 3 fragment 0.81
0
wat (LRR) protein (PITNB) mRNA 0
rom Y, complete sequence [Homo 0.49
Is. 9.00E-95
antigen gamma chain mRNA, 0|
ulin #ght chain {v-§-C region; E-159
31 on chromosome 6a16.1-21 Contain: 23
1 (PCBFI) mRNA §.00E-50
3M13, compiete sequence 0.59
g protein 11 (GNG11) mRNA 0
PL23) mRNA 0
320 on chromosome Xg21.1-21.33, com 2.00E-27|
ymolog B (RAD23B) mRNA 0l
*$6) mRNA o
tein, partial cds E-116]
E-169
tory bight chain, complete cds E-102]
0
wiin kappa light chain variable 0
or {TRIP7) mRNA, 3 end of E- 165,
5. complete sequence {Homo saplens] 0
rtalloprotease (reprotysin type} 0
PL18) mRNA Q
nplete sequence [Homo saplens] 1.5
‘I-gamma 0
RNA, complete cds 9
p15.5 reglon, complete seauence [Homg 054
wcid phosphatase 2b, cornplete 0
123 on chromoseme 1035.1-36.13. 0.1:‘
14 E-122]
rotein (WS-3) mRNA ]
tiation factor 3, suburit 8 ol
9 on chror 22q12.} contains §T4 0.14]
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5597.5eq 2@?;4&0&470 Homo sapiens eukaryotic translation elongation factor 1 alpha 1 1.00E-83
__5598.seq 384
5600.5eq 77gi{2833650|gh|AF028251 |AFQ29251 Homo sapiens ninfurin gene, exon 1, partial cds, and &' regfon 0.000
5601.5eq 69@i]190161|gb|M73547HUMPOLLA Human polyposis locus (DP1 gene) mANA, complete cds. 2.00E-04
5602.5eq 166
5603.5eq 178 |gil61 801 70|ghlAF196779.1]AF196779  [Homo sapiens transcription factor IGHM enbancer 3, JM11 protein, JM4 3.00E-89
5604.5eq 508 |gif186840}gb] JO3799|HUMLAMB Human colin carcinoma laminin-binding protein mRNA, complete cds. O
5606.58q 503 {gi|187592]gb|M5854HHUMMGPCD: Human matrix Gla protein {MGF) mRNA, complete cds o
5607.seq 514 |gii4507466 Homa saplens transforming growth factor, beta~induced, 68kD (TGFAI) 0
5608.5mq 530|gi{13000|emb|X62936{M IHSGENOM H.saplens mitochondrial genomwe (consensus sequence) 0
5609.5eq 194 | il2B808%ernb| X557 33|HSINTFA4E H.sapiens initiation factor 4B cONA 7.00E-29
5610.589 254|gil4506250 Homo saplens prostaglandin D2 synthase {21kD, brain) (PTGDS) mRNA E-104
5612.5e0 504 |gi{509296lembjZ26256.1[HSLCC1FOY __ |H.saplens isoform 1 gene for L-type calcium channed, exon 1 o
5613.5eq 295 |gil4506728 Homo sapiens ribosernal protein S5 (RPSE) mRNA E-148
5614.5eg 5190|2493 70|gb]S35960| 535960 laminin receptor homolog {3' region} [human, mRNA Partial, 739 nt] 0
5615.5eq 517 |gij5032128 Homo sapiens zinc metalloproteinase, STE24 (veast, homolog) 0
5616.5eq 466 | gi[532596|ebjM12759|HUMIG.I02 Human 12 J chain gene, exons 3 and 4. E-117
5617.5eq 329 gij3006206]gb| ACO04366(AC004366 Drosophila mefanogaster (P1 DSO7550 {DB0)) DNA sequence, comolete 0.35,
5618.5eq 490 |gi{545423 7 )gb|AC008038.1{AC00BD3I8  |Homo sapiens clone UWGC djs304all from 793 1. complete sequence 0.14
5619.5¢q
5621 .seq 453 | gi]1 84835|gh|M5381 2[HUMIGFHC Human prepro insulin-like growth factor-1 {IGF-I) gene, exon 1. 3.00E-92
|5622.5eq i[2822164{gh|ACOD4080|ACC04080 Homo sapiens PAC clone DJO170018 from 7p15-p21, complete sequence [Hol o
5623589 531 |@i|1944628{gb[J01 415, 1 [HUMMTCG Human mitochondrion, complgte genome [y
5624.56q M33216]HUMSMAAA Human aprtic—type smooth muscle alpha—actin (SM-aloha-A) gene, exon E-124
5625.5eg 451 1gil4575908idbilABD23420.1]ABOZ3420 | Homo sapiens mMRNA for heat shock protein apg-2, complete cds 0
5626.5¢0 343)gil4507760 Homo saniens ubiaultin A~-52 residue ribosomal protein fusion 0
5627 560 470} gi(532596]biM 12 TSAHUMIG 102 Humar: tg J chain gene, exons 3 and 4. E-138]
5628.5eq 507 [gi[5174496 Homo sapiens #pase, endothetial {LIPG) mRNA 8.00E-89
[5629.5e0 508 531|42536§§|gb ACO00015|ACOD0D1S Homo sapiens chromosome 4 clone B271E1 map 4025, complete sequerce 1)
5630.5¢a 339|2i|2828772|eb|AC003376|ACO03S76 Homo sapiens chromosome 17, clone hCIT.91_J_4, complete sequence [Homo E-141
5631.5eq 513 | gi|591801 1}embtal 0967 73.6(HS 1 D00E 10 Human DNA sequence from clone 1000E10 on chromosome 1p12-13.3, compl E-158
5632580 525 |gi|332711 3{cbilABOT4550{AB01 4550 Homo sapierns mMRNA for KIAAQGSO protein, partial cds 1]
5633.5eq 165 gil4501 886 Homo sapiens actin, garmma 1 (ACTG 1) mRNA 4.00E-73]
5634580 529 | gi[26657241gb| AF0354261AF035429 Homo saplens cytochrome oxidase subunit | (COI and subunit It (CON} O
5636.5ea 497 |gil4503538 Homo saplens evkaryotic transiation inttiation factor 4 gamma, 2 D
5637.5eq 521 |gi4503470 Homo saplens eukaryotic lation elongation factor 1 alpha 1 of
5638.5¢q 29015901911 Home saplens calmodulin 1 {phasphorlase kinase, defta) (CALM1), E-157
5639.seq Homo saplens decxyribonuciease | {DNASE1) mRNA 9
5640.5eq Homoe saplens solute carrler family 7 {cationic amino acld O
5641.seq Human DNA sequence from PAC 358HT on chromoasome X 1.00E-63|
5642 seq Horme saplens Chromosome 11923 PAC clone pDJ3S606, complete sequence 2.3
5643.5eq Homo saplens adenylate cyclase 7 (ADCY7) mRNA 0|
5644.58q Homo saplers CGI-135 proteln mRNA, complete cds OI
5645500 Humian DNA sequence from clone 65208 on chromosome 1a24.1-25.2, comole 0.15)
5645.58q Homo saplens 3p21.1-9 PAC RPCIS-066M1 (Roswell Park Cancer Iinstitute 9.00E-37
SE47 seq
5648.58q Human mitNA of calpastatin, partial cds o]
5649.5eq Homo sapiens BAC cione G5165814 from 7p22-p21, complete sequence 0.5
5650500 Homa saplens myosin, light potypeptide, regulatory. non—sarcomeric 0
5651 580 510|gj532596|gbiM12T59{HUMIG J02 Human 1g J chain gene. exons 3 and 4. 0
56525eq Homo saplens smal nuclear rborucleoprotein D2 polypentide 0
5653.5eq Homo saplens chr 10 clone PTEN, complete seauence [Homo saplens] 0
5654.580 Homoe saplens umican (LUM) mRNA >gi693576|gb|U21128HSU21128 Human S.00E-23
5656.580 Hurman MLL-AF4 der{11) fusion protein miiA, complete cds 22
5657.5eq H.sapiens mRNA for immunogiobuln kappa kght chain 1.6
5659.5eq
5660.5eq newropolypeptide h3 [haman, brain, mRNA Partial, 723 nt) 0
5661 .5eq 359 | gil4508! 26|ebjACO063TH.2|ACO06376 | Homo saplens clone NHI3BELO3, complete sequence 3.00E-91
5662.520 502 |gi]5776573|gbjACOO7S14 5{AC007614 | Homo sapkens chromosome 14 clone 8ACs 209420 and 396N8 map 14g31, 055
S663.56q 511 }gi[5031930 Homo saplens nascent- polypeptide-assoclated complex alpha [8)
5665.560 545 21| 1663703}dbilDETERHDBT 684 Human mRNA for KLAADZA2 gene, partial cds 4]
5667.seq 437
5668.seq 545|&i 3779042@ACU35730{ACCO573U Homo saplens che 17, clone hRPK.209_D_14, complete sequence 2.00E-90|
5669569 228]21|34271jemb|X 15005]HSLBP Human mRNK, for potential laminin-binding protein (nem/tcHD4) E-113
|56703eq 561 [£|33721|embiXS7811]HSIGVLO21 Human rearranged immunoglobulin lambda light chain mRNA 0
I5671.seu 605 gi}1 389630|dblD7 8361 |HLIMODAZ Human mRNA for omnithine decarboxylase antizyme, ORF 1 and QRF 2 [+]
5672380 598 2i}1208917)emb{Z69732|H5U14THI2 Human DA sequence from cosmid cU141H12, on chromosome Xp11 0.66
567358 252 [gl]'l B1962|ghiJ0461 THUMEF 14 Human elongation factor EF-1-alpha gene, complete cds. E-137
5674580 414! gl 368721 8]gblACO04053|ACO04053 Homo sapiens chr 4 clone B211A1 map 4q25. complete secuence .45
5676500 §261l37570]embX63237|HSUBASOR H.sapiens UbaB0 mRNA for ubiquitin 0
5677 .5eq 408 gi|181532jgb|MITIZS|HUMDEFSA H.sapiens defensin 5 gene, complete cds. 4.00E-94
S678.5eq 378 | gi|510270{gb| L'O9S00|HS LOISO0 Human mitochondrion cytachrome b gene, partial cds. g
5679.5eq 313 gi|135948]gb]M1 1 737 HUMIGKCE Human Ig germiine kappa-chain C-reglon from kappa—deficient E-121
5680.seq 541 gi|4826869 Homao sapiens nucteobindin 2 (NUCB2) mRNA a
5681.5e0 486 | @[ 188966|ebiM13930|HUMMYCPOSB Human c-myc-P84 mRNA, initiating from promoter P0, (HLmycd. 1) partial 0
5682.seg 694 gi{3395446|gh|ACO04601|AC004601 Human 11p14.3 PAC clone p0+J939m186, complete sequence [Homo saplens] 0.003
5683.5eq il Homo saplens FRGT (FRG1) gene, complete cds; 55 ribosomal RNA gene, £-167
5684.5eq H. saplens (D25392) DNA segment containing (CA) repeat; clone 2.00E-19
5685.5eq Homo sapiens meningloma-expressed antigen 5 (MEAS) mRNA. 2 UTR 1)
5686.5eq Homo saplens mRNA: cDNA DKFZp5a6i2022 (from clone DKFZp58612022}) O
S688.5eq Homo saplens mRNA: cDNA DIKFZpS86E2422 (from clone DKFZpS8BE2422) 0|
5688.5eq Homo saplens methyi-CpG binding domain protein 2 (MBD2), mRNA 6.00E-82
5690.5eq Human pancreatic secretory trypsin inhibitor (PSTI) mRNA, complete [3]
5691.5eq Homo saplens frizzled {Drosophita) homolog T (FZ01H) mRNA E-117
5692.5eq Hoemo saplens beta-2-microgiobulin (B2M) mRNA [¢)
5693.5eq Homo saplens Xp22-15C BAC GSHB-309P15 (Genome Systems Human BAC 0.035|
5695.5eq Hurnan Chromosome 11p14.3 PAC clone pDI59m18, complete sequence [Hormy 0.64)
5696.seq Human mRNA for KIAA0332 gene, partial cds E-119
5698.5eq 398 | gl3687216|gbl ACO04085,AC004065 Homo sapiens chromosome 4 clone B344K13 map 4925, complete sequence 0.43
5699.58a 662 gi|54415601emb]ALOFES06.1 |CNSDOY V| Homo sapiens genornic region containing hiypervariable minisatell Q.74
5700.5eq 531 |2i[5453439]emb]AL133035.1|HSMB01.304 Homo saplens MRNA; cONA DKFZp434G 171 {from clone DKFZp434G171) [3)
5701 .seq 593 |gi|4759235 Homo sapiens transmembrane 4 sugerfamily member 2 (TM4SF2) mRNA Y]
5702.s5eq 571|gi|36774lemb| X01451|HSTCELD] Hurman gene for 20/ T3 ghycoprotein (T3-delta-chaln) of T-cell 8]
5703.5eq 536/ gl|4914348|eblACO07E37.3|ACO07537 _|Homo saplens 12p52 BAC RPCIt1-267023 (Roswelt Park Cancer Institute 0
5704.5eq 600 21{3638959]gb|AC004830|AC004830 Homo sapiens PAC clone DJ0537J23 from 7ai1.2-p12, complete sequerce 0.043
5$706.5eq 520 gi|32294jemb| X611 1 HSHLH1R21 H.sapiens HLH YR21 mRNA for helix~loop—~helix protein o
5708.5eq 226 gi181040]|gh|MBE342|HUMCREB2A Human cAMP response element regulatory proteln (CREEZ) mRNA, complete E-1186
5708 seq 480/ gi{3641297|gb|AFOA7T135|AFO8T135 Home sapiens F1FQ-type ATPase subunit d mRNA, nuclear gene encoding s}
S71i5eq 504/ glj4506742 Homo sapiens ribosomal protein S8 (RPS8) mRNA b}
571Zseq 709 gll4730853|0bAPO00092.1[APD000DZ | Home sapiens genomic DNA of 250221, GART and AML related, 0.79
5713.5eq 452 gi{388034febit O509SHUMRIBPROF | Homo saplens ribosomal protein L30 mRNA, compiete ods 0
5714.5eq 545 gi|5931883|emjAL 117441, 1|[HSMBO095] Homo sapiens mRNA, cONA DKFZp434N126 {from clone DKFZp434N126) o]
57155eq 184/ gil4758541 Homo saplens heterogeneous nuclear ribonucleoprotein A/B (HNRPAB) 2.00E-22
5716.5eq 375| gil2647 72{gb[554005| 554005 thymasin beta-10 [human, metastatic melancma cell ling, MRNA, 453 0
57t8.seq 5411 gi|l4508602 Home sapiens ribosomal protein L15 {RPL15) mRNA . 0
5749.5eq 601 |gi|5031668 Home sapiens tumor suppressor deleted in oral cancer —relateg t 0
5720.seq 411 |gi|264772|gb| 554005 S54005 thyrmasin beta-10 [(lwman, metastatic melancma celt line, mRNA, 453 Q
5721.5eq 368 2113935200 gh| ACOOB0S?]ACO0009 T Homo sapiens Chromosome 22911.2 PAC Clone p201m18 In DGCR Region, 1 .00E-84]
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5722580 489 |2i|2895275|rb|AF026022AF 026029 Home saplens poly{A) binging protein i {(PABP2) gene, complete cds 2.00E-53
57235e0 | 559 gil4506730 Homo sapiens ribosomal protein S6 (RPSE) mRNA 0
[5725.5eq | 6521gij4501954 Homo saplens ADP-ribosyitransferase (NAD+: poly {ADP-ribose) 0
5726seq | 542 |2i| 4507082 Homo sapiens SWE/SNF related, matrix associated, actin dependent 1]
57285e0 | 652 gll4557893 Home sapiens lysozyme (LYZ) mRNA >gI[187243|gb| J03801 [HUMLSZ Human 0
5729.58q 403 gi[532596)gb|M 12758[HUMIG.JOZ Human lg J chain gene. exons 3 and 4. 0
5730.seC 536 £1|3242752(gblACOD5162]ACD05162 Hormo sapiens BAG clone RG113D17 from 7p14-pt5, complate sequence [Honl 1 .00E-94
5731.5eq 47%|gil4506624 Homo sapiens ribosomal protein L27a (RPL27A) mRNA 0
5732.58q 636 gl|S5782043|gb[AC007421 12|ACDOT421 |Home saplens chromosome 17, clone KRPC,1030_0_14, complete sequence 5.00E-88
5733.5eq 583 1glj5360211 Homo sapiens growth arrest-specific 7 (GAST), transcript variant &, 0
5734.5e0 642 gil48&42l${erri)|ALD49969.1IHSMBCD31E Homo sapiers mRNA; ¢cDNA DKFZp564A072 {from clone DKFZp5644072) 4]
i5735.$eq 606 | g1 M?43@_:|JOO?20|HUMIGCC& Home saplerns immunoglobulin alpha-1 heavy chaln constant region 0
5736.5eq 471 gi|394?4-36_E§1AC000056|ACDD:)056 Homo saplens BAC clone RGDOSF13 from Ta21-7q22, complete seguence {Ho .13
5737.5eq 602 |gi|a757825 Homo sapiens beta-2-rmicroglobulin (B2M) mRNA Q|
5738.seq 600 |gi|4758545 Homo saplens kinesin family protein 3B (KIF3B) mRNA Q67
5740.5eq 676 gi| 32407 jembx67 301 [HSIGMHC 63 H.saplens mRNA for lgi heavy chain constant reglon (Ab63) 0|
5742.5eq Human |g J chain gene, exons 3 and 4. E-122
5743.58Q Human Burkitt's lymphoma immueoglobulin kappa Eght chaln mRNA, [4)
5744380 Human DNA sequence from cosmid U19H10 on chromosome X. Containg ESTs E-144|
57455eq H.sapiens mRNA for transcription factor BTF 3 0l
5746.580 Homo saplens heterogeneous nuclear ribonuclecprotein F (HNRPF) mRNA 0
5748.5eq H.sapiens (23k/3) mRNA for ublquitin-conjugating enzyme UbcH2 0
5750.5eq 600 | 2i]181532]ebjpa7925HUMDEFSA H.sapiens defensin 5 gere, complete cds. 2.00E-87:
5752.5eQ 669 (g 4929764@”51906.11.\}'151906 Homo sapiens CG1-148 protein mRNA, complete cds )
5754560 353 |gi|183230{eht JOIOTTIHUMGLEBA Human co-beta glucosidase (proactivator) mRNA, complete cds. E-175
|5755.5eq 43%|gi|2326226(eb]AFD1 2872|AF(1 2872 Hora sepiens phosphatidyiinositol 4-kinase 230 (pidK230) mRNA, 0
|5756.5eq 375|gilaTE7825 Horno saprens beta-2-microgicbulin {B2M) mRNA 1]
5757.5eq 517 gl[294707Sist{ ACO04381 [ACO04391 Homo saplers Cosmid £5128s018, complete sequence [Homo sapiens) 0.57
575B.5e0 628 g] 18484 71eb|ME3438 HUMIGGK Hurnan 1g rearranged gamma chain mRMA, V-J1-C region and complete 1]
5759.5e0 613 |5823553|gb|AF180920.1|AF 180920 |Homo saplens cychn L anla-6a mRNA, complete cds S.00E-17)
5760.500 733125902097 Homo sapierts SMT3 (suppressor of mif two 3, yeast) homolog 2 [
5761.5¢0 322 gl|532596|gb{M12758HUMIG 102 Human Ig J chain gene, exons 3 and 4. E-167|
5762589 4201gi|3483425|eb] AFQBEOS1{HUMYZB3C 11 |Hormo saplens full length insert cDNA clone YZBIC1 2 OOE-2§I
5763.5eq 487 1gil4502154 Homo saplens archain 1 (ARCN1) mRNA >gi[773574|emblX81198|HSARCPS 0
5764.5eq AT7 igi|2462407|emb|Z9B268|HS444G3 Human DINA sequerce from cosmid 444G9 from a contie from the tip of the Ol
5765.5e0 189 [£1533913]emb|Z 36806|HEXS154 H.saplens (xs154) rmRNA, 400bp 2,00E-16]
5766.5eq Home sapiens ribosomal protein $23 (RP523) mRNA [3)
5767 seq 590211543071 4|gbjaF130342.1jAF 130342 __|Home sapiens chromosome & clone PAC 87.1 map Ba24.1, complete sequence g.2
5768.5e0 3492831 |gbjACOD4797JACO04797 Homa sasiens chromosome 17, clone hRPC 62_0_9, comolete sequence [ Howrd 0
5770.5eq Hormo | selenoprotein W, 1 (SEPW1} mRNA 1]
5771.5¢q 605 | glj30954|embiZ 14165|HSESS1A15 H.sapiens rearranged Ig heavy chaln variable region (VD)) E-171
5773.5eq 668 || 33952]emb]X53002|HSINTBE. Human mRNA for integrin beta-5 subunit 0
57T4.seq 585 gi]1 80615]b|M2591 S|HUMCL| ‘Human complement cytolysis inhibltor (CLI) mRNA, complete cds. [¥]
|5_715.seq 713 |&l 32427M]ggAcum1zsw:oonzs Human Chromosome 11Q12.2 PAC clone pDJ605gS, complete sequence [Homd E-132
5776.seq 561 | g1}1 262342]emb{X93334|HSMITG H.saplens mitochondrial DNA, complete genome ' D
5777.sea 309|»1)1 84847 |@{MEIMISHUMIGGK Human Ig rearranged garmma chain mRNA, V-J-C region and compiete E-120
5778.5eq 586| g1{4454394|gb| AF 106943|AF 106943 Homo saslens divalent cation tolerant proteln CLITA MRNA, complete 0
5779.3eq 629)gl 44 Hormo saplens mannase recestor, © type 1 (MRC1) mRNA o
5780.seq A1 |gi|31786]emb|X039931|HEGLUCG2 Human glucagon gene 4]
5781.5¢q 589 |gi|4503662 Home saglerws fibulin 1 (FBLNT), solice variant C, mRNA [
5782.5eq 595 | 211000863 |gbiL 4761 6|HUMFLN G Homa sapiens DNA-binding protein {Fil-1) gene, 5' end of cds. 26
5783.seq 538 | gl 3094990)biACO0421 TIACO04217 Hora saplens 12q24.1 PAC RPCI3-521E19 (Roswell Park Cancer Institute 0.65
5785.5eq 221 glf3419842|eb]ACO0S02ZHACO0S028 Homo sapiens BAC clone GS539F22 from 7p12-pl4, complets sequence [Hom] 0.004]
5786.5eq 653 | 13954884 oA M010442[HSAD10442 |Hormo saplens mRNA for immunoglobutin kappa Rght chain, anti-RhD, E-160;
5787.500 703 | gi|4503056 Homo saplens crystaltin, aipha B (CRYAB) mRNA 0
5788.5eq 547 | i|a503470 Hormo saplens eukaryotic translation elongation factor ¥ aleha 1 1)
5789.5eq a3
5790.seq 568 | 2il4835592|cbjlAPO00223.1|APO00223 | Homo sapiens DNA, chromosome 210272, LLS6-APP region, E-110
5791.seq 544/ @11 84522|gbiMISETBIHUMIBR Human insulin-Ike growth factor—binding protein-3 gene, complete cids. 0
5792.5eq 589 gl4503470 Homo saplens eukaryotc translation elongation factor 1 alpha 1 0
5793 5eq 197 gi|l4502598 Homo sapiens carbonyl reductase t (CBR1) mRNA 6.00E-14
5755.5eq 629 gil5757539]btACO06381 2| ACO06981 | Homa sapiens clone GS283111, complete sequence 0.18)
5796.5eq 546 | gil42401 9B|dbilABU20662.1|ABO20662 | Homo sapiens mRNA for KIAAOBSS protein. partial cds of
5798.5eq 600 |glta50T574 Homo sapiens tumor necrosis factor receptor suoerfamily, member 1A gl
§790.5eq 640! gl 202 Homo _saplens cytochrome FA50, subfamily t {dioxin-inducible). - 0
SADD.5eq 631 @i|4758409 Homo saplens fraglie X mental retardation syrkirorme related protein 2 0
5801 .5eq 202214097 325]gblUSS182HSGOLFO3 Humarnt G protein Golt alpha gene, exors 6-10 33
5802.seq 522 | gi|1847431gb| JOOZ2HHUMIGCCE Homo sapiens immunogiobulin alpha—1 heavy chain constant region 0
5803 5e0 481 | l5031692 Homo saplens heterogeneous nuclear protein similar to 7at helix 1.00E-96
5804580 392! 21{46999T0]eb] ACOOS5087.2|ACO05997 _|Homo saplens PAC clone DJOSSBL10 from Ta34-q36. complete sequence 0.027
5805.5eq 259 eH178133] gb|M3047 1 |HUMADHSCH# Human chass Nl aicohol dehydrogenase (ADHS) chl subunit mRNA, E-107
5806.5e9 513 |gi[2343108|gbiAF0042 3HAFD04230 Homo sapkens monocyte /macrophage Ig—related receptor MIR-7 (MIR ci-7) 0|
5807 seq 382 | Il3885371|dbilA BO19568|ABO1 9568 Homo sapiens mRNA expressed only In placental vidl, clone SMAPA3 E-136
5808.5eq 473 glj1673574]gb]UT6549|HSUT6549 Human cytokeratin 8 mRNA, complete cds _al
5810580 625]gi|18901 9|2h|M229 1 8|HUMMYLCE Human non—-rmuscle sryostn alkal keht chain mRNA, 3 end. aof
|581 1.seq BI|4757825 Homo sapiens beta—2-rmicroglobulin {B2M) mRNA o
5812.seq 594114309592 gbj ACO05986|ACOASI6 Homo saplens PAC clone DJOSS5L.14 from 7a3d-a36, complete sequence [Hor E-130]
S813.seq 429|2i}3483842| |Rb]AFOBE49TIHUMZDI7CO7 | Homo saplens full length Insert cONA clone ZD9TC07 Q.47
5814.5eq 444! gi|4156150]gb] ACOIS00HACOAS00Y Homo sapiens BAC clone GS0B7A24 from 7a21.421.2, complete sequence 1.9
S5B15.5eq 413{gi{1438934}gbiUB1 167|HSUE1167 Hurran SH3 demain—containing protein SH3P18 mRNA, complete cds 0
5816.5eq 507 | gil4406608|gbiAF1 31780|AF 131780 ___|Homo saplens clone 25100 mRNA seauence. complete cds [1
5817 seq 666 |gilSBO2967 Homo saplens transmermbrane protein (AF1Q), mRNA [
5819.58q 683Jgi|3483538 gb]AFOB6243{HUMZD3TF12 | Homo sapiens full length insert cONA clone ZD7TF12 E£-180|
5821.5eq 371 | gl|333086|eb|M22961 |PPHDELCG Human paolomavirus type 5 DNA and naturally occurring defetions i 1.6
5822.5eq 454 |gi|187247|gh|M19045|HUMLSZH Human lysozyme mRNA, complete cds. 0
5823.seq 543 |gi]1 669550|doj| 034108084109 Homo saplens mRNA for RBP-MS/type 3, complete cds 2.00E-28
5824 520 258
5825.5eq 4401 gil4557228 Homo sapiens angio- associated, migratory cell protein (AAMP) mRNA [s)
[5826.sea 672 |gi5732667|ghjAF 127670.1|AF 127670 | Homo saplens hyakuronic acid receptor (HAR) mRNA, complete cds 0
5827520 373 |81|4504046 Hormo saplens guanine nucleotide binding protein (G protein), alnha E-180
5828.5eQ 427 |gll1857981|gb|UBBRA4|HSLIBER44 Human chioride channel protein (CLCNT) mRNA, partlal cds 4]
S829.seq 496 |=l]1590807idbj|DBTIN 4| DETHI4 Human mRNA for ormnithine decarboxylase andzyme, complete cds 0
5830.seq 591 |gl[262368l0|S51 768|S51768 PAP-H=pancreatitis-associated protein [human, pancreas. mRNA, 797 0
5831.seq 710|gi[1213361 |emb|263800{HSRJ14 Human DNA sequence from cosmid RJ14 from a contlg from the tip of 1.00E- 16|
5832 seq 428|g1]34328]emb{ Y0071 1|HSLDHBR Hupnan mRNA for lactate dehydrogenase B (LDH-B) 9
|5834.5eq 354 | gh2565031]|eb|U73479.1|UT3479 Homa saplens cosmid clone U138C3 from Xp22.1-22 2, complete sequence 0.097
5835seq 711]i|6330892|dbjlAB033080.1]AB033080 [Homo saplens mRNA for KIAAT254 protein. partial cds 0.2
5836 sec 568 |ei[4503350 Homo sapiens DA, {cytosine-5-)-methyltransferase 1 (DNMT1) MANA 0]
5837.5eq 662 |2il532596)eb|M12759|HUMIG J02 Hurman g | chain gene, exons 3 and 4. E-174
5838.seq 468 |gi}4507744 Homo sapiens thioredoxin (TXN) mRNA >gi|339648]gb] J04026|HUMTHD [0}
5839.5eq 6142i|4309924{¢b{AC006207|ACO062QT Home sapiens 12p13.3 BAC RPCI3-438H23 {Roswell Park Cancer nstitute 2.00E-07
S841.5eq 476|gila758259 Home sapiens eukaryotic tr: Intiation factor 4& binding E-112
5842 seq 02| g1|532596}b{M127599HUMIG J02 Humman Ig J chain gene, exons 3 and 4. E-126
5843.seq 6594757825 Homo saplens beta—2-microglobulin (B2M) mANA 4]
5844.5ea 547 |gi|184847|gb|MB3438[HUMIGGK Human Ig rearranged gamma chain mRNA, V-J-C region, and compiete [
|5845.5ea 639 gi[4507 764 Homo sapiens ublquitin-activating enzyme E1C (homologous to yeast O
5846 .5eq 683 |eil5729923 Homo sapiens antizen p37 {melanoma asscclated) identified by E-102
[5847.seq 514 |l|29368)emb|X58199|HSBACD Human mRNA for beta adducin 22
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5850584 667|gi|6433831 |emb|AL121769.2|CNSO1 DSOIHUman chromosome 14 DNA seguence 4+ v PROGRESS +++ BAC R-29517] 0
5851.5eq 516|gij4505680 Homeo sapiens ribosomal protein $11 {RP$11) mRANA )
5852.se0 B16|&i|5174476 Homo sapiens tubulin, alpha, ubiquitous {K-ALPHA-1) mRNA o]
5853,5eq 638 gil1 87783|gb|M24037|HUMMHCACA Human MHC class | HLA-C-aloha~2 chain and akernative mRNA, complete 0
5854.58q 501 |gil4503470 Horme sapiens eukaryctkc translation elongation factor 1 alpha 1 ]
5856.5eq 584 | g!|4003380|chi| ABD20BE0.1/ABO20B60 | Homo sapiens genormic DNA of 8021.3-p22 anti-oncogene of hepatocellular 2.011
558,569 498 g1|339688ab|M 1 7733[HUMTHYRA Hurnan thymosin beta-4 mRANA, complete cds. 0
5859.38q 518|gij2224528|dbj|4B002292|ABD0Z 292 Hurman mRNA for KIAAQ294 gene. complete cds 057
5860.58q 513 |gijs826805 Hemo sapiens female sterlle homeotic—related gene 1 (mouse hornclog) 0
5861.5eq 425igit3413288|emb|ALD21453[HSE21011  [Human DNA sequence from clone 821011 on chromosome 22q12.3-13.1. 1.8
5862.5eq 473 gi|339688|ghiM1 77133HUMTHYB4 Human thymosin beta—4 mRNA, cormplete cds. Q
5865.58q 539 gi1 743882|gb|L78581|HSUTE581 Human type | phosphatidylinositoi-4-phosphate S-kinase beta (STM7} 0
S866.58q 178 | gi| 1835069 embiZ B5358|HS 285358 H.sapiens lg lambda dight chain variable region gene (25-Z8SWIIDS0) 6.00E-6D
5867.5¢0 521 gi4501858 Homio sapiens acyl-Coenzyme A dehydregenase, short/branched chain - [
5868 560 4211 gi|4507200 Homo sapfens steroki-5-alpha—redyctase, alha polypeptide 1 (3-oxo-5 EI
5869.5eq 426]gi|4557284 Homo sapiens amylo-1,6-glucosidase, 4-alpha-glucanotransferase 18
5870560 264 gi|5912065}/emb]AL117536.1{HSMEC1 060 Home saplens mMRNA; cDNA DKFZp434G012 (from clone DKFZp434G012) 9.00E-57
5872.5e0 540 g1{5531 256/emb]ALO49641 . 10|HSDAZ2P | Human DNA sequence *** SEQUENCING IN PROGRESS *#* from clore DAZZ D€
5873.seq 503 g1[79104B]emb| X86401|HSRNALAG A Hsapiens mRNA for L-arginine:glycine amidinotransferase E-128
5874.5eq 393 | gi[17907 3| gb|M 72 TOS[HUMASF Human alternative solicing factor mRNA, complete cds. E-101
5875.5eq 520g1|3355532)emblAL021331JHS3E66N23 | Human DNA sequence from clone 366M23 on chvomosome Ba27. Contains twd 0.57
S877.5eq 541 |gi[2323411|gb]AF015930|AF01 5930 Hormo saplens MHC class | antigen HLA-A (HLA-A) mRNA, partial cds O
5878.seq 536 | gl|532596]eb]M 12753 HUMIG.J02 Hurnan |g J chain gene, exons 3 and 4. E-128|
5874.seq 535 gi[5015531 Jernb|AL 035691.17|HS249F5 |Human DNA sequence +=+ SEQUENCING IN PROGRESS *** from clone dJ24 E-165
5880.seq 53 j Homo sapiens mRNA for norepinephrine transporter Isaform 2, partial 0.56}
S881.5ea Human DNA sequence from clone 483L3 on chromosome $p25.1-25.3, comple] 0.46]
5882500 Human fetal g heavy chain variable reglon {clone M72) mRNA, E-161
5883.seq 523 [gil1894914|gb|U67 320|HSLIE7320 Human Lice2 gamma cysteine protease mRNA, complete cds 2.00E-43
5884.560 540|2i(3482962|eb]ACO04996|ACD04996 Homo sapkens PAC clone DJ 200123 from 7p15, complete sequence [Homo 24
5885500 523 [gil4508162|eb]ACOO7161.1[ACO07I61 _ |Homo sapiens BAC clone GS165614 from 7p22-p2t, complete ssquence 0.15)
5886.seq 526 |gil4504388 Homa saplens human immunodeficiency virus type | enhancer-binding E-129
|5888.5eq 537 @i[261 239]gb] S50732|S50732 immunoglobulin M light chain V region=anti-lipkd A antibody [human, [}
I5889.seu 497 | gi|184847]gb{ME3438|HUMIGGK Human Ig rearranged garmma chain mRNA, V-1-C region and complete 1]
5890.s8a 407 | gH4507652 Homo sapiens thioourine S-methyitransferase (TPMT) mRNA E-1861
§891.50a 531 glj4503164 Hormo saplens cullin 3 (CUL3) rmRNA >gl{3327047)dbjiABO14517|AB014517 9
5892 500 239|gij3820088)emblaL031315{HS171H20 _|Human DNA sequence from cione 171H20 on chromosome 6q27. Contalns STS 39
5893580 497 [gl|S174744 Homo saplens ubiquino-cytochrome ¢ rethuctase hinge protein (UQCRH) [i]
5834.56q 228|i[6010110jernb|ALO35413.18|HS6STE 1| Humnan DNA sequence from clone 657E11 on chromosome 1p35.1-36.23, 9.00E-29|
5895.580 Hurman DNA sequence from clone 55041 on chromosome 20g11.1-11.22 E-157
5896.5eq Human DNA sequence from clone 301K23 on chromosome 1p35.1-36.21. E-179
5897 seq Homo saplens cytochrome oxidase subunit | {CO1) and subunit Il 0
5898 .seq Homo sagiens insulin-Wke growth factor binding protein 7 IGFBPT) 0
5899.580 Homo sapiens (clone 03) Iver expessed rbosomal protein $3 [¥
5901 .seq 535 |&lf1816S0lgb|MBE 700 HUMDOPADC Human dopa decarboxylase (DOC) aene, tomplete cds. [+
5902.5eq 421 [21132466lemb|YO0371|HSHSCTD Human hscT0 gene for 71 kd heat shock cogmate protein o
$904.5eq 382 [2i{5002304|abAF148461,1|AF148461  |Homo sapiens CLNS1A gene, intron 1 sequence 9.006-54
5905.seq §24 gil4096361 |gh|LI42594.1[HSI42594 Hurmar flbronectin (FN1) mfNA, spiice variant, partial cds 0
5906.58a 525 | gi| 186363} eb|MB7 T90|HUMIGHEP AL Human (hybridoma H210} antl-hepatitis A kmerunoglobwiin lambda chain ")
|5907seq 530 i3 707781gh| AF0621 58AF062158 _ [Homo saplens chne 45u-33 Immunoglobulin heavy chain variable E-143(
|5903.scq 473 | gi|458802f AF092038.1{AF032038 | Homo sapiens steroid receptor RNA activator mRNA, complete sequence 0
|5909_seq 525{gH4557893 Homo sapiens lysozyme {LYZ) mRANA >gi|187243{gb] JO3BH |HUMLSZ Hurnan 5]
5910.seq 511 g|3327105jdbi ABO14543| ABO14545 Horno sapiens mRNA for KIAADE4B protein, partial cos [1]
5011.580 504 gi]213391 1}gb] AC000334|AC 000394 Genomic sequence from Human 5934, complete sequence [Homo sapiens] 0
5912.56q 548|gl|1204119}emb{Z69722)HSU212C1 Human ONA seauence from cosmid U212C1, between markers DXS366 and D) 2.00E-04
5913.5eq 400 e)}306T743|gb|MI7 164| HUMFERRH Hurnan fermitin heavy chain mRNA, comptete cds. )
5914.5e0 524|g1{2341021|eb|AC0O02477|ACO02477 Human PAC clone DJ32TA19 from Xq25-026, complete sequence [Homo 0.15;
5915.5eq 543 |gi[2765422]emb| Y147 36| HSIGG 1 KL Homo saplens mMRNA for immunogicbidin kappa Nght chain o
$916.580 523 |gi|340071 MEBOZBIHUMUBIQAA Human ubiguitin-activating enzyme E1 (UBEI) MRNA, complete cds. [t
5918.seq 4142181532 ghMITIZS HUMDEFSA H.saplens defensin 5 gene, E-112
5919.5eq i|4D3B570jembALOI1 781 |HS51 412 ‘Human DNA sequence from clone 51 .nz on chromosome 6026-27. Contakng 2
5920 38q gi[49382T4emb|ALOS0405. 1[HS201032 _ {Novel human gene mapping to chormosome X oI
5921589 516 | gil4503470 Homo sapiens eukaryotic translation elongation factor 1 alpha 1 0
5922seq €1|3483426{gh| AFDB6081 [HUMYZBIC 1) {Homo sapiens full length insert cONA clone Y283C11 2.00E-28
S5823.5eq gi|37661 30ab|ACO04B53]ACOD4853 Homo sapiens PAC clone DJ0659B810 from 7933-035, complete sequence [Hor Q.15
5924.5e0 827 |gH178742|b{MB026 HHUMAPE Human apurinic endonuciease (APE)} mRNA, complete cds. s}
5925.5eq 517|241 81075|gh|M2BE3B|HUMCRYABA Human alpha-B-crystaliin gene, 5' end. )]
5926.seq 524 | gl|1663555|gb|US6438|HSLIS6438 Human dioxdn-indyucible cytochrome P450 (CYP1B1) gene, complete eds [4)
592758 507 |gi}4758037 Homo sapiens cytochrome ¢ oxidase subunit Va (COX5A) mRNA [4]
5929.5eq {296631embX04366{HSCANPR Human mRNA for calclum activated neutral protease largs subunit (4]
5930.seq 247 |21)2653425) Z29912TjHS102G20 Human DNA sequence from PAC 102G 20 on chromaesome 1a24-925. C E~123
5932.seq 507 |gi|2665724|bIAF035428IAF 025429 Homo saplens cytochrorme oxidase subunit | (COI) and subanit B (COIN} 0
5933.seq 525 |gi[5289217|ghiACO07563.2|ACO07563_ [Homo sapiens clone NHOS06C08, cornplete sequence 4]
5934.5eq 523 lgi[! 130695|emb|268282|HSLI3CE Human DNA sequence from cosmid LI3C8, Huntington's Disease Region, 0.002]
5936.58q 504 1 gi] 38498201gbpACO0S837JAC005837 Homo saplens chromosome 17, clone hRPK.318_A_I5, complete sequence [Ho| 0.56
5937 seq 503 | gil6137796 Hurnan mitochondrion, complete genome v
5$938.5eq S24 i 14351 96)|gb|USTE7TIHSUS 1677 Huwman non-histone chromatin protein HMG1 (HMG 1) gene, complete cds 0
5939.5q 517 | il 4753220gb| ACOOB045.2]ACDAS095  { Horne sapiens BAC clone RGAI2P12 from Ta22-031.1, complete sequence [V
5940.5eq 516 g13501 2|emb{X51408|RSNCHIM Human mRNA for n—chimaerin E-134
5941 .5eq 447 1gi|34193|embiX55954|HSL 1 TARP Human mRNA for HL23 riboscmal protein homologue i}
|5942.5eq 461 | g1|4826450,embiZ93241.11jHS222€13 | Hurman DNA sequence from clone 222E13 on chromosome 22, Contains thres of
|5944.5eq 503{gI[185549|eb]M 18518 HUMIG HVAP Hurman Ig rearranged H-chaln YDJ-region mRNA, clone 58PZ. E-149
|5945.5eq 516]gl|337381 |gb]M11167|HUMRG M Human 28S ribosomal RNA gene. of
5946.5eq 524/ gild506662 Hormo saplens ribosomal protein LB (RPLA) mRNA O
5947 5eq 381 gij3478668]eb)ACO05550|ACO05550 Horro sapiens PAC clone DJOS20P06 from Tp21-p22, complete sequence [Hor| 0
5948.5eq 526 |gl]1665778|dbi|D87445|D87 445 Hurnan mRNA for KIAAO256 gene, lete cds 7.006-84
5949.5eq 369|gi}179929]eb|M55503| HLIMCARBOX Human liver carboxylesterase mRNA, 3' end. 0
5951.5eq 335/ gi[2558844| e AFD1 T7I2|AFQ1 7732 Homo saplens chromosome 2 cosmids cosl 11 and cos 607 /6 containing 0
5953.3eq 519|gi|5683735|emb|A.1010482.1]HSAQ1 0482 Homo saplens mRNA for myopodn [}
5954.seq 515 |21|3004572)gh] ACD045 24ACTD4520 Homo sapiens BAC clone RG119C02 from 7p15, comalete seavence [Homo 0|
5955.5eq 523|gil4753095 Hormo sapiens 15 kDa sefenoprotein (SEP15) mRNA [i)
5957.seq 129 |8i[4128064]emb|AJ223650[HEA223650 |H.sapiens D2-1-K1A02 gene for immunoglobutin kappa chain variable 4.00E-17
5958.seq 549@45041 64 Homo sapiens getsolin (; Aoid: Finnish type) (GSN) mRNA 4]
5959.5eq 514|£H3927815]gb|ACOOE05 1]ACO06051 Hormo sapiens 12p13.3 PAC RPCIS-1103G8 {Roswelt Park Cancer Institute 0.035]
59560 seq 503 | gi|3603460|gb| AFO88582| AFQB8982 Homo sapiens heat shock protein hspd(-3 mRNA, complete cds Q
5961.seq 547 | gi[421 8027 |gb|ACQ05 1 04| ACO05104 Homo sapiens BAC clone RG442F18 from 2, somolete sequence [Homo sapien] ]
5962.c0g 87| gi|2337882{gh|AC0O0245[ACO02451 Human BAC clone GS306C12 from Ta21-a22, complete sequence [Homo 0.078|
5963.561 S512|gil438646)gb|L 24123|HUMNRF 1A Homo sapiens NRF1 protein (NRF1) mRNA, 0
5964.58q 524 |gi|532596|gb|M12753[HUMIG JO? Human |g J chain gene, exons 3 and 4. E-130
5965.58q 536 gll4887 560 emb|AL1331 15 1|HSA133115 Homo sapiens mRNA for TSC-22-like protein 1 .00E-97
5966.5eq 506 | gil791048lemb| X86401 |HSRNALAGA H.saplens mRNA for L-arginine:ghycine amidinotransferase ]
5867.5eg 385 | gi[38424jermb| X70326|HSMMAR H.sapiens MacMarcks mrRNA E-132
5268.5eq 538 git3005716]eblAFOSS000AF 055000 Homo sapiens clone 24519 unknown mRNA, partial cds o
5969.5eq 523 gil4506822 Homo sapiens sterol carrier protein 2 {SCP2) mRNA 3}
5970.seq 514|gi{43781 10{embALL23578.1|H3453C 2 | Human DNA sequence from clone 453C12 on chromasome 20a12-13.12. 0
59713eq 542 |2i{3395513|emb]ALO2 § BOB|HS 240 & Human DNA sequence from clone 24018 on chromosome §p21.31-22.2 Cantai 0.15
5073.5eq 523 »il190978igb|M18963|HUMREGA Hurman islet of Langerhans regenerating protein (reg) mRNA, complets o
5974.5eq 299 git 183097 {eb|M14300{HUMG F12A9 Hurman growth factor-inducible 248 gene, complete cds. E-155
5975.seq 530{gh2942511gblL 05901 [PMCMSGA Pneumocystis carinil {clone GP14) major surface glycoprotein {(msg) 0,59|
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5976 50q 503 |gi|4505848 Homo saplens phosphotipase A2, group ILA (piateiets, synovial o]
5977 seq 267 |il285909|chi|D131 19|HUMATPSCP2  |Homg saplens P2 mRNA for ATP synthase subunit c, complete cds E—I-lB_l
lse78seq | 519 {i|19097B&b|M18963|HUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, comolete [
[co79.5eq | 405 gi|4512253[dbilABO17018.1{AB01 7018 |Homo sapiens gene for JKTBP2, JKTBP1. complete cds E-143
5980.seq 477]gl[1490418lgb|U49860]HSLIA9869 Human uhiguitin aene, complete cds o
[cogiseq | 221 |gil5453738 Homo saplens myosin, light polypeptide. reguiatory, non-sarcomeric E-102
5982.5seq 458 | gl|258561 4{gh|ACO03GES|ACO0308Y Human BAG clone RG 180F08A, complete sequence [Homo sapiens] 0,3
5383 seq 531 | i} 3954884]emb}a 101 0442|HSAQ10442 |Homo saplens mRNA for imwwnoglobudin kappa light chain, anti-RhD, T}l
5984.seq 442 2i|4B268E5 Homo sapiens polyirC)-binding protein 2 (FCBF2) mRNA E-135)
5985.seq 526 g|5931440{gb]ACO0R1 79.2/ACO0B178 _ [Homo sapiens clone NHOS76F01, complete seauence 0.1 §|
5086.5e9 507 |gi|3201899|eb] AFOET420|AF0RT 420 Homo sapiens SNC73 protedn (SNC73) mRNA, complete cds ol
5987 .5eq 625 gi[2335046bilD17409.1|D17403 Homo sapiens mMANA for SM22 alpha, complete cds o
5988 seq 509 | gl|532596]gb]M12759[HUMIGJ02 Human 1g J chaln gene, exons 3 and 4. £-11 fI
|5989.5ea 515 gi(188542)eb|M16273[HUMMIC2A Human MIC2 mRNA, complete cds. o
5390.sea 357 |gi1814192)gblAC000124[HSACC00124 |Human Cosmid g1572¢035, complete sequence [Homo sapiens] 0.098|
5991 seq 327|%i5291172_8|§b1Acw3007|HUA0003007 Human Chromosome 16 BAG clone CIT987SK-A-61E3, complete sequence TH 5.00E-65
5992 seq 501 |gi}1B4658{gb] JOIE0T [HUMIFP Human 40-kDa keratin termediate filament precursor gene. [y
65994.5eq 518 gi|2588626|gb|ACD03081 JACOG308] Human BAC clone RGOOSHOZ from 7g31, complete sequence {Homo sapiens] 0.14)
5985.5eq 5111gi[23 AC002482|AC002482 Hurnan BAG clone RG 208004, comolete seauence [Homo sapiens] 3.OOE—£F
5996.5e0 511 [2i|3702435{emb|283846{HS415G2 Human DNA sequence from clone 415G2 on chromesome 22 Contains synapsi D
15997 set1 527 | gil4826777 Homo sapiens jurnoni {mouse) homolog (JMJ) mRNA o
5398.5eq 514 |gild406655igb{AF131320{AF 131820 Homo saplens clone 25077 mRNA sequence, complete cds 0
|5999.5eq 31| 4858807 |emblAL 021 392.5/HS439F8 _|Human DNA sequence from clone 4398 on chromosome 22q13.31-33. Contal 5
!sooo_seq 522|gi{5708446|2bjACO0T182.3lAC007182  |{Homo sapiens chromasome 14 clone BAC 507E23 map 14a24.3. complete 0.15
6001 seq 508 | gi|3510269]|gb] ACOISEBSIACDO5585 Homa saplens chromastme 22, clone hRPC.130_H_16. complete sequence E-103
6002 560 399/ g1|22751582[gblACOG2386}0C 002385 Human BAC clone RG222A16 from 7ad1, complete sequence [Homo saniensh 0.002
5003 580 4551 gH|4506622 Homo saplens ribosomal proteln L27 (RPL27) mANA Y]
5004580 520]gi| 35456 emt| X54629[HSPHL1 Human pHL-1 gene Is a ¢c—mMyC oncogene contaning coxlll sequence Q
5005580 503 | gi|5708494]gblACDOT23T 3JACO07237  |Homo sapiens clone DJ0911M23, complete sequence 014
5006.58q 521]gi|5102021 |emblaL122103.1{HSMB01 26q Horno sapiens mRNA; cDNA DKFZp434J0717 (from clone DKFZp434.0717) 5.00E-26
6007 seq 328 |git4757843 Horna sapiens B-cell CLL/iymphoma 7c (BCLTC) mRNA E-108|
6008520 536 |gii336761 6|emb]ALD22722{HS354N 1S [Human DNA sequence from clone 354N19 on chromosome 622. Contalns the [8)
6009.5eq |AC 004801 |ACD04801 Homo saplens 12g13.1 PAC RPC11-228P16 (Roswall Park Cancer Institute E-114|
6010520 403143 gh|MB43 7 HUMMMHAE Human MHC class | lymphotyte antigen (HLA-A 0201) mRNA, complete [s)
6011 .5eq [ACO05027.2|AC005027 | Homo saplerts BAC clone GS512121 from 7p14-p1 2, complete sequence D58
6012.5eq 521 | gl|33330lermb|X5651 O HSIGKVLU Hurman mRNA for immunogiobulin variable kappa region E—lLSt
6013.5eq 502 | gl|532596{gbiM1 2759HUMIG JOZ Hurnan | J chain gene. excns 3 and 4. E-174]
B 5.5eq 439 §||53259ngM12759]HUMIGJ02 Human |g J} chain gene, exons 3 and 4. OI
B016.500 508|g1{3610668]ghlACO0SB03IACO05803 | Horno saplens chromasome 17, clone hRPK 214 C_8. complete seauence [Hort of
6017560 529 g6382042|gh| AF058919 2|FEN23 thallana BAC F6N23 23]
5018.5eq 516 gi|1 84847 |sb|ME343BHUMIGCEK Human lg rearranged gamrna chain mRNA, V-J-C region and cormalete o
6019.5eq 511] il4SROET1 |dbj| ABO23228.1 |AB023228  |Homo saplens mRNA for KIAATONT protein, partial cds 22
6021.5eq 503 _gj[3135974|mt)1299|28 HS422H11 Homa sapiens DINA saquence from PAC 422H11 on chromosome 6021.1-22.2, D
602250 524 |gil4322019|gb|AF065601 AFOS3601 Hormo sagkens myoskn light chain kinase tsoform 2 (MLCK) mRNA, O
6023.5eq 544 |g;4504618 Horno sapiens Insulin-like growth factor binding protein 7 (IGFBPT) 0
6024.580 527 [211219893|dbjiD 10522 HUMKCS Homo saplens mRNA for BOK-L protein, complete cds 0
499 |gi|5912202 L117621 A[HSMB01 151 Homo saplens mRNA; cONA DKFZpS64M0264 (from clone DKFZpS554M0264) E-160
509 |gil4759107 Homo saplens mouse SKD1 homolog (SKD1) mRNA 0
X95747|HSIGKLCS H.sapiens immunoglobulin kappa chain {clone: 5) 1]
51821157 77884]emb|AL 110100.1||IROES TOO4Homo sagiens EST from clone 587271, 5 end (1)
5028.5eq 534 glj4501886 Homo sapiens actin, gamera T (ACTG1) mRNA 0|
603%.5e9 506 g1)3535221]eblACCO5899[ACO05899 Homo sapiens chromosome 17, clone hRPK.227_G_15, complete sequence 3.00E-36
6032 5eq S0%!gh|31131jemb]X12421|HSEIFZAP Hurnan elF-2alpha gene for translation factor elF-2 alpha subunit, 0
5033 seq 253 gi[2104552]gb]AF001 548|HUAFOOT548 | Hurnan Chromosome 16 BAC clone CITISTSK-A-B15A9, complete sequence E-l?ﬂ%
6034.5eq 815
6036.5eq 469 |gi 5292|ernb{ALO35668.15{HSA59D4 | Human DNA sequence from clone 85904 on ch yne 20p12.1-13, comoplet 2|
6037 seq 519|gI181 gh|ME51 BEIHUMC X43 Humar connexin 43 {GJA1, Cx43) mRNA, complete cds. OI
6038.5eq 504/ gl|532556igh{M 1 2753 IHUNIG J02 Human Ig J chain gene, exons 3 and 4. E-138]
£039.5e0 513 | gI|BOX026]ernb| XBEEIIHEMAS T H.saplens mRNA for hawvin ke protein [v)
5040.5eq 511 |2i|3335291|gb]LI04492,1[HS4COL5A1S  |Homo saplens type IV colk 5a chain (COLAAS) gene, exon 23 0.56
6042 5eq 514/ gl|6093230{emblAL1 22041.)[HSMBO123¢ Homo saplens mRNA; CONA DKFZpd34L0272 {from clone DKFZpd34L0272) 2.00E-10
6043589 521 l|4503470 Homo sapiens sukaryoltic translation slongation factor 1 atpha 1 4]
5044 seq 531/ gi[36139jemblX5296 T|HSRPLT Human mRNA for ribosomal protein L7 1]
6045 520 514]gj|4503270 Homo saplens decorin (DCN) mRNA >gi[181169]gb[M14219HUMCSPG 1A i
6046 seq 507 | gil4BZ6450]embjZ93241.11|H5222E13  |Human DNA sequence from clone 222E13 on chromosome 22. Contalns three 0
6047.5eq 505 |gl184233|gh|M12623HUMHMG 17 Human non-histone chromosomal protein HMG—17 MRNA, complete cds. 0]
6048.5eq 470|gi|32833611gblAFO64304| AFOB4804 Homo sapiens transcription factor SUPTIH (SUPT3H) mANA, compiste 2.00E—5§|
6050.5e0 76
B5051.589 518 | 2i|3355302eb] AFD01 S48|HUAFDOY 649 |Human Chvomosome 16 BAG clone CITIBTSK-A-2T0G1, complete sequence [y
6052.5eq 506 | g1{532596|eb|M12759[HLIMIG J02 Human Ig J chain gene, exons 3 and 4. 0
6053 seq 81]gl|5032078 Homo sapiens small Inducible cytokine subfamily & (Cys-Cys), member 1.00E-18
6055.5eq 523 | gi|4929676|gb]AF151862.1|AF151862  |Homo sapiens CGI-104 protein mRNA, complete cds ]
6056.5e0 547 | il 4558768|gb|AC007189,1|AC007199_ |Homo saplens chromasome 5 Bac clone 11 1n13, complete sequence E-157
6057 seq 563 |lt38803 1 |gb|L 05092{HUMRIBPROC Home sapiens ribosomal proteln L11 mRNA, complete cds 4]
6058 520 426 |RIj4506626 Horoo sapiens ribosomal protein L28 (RPL28) mRNA 0
6059 .seq 524 |gi|4507668 Homg saplens tumor proteln, branstationaly—controbed 1 (TPT1) [4)
6060.5eq 519 | gi[4884299]emb|AL050069.1|HSMBDD384 Homo sapiens MRNA: CONA DKFZp566A0346 (from clone DKFZpS566A0946) E-132
65061.seq 516 gi|1871209]eb] L9 327|HSUI1 327 Hurman chromosome 12p15 BAG clone CITI87SK~-3908 complete sequence {H as?
6062.5eq 404 | gi|50547 2| emb| X691 81 [HSL31 H.saplens mRNA for rib f protein L3 [\
6063.5eq 510! gi|2661047]ab]AFQ35293|AF 035293 Homo sapiens clone 23797 and 23917 mRNA, partial cds 0
6064 .seq 517
6065.seq 508 | git5701616]gb| ACDOE1 60.9]ACO061 60 |Homo saplens chromosome 4 clone CO481P14 map 4p16, complete sequence 3.00£-95
6066.5eq 49&@2114292@] D87023.1{DB7023 Homo saplens immunoglobulin lambda gene locus DNA, clone:3C5 0
£067.5eq 4931 2i|21 14262|d0j|DB7023.1) 087023 Homo sapiens immunoglobuln lambda gene locus DNA, cione:3C5 0|
6068.5e0 506 | gi| 4691 45|emb|X77548|HSRF G H. sapiens cDNA for RFG 0
6069.seq 497 | glla503306 Homo sapiens desmin (DES) mRNA >gi|1408187|gh|US8167|H5US9167 Human [s)
6070.58q 509 gi|2588608]eblACO03033|ACO03093 Human BAC clone RGIB5F02 from Tp15, complete sequence [Homa sapiens] 0.34
5072580 5431 gi[1659681 |embjZ 82901 [HSE06G2A Hurman DNA sequence from PAC 506G2 contains ESTs 0.002
6073.seq 481 | gil4506634 Homo sapiens ribosomal protew: L32 (RPL3Z) mRNA O
6075.5eq 535 |gi[4502346 Homo sapiens collagen, type |, aloha 2 (COL1A2) mRNA 0
6077.569 406 | gi|2261 706}eb| AFO1 4838|AF014838 Homo sapiens galectin-4 mRMA, complete cds O
6078.5eq 544 | gi|339688|gt{M17733|HUMTHYB4 Human thyrmosin beta4 mRNA, complete cds. 0
6079.5e9 519 gil1 79291 |gb]LOB4IT|HUMALUTOND Human autonomously replicating sequence (ARS) mRNA, 0
|6080.5eq 504 | gl|1 730467|emb]|Z 83309|HSH1 281 Human DNA sequence from cosmid H1281, chromosome reglon 11p13. Contai E-108
5081 seq 516! gi|532596|gb|M12759|HUMIG JO2 Human g J chain gene, exons 3 and 4. E-103
6082.5ea 531 | gl|5360678|dbjlABD22656.1 [ABOR26S6__|Homo sapiens mRNA for anti-Entamoeba histolytica Immunogiobutin 0
6083.5eq 501 gil665587|dbilDASBBT|HUMAL DN Human mRNA for calmoduin, complete cds 0
6084.5e0 505(gi[17371 73631 HSUT3631 Fuman chromesome 11 130d12 cosmid, complete sequence 0.58)
5086.5eq 512 gi[1831 15eblM31 159[HUMGFIBPA Hurnan growth hormone-dependent insulin-like growth factor—binding B
6088.5eq 486 |2i|4502300 Home saplens ATP synthase, H+ transporting, mitochordrial FO 0
6089.58q 522 | gil4505048 Homo sagiens iymphocyte antigen § locus E {LYBE) mRNA 0
6090 580 525! gi|3366580{gb| AC 00A049|AC004045 Homo saplens chromasome 4 clone B203C23 from 4q25. complete seauence 0.58
'150%7 seq 372 g1|2454507|gblAFODYZ02| AF 003202, Home sapiens YAC clone 136A2 unkrkem mRNA, Suntranslated reglon 0
6093.seq 51924501888 Homg sapiens actin, gamma 2, smooth muscle, enteric (ACTGZ) mRNA Q
6094.5eq 211532598]gb|M127B5{HUMIGJ02 Hurnan Ig J chain gene, exons 3 and 4. E-133
6095.5eq - gI[2335063|g0|AC002433|AC002433 Human BAC clone RG317M02 from Tp15-p21, complete sequence [Homo 043
6097.5eg emblAlL 12204] .1 HSM801 23§ Homo sapiens. mRNA; cONA DKFZ434L0272 (from clone DKFZp4341.0272) 1]
5098.seq Homno sapiens insulin-fike growth factor binding protein 7 {IGFBPT) i)
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6099.5eq 501 {gi|505 H186{embjA 245291.1[HSA245291{Home sapiens mRNA for immunoglobulin mu heavy chaln variable i B 3,005725}
6100560 i Homo sapiens PAC clone DJOTZ1PO4 from 7q11.21-g1+.23, complete sequenc] o
6101.seq Homa sapiens SNCT3 protein {SNC73) mRNA, complete cds Q
§102.5eq Homa sapiens mRNA; cDNA DKFZpS586K2322 {from clone DKFZpS86K2322) 0
6103.5eq Hormo sapiens orphan G protek-counled receptor HG38 mRNA, complete 2.00E-43
6104 5eq Homo sapiens lysozyme (LYZ) mANA >gi}187243(gbil0380) JHUMLSZ Human 4]
6105.5eq 524 )gil34467jemb| X65460| HSMATPSYN H.sapiens mRNA for mitochondrial ATP synthase 0
6106.52q 518
6107.560 §30|gi{2576349|eblAC002289|HUACO02288 |Homo sapiens Chromosome Y6 BAC clone CIT987-5SKA-83D1 ~complete gen 0.59
6108.5eq 531 gl{6138757|ermb|298752.13|HS138B7 Human DNA sequence from clone 138B7 an chromosome 20q13.12, complete 0.59
6109.5eq 411 gil4503538 Home sapiens eukaryctic translation inltiation factor 4 gamma, 2 0
6110.5eq §17 [ gi{4314418|ebiACO0B487|ACO06487 Homo sapiens chvomosome 17, clone hRPC.1029_K_10, complete sequence 0.037]
6111.seq 611 |gi|306743{gb|M37164|HUMFERRH Hurpan ferritin heavy chain mRNA, complete cds, 1]
6112.seq 622 gi{6010162jemb|ALOI6803.8HSBG I04P | Hurman DNA sequence from clone 304P7 on chromasome 1925.1-31.1, comple 2.00e~-04)
5113.5eq £10|gij2815518]gb| AC002523{AC002523 Homo sapiers Xg28 BACs 36 F12, GSHB-555C13, complete sequence {Homg 055
6114,58q 530 | gi|4507668 Homo saplens tumor protein, translationaly-controlied 1 (TPT1) [1]
6115.5eq 367 12294381 7|dbil ABOO2451 [ABOOZ451 Home sapiens mRNA from chromosome 5q21-22, clone:A3-B E-146
6116.5eq 504 | g1|5006246|dbilABO16897 1 ABDIEBIT | Homo sapiens genomic DNA, chromosome 6027, complete seauence 2.2
6117.seq 512 | gi|5881374|dbilAPOOD4E3. F|APO00463  |Home saplens genomic DNA, cf e 11023, clone:P188, comolete 0.14
6118.5eq 635 | gi|592401 7 |lemitAL050318.12|HSLJI7 TE Hunan DNA sequence from clone 97781 on chromosome 20. complete seguen 0
6119.58q 498 | gi[59121 24lembiAL117572.1|HSMBOT09Y Hormo saplens mRNA; cONA DKFZo566)021 (from tlone DKFZp5S66.J021) 0
6120.seq 513 | gid00462|ermb|X14979|HSTRKE H.saplens TRK E mRNA 0
6121.5eq 504 | gi|4505408 Hormeo saplens non ic cells 2, protein (NM23B) expressed in 0
6322580 512 2i{532596]eh{M12759|HUMIG J02 Human Ig } chain gene, exons 3and 4. £-174]
6423.52q 504 | 222751 85igb| AC002382|AC002382 Human BAC clone RG022J17 from 7021, complete sequence [Homo sapiens] 0.0364
6124.5eq 507 |gi|24623 T lernblZ4721[HS167A14 Hurnan DNA sequence from PAC 167A14 on chromosome 6u27. Contains EST) 2.2
6125:5eq 525 gi|43: L12535(HUMRSU1A Hurnan RSU-1/RSP-1 mRNA, complete crs. 4]
6126.5eq 5181 gi|I8498: ACDOSE3T|ACDOS83T Homao saplens chromasome 17, clone hRPK.318_A_15, complete sequence Ol
6127.5eq 476 gH4506624 Homo sapiens ribosomal protein L.27a (RPL27A) mRNA Dl
6130:5eq 524! gi{28335]emb|X63432|HSACTB H.sapiens ACTB mRNA for mutant beta-actin (beta—actin} 8.00E-96
63315eq 523/ gi|1 430804/ emb|X98751 |HSIGHADI3 H.sapiens mRNA for varable immunogiobulln heavy chain, done 3 E-107
6132seg 526
6133580 446! gH4503304 Homo sapiens defensin, alpha 6, Paneth cel-specific {DEFAB) mRNA 0
634,580 395igH2791551}ernblal O08725|HS148E22  |Human DNA sequence from PAC 148E22 on chromesome 20q12~g13.12. Con E-167
6135520 526{gl|532596]gb|M § 2753 HUMIG.I02 Human |g J chain gene, exons 3 and 4. 0
6136 58q 539 gi|44551 34| bl AF130240|AF 130249 Homo sapiens PAC 126N20 dertved from chromosome 21p11.2, complete D038
65137 580 505|gH4505572 Homo sapiens PAK-interacting exchange factor beta (PESSPR) mRNA O|
6138.580 528|gl|4388746]eb) ACOO4600|ACO04600 Homo sapiens Chromosome 15q11+-a13 PAC cione pD4373b1 containing E-148
6140.580 505|gl|4503538 Homo saplens eukaryotic transiation initiation factor 4 gamma, 2 [s]
6141.58q 521 )|4050085|gbjAF H0BS0T|DIS 4K Homo saplens S164 gene, partial cds; PS1 and hypothetical protein genes. (1)
6142.58q 515|gi|5729766 Hoimo cell adhesion molecule with b ' to L1CAM (close (1)
B144.5eq 51% [ gH|1561514|dbi|D3B526{038526 Human mRNA for HLA-Cw+0702, complete cds 1]
61463580 512|gl|5453993irefiNM_006265.1|RAD21| Homa saplens RAD21 (S. pomba) homolog (RAD21) mRMA 0
6147 580 503 | gl]4140339Lembl ALO3S0EB|HS301) Human DNA sequence from clone 3011 on chromosome Xq22.1-23 Contains 0.14]
6148.5eq 374! g1)4506742jrefiNM_DHO12.1|RPS8] Homo sapiens ribosomal protein 58 (RPS8) mRNA [
£149.58a 4991 gH45123111dbj|AB019441.1|AB01S441 | Homo sapiens DNA for immunogiobulin heavy—chain variable regiorn, [}
6150.580 500] 81277 255 7|ab| AC CO4003|AC 004003 Homo saplens BAC clone RG437L15 from Bg21. complete sequence [Homo 0.56]
6151.5eq 4251 gi|4503304krefjNM_001526.1| DEFASG] Homao sapiens defensin, albha 6. Paneth cell-specific (DEFAE) mRNA 0
6152.5e0 487 gi|38823401dbilABO18353.1]AB018353 | Hormo sapiens mRNA for KIAAQS10 proteln, partial cds 0
6154.5eq 525 | gi35731 824ab| ACOD5922|AC 005922 Homao sapiens chromosome 17, clone hRPK.235.1 10, « lete seauence [Ho O
IS'I 54.5eq 526 gi|3420798)gb| AFOB1192|AF081 192 Hormo saplens histone H2AF/Z variant {(H2AV) mRNA, complete cds. O
|6155.58q 495
|s156.5eq 510 gi|292420|gbiL 1 191 Q{HUMRETBLAS Human retinoblastoma susceptibility gene exons 1-27, complete cds. 057
|5'I 57.5eq 365 | @il 3201 599{gb| ACDO3IEB5|ACODIGEE Horno sapiens 1213.1 PAC RPCI1-80.04 (Roswell Park Cancer Institute Humd 04
|6159.5eq 365 | gi|4508143]2b|ACODGA11 2IACO06011 | Homo sapiens clone DJOISKTE, complete sequence O
6161.5e0 509 i|5802965]refINM_0D6270.1{JADF| Home sapiens destrin (actin depolymerizing factor) (ADF), mRNA 0
6162.560 3965 | g]|505472termb|X69181 [HSL1 H.saplens miRNA, for fbosomal protein L31 ol
6164500 347 jgi|4826450lemblZ $3241.11[H5222E13 | Human DNA sequence from clane 222E13 on chromosome 22. Contalns three £-163
616535eq 387 gil4758345|refiNM_004107.1|FCGRT| Herno sapiens F¢ fragment of lgG. receptor, transporter, alpha E-164)
B167.5e0 522 |gl{5102570]emblALOI T 735.9|HS6IM21 | Hurnan DNA seauence from clone 6921 on chromosome 1p36.21-36.23 Cony Djjl
6168.5eq 508 |2l4503528|refiNM_001416,1|EIF4AT] Homo sapiens eukaryotic transiation initlation factor 44, lsofonm 1 [
B170.5eq 503 1gl1 136554|gh|U41569|HS 41569 Human clona STMAG L 10 immunogiobulin kappa Rght chain variable E-168|
6172.58q 539 | glk4240188|dbi| ABO20657.1[ABOZO657 | Homo saplens mRNA for KIAADESO protein, complete cds 7;'
6174.5eq 300 | gi2911586lemblAJ224442|HAS 4442 | Homo saplens mRNA for putative methyttransferase 1,00E-93|
B175.seq 511 |gl{2695870emb|Z 9301 6[HS211D12 Human DNA sequence from PAC 211012 on chromosome 20q12-13.2. Contal 3.00E-95
6176.58q 508 E-160|
6177.seq 361 ] |
‘16178.seq 499 |eH1150374|emb|XB981 1|DMSSRP2GN | D.melanogaster DNA for SSRP2 gene 0.58
6179.seq 513 | gi|4375969|emb|ALD3 1432|H5455N24 Humarn DNA, sequenca from clone 465N24 on chror 1p35.3-36.13. 0
6180.5eq 526 gi| 18092 26{gbjACO01 19HSACO00119 | Human BAC clone RG 104104 from 7q21-7g22, complete sequence [Homo sapi O
6181.5eq 506 | gi[4894958 @] AF 1 40506.11AF 140506 Homo saplens MHC class | antigen (HLA-A)} mRNA, HLA-A*0233 allele, O
6182.seqg 510|2i[642533) ﬂma?z%nsuta?za Human lumican mRNA, complete cds. ) 0
6183.5eg 514|2i]4506602]refiNm_002048.5|RPL1S| Homo saplens ribosomal protein L15 (RPL15) mRNA b
5184.5eq 518|gi|36139]emb)XS2867|HSRPLT Human mRNA for ribosomal protein L7 Y
6185seq 504 £il4503470jrefiNM_001402.1EEFTAY| | Homo saplens eukaryotic translation elongation factor 1 alpha 1 O
6186.5eq 499148285550 refiNM_005410.1[SEPP| Horno sapiens selenoprotein P, plasma. 1 (SEPP1) mRNA 0
G187 .50q 529 gi467901 3|eb|AFOTT200.1|AFOT T200 Homo sapiens HSPCO14 mRNA, complete ods. 0
6189.58q 523 |gila507668|ref{NM_003295.1{TPT1| Hormo sapiens turmor protedn, translationalty-controlled 1 (TPT1) O
6190.5eq 505 | I|4325291|gh|AF124522|4F 124522 Homo sapiens tetrassan NET+2 mRNA, tomplete cds 0
6191.58q 501 |gl|5725511|gb]AFOT2087.1]AFD72097 Homo sapiens beta-2 microglobulin gene, tomplete cds [y
6192.5ea 515|g1}531894|gb|U 3045|HSU1 3045 Hurman nuclear respiratory factor-2 subunit beta 1 mRNA, complete cds. E~143,
6193.5eq 171 [ }1 88021 jabM2292IHUMMYL CC Human smooth muscle myasin alkal kght chain (MLC 1sm) mRNA, 1.00E-85;
6194.5eq 506 | gl|555940]gb|Ut 4980 HSU14960 Human XP1 PO ribosomal protein $3 (rpS3) mANA, complete cds. 0
6195.seq 520/ gi|6137796|refiNC_001807.2{| Human mitochondrion, complete genome 0
6196.seq 499|2i)355086{emb|X 74070{HSBTF3 H.sapiens mRNA for transcription factor BTF 3 0
6198580 513/gl|5453637}ref|NM_006465.1|DRILZ] Homo sapiens deat ringer {Drosophila)-Mke 2 (bwight ard dead ringer) D)
£199.5eq 489 gI|475857 H[refiNM_004872.1|HSPC001| | Homo sapiens mouse tropomyosin homolog (HSPCOD1) MAMNA. o
le200520 517 gi|4826811|ref|NM_004985.1|KRAS2| | Homo sapiens v-KI-ras? Kirsten rat sarcoma 2 viral oncogene homolog 2.00E-99
iS?OI 584 503| gi[2598186]gb|AFDIN108|AFD30108 Homo sapiens regutator of G protein signaling (RGS5) mRNA, complete 0
6203 .sea $26/ 2i|S902145{refiNM_007019.1|UBCH10{ ! Homo sapiens ubiquitin carrier proteln E2-C (UBCH10), mRNA 1]
6204 seq 469|@i|577T587|ernb] ALD49760. 26iHSRYRT7C| Human DNA sequence from clone TCC1 on chromosome 22. Contalns an 5TS 0.002
6205.58q 143 g 505540]ernb| XS6740|HSMRAB 1 T H.sapiens mRNA for Rabi]1 gene 3.00E-64|
6206.56a 499 gil4104821|gb| AFO39945|AFD3IB045 Homo sapiens synaptojanin 2B mRNA, partial cds g
6207 .seq 4911 gi|1498644|gb| 62631 |HSUGE2631 Human B-cell receptor CD22-8 isoform and alternatively soliced B-cell 0
6208.5eq $17 | gi]1592740(emb{Z8083T1HSZ8083 7 H.sapiens rearranged immwnogiobulin heavy chain variable region E-128
65209 38a 518 giS911921fernblAL 11 7460. HHSMB009 7] Homo saplens mRNA; cONA DKFZpSB6E2422 {from clone DKFZpS86E2422) O
6210.5eq S06 | gi|416014112blACO06241|AC 006241 Homo saplens chromosome 9, clone hRPK.202_H_3, complete sequence [Hom| 0,009
6211 seq 502 | gi|1 154628emb| X940T9|BOPC34 B oleracea mRNA for pollen coat protein {clong bopc3d) 0.56]
6212.seq 235 2i|433597|emb|2 23090|HSHSP28 H.sapiens mRNA for 28 kDa heat shock proten E-12%
5213.5eq £19 | &i|532596|b{M 12753 HUMIG JO2 Human lg I chain gene. expns 3 and 4. E-174
6214 seq 517 | gil4837736b|AFOOER34.1|AFO96834 Homo sapiens germ cell specific Y-box binding protein mRNA, complete [s)
621535 505 | &i31091 |emb|X 16869 HSEF 1AC Human mRNA for elongation factor 1-alpha (clone CEF4) __ 0
6218580 523 | &) 2341 008/gb|U96629|HSUBEE29 Human chromosome B BAC clone CIT9B75K-2A8 complete sequence [Homo 0.58]
62F9.58q 402 | 2i30123|emb|VOD503|HSCOLL Human mRNA encoding Pro—alpha-2 chaln of type | procollagen. {major 1)
6220 seq 410 |gi|5814344|eb| AF153482.1|AF 153482 Home I E1BP1 pseudogens, mRNA sequence 0
6221.5eq 471 [ei{y 81532{gb|MITI25|HUMDEF 5A H.sapiens defensin 5 gene, complete cds. E-104
5222 5eqQ 3901262342 [emb|X93334HSMITG H.saplens mitochondrial DNA. comolete genome E-17
5223 580 507 éi 5817232|emb]AL 110267 1 |HSMBOOS2¢ Homo sapiens mRNA: cDNA DKFZpS86P2421 (from clone DKFZpS86P2421) 4]
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6224.5e0 5301 gi|1 8001 14]eb|UBC5 79|HSUBAIS7Y Human riboscmal protein LT antisense mRNA gene, partlal sequence 0
£225.58q 436]g|36135lemb|212862|HSAPLA1 H.sapiens mRNA for homologue to yeast ribosomal protein L41 o
6226.seq 485! gi265703|eb|555735|555735 ig alpha 1- alpha Zm=immunoglobulin A1-A2 lambda hybrid GAU heavy )
6227500 501 | g6277265|cbj|AB032417.1|ABDI2417 | Home sapiens FZ04 mRNA for WNT receptor Frizzied-4, complete cds o
6228.seq 388! @i{3478668]gb] ACD0S550|ACDOS550 Homo sapiens PAC clone DJOS20P0OE from To21-p22, complete sequence [Hol E=170)]
6230.5eq 515 | gi{4506742|ref|NM_DQ1012.1]RPS§] Homo sapiens ribosemal protein $8 {RPS8) mRNA 1]
6231 seq 403 | g36135(emb{Z 12962|HSRPLAT H.saplens mRNA for homologue to veast ribosomal protein L4t 4
6232 580 524 g 2954892|emb|AJ010446{HSA010446 | Homo saplens mRNA for Immunoglobulin kappa kght chain,anti-RhD, Q
6233560 51325091 646|gblAC007252 2|AC007252 | Homo sapiens clone NHO407FO2, comptete sequence 0.14
6234.500 524 gi[4100185|gb|UI9515%.1{DOUS5159 Dictyostellum discoldeum gelsolin-related protein GRP125 gene. 0.15
5235.5eq 505 | &i|} 80551 _gguazsszmumms Human cis—acting sequence. 0
6237.3eq 423 | gil1031529]emb|Z59616|HS 1 66F4F #.sapiens CopG Island DNA genomic Mse1 fragment, clone 16614, 2.00E-34
§238.seq 512 gi}dsﬂasoalreﬂNM_OOS?SO.lIEIFSS"J[ Homo sapiens eukaryotic transiation Inltlation factor 3, subunit 10 0
56235 5eq 512 |gil339688|ghiM1 7733 HUMTHYB4 Human thymosin beta-4 mRNA, complete cds. 5]
6240.5eq 525 | gll6137796[ref|NC_001807.2) Human mitochondrion, complete genome 0
6242 seq 374/gil6137786[refiNC_D01807.2|| Human mitochondrion, compiete genome [¥)
5243.509 519 [gii5668757|eb]ACO0S009.4ACO0B00E | Homo saslens 3q26.2-27 BAC RPCH 1-436A20 {Roswell Park Cancer Insthuts 5.00E-69,
6244500 386 | {2583 174|gb|AFD26844.1[AF026844 _ | Homo sapiens ribosomal protein L41 mRNA, complete cds V)
6246 5eq 525 gif4406704|gb|AF131857|AF131857 Homo sapiens clone 24370 mRNA sequence 1]
6247 seq 503 gi{3821052 010743{H5A013743 | Homo sapiens mRMNA for HLA-C class | antigen, afiele HLA-Cw*(70x 0
6249.seq 518|2ii5802950lgb|AF 1 TBA62.1|AF178669 | Rattus norvegicus p34 mRNA, complete cds 1.00E-72
6250.seq 526 | gi[5589436idbj|ABO28973.1|ABOZBIT3 | Homo sapiens mRNA for KIAA 1050 proteln, partial cds 0
6251.5eq 3581|4557 386jref|{NM_00058T.1|C7) Hotno sapiens complement_ component 7 (C7) mRNA E-177
625358q 512|el|347963}gb{L 2245 HUMTAPR Homo sagkens HIV—1 TAR RNA binding protein (TARBP-b) mRNA, complete [8)
6254560 5|8|gl 1710247 jst§U79278|HSUTG278 Humnan protein disulfile isomerase-related proteln PS mRNA, partial 6.00E-04
6255564 511 |gi]35231 44|z AFOS0E 1QIAFOS0110 Homa sapiers TG Fb incucitie early protein and early growth response 0]
6256 s8¢ 503 |gi|4160555|emb|A)223293MMAIIZ93 _ | Mus musculus mRINA for kinesin—related mitotic mator proteln. 5.009
6258 s2q 263 gl]1 83402 |gb{M21 142|HUMGNASE Human guariine nuclectide-binding protein alpha-subunit gene E-105|
6259580 Homo sapiens chromosome 17, clone hRPI.28_A_22, complete sequence 0.037
626050 Homo sapiens carboxypeptidase E (CPE) mRNA E-168]
6261 seq Human ribosornal protein L3 mRNA, 3" end. E-134)
6262.5e0 Homo sapiens ribosomal protein L15 {RPL15) mRNA 1)
6263300 2 Human mRNA for KIAAD217 gene, partial cds [s]
6264.58q 250 gl|291m|AC004453[AC004453 Homo sapiens PAC clone DJOBA4F0Y from 7p]12-p13, complete sequence [Hof 11
5265.580 512 [gi]133607 2| U564 33|HSUS6433 Human HelLa mANA isolated as a false positive in a 4.00E-51
6266580 185 | gi|46801 8T |erb|ALO24497 S{HS283K 1T | Human DNA sequence from clone 283K11 on chromoscme 6023.1-24.3. 0.19
B267.500 263 | gi|3763997|ernbtALO31 257HSTOEN T Hurman DNA sequence from clone 796111 on chromgsome 20a12. Containg ©.006
6268.500 512 | gI[4506276|retiNM,002823.1|PTMA] Homo saplens prothymnosin, alpha (gene sequence 28) (PTMA) mRNA 9
6269.5¢q 524/ glj440305}2bjl. 191 B4HUMNKEFA Human natural killer cell enhancing factor (NKEFA) mRNA, complete 0
5270.seq 507 | g1|5468516{gb|AF107885.2|CJ270M14 | Homo saplens chromosome 14q24.3 clone BACZT0OM14 transforming growth ©.0386)
6271.5eq 51121)185387}gb|L 031 62[HUMIGHHA Human Ig rearranged gamma-chain mRNA V-reglon, partial cds. E-158
65272.seq 502 | 21]3293210|gb| ACO04583|AC 004583 Human Chromosome 15a11-a13 PAC clone pJ778a2, complete sequence TH 5.00E~75|
6273.5eq 511gi)329321 0|gbiACDO4SEI|AC 004583 Human Chromosorme 15a11-g13 PAC clone pDJ778a2, complete sequence TH 6.00E-T5!
6275580 505|gH|188469{gb{KOTY 44]HUMMHGM Human major histocompatbility class il antlgen gamma chaln mRNA, 8]
6276.5e0 517 gl|45041 64]refiNM, 0001 77.1[GSN| Homg sapiens gelsolin (armyoidosis, Finnish type) (GSN) mRNA 0
§277.seq 450/ gi|4502088|refiNM_D01865.1|COXTA2] | Homo sapiens Cytochrome ¢ oxidase subunit Via polypeptide 2 0
6279.5eq 5111213983571 |gb| ACO0483B|ACO04839 Homo sapiens PAC clone DJ593H12 from To31. complete sequence [Homo D
6280.5eq 387 2.00E-55
6282580 265 | gi337203|sb|M28016|HUMMTCYTE Human mitochondrial cytochrome b gene, partal cds. E-143]
6283seq 354 | gil4929726{e{AF 151 BBT.}AF1E1887 Homo saplens CGI-129 protein mRMNA, complete ods UI
6284589 288 | gil4504164jrefiNM_00017T.1|GSN| Homo sapiens gelsolin {amyloidosis, Finnish type} (GSN) mRNA E-1386]
6286.seq 1452348367 41gb|AF086329HUMZD54C08 | Homo saplens full length Insert tDNA clone ZDS4C08 4.00E-73
6287 seq 502 | gi}2621 70 et AEQDDBAHAED00844 Methanobacterium tharmoautotrophicum from bases 559173 to 571236 056
6288.5e0 521 [gi[38422|emb|X69150. } HSRPS1B Homo saplens mRNA for ribesomal protein 518 0
6289500 501 |gli51 3B925|gb|AFD92138.1AF0S2138 Homo sapkens HSPC033 mRNA, complete cds 0
6290.5eq 524

6291 seq 516 | gi|2765422]|emb] Y147 3GHSIGG EKL Homo saplens mMRNA for immunoglobulin kappa Reht chain 4]
£6202.5eq 425 | gi| 181 532|gb|MI7I25|HUMDEFSA H.sapiens defensin S gene, lete cds. E-112
6284.500 504 gi]5911992[ernb]AL117407.1}HSMB01044 Homo saplens MRNA; cPNA DKFZp434D2050 {from clone DKFZp434D2050) E-131
6295.5eq 503 |#i| 3046306 gh| ACDD4S49(AC004549 Horno saplens BAC clone RGASIN13 from 7pi5. complete seguence [Homo )
6296.5eq 530|gi|2746542] 37643|AF037643 Homo sapiens §05 ribosomal protein L12 (RPL12) oseudogene. partial L
5207 seq 519 |gi|2B403]emb| X04299|HSADHIG2 Human mRNA for liver alcohol dehydrogenase (EC 1.1.1.1} gamma 2 L
5298.5e9 519|gI{1 B4847{gbiME343BHUMIGGK Human Ig rearranged gamma chaln mRNA, V-J-C region and complete cds. [y
65299.5eq 427 | g1|6102633|gb]ACO1 1422.2|ACO1 1422 Home sapiens chromoseme 5 clone CITB-H1_2335E17, complete sequence D
§300.5e9 508 | gi|286230)dbj|D 14441 [RATNAP22 Rat NAP-22 mRNA for ackdic membrane protein of rat brain, complete 0.5@]‘
6302.580 510/ gl5114052]gb| AFDB5353.1|AFDB5353 Home sapiens HSPCO30 mRNA, complete cds O
5303.5eq 5131 gi|4557 3B6|ref|NM_000S8T.1]CT| Homo saplerss connplerment component 7 (C7) mRNA. s}
6305.5eq 517 gil4557504iref|iM_000101.1[CYBA| Homo sapiens cytochrome b-245, aloha polypeptide {(CYBA) mRNA 0
6306 5eq 528 | gi| 1 5624574eb{UGB093|HSPABPSO1 Human poly{A)-binding protein (PABP) gene, promoter reglon and exon o
6307 380 519[gi(1530807idbj|DETS14|DBTI14 Human mRNA for ormithine decarboxylase antizyme, complete cds ]
65308.5ea 509 |gli6137795|ref|NC_XHBO7.2}| Human mitochondrion, complete genome [1)
6309.5ea 504 |gil4505092|refiNM_000898.1|MAOB| Homo saplens monoamine oxidase B (MAOB), nuclear gene encoding £.56]
6310500 508 | gild502204|refiNM_001660.1|ARF 4| Home saplens ADP-ribosylation factor 4 (ARF4) mRNA 0
5311500 513 |=i|5091654|eb|ACROS484 2(ACDD5484 | Home sapkens clone DIOBATOO8, complete sequence E-108
6312.5eq $17|&l|37022941ab| ACROSTBHACIOS TS Hom sapiens chromasome 19, cosmid RI30B3, comolete sequence [Home £.037]
6313.5eq 508 | i[29964]ermb| X16312|HSCKIl Hurnan mRNA for phosvitin/casein kinase |l beta subunit 3]
6314.5eq 517

6315.seq 523 |2i]1 348263]ebiUT 7554(HSUTTS594 Huenan tazarotene-induced gene 2 {TIG2) mRNA, cormolete cds 0
6316.5eq 195| &l|5456766|gh]AF 1 28301.1 |AF128301 Staphylococcus haemolyticus straln ATCC29213 topoisamerase IV 08|
6317.seq 513 El|339722|8_b]J03592|HUMTLCA Human ADP/ATP translocase mRNA, 3' end, clone pHATS. E-159
6318.seq 5041 8i|48B5204jrefiNM_005231.1|EMS | Homo sapiens ems] seguence {mammary tumor and sauamous cell of
6319.5eq 516 |g1|32336]|emb|X14957|HSHMGH Human hmgl mRNA, for high mobility group protein | 0
5320.5eq 510 gil4038072]gbACO06198|ACO06198 Homo saplens, clone hRPK.3_A_1, complete sequence [Homo sapiens] 0.036
6321.5eq 503 &li6137 T95ref|NC_001807.2{| Humian mitochondrion, complete genome i
6322.seq 334)1|3859060]emb|AL031643.1|H5 769020 | Human DNA sequence from clone 768020 on chromosome X021.1-21.3 Conty 1.00E-04]
6323.5eq 503 |=i|5454185]refiNM_006336.1|ZYG| Homo saplens ZYG homolog (ZYG) mRNA >gi|2769561 [emb|X99802|HSZ Y G H; _o
6324.58q 527 |gil} 469867|dbi|DE347T|DE3477 Humart mRNA for KLAAD143 gene, partial cds 5.00E-23
6326.580 523 | gi|31091jemb|X16863|HSEF1AC Human MRNA for glongation factor 1-alpha (clone CEF4) 0
65326.5eq 524|gi|894161|eb|LOT0E3|MUSFKRBP Mus lus FKBPES binding proten mRNA. complete cds 2 .D0E~-98|
6327.5eq 518| gi|532596}ebiM1 2753 HUMIG J02 Humnan ig J chain gene, exons 3 and 4. E-180]
6328.500 500|257 8051 |ernb|Z§3928|HS127814 Human DNA sequence from PAC 127814 on chromosome Xa22 D.14
632%.50q 512 gil4389419|eb|AEQQ 574 AEOO1 574 Drosophila melanogaster Antennapadia comelex {(ANT-C).section 2 of 2 of £.009
6330580 525 | gl[56797 S4lemblALD35701.1 3{HSBH1 Human DNA sequence from clone 881 on chromosome 6p11.2-21.1 Contains 0.009
6331580 506 l49207 14ghlAF 151881 1(AF151881__| Homo sapiens CGI-123 protein mRNA, complete cds 0
6332 500 5031gi|5931373|gb|AC008122.15|AC008122_| Homo sankens 2031-33 BAC RPCIT1-1021H16 {Roswell Park Cancer Institute 056
6333.5eq 502 | gil38R2224]dbilAB01 8255.11AB018295 | Homo saniens miNA for KIAADT52 protein, partial ods 0
6334.5¢Q 499 | gif1620016|dbilD8T666|DB7 666 Human heart mRNA for heat shock protein 99, partlal cds 4.D0E-45
6335.58Q 433 | 2/[4885660 ref|NM_005433.1|YES1] Homo sapiens v-yes—1 Yamaguchl sarcoma viral oncogene homolog 1 0
16337.5eq 509 | gi[5031748[ref|[NM_005517.1|HMG 17| Homo sapiens high-mobility group (nonhistone chromosomal) protein 4
6338589 379 gi|37120[emb|VO0534[HSTHIO Human mRNA for metallothioneln from cadmium-treated cells L]
6339.seq 502 | gi|6114593jembiAL109748.2{HS256M13 | Homa saplens chromosome 21 PAC RPCIPTD4M13256Q2, complete sequence Oﬁl
6340.5eq 503

6341 seq 362 | g|4731295|gb|AF117228.1)AF117228 | Homo saplens MHC class | antigen HLA-A gene (HLA-A+02x0¢ nult atiele), 0
6342 seq 503 | gi[$32596]eb|M12759[HUMIG.J0Z Human Jg J ¢chain gene, exons 3 and 4. E-136
6343389 505 gi|4835552,dbj|AP000223.1]APD00223 | Homo saplens genomic HNA, chromosome 21623.2, LLS6-APP region, [4]
6344.5eq 506 ;gi[1469307{gh|US7456|HSUS7456 Human transforsing growth factor-beta signaling protein-3% {bsp-1) 1.00£-60
|6345 560 283 |1j969145{emb{ X7 T548|HSRFG1 H. sapiens cDMA for RFG E-130
5347 seq 511 |2i]3327139|dbj]ABC14563|ABO14563 Homo sapiens mMRNA for KIAADGE] protein, complete cds )
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6348.5eq 518/ gi[5466447 |ref|NM_DOE8TO.2|ADF| Home sapiens destrin (actin depolymerizing factor) (ADF), mRNA |
l5349 5eq 507 | gi|4507556|ref|[NM_DC3278.1|TNA| Homo sapiens tetrarectin {plasminogen—binding protein) (THA) MRNA 0
5352 5eG 381 ﬂ4503470|r2f|NM_m1 402.1|EEF1A1 Hamo saplens eukaryotic translation etongation factor 1 alpha 1 E-157
6353.5eq 501 | gil4087897]gb|U71267|HSUT1 267 Human potentiaf transcriptional repressor NOT4Ho (NOT4H) mANA, E-133
§354.seq 515 gi{3043579|dbi|ABO11100|ABO1 130G Home sapiens MRNA for KIAADS2E protein, complete cds 0]
6355.5eq 50| elf) 765937[gb|U4T07 T|HSUATOT7 Human DNA-deperxlent protein kinase catalytic subunit (DNA-PKcs) mRNA, 0
5356.500 443 | i|4049267|@B|UT T T 4HSLN 7714 Mome saplens putative tumor suppressor ST13 (5T13) mRNA, complete cds 2
5357 seq 210 gij6434225|emblAL132963.1|ATT21)18 | Arabidopsts thallana DNA chromasome 3, BAC clone T21418 0.029
6358 5eq 506 gi|1619955) E|U720631HSU72063 Human immunoglobulin kappa chain constant region gene, partial cds Q.
6360589 528! 2i2765348emb{Y13829|HSMENL Homo sapiens mMRNA for MBNL protein E-137
£361 seq 496 |2i{35091 |emb|X16869|HSEF1AC Human mRNA for elongation factor 1-alpha (clone CEF4) o
£362.50q 508 | gi|600581 Viref|NM_007207.3|MKPS| Homo sapiens dual specHicity phosphatase MKP-5 (MKP5), mRNA O
6364.seq 50224759201 iref|NM_004710.1|SYNGR2| | Homo sapiens synaptogyrin 2 (SYNGR2) mRNA &
6356.58q 536 gil5031 744iref|NM_005516.1|HLA-E] Homo sapiens major histocompatibility complex, ctass |, E (HLA-E} G|
6367.5¢q 512]gi|5712734gb| AF1 54840.1HSRAB27A6 | Homo sapiens Ras-like GTP-binding protein (RAB27A) gene, exon £ and E-129
6368.5eq 810 |gi450T668 ref|NM_D03295.1| TP T3} Homo sapiens tumor protein, tr ally-controlled 3 {TPT1} 0
6369580 510 | gi{4505604|ref|NM_002580.1|P AP Homo sapiens pancreatitis-associated protein (PAP) mRNA 1]
6370.5¢0 505 | k4972 261gb|U0B407XLUI0BAGT Xenopus laevis arginase 2 mMRNA, complets cds. 0.56
6371.5eq 510|gh5457323|emb|Z871653.12|HS3IBOAT Human DNA sequence from clone 380A1 on chromesome 16. Contains two 0.009
6372.5eq 510 git3483787 |gh{ AFGAE442HLIMZDBTE04 | Homo sapiens full length insert cONA clone ZD81804 E-128
6373.5eq 504 | 21|2440066|emb|Z35125|HS27K 14 Human DA sequerce from PAC 27K14 on chromosome Xp11.3-Xp11.4. Con| 0
6374.5eq 519 gi|4505452]refiNM_002525.1|NRD1] Homa sapiens nardilysin {N-arginine dibasic convertase) (NRD1) mRNA 9
6375.5eq 497 |gi|4502292]refiNM_001685.1|ATPS) Homo saplens ATP syrithase, H+ transporting, mitochondrial (ATPS) 0
6376580 532 |l|5791509|emblALOS0341,18[HSDJ39GE Human DNA sequence from clone 39G22 on chromosome 1p32.1-34.3, ¢ 0.038|
5377 580 500 | gl}510603|emb|X68303{HSC YCLA H.sapiens cych gene for cychn A 0
§378.5eq 506 | gi[5174602jrefiNM_006097.5{MYRL2| Homo saplens myosin regulatory light chain 2, smoeth ruscle isoform 0
5379.seq 502 | gi|5732182{gb]ACOD6454.3|AC006454 | Homo saplens clone DJOBS2POG, complete sequence [s]
6380.5eq 392 | gi|4502988jref]NM_001B65.15COX7A2] | Homo saplens cytochrome ¢ oxidase subunit Yita polypeptide 2 0
6381seq 504 | gil4503048|ref|NM_001312.1CRIP2( Home cysteine-rich protein 2 (CRIF2) mRNA 0
6382.5eq 248 2i[459835(|gbjLT2387|HUMSRICEP Human sorcin {SRI) mRNA, complete cds. £-133
6383.s5eq 527 | gi[1813655|gh|UT9589|HSUT79588 Hurnan clone RO immunogicbulin Bght chain mRNA, partial cds E-146
5384.5eq 503 gll2224646|chi|AB002351]AB002351 Hurman mRNA for KIAA0353 gene, partial cds 0
6385.5eq 502 | &ll) 407654|eb{ USBEB4|MMUSRES4 Mus musculus SHI: Ining protein SH3PT mMRNA, complete cds. similar 2.00E-56,
6386.5eq 506| gl|38434jemb|XTO326{HSMMAR H.saptens MacMarcks mRNA 0
6387.seq 505| &1[34439312|dhi|ABO16871.1|ABD168T1 | Arabidopsls thakana genomic DNA, chromosome §, TAC clone: K161.22, 034
6388.5eq 508| i|598221|gb| L3466 THHUMPECAMZT Homa saph patetet/endothellal cell adhesion molecule—1 $.00E~-34
6389.seq 505 gi|4502694|refiNM_001788.1|CDC1Y Homo sapiens cell dhvision cycle 10 {(homologous to CDC10 of S. 0
6390580 441 gi|553241 2gb|AF138302.1AF138302 | Homo sapiens decorin variant C mRNA, complete cds £-139
6391.5eq 504/ gt|644884|dbj|Dd541 7| HUMMA Human mRNA for mesotrypsinogen, partial cds 0
6302.seg 287 |gi|4506668jreANM_001003.1|RPLP1 Homo sapiens ribosomal protein, large, P1 (RPLP1) mRNA E-133
6393.5eq 522 gi|3851 208gb| AC004067|ACDO4067 Homo sapiens chromasome 4 clone B366024 mao 425, complete sequence [3)
6394.589 522 gi[165703]|ghiM7G6233{RABSMMLCKR Rabbit smooth muscle myosin kght chain kinase mRNA, complete CDS. 1.00E-11
6395 600 Homo saplens long CBL-3 protein (CBL-3) mRNA, aternathvely spliced 0
6396.5eq Home saplans 12q15 BAC RPCI1-38008 (Roswel Park Cancer Instiut 2 00E- 18|
6397.5eq Homio saplens Chromosome 11014.3 PAC clone pD1292d23, complete sequend 4.00E-083|
6398.seq Hurnan urate oxki o exon 8 sequence. E-128
6399 5eq Homo saplens v—yes-1 Yamaguchl sarcoma viral related oncogene homolog 0
6400589 Human mRNA for dihydrolipoamide acetyitransferase (PFDC-E2) (EC 0
5401 seq Homo saplens E21G3 (E21G3)} mRNA. complete cds [3]
6402 seq Human Chromosome 11014.3 PAC clone pDJ950eT, complete sequence [Hom 4.00E-D5
6403 seq Homd sapiens mamimary tumor—associated protein INTE (INTE) mRNA, o)
5404 520 Homo sapiens turmnor protein, transiationally-controlled 1 {TPT1) 3]
6405.5ea 508 21|11 514580/ emibyX85747|HSIGKLCS H_sapiens immunoglobulin kappa chain (clone: 5} E-179
6406 580 615 | gil4507544]refINM_003272.5| TM7SF1| | Homo sapiens transmembrane 7 superfamily member 1 (upregulated in 0
5407 seq 517]41|3059060|emilALO22401|HSI3LT Homo sapiens DNA sequence from PAC 93L7 on chrornosome Xazl, C L 0.037
6408.seq 504 | gl}450641 2{ref|NM_002884. 1RAP1A] Homo sapiens RAP1A, ber of RAS family (RAP1A) MRNA 0
6409.5eq 357 | g1591031 |eb|UST486|LIE7 486 Methanococcus j section 2B of 150 of the complete g 0.099
5410589 510|gii6137796]ret|NC_001807.2(| Hyman mitochondrion, complate genome 0
E412.5eq 507 | gi|3183974|emb]Y10183,1HSMEMD H. b mMRNA for MEMD protein 2.00E-93
6413.5eq 515 gH3638951 et ACD04901 ACOD4901 Homo saplens PAC clene DJOB17118 from 7p11.2p13, comolete sequence 057
6415.5e0 50418i|4309807|gb| ACODES26IAC006926 Homo saplens BAC clone RG330P 16 from Ta31.1-031.3, complete sequence 0.002|
6416.5eq 525 | gil4753284{gbl ACO0T0R6.2|ACO07025 | Homo saplens PAC clore DJOG7IN1G from X, ¢ lete sequence ¢.037
6417 50q 532 | gila504446irefiNM_002137.1|HNRPAZB1] Homo lens heterogeneous nuclear riboruch in AZ/B1 (HNRPAZB1) )
E418.5eq [NM_004911.1|[ERPTO Homo saplens proteln disulfide isomerase related protein 0
6419.5eq Human decorin (DCKN) gene, exon §, complete cds. 0
5420580 Homo saokens ostedinductive factor QIF mRNA, late cos O
6421 seq Human (fetal) rearranged lgM chain VDJ-region mRNA, clone 20P3. E-172
6423 seq gl450427Bjref{NM_D02107.1|HIF3A] Home saplens H3 histone, famity 3A (H3F3A) mRNA E-145
5424580 505 gi|148B412|gh SB2081|SB2081 NB=tumor axpression—-enhanced gene [human, NCE H-69 celt line. mRNA, Ly
5425500 524 INM_D06826.1) YWHAQ Home saplens brosine 3-moncoxyzenase/ tryptoohan 5-r of
6426.5eq 446/ gi|5454151 |refjNM_006294.1|UQCRE| Homeo saplens ubikauindl-cytochroms ¢ reds bincking proteln O
6428.5eq 515 g1|4240244{chi|AB0O20685.1JABDZ06RS | Homo saplens mRNA for KIAAQB?S protein, complete cds E-157
6429.5eq 308|gi|5578733|eb|AC00T435.12{AC007435 | Homo saplens, clone 6 C 10, Hete sequence E-172
6430.5eq 509|2il4505812|ref|[NM_003746.1|PIN| Homo saplens chynein, cytoplasmic, lght polvpeptide (PIN) mRNA [s)
6431.5eq 505|gl|5802725|ref|NM_005808.1| TDPX1| Homo sapiens thioredoxin-dependent peraxide reguctase 1 ol
6432 seq 4DB| 60131 54)eb|AF129290.1]AF129290 | Homo saplens p35srj gene, alternatively spéced product and complete E-123
6433.seq 469 | gl 669681 |ermbiZ 82901 JHSS06G 2A Human DNA sequence from PAC 506G2 contalns ESTs 0.13
6434.50q 512 | gH23690¢ermb|X56932|HS23KDHBP H.sapiens mMRNA for 23 kD highly basic protein 0]
6435.seq 504|g#182310}ab| L 10320{HUMF 168P A Human fructose—1 6-bisphosphatase h er gene, C lete cos. 0
6436.5eq 376 )| 348706)gh|L 22569|HUMCACTHES Homng saplens cathepsin B mRNA, 3 UTR with a stemrloop structure 1.00E-41
6437.5eq 205 | gi|1 136401 |chj|D79993|D79893 Human mRNA for KIAADLTT gane, tete cos 5.00E-39
B438.5eq 351 gil532596]|gh{M12758| HUMIG.102 Hurman |g J chaln gene, exons 3 and 4. 0
6438.5eq 351 | gi|532596|ghiM 12759 HUMIG JO2 Hurnan lg J chain gene, exons 3 and 4. 0
6439.3eq 2595[gi[12157411gb|U49083|HSLI49083 Hurnar cell surface heparin binding protein HIP mRNA, complete cds 1.00£-53
5440.58q 260 | gil4455570jembjALOI3384.2|HS523ET9 | Human DNA sequence from clone $23E19 on chromosome 6p11.2-12.3 0018
5441 .5eq 507 | gl|4507668[ref[NM_ 0032951 TPT1| Homo tumor protein, trans Jhy-c lled 1 (TPT1) 0|
6442 5eq Human chromosome 14 DNA sequence *++ IN PROGRESS ==+ BAC R-8T3E2 200E-25
5443 .seq Homo saplens electrogenic Na+ bicarbonate cotransporter {NBC) mRMNA, 0.57
£445 seq Homo sapiens DEAD/H {Asp—Glu-Ala-Asp/His) box polypeptide 5 (RNA [a]
5446.5eq Hormo sapiens eukaryotic transiation elongation factor 1 alpha 1 [s]
6447 seq Human ig J chaln gene, exons 3 and 4. E-174
6448 5eq Human DNA sequence *»» SEQUENCING IN PROGRESS *»* from clone dJ6g 0.036
6443 5eq 1 Human Ig J chakn gene. exons 3 and 4. E-122
6450.5eq 512|2i|4504162jreflNM_002093.1|GSK3B] Home sapiens glycogen synthase kinase 3 beta (GSK3B) mRNA 0
6451.5eq 506Lgi|51 T4446{raf|NM_OD6098.1|GMNB2L1| | Homo saplens guanine nucleotide binding protein {G protein), beta 0
6452.589 508/ gi[5449479]gb|AC0O09510.9|AC009510 Homo saplens 12p11-37.2-54.4 BAC RP11-111018 (Roswell Park Cancer 0.56
6453.seq 506|2|5453923|ref|[NM_006230.1|FOLD2| | Homo sapiens polymerase (DNA directed), delta 2, reguiatory suburit o
6454.s2q 508|g1{2440222|dhi|ABOOSS40|ABO05540 Rattus rattus mRNA for PCTAIREZ2, complete cds 1.00E-51
6455 .seq 509 gl|5730058|ref|NM_O0EE53.1{SNT-2| Homo sapiens suc! -associated neurotrophic factor target 2 {FGFR 0
6456.5eq 515 Qtzswsmlreﬂ' NM_DO1065.3{TNFRSF1A Hemo sapiens tumos necrosis factor receptor superfamily, member 1A 0
645B.5eq 506/ gi|45081 12|t ACOO5071.2LACO05071 | Homo sapiens clone RG161AQ2, complete sequence E-i75)
6459.5eq 510! gi|2765422|emb| Y147 36{HSIGG1KL Home sapiens mRNA for immuneglobulin kappa light chain 0
6461 58g 510 gi|4375997|emb]AL034428.1|HS705D16 | Human DNA sequence from cione 705016 on chromosome 20p11 22-12.2, 22
|6462 seq 511 gl|a557580irefINM_0O1 444.1|FABPS| Horma sapigns fatty acid binding protein §, psoriasis-associated 9
6461.5eq 513 | gi|6102854embiAL1 22052, 1 [HSMBD1 204 Hormo sapiens mRNA: cONA DKFZp727M031 {from clone DKF2p727M031) D
6464.5eq 505 | 2i|4502860]ref|NM_001284.1[CLAPS3] | Homao saplens clathrin- associated /assernbly/adaptor orotein. small 3 O
6465580 199/ gi[2662078|dbj|ABOOTAEIABO07450 | Homo saplens KIAAGI93 MRNA, partial cds 2.00E-A1
£466.5eq 509 gil4501 38B|ref|NM, DO1615.HACTG2| Homo sapiens actin, gamma 2, smooth muscle, enteric (ACTGZ) mRNA O
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6467.5ea 504/ gil60057794refiNM_007276.1|CBX3|_ Homo sapiens chromobox homolog 3 (Drosophila HP1 gamma) (CEX3), mRNA E-133]
6468.5eq 532 gi)33745|emb|X57823[HSIGVL.033 Human rearranged mmunoglobulin lambda light chain mRMNA 0
6469.5eq 514|gi|3115228temb| YOBI94|HSHLABS1G Homo sapiens MRNA for HLA-B antigen alpha chain (B+5108) 0
6471.5eq 482 | gil5725257{emb|AL080248.7|HSBA19D2] Human DNA sequence from clone 1902 on chromosome 20, complete sequens 0.4
6472.5eq 503 |gi|5656683jab|ACO08008.2| ACDOBDOS Homo saplens Xp22 PAC RPCI6-102 (Roswell Park Cancer Institute Human 22
G4T4.580 505 gI]1783931eb|M26761 |[HUMALDHIZ Human akdehyde dehydrc 1 (ALDH-1) mRNA, 3 end. 0l
6475.5eq 507 | gi{33776]embiX63399|HSIKLVAZ6 H.sapiens DNA for |G kappa light chain variable region A26 E-125
§476.5eq 513 | gil45081 20igh| AC006042 2|AC006042 _| Homo sapiens BAC ctone NHI505D17 from 7p22-p21, complete sequence 0.57
6477.5eq 185| &i{6137796irefiNC_001807.2| Human mitochendricn, cormplete genomsa 1 OOE-64
§478.5eq 430[21{2136871|emb|Y091 BOHSSUB15 H.saplens Subt.S mRNA E-121
6479.5eq 506 |2i{34526/emb[X07982|HSMEAS] Human mRNA for melanoma-associated antigen ME491 [1]
6480.5eq 511 || 84428)gh|J04621 HUMHSPGC Human heparan sulfate proteogiycan {(HSPG) core protein, 3' end. 0
6482.5eq 502 | gil4B09272irefNM_001153 2JANXA! Horne sapiens annexin 1V (placental anticoagutant protein (1) (ANX4) ]
6483 5eq 506 | 2i[532596|eb]M1 2759|HUMIG J02 Hurman I8 J chain gene, exons 3 and 4. E-137
6484.5eg 504
E485.5eq 512|gi[2462401 lemb|Z98049[HS427 A4 Human DNA sequence from PAC 427A4 on chromoseme £q26-427, Contains 0.009
6486.5eq 523 |gi[1033336]emb|Z60958|HS3DEF H.saplens CpG Island DNA genomic Msel fragment, clone 3d8, forward 3. BOE—SS'
6487500 467 |2il4503304|refiNm_001926.1|DEFAG) Horna saplens defensin, alpha 6. Paneth cell-specific (DEFAS) mRNA o
6488.5ea 517 |g1|5453653[ref|NM_006360.1|GA1 7] Homo sapiens dendritic cell protein (GAI 7} mRNA of
6489.5e0 510|gi[5542019(eh|L32640.1)L32610 Horno saplens Hbonucleoprotein mRNA, complete cds E-179)|
€491 5eq 505/ gi|1 82696)gb|M 1908 HUMFNC Human ceflular fioronectin mRNA. o
6492.5eq 520/ i[1 86409]gb|M381 77 [HUMING FBP A Human inhibitory sulln-like growth factor binding protein 4]
6433 seq 527 |2i|545647 1}dbitABI2001 8.1)ABO20018 | Homa sapiens mRNA for prokyl endopeptidase, complete cds Y
|6494.5eq 508 | &i|491 4348{gb|ACO07537 3|AC007537 _ | Homo saplens 12p12 BAC RPCIN1-267.23 {Roswell Park Cancer Institute Hu 0.4
6495.589 503 | 2i[29964]emb|X 1631 2[HSCKII Human mRNA for phosvitin/casein kinase |l beta subunit [y
16496.5ea 505 | gi|39351531gb|ACO0607T|ACO05077 Homo saplens chromosome 5. P1_clone 254f11 (LBNL HE2), complete Y
6487.5eq 504 | gi|3927856[eb|ACO0SIZHACO05520 Homa sapiens chromosome 17, clone hRPK.T00_H_6. complete seauence [Hor Q
6499 seq 510|gl|450461 8jrefiNM_001553.1|KGFBP 7] Homa saplens Insulin-like growth factor bindine protein T (IGFBPT) a]
6500.5eq 500 | i 19097 8|gb|M18863[HUMREGA Human istet of Langerhans regenerating pratein (reg) mRNA, complete 0
6502.380 Homo saplens ribosomal protein $8 (RPSB) mRNA 0
6503.seq Human islet of Langerhans regenerating protein {reg) mRNA, complete 4]
6504589 Homo saplens HCAP-H mRNA, partial cds 4]
6505.5eQ Bes taurus mu— and alpha-innmunogiobulin-asseclated J-chaln mRNA, 3.00E-89
6506.5ea Home saplens CG1-39 protein mRNA, complete cds 0
6507500 Plasmodium falciparum chromosome 2, section 23 of 73 of the k £.037
6508.seq Homo sapiens genomic DNA, chromostme 21622.1, clone B41N19, SOD-AML 0.009
6509.5eq 507 | gi|4506862{reflINM_003001.1{SDHC| Home saplens succinate detydrogenase complex, subunit C, integral [4)
6510.5eq 46B|2il610287HlemblAL 122075.1|[HSMB0122 Homa sapiens mRNA; cDNA DKFZp-434N0T35 (from clone DKFZpd34N0T35) E-134
6511 3eq 506 | gi|580257 HrefiNM_005793.1{AOP1 | Homa sapiens antioxidant proteln 1 {AQP1), mRNA [s]
6512.56q 504 |g1|381061 7|z ACO02055]ACO02055 Home saplens Chromosome 22q13 Cosmid Clone nl g3, complete sequence E-131
6514.5eq 306 |gi|591 22 117664.1|HSMB01204 Homo sapiens mRNA; cDNA DKFZpSB6L2024 {from clone DKFZp586L.2024) E-159
6515.5eq 320/ gl[227497 3emb]X81 300 HSNADHMF H.sapiens mRNA for NADH dehydrogenase E-170
6516.seq 498]21|5295831|emblAL031118.19|HS153G 14 Human DNA sequence from clone 153G 14 on chrornosome 6021.3-22.2, 2.00E-22
E517.seq 161 | gl|3954884]embl A1 04424HSADI 0442 | Homo sapiens MRNA for immunogiobutin kappa Bght chain, anti-RhD, 4.00E-70)
6518.seq 498| 21)3046267|gblACO04546|AC004546 Drosophila melanogaster DNA sequence {P1s D502684 (D134) and D500269 0.035]
5520.5eq 401 | gI|6869136|gb|AF152365. 11AF 152365 Homo sapiens constitutive fraglle reglon FRA3B sequence 0.028|
6521509 119/ gi}4699968|RbIACO063T3.2|ACO0B573 | Homo sapiens PAC clone DJOS09F)12 from 7a34-936, complete sequence 0,029
6522 seq 516 &l}3169206|eb]ACO04253|ACOD4253 Homo sapiens chromosome 17, clone HCIT542B22, complete sequence [Hornd 2.00E-31
6521.seg 341 gil181207|gb|M1 3267 [HUMCUZNDI Hurman Cu/Zn superoxide dismutase gene. 0
6524.5ea 501 | gi|1514580{emb|X95747|HSIGKLCS H.saptens kmmunogiobulin kappa chain {clone: 5} E-168
6525 380 T61gi[5817203|embjAL110251.) |HSM800913 Homo saplens mRINA; cDNA DKFZp434P041 (from clone DKFZp434P041) A.00E-35)
6526.5eq 508 | gi|5701986]emb{Z981 TEISTVLEXI Streptococcus thermophiius varlable locus including exopolysaccharide 0.56]
-|6528.5e 525 | &il6179869|gb]AF103775.1|AF103775 Hotno saplens clone P13 arti-phospholipid immunoglobulin ight chaln Dl
6530.5ea 511 |gi|3236226)gh| ACO04550|AC D045 50 Homo saplens 12q13.1 Cosmid C174F5 {Lawrence Livermore LL12NCOT or 0.14]
6531 .5eq 254 2i[181532|gh|MITI25[HUMDEFSA H.sapiens defensin S gene, complete cds. E-I.13J
6532.5eq 504 | g| 3406049 gb]ACO0S0TO|ACO0S07C Homo saplens BAC clone RG152G 17 from 7q22-g31.1, complete sequence 0
|6533.seo 149 | gi6O0A528)emblALD49T13.15{HSDJ24 1] Human DNA seauence from clone 247C2 on chromosoine 11013, complete 0.002
6535.58q 600 | gi{3B73461|emipjALO3 1278]HS154A10 | Human DNA sequence from clone 154A10 on chromosome 1024 Contairs EST 0.57'
6536.5e0 508|21]45034 14jrefiNM_003684.1|DUSP 1| | Homo sapiens dual specificity phosphatase 11 (RNA/RNP complex 0
6537.5eq 506 gi[5032156jrefiNM_005648.1[TARBP1] | Homo sapiens TAR (HIV) RNA-binding protein 1 {TARBP1) mRNA 0
6538.5eq 3N L$22124.1|HSMB012B4 Homa saplens mRNA; cDINA DKFZp586J1521 {from clone DKFZpS8EJ1521) E-160,
6539.38q gi[1200181|gh{L43331 7|HSUIINT Human defensin 6 (HD-5) gene, lete cds 1.D0E-75
6540.5eq 505 | i[1037941 [embiZ6511 9{HS200811R H.saplens CoG island DNA genomic Mse1 fragment, clone 200b11, E-128t
6541589 5| 8|&i|1237277|ebjL26335|GPIZFPA Cavia porcellus zinc finger protein (zfoC1) mRNA. complete cus 2.00E-78
6543.5eq 503 | gi|4502030[refiNM_D00E8S.1]ALDHI} Homo sapiens akdehyde dehydrogenase ¥, soluble (ALDH1) mRNA. and 1]
6544 5eq 511 gI|4007232]emb|ALO3 1 289|HST30H1 | Human DNA sequence from clone T35H11 on chromesome 1p33-34.2 Corrtair] 0.14
5545589 447
£546.58q 504124557 800{rafiNM_000270.1|NP| Homo sapliens nuckeoside phosphorylase (NP) mRNA 0
6540.5eq 513 @4501858]reﬂNM#M3295.1[TPT1| Homo sapiens turnor protein, translationally—controlled 1 (TPT1) D)
£549.5eq 410 | gi|6005965]refiNM_007145.1(ZNF146] | Homo saolens zinc finger protein 146 (ZNF146), mRNA =121
1655052 465 | 81)38569314|ghAFOT1 74TIHSTOP2AI0 | Homo merase il alpha {TOP2A) gene, exons 34 and 35, - o
6551.5¢q 16657 74|dhj|D8T443|D87443 Human mRNA for KIAAOZ54 gene, complete cds E-151
£6552.5eq 396|gl5791501[emb|ALOTB615.2|HSIBL1S | Homo sapiens chromosome 21 PAC RFCIPTOAL1598Q2, complete sequence Q11
6553.5eq 230|li572996 7 |refiNM_006713.1|PC4| Horno sapiens activated RNA polymerase W transcription cofactor 4 4.00E-T1
B555.580 510]1|4902805 emb|ALD40640.4|HSJ734C 18 Human DNA sequence from clone 734C18 on chromosome 20, Contains STSs! 0.002
5556.5eq 307 | i]1905905]gb{ADO0DNA2|CHISHHR23 | Homo sapiens DINA from chromosome 19p13.2 cosmids R31240, RI0272 and E-153
6557 seq 403 |2i|45080465|ref|NM_003461.11ZYX| Homo sapiens zyxin (ZYX) mRNA >gi|1545953emnb| X95735{HSZY XINZR Homd &)
6558 5eq 75| gl|3B600TE|g{AFOSTOZ1{AFO97021 Home saplens GW112 protein (GW112) mRNA, complete cds 9.00E-29)
6559.5eq 370| 21|3483909]gblAFOBE564|HUMZE 16001 | Homg saplens full length insert cDNA clone ZE1 6001 0
B560.580 504 | gl|4503480refiNM_001404.1|EEF1G] Homa saplens eukaryotic translation elongation factor 1 gamma 0
6561.5¢0 311 gi}2828780gh| ACC03051[ACO03051 Homo sapiers chromosome 17, clone 28948, complete sequence [Homg 0.34)
6563 seq 506 | gi|33450jemb| X1 71 I 5{HSIGM20) Human mRNA for {gM heavy chain complete sequence E-166
6564.5eq 501 | g1[401844]gb|L 05093|HUMRIBPROC Homo sapiens ribosomal protein L18a mRNA, cormplete cds 0
6565.5ea 504 gi[3892962|gbjACO04442|AC004442 Drosophila melanogaster, chromosome 2L, resion 22A3-22A7, P1 clone 1.D0E-04
£567.5ea 498|gi[4689103|gb]AFQ7 T028.1|AFOT7028 Homo sapliens NADH-ublguinone oxidoreductase ASHI subunit precursor, 1]
6568.58q 211 |git1 77162|gb|MITSE0|HUM21 SEQE Human {clone LAI1T1) chromosome 21 sequerxe. 6.00E-82
6569.5eq 511 |gl|475857 1irefiNM_00487 2.1 |HSPCO01] | Hoema saplens mouse tropomyasin homolog (HSPCOO01) mRNA B
B571.5eq 4901|4503 796]ref[NM_D00146.1[FTL| Homo sapiens ferritin, light polypeptide (FTL) mRNA k¥
6572.5eq 508 |21[4929770|gb{AF151902.5|AF151909 Homo sapiens CGJ-151 protein mRNA. complete cds E£-155
6573 seq 206 | gi[337415|ghMI240SIHUMRIGA Hiuman homologue of rat insulinoma gene {rig), &xons 1-4, 7.00E-97
6574589 496 | gi]2281904|gb)UTB0271HSUTE027 Homao sapiens Bruton's twosine kinase (BTK), albha~D-galactosidase A E-173
6576.5ea 350] gi[1814191|gh| ACCO01 25|HSACD00225 | Human Cosmid g1 572037 from 7031.3. complete sequence [Hormo sapiens] 1.00E-04|
6577 seq 123]&l|36135/emb|Z12962|HSRPLAT H.saplens mRNA for homologue 1o yeast ribosomal protein L41 2.00E-18|
6578.5eq 512 |2i|261239{eb|$50732/550732 Iy bubn M light chain V reglon=antl-loid A antibody [human, E-176
6580.seq 469 | gi|4506662)ref{NM_000%73.1{RPLE| Homo sapiens ribosomal protein LB (RPLB) mRNA [¥)
6581.5eq 195 gi[3954884]emb|A J010442{HSA010442 | Homo sapiens mRNA for immunoglobulin kappa lihit chainy, anti-RhD, E-106
6582.seq 511 [gil6137796]ref|NC .001807.2]| Human mitochondrion, comolete genome 0
16583.5eq 511 [gi4557853|refinM_000239.1|LYZ] Homo sapiens lysozyme (LYZ} mRNA >gi|1 57243|eb|J03801 [HUMLSZ Human 0
6584 seq 400|g1j36135embiZ12962{HSRPL41 H.sapiens mRNA for homologue to yeast ribosomal protein 141 Q)
B586.5eq 465 gi|5174386iref|[NM_006017.1JACT 33| Homo saplens hema letic stem cell antigen (ACT33) mRNA E-167
|6587 seq 306 | g)l6137796|ref|NC_001807.2]] Human mitochondrion, complete genome 1.00E-71
6588 .56 530| gil4585468]eb{AF1 27036, )| AF 127036 | Homo saplens calclum-activated chioride channel protein 3 {CaCC1) L]
6580560 307 | il4506636]ref|NM_000995.1)RPL34] __| Homo sapiens ribosomal protein L34 (RPL34) mRNA of
530,580 502 | gi[2337868|gb| ACO02461 [ACO)2481 Hurnan BAC clone RG204116 from 7a31, complete sequence [Homo sapiens] !5.('.!(.1E‘0‘l1
6582 seq 5241gi)3762548|eb|ACO0OBDI 2 B|ACO080I 2 _ | Homo sapiens 12013 RAC RPCI11-388F6 (Roswell Park Cancer Insttute Hum 0.002
6553.520 518 g(|532596[b]M 12758[HUMIG JO2 Human Ig J chaln gene, exons 3 and 4. E-140
5594.5eq 5123337 382[2b| AC 02544 HUACO02544 | Horme sapiens Chromosome 16 BAC clone CIT387SK-A-T51HS, complete seq) 7.00E-53]
5595560 193 | giS45798|gh|S71043]571043 Jg alpha Z=immunoglobulin A heavy chain allotype 2 {constant region, 4.00E-89,



6596.580 504 | gil185397|g0{L.O3TE2HUMIGHHA Human Ig rearranged gamma-chain mRNA V-region, partial cds. E-168
65a7sea | 347 | gi|4185788]jeb| AFQISBBBIHSETSF Horno saplens transcription factor E1AF gene, exon § 4.00E-10
6596.5eq 523 | gI|4504688|ref|NM_0D0BB4.1)MPDH2{ | Homo sapiens IMP {inosine monophosphate) dehydrogenase 2 (IMPDH2) 0
les00seq | 508 gi]4229770)gh|AF151909.1|AF151809 | Homo sapiens CGI-151 protein mRNA, cormplete cds 0
6601 580 510/ gil4506694|ref|NM_001022.1|1RFS19] Hamo sapiens ribosomal protein 519 {RPS18) mRNA 0
6503 seq 422 | l|4894964|gbIAF140554.1 |AF 140554 Avena sativa DNA-binding protein WRKY1 (wrky1) mRNA, complete cds Q.12
5604.5eq 510[g/185397[blL O3 162 HUMIGHHA Hurman e rearranged gamma-chaii mRMA V—region, partial cds. E-174
660%seq 295 gil433557 jembjZ 23090|HSHS P28 H.sapiens mRNA for 28 kDa heat shock protein Q
6606.5ea 853 | gi|1 B5922)gb|M29469HUMIGKAX Human Ig rearranged anti-myelin kappa-chain mRNA V-J4-region, o
6607 .seq 336 gI|5725737ref|NM_006598.1 |BC10| Home sapiens bladder cancer related protein (10kD) (BC10) mRNA E-133
6608.seq 510} gi|533213lemb|Z 36806]HSXS154 H.saplens {x$154) mRANA, 400bp E-126
6609.5eq 92|{gil181532]gb|M37925[HUMDEFSA H.sapiens defensin 5 gene, complete cds. 3.00E-2%
6610:5eq 196 ild126137]embiA J236925|SSR236925 | Sus scrofa mRNA for hypothetical protein (5'; clone 1D8) 3.00£-65
661 1.seq 114/g1{5430744|gb]AC00751§.2|F 16N3 Sequence of BAC F16N3 from Arabidopsis thaliana chrermeoseme 3, complete 0.028,
B612.5eq 501 | gi|5042231lemb¥13323.2[HSDISPRO Homo sapiens mRNA for disintegrin-protease 0
G6t3d.seq 245|gi|608516|gh| L1 6738|HSUT6738 Heme sapiens CAG-isl 7 mRNA, corpiete cds E-126:
6614.58q 495 gi|34526|ernbjX079B2|HSMEAT] Humar mRNA for melanema-associated antigen ME491 O
GE15.52a 5041 gi|6523828Lkb|ACO07239.2|4C007239 | Home sapiens elone NHODB3A12, cormpets sequernce 0.14]
6616.seq 479 gl|5763746_§errb[\AL049766.!4|HSDJ636h Human DNA sequence from clone 686M3 on chromosome 20q13.2-13.2, E-118|
661858 505! gi|47581 T3jref|NM_00440%.3,DMPK} Homo sapiens dystrophia myotonica-protein kinase {DMPK) mRNA o
6619.5eq 472 gi|4554251§:fM14506|HUmDPK Hurnan {clone PSK-J3) cyclin—dependent protein kinase mRNA, cormeiete D
6620.seq 4491 g1]4826495|emb|ALOI1733.3|HS455.57 Human DNA sequence from clone 45517 on chromosome 1924 Contains CREY D)
6621.5eq 509]i|2723315|dhj|D70831|D70831 Horna saplens MRNA for Zinc—finger protein, partial ods 4.00E-05)
6623.seq 509 &i|28403|emb|XQ4293|HSADHIG2 Human mRNA for lver alcohel dehydrogenase (EC 1.1.1.1) 2 £-128
65624.5eq 513 |gi[181615{gb|M3V 76T HLIMDNAMET Hurman C6-methylguanine—DNA methyitransferase mRNA, complete cds. Y
6625.560 521 gi|3980333|emblALO31584|HS1158E12 | Hurnan DNA sequence from clone 1158E12 on chromosome Xp11.23-11.4 (.ol 0.15
6626.500 507 | gil4583152|sbAF108211.1[AF10821 % Homo saplens cytosolic Inorgankc pyrophosphatase mRNA. partial cds )
6627 seq £24 | gi|5680486|dbjlABC28998.1|AB028998 | Homo sapiens mRNA for KIAATOTS protein, partial cds o
£628.5eq S04 | gi|1420890|gb{U43189|HSU43189 Human £ts transcription factors NERF-1a and NERF-1b (NERF-1a.b) E-150]
6629.5eg 152 | gl|5931930]emblA1239325.2{HSQ15C24 | Homo sapiens chromosome 21 from cosmids LLNLE116 1CE6 and LENLG1 16 24
6631.5eq 531 gi|6031191|ref{NM_005888.1|PHCB| Hormo saplens phosphate carrier, mitochondrial (PHC), solice variant 0
6632.580 481 | gi|S 174602 refiNM_00E037.1|MYRL2| Homo saplens myosin regulatory light chain 2, smooth rmuscle soform 0
£633.5eq 632 | gi[441402|emb| X7 2467 |HSIGKLY4E H.saplens mRNA for rearranged g kappa light chain variable region E-174]
6634.5eq 501 |gi|6137796|reffNC_001807.2)[ Human mi drion, complete genome 0|
6635.seq H.zapiens ACTB mRNA for rmutant beta-actin (beta'-actin} 0
£637.5eq Human mRNA for KIAAQ182 gene, partial cds 0
B638.seq Human messenger RMA fragment for the beta-2 microgiobulin 0
6638.58q Homa sapiens clone NHO33 1005, complete sequence 057
6540.5eq
6641580 Human Ig_J chain gene, exons 3 and 4. E-125]
6644.5eq Homo saplens mRMNA for KIAADS538 protewn, partial cds 2.00E-31
66453569 Homo sapiens coated vesicle membrane protein (RNP24), mRNA 0
6646.5eq Homo sapiens endotheln receptor type B (EDNRB), splice variant 1, E-176|
6647.seq Homo saniens celt surface glycoprotein P1H!Z precursor, mRNA, E-156]
6548 seq Homo sapiens clone P13 anti-phospholipid Immuncglobulin Bght chain 1]
6649.5eq Homo sapiens cathepsin L (CT5L) mRNA >gl[29714|emb] X12451|HSCATHL 0
6650580 H.sapiens defensin 5 gene, complete cos. E-115]
6651 seq Homo sapiens mRNA for immunoglobulin kappa fight chaln, - R, [s)
665250 524]4/(3928063|ghjACDOGOEE[ACO0B066 | Drosophila melanogaster, chromosome 2R, reglon 47D6-47E6, P1 clones 6.037
6653.58q 521 |2I|[4501882)refiNM_D01613.1|ACTAZ] | Homo sapiens actin alpha 2 (ACTA2) mRNA >gi[28329jemb|X13839{HSACTA 0|
6654 se0 305
6655 52 506 | gl|5803226jrefiNM_006826.1)YWHAQ| | Homo saplens tyresine 3-monooxygenase/tryptophan 5-monoaxygenase o)
6656560 511 gl|4506718jrefiNM_D02952,1|1RPS2) Homo saplens ribosomal protein $2 {RPS2) mRNA 0
6657.seq 513 |l 4092080{gb| AFQIBE42|AFOIBE42 Hormo saplens phospholipkd scramblase mRNA, comolete ods 9
6658.5eq 506/ gl500601 SirefiNM, 002305.2[LGALS1] | Homo sapiens lectin, galactoside-binding, soluble, 1 {galectin 1) 0
665958 508! i{4003394|dbjIABU20874.1]ABO20874 | Homo saplens genormic DNA of 9a32 anti-oncogene of flat epitherium O-U3§J
6660.5eq 524! gi|505032(emb|Z224725|HEMIG2GNA H.sapiens mitogen inducibie gene mig-2, complete CDS 0
66561.58q 523 @il5032050]ref|NM_005617.1[RPS14B| | Homo sapiens ribosomal protein 514 (RP514) mRNA [4)
5662.5e0 505 | gil4758027|ref|NM,_004369.1/COLGA3] | Homo sapiens collagen. type VI, alpha 3 (COLSAI) mRNA )
6664.5eq 509 2i|5230675|gblAF 159570.1 |AF 159570 | Homo sapiens regulator of G-protein sienaliing 5 (RGSS} mRNA, 9
6665.5ea 514 gi[1065999|dbilD26561.1]26561 Horno sapiens cellular DNA comaining a segment of Human papilioma 0.037
6666.5eq £35}gi4165479lemblAL031682{HS873P14 Hurnan DNA sequence from clone 873P14 on chromosome 20p12 Contains 5T 0.01
6567.5eq 515
6668560 521 gl refiNM_002580.1|PAP] Homa sapiens pancreatitis-assoclated protein (PAP)Y mRNA 0
6669.5eq 506 | gl5419848jembiALQIET 15.1|HSMB00559 Homa saplens mRNA: cDMA DKFZp564G032 {from clone DKFZp564G092) E-157]
6670 .5eq 504 | gl|5137756[refINC_D01807.2){ Human mitochondrion, complete [1]
6671 5eq 531 |gi|388031 LOS092|HUMRIBPROC Homao saplens ribosomal protein L11 mRNA, complete cds Et
Bfi72.seq 517 |2i[4503270jret{NM_001920.1/DCN| Homo saplens decorin {DCN) mRNA >gi] 181168]gb|M) 4219|HUMCSPG 1A Ot
6673.5eq 106/ gi[281551 ACC02523|ACD0R523 Home saplens Xa28 BACs 360 F12, GSHB-555C13, complete stquence [Hom TACOEﬁ_l
6674.5eq 521 | gi|5730475|gbiAF 1 10643.1|AF 110643 Homo h UMP-CMP kinase mRNA, lete oS O
6675.5eq 442 | gil4558656|gbACO0T063 A|ATACOO7063 Arabidopsls thaliana chromosome i BAC TI10FS genomic sequence. complete 1.9
6676.5e0 166/ g23690]emb] X56932|HS23IKDHBP H.sapiens mRNA for 23 kD highly basic protein 1.00E-85
6677 seq 509|gl}5123960§gb|ACO07527.6{ACD07527 | Homo sapiens 12p12 BAC RPCIT1-4N23 (Roswell Park Cancer Institute Humma 0.14]
6678.5eq 529 gH4581349]embiAL 035468.3|HE424E5 | Human DNA sequence from clone 424E5 on chromosome 8a13-14.3. Contaln: 0.59
6679.5eq 529 21)3342751]gb]ACO04991{ACC04991 Homo saplens PAC clone DJH186CO1 from 7921.2-a31.1, complete sequence 0
5680.580 286 @i|6137T96|ref|NC_001807.2[ Human mitochondrion, complete genome E-158]
B681.5eq 524 gi[5262701 [emblALO802§ 2. 1{HSMB00734 Homo sapiens mRNA: cONA DKFZo586H0723 (from clone DKFZp586H0723} 0]
5682.50q 524 gi|2304980)eb{U90236{HSUS0236 Human myosin VI (MYOE)} mRNA, complete cds ")
6683580 506 | gil4557 386|ref|NM_000587.11CT Homo saplens complement componant 7 (C7} mRNA 0
6684560 508 | 2i[5326498|dbj|aB022427,1)4B022427 | Homo sapiens SERP1 mRNA, complete ¢ds. 2.00E-80
6685.5ea 517 |gi[1834504lembl Y101 96|HSPEX H.sapiens PEX gene .58,
6686.3eq 514122791551 |enblALOOBT25HS148E22 | Human DNA sequence from PAC 148E22 on chromosome 20at2-q13.12. Con [4]
6687.3ea 527 | 2235801 Sieh| AEOQOG58|HUAEDDD658 | Homo sapiens T-cell receptor aipha detta locus from bases 1 to 250529 1.00E-05
6688.58q 498 | gl}5454099irefiNM_006283.1|TACCY| Homo sapiens transforming, acidic colled-colf contalning protein 1 1.00E-04
6689 seq 509{gl2a1 41 |AE0DO610.1|AEQDDGHD Helicobacter pylorl 26695 section 88 of 134 of the jete genome 057
6690.seq 500 |gl|31396|emb{X02761.1|HSFIB1 Human mRNA for fibronectin (FN precursor} ]
6691.zeq 534 |gi|4507778)ref|NM_003341.1|UBE2EY| | Homa sapiens ublguitin-conjugating enzyme E2E 1 (homologous to 4]
B692.seq 523 | 2i|4758085|ref{NM_004078.1|CSRP1| Homo sapiens cysteine and glycine—rich proten 1 (CSRP1) mRNA o
6693.5eq 531 =il JO3799HUMLAMB Hurnan cofn carcinoma laminin-birding protein mRNA, ¢ lete ods. 0|
§694.5eq 516|gi|532875]dbi| D1 0667 |HUMMHCAAA Homo sapiens mRNA for smooth muscle myosin heavy chai, parttal cds 0
6695.500 503 gi[1060913|chjtD43682HUMVLCAD Human mRNA, for very-long-chain acyi-CoA dehydrogenase (VLCAD), 0|
6696.58a 481 | gi|3B85371 |dbjlABO19568|AB019568 Homa saplens mRNA expressed only In placental villt, clone SMAP83 0;
5698 5eq 515|gl{B67680]eb|M1973S|HUMBHEXE Home sapiens beta-hexosaminidase beta chaln mRNA, complete cds. 0
£699.5eq 517|eil5174668)ref|NM_006089.1)SCML 21 Homo saplens sex comb on midleg like 2 {(SCML2} mRNA 23
£5700.5eq 511 1gil2745886)eb|AF035718)AF0I5718 Homo sapiens mesodermspecific basic-helix-loop-helix protein E-157
6701.5eq 511 |gil4938254lemi{ALO35702.7|HS593C 16 | Human DNA sequence from clone 593C16 on chromosome 1924.1-25.2 Contd 0.036
6703.seq 512 |&i|151921 4|ab|U64661.1|HSLIB466T Human poly(A)-binding protein processed pseudogene3 9
65704.5eq 502 | gi|185538|ab]M1 851 2HUMIGHVAL Human (fetal} rearranged IgM chain VDJ-region mRNA, clone 20P3. E-159]
6705.5eq 135 2i|64561 54| ACO1 2327 4|ATACO123Z7 Arabidopsis thallana chromosome Il BAC T14A11 genornkc sequence, 0.13
6706.5eq 518 | gl|4826719|ref|NM_0001 34.1|FABF2| Home sapiens fatty ackt binding protein 2, intestinal (FABPZ) smRNA J
G707 .seq 524 | pi|4758829|refiNM_004559.§|NSEP1) Homo sapiens nuclease sensitive elernent binding protein 1 (NSEP1) 9
6T08.5eq 518[gi[563340|emin]X81 37 1jBTPIGR1 B taurus mRNA for bovine polymeric immunogiobulin receptor 0.009
6709.seq 387 | gi|4003383{dbj|ABO20863.1)AB020863 | Homo sapiens genomic DNA of Bp21.3-p22 anti-oncogene of hepatocellular O
6714.5eq 541 |gil2415414igb|AF 01 T986.1]AFC17986 | Homo sapiens secreted apoptosis related orotein 1 (SARP1) mRNA, [+
6715 58q 508 | gil532596(gb{M} 2759 HUMIGI02 Human tg J chain gene, exons 3 and 4. E-155)
6716.5eq 5181{gil4505604|ref|NM_002580.1|PAP| Homo sapiens pancreatitis-associated protein (PAP) mRNA 4]
6717.seq 460|@li5031692jref|NM_D05758.1|FBRNA Homa sapiens heterogeneous nuclear protein similar to rat helix i E-143
B718seq 269 | gi|S005700]ref|NM_DO7168.1|ABCAB| Homo saplens ATP-binding cassette, sub-family A (ABC1), member 8 £-148
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E719.5eq 522 Iglﬂ 514580]embiX85747|HSIGKLLS H.saplens immunoglobulin kappa chain (clone: 5) E-178]
§722.5eq 510|gI|4557893]ref|NM_000239.1LYZ| Homo sapiens lysozyme (LYZ) mRNA >gif187243)gb|J0380HHUMLSZ Human E-156
6723.5e0 512 |gil4503476|ref|[NM_001959.1|EEF182|__ | Home saplens eukaryotic transiation elongation factor 1 beta 2 0
6724.560 360 {gij181532]gb]MSTI25|HUMDEFSA H.sapiens defensin 5 gene, complete cds. E-110
6725.560 127 | gij461195dbi| 028382 HUMHCA1 Human mRNA for haRNP C1/C2, SUTR (sequence from the Scap o the B.00E-40
l6726.5ea 535 |i|347963gb|L22453|HUMT APR Home sapiens HIV-1 TAR RNA binding protein (TARBP-b) mRNA, cormplete D
6727.5eq 514 |gll2765426|emb] Y 47 38[HSIGGILL Homa saplens mRNA for immunoglobulin lambxda light chain E-179
[6728.50a 518|gil416174]embiX72892IGGCYCA G .gallus cycA mRNA 0_15L
6720, 5eq 257|gil3427) [emb]X15005{HSLBP Human mRNA for potential laninin-binding protein {nem/1cHD4) E-141
6730.5eq 502 |@i[2804155/emblALO20887|HS 42616 Human DNA sequerce from PAC 42616 on chromosome 1p34.1-1p35. Contair; o
6731.5eq Homa sapiens hepatocyte growth factor-like proteln homolog gene, o
6732.5¢9 B.taurus mRNA for bovine polymerlc immunaglobulin receptor 0.002
6733.5eq Homo saplens PAC clone DJO751H13 from Ta35-ater, complete sequence 0
6734.seq Homo sapiens mRNA; cDNA DKFZpS66E 144 (from clone DKFZp566E144) 0
6735589 H.sapiens mRNA for homologue to yeast ribosomal protein L41 0
6736.s2q Homo sapiens mMRNA; cDNA DKFZp434K1815 (from clone DKFZo434K1815) E-169
6737.58q Homo saplens transmembrane proteln BRI (BRI} mRNA, complete cds D
6738.5eq Homo sapiens Chromoseme 16 BAC clone CIT987-SK502C 10, complete sequ 0.56!
6739.seg Human DNA sequence from clone BSTET1 en chromosore 1p35.1-36.23, 5.00E-30|
6740.seq Homo sapiens mRNA; cDNA DKFZp586P0319 {from clone DKFZpSBEP0318) 0
6745.5eq Hurmnan DNA sequence **+ SEQUENCING IN PROGRESS #++ from clone J842 E-T15
5746589 Human decorin (DCN) gene, exon 8, complete cds. 3.00E-25
6747 50q Yiphophorus maculatus D-locus putative promoter sequence (29, 0.57
6748 5eq Homa sapiens decorin variant A mRNA, complete cds 1)
6749.5eq Homa saplens mRNA for immunogiobukin kappa ight chain, anti-RhD, 0
B781.5eq gl[8330860{cbj}AB033076.1|ABDIIOTE | Homa saplens mRINA for KIAA1250 protein, partial cds 3]
B752.5eq 516 |gi[4507668]refiNM_DD32951{TPT1| Homa saplens tumor protein, translationally-cortrolled 1 (TPT1) 0
6753.5eq 303
6754.5eq 417 |gi|3881 emb|ALO3IT74HS 298115 Husman DNA sequence from clone 29815 on cheor 6p22.3-23 Contain (1)
6755.5eq 527
6756560 524 | gi[4375969]embjAL031432|H5465N24 | Human DNA sequence from clone 465N24 on chromeosome 1p35.1-36.13. Con O
8757.5eq 504 |gi|3228389)eb|ACOD4S57|ACO04557 Genomic sequence for Arabidopsts thallana BAC F1Y1L.21. complete 3036
5758.5ea 104 | 2i|61377964ref|NC_001807.2{] Human mitochondrion, complete genome 5.00E-50|
6759.5eq 354 gi|4506646]ref|NM_001000.1|RPL3Y| Homo saplens ribosomal protein L3% (RPL38) rmRNA 1)
6761.580 516 |21|4758108]ref|NM_004639.1|06552E| | Homo saplens HLA-B associated transcript-3 {D6552E) mRNA [1]
6762.58G 513|gi{1164910lemb{Z 688 TOHSLIOGT Human DNA sequence from cosmid L3061, Huntington's Disease Reglon, 0.037
6763.5eq 516 g1)5106997 |gb|AF125101,1§AF 125101 Homo saplens HSPCO40 protein mRNA, compiete cds 1)
67684320 509 eli49021 98046.15|HS376021 _} Human DNA seauence from clone 376D21 on chromosome Xal 1.1-12 Contai 0.009
6765560 508 | gil4506604|ref|NM_DO0S78.1|RPL23| Homo saplers ribosomal protein L23 (RPL23) mRNA o]
676658 522 |4505574|refiNM_002568.1[PABPLY| | Homo saplens poly{A)-binding protein-like 1 (PABPLY) mRNA E-174)
6767580 512 gl]1835069]smb]| Z85368|H5 285158 H.sapiens Ig iambda fight chain variable region gene {25-28SWIID50) E-147
6768.5eq 521 | gi|1853937|gb{LO31 62[HUMIGHHA Human Ig rearranged gamma—chaln mRNA V-region, partial cds. 1)
6769.5eq 137|g1|3355302]ebl AFO01 549|HUAFQ01549 | Human Chromoesome 16 BAC clone CITISTSK-A-27T0G I, complete sequence 2.00E-09|
6770.5eQ 541 gi|36139]emi}X52967|HSRPLT Human mRNA for ribosomal protein L7 4]
6771.58q 510 gi|4507688[refiINM, 003307 N [TRPCT| Homno sapiens translent receptor potential channel 7 (TRPCT) mRNA 0.14
6772580 520 | gil401 | &b|LOS093|HUMRIBPROD Home sapiens ribosomal protein L18a mRNA, complete cds 0|
6774.58q 508 | i1 23727 7|eb|L26335|GPIZFPA Cavia porceflus zinc finger protein (zfoC1) mRNA, complete cds 0.009
|s775.5e0 511 gi|4503474 [NM_001402.1{EEF1AY} | Homo sapiens eukaryotic transtation elongation factor 1 aloha 1 [1]
|6776.5eq 162 [gi[ 1050550 emb| XBIESO{MMRABT W.rouscuius mRMA for Rab? proteln 9.00E-65
6777.se0 516 g1|1262342|embjX932334|HSMITG H.sapiens mitochondriat DNA. cornplete genome 0|
6778.5eq 504 ﬂdasSSQOImﬂNM__mlOJ]SEPPlI Homo sapiens selenoproten P, plasma, 1 {SEPP1) mRNA E-144
6779.seq 533 |g1|306552]gblL 1 3802|HUMCH13IC3A Homo saplens (clone 03) tver ribasomal protein 83 [+)
6780.seq 512 |git3641670|chilABO11678|ABO1 1678 Mus musculus mRNA for doublecortin, complete cds 0.038
6781 .5eq 520 |gl}42061 54|gb|AF10921 9AF109219 Homo saplens Mcddp homolog MRNA, cormplete cds 5.00E-35
6782 5eq 514 |gl|532596]gbiM1 2759|HUMIG J02 Human Ig J chain gene, exons 3 and 4. E-158
6782.5eq 509 | 712|ref|NM_002354.1[RPS274] | Homo saplens ribosomal protein S27a (RPS27A) mRNA, 0
6784.5eq 508 |gl|1673574(eb|UTE5491HS UT6549 Hurnan cytokeratin 8 mRNA, complete cds 0|
5785.58q 513216102899 emblAL 1 22089.1[HSMB01241 Homo saplens mRNA; cONA DKFZp566J2324 (from clone DKFZp56612324) 0
5786.seq Hurnan MRNA for corplement factor H 38-kDa N-terminal fragment 0
6787 580 Horno sapiens polyadenylate binding protetn—interacting protein 1 0
£788.5e0 Arabidopsis thaliana chromosome H BAC T24P15 genomic sequence, 0.036|
£789.seq Homo sapiens nascent-polypeptide-associated comolex aloha 0
65790.5eq 511 | gIt3777595|gb|AFO95791|AFO95791 Howna saplens TACC2 protein (TACC2) mRNA, partial cos 4]
679158 526 g1|5306223)gb| ACO06255 8| AC006255 | Homo sapiens 3p21.1-9 PAC RPCI5-1087L12 (R Il Park Cancer 0.037
[6792.5eq 528 2l|177109]gb|MIZ439HUM 1 JOLEU Furman leucine—rich protein mRNA, complete cds. 0
6793.5eq 520|gl|451227T|doilABOYS436.1|ABOTS438 | Homo saplens DNA for immunogiobuiin heavy-chain varlable region, complete] 2.00E-21
6794.seq 617 g4 ref{NM_002580.1|PAP| Homo saplens pancreatitis-associated protein {(PAP) mRNA a
6795.5eq 512]gi{42637 46} ACDO4333|ACO04883 Homo sapiens PAC clone DJOTT1P04 from 7a11.21-aT1.23, complete sequend 4.00E-05
B797.5eq 613 | gi[4758265|ref[NM_004757.1[EMAPII Homo sapiens andothefial monocyte—activating pob tide (EMAPH} 0
6798.5eq 509 |2 BO%26{embyX86693|HSMASTY H.saplens mRNA for hevin like protein D)
6795.seq 13025444 gb]AC0D4528(AC004528 Homo sapiens chromosome 19, cosmid R32184, complete seqguence [Homo E-1 23]
6800.5e0 519 |glj563340|emb|X813T1[BTPIGR B taurus mRNA for bovine pobyrreric iImmunoglobulin receptor 0,009
B801.5eq 516 |I|42401 23{dbi|AB020626.1|ABD20626 | Home sapiens mRNA for KIAAQB19 proteln, partial cds 1)
6802520 dbiABOOTEG2(ABDOT 842 Homoa sapiens KIAAD432 rRNA, complete cds 0
6803 seq 520 gi|4756063lemblALO35440.2|ATF10M23 | Arabidopsis thallaria DNA chromosome 4, BAL clone F10M23 {ESSA project) 0037
5804.500 517|2[4996892|ref|NM_0Q1540.2|HSPE1] _ | Homo saplens heat shock 27kD pratein 1 (HSPB1) mRNA of
6805.5eq 514/ eil434960)erb]XT 1884 HSIGKLAZY H.sapiens gene for Immuncglobulin kappa Jight chain variable region E-153
6806.seq 530 gitd506680{refiNM_00101 5.} RPSTI Hormo saptens ribosomal protein 511 (RPS11) mRNA 1)
6807 seq 519 &i|5031930refiNM_005584.1[NACA] Homo sapiens nascent-polypeptide—associated complex alpha [1)
6808.seq 511 {i|3582336|dbjlABOY8351.1|ABO1B35] | Homo sapiens mRNA for KIAADBOB protein, complete cds 8]
6810589 406 | @1{3954884]emblAI0T0442[HSADID442 | Homa sapiens MRNA for immunoglobulin kappa light chaln, anti-RhD, 0
6815.3eq 504 | gi[4557520)ref|NM_000398 2| HAT| Home saplens diaphorase {NADH) (cytochrome b-5 reductase) (DIA1), 0
5813.seq 509 | 2il4500198]emb|ALD49417.1]HSMBDO20E Horme saplens mRNA; cDNA DKFZp58601919 {from clone DKFZ058601919) 0
6814.58q 508 Methanobacterium thermoautotrophicum from bases 264585 to 276856 0.14
6815 seq 503 |ell4567524|ref|NM_003262.1[FLOCT Home sapiens tramslocation protein 1 {TLOCT) mRNA 4
6316.5eq 519|gl|546798]=biST1043|571043 Ig alpha 2=immunogiobulin A heavy chaln allotype 2 {constant E-167
£817.seq 453 L1644 HS L4 1644 Human germbne lg kappa V region IGKV (allele VkAZc) gene, complete: E-129
16819.5eq gl|339686]eb|M20253HUMTHYB T Human thymosin beta—10 mRNA, complete cds. o
6820.5e0 350/ gi[2343108|ebiAFO04230}AF0D4230 Homa sapliens monocyte/macrophage lg-retated receptor MIR-7 (MIR cl-7} O
6822.5eq i5
6823.58q 483 | il4505604]re fiINM_002580.1|PAR| Homo saplens pancreatitis-associated protein (PAP) mRNA 0
6824 58q 206 | gil61 37796|refjNC _001807.2|} Human mitechondrion, complete genome E-153
5825 50q 495 | gi|5926684]dbjlAP000497.}APO0497 | Homo sapiens genomic DNA, chromosome: 3p21.3. clone:301 to 308, Q
6826.50q 512 |2i[4504068]ref|NM_£02080.1|GOT2| Homao sapiens giutamic—-oxaloacetic transaminase 2, mitochordrial 0
6827 sea 522 | gi| 1665766|dbi|D8T436|DE7436 Human mRNA for KIAAD249 gene, complete cds [}
6BZB seq 509 | eil4507322|ref|NM_D03174.1|SVIL| Homo sapiens supenvillin {SVIL) mRNA, and translated products )
6829 seq 526 |gil5757556]eb|ACO07088.3]AC007088 | Homo saiens clone DADO39H21, complete sequence 0.038
6830580 528|gi|3860076|gb] AFOITCR21|AF0I7021 Homo sapiens GW112 proteln {GW112) mRNA, complete cds E-105,
6831.50q 535 | g2i|35456/emb]X54629{HSPHL 1 Human pHL-1 gene |s a ¢-myc oncogene containing coxlll sequence 0
6832.seq 509 gi|6013067|emb|ALO7862).191HSA385L 1 Human DNA sequence from clone 395414 on chromasome 22, complete sequy E-133
6833.5eq 513 gil4503470jref[NM_001402.1|EEFIAT| | Homa sapiens eukaryctic translation elongation factor 1 alpha 1 9
6835.5eq 517|gi|4512267|d0j|AB018437.1|AB019437 | Homa saplens DNA for immunoglobulin heavy-chain variable reglon. completd 0.037
6836.5eq 510 gi)546830|eb]571022|571022 neoplasm-related €140 product [human, thyroid carcinoma cefls, o
6837 .s¢0 507 | l|4914577|emb{ALO50373.1}HSMB00¥5% Homo sapiens mRNA, cDNA DKFZpSBET 1318 {from clone DKFZp5SB6F 1318} O
6838.529 530 -
683%.seq 523 [gi|6319142leblAF | 92802. |AF192802 | Rattus norvegicus proline- and ghitarming-rich protein mRNA, 23
6840.5e0 507 | i{309401 3|gb|AFOG0B62|AFDG0862 Homo sapiens unkrown mRNA 6.0CE-47
GR4Y seq 518! gil4557554)ref|NM_000118.1|ENG| Homo saplens endoglin (Oster—Rendu-Weber syndrome 13 {ENG} mRNA Q
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6842 seq 523 |gi[4389511]eb| ACOOTOSSACOOTO5S Home sapiens chromosome 19, cosmid A26549, complete sequence [Home 0.003
6843.ceq | 411 |gi4505366]refiNM_002494.1|NDUFC 1| | Home sapiens NADH dehydrogenase (ublquinone) 1, subcomlex unknowr, 0
844 seq 527 2|3360296|gb|AF031165]AF 031165 Home sapiens SRp46 splicing facter transcribed retropseudogens 4]
[6845.5eq | 517 |2il4505604|ref|NM_002580.1|PAP| Horno sapiens pancreatitis iated protein (PAP) mRNA 0
6846.5eq 499 gl|343 1007| gb|UGE 06| HEUGE306 Hurnan retinoid X receptor alpha mRNA, 3' UTR, partial sequence [
l6Ba8seq 528 | gi|4505574|ref|NM_002568.1|PABPLI| | Homa sapiens poly(A)-binding orctein-like 1 (FABPLT) mRNA E-153)
l6850.50a 532 | gi|3766286(emblAJO1207B|HSAO12078 | Homo sapiens mRNA for fat facets protein, 3' end 0
'ﬁseq 51 1@1327474|dbj|050683|050683 Homo sapiens mRNA for TGF-betaliR alpha, complete cds 0
6853.5eq 510 gl|4505812|ref|NM, 003746, 1|FIN| Homa sapiens dynein, c: nic, light potypeptide (PIN)} mRMNA 0
6854.5eq 341 |gi|562340)emb|XB1371|BTPIGR]1 B.taurus mRNA for bovine polymeric immunoglobulin receptor 0.002
6855.56q 510{;%433830 emblALT21767.3CNSO105C! Human chromosome T4 DNA seguence #+* [N PROGRESS *** BAC C-2593(2 2.2
6856.5eg 453 [gi|2114292|dbi|D87023.1|DB7023 Hemao saplens Immuncglobulin lambda gene locus DNA, clone:9C5 0
EST.seq 529 ‘Eil4506742|ref[NM 001012.1|RPSE| Homa sapiens ribosomal protein S8 (RPSA) mRNA 0
[6850.5eq 525 | 2i|4503470]ref|]NM_001402.1[EEF1A1] | Homa saplens eukaryotic translation n factor 1 alpha 1 0
|6860.52q 504 | 21|532596{gb|M12758(HUMIG J02 Human Ig J chain gene, exons 3 and 4. E-116
£861.5eq 516|g/|3916215]gb|AFOT2928|AF 072928 Hemo sapiens myetubularin related protein § mRNA, partial ¢ds O
B862.5eq 512 {&i|5453853|ref|NM_0D05196.1|PCEPH Homo sapiens poh(rC)-binding protein 1 (PCBP 1) mRNA 0
6863.seq 432 2601 7779 eb|AFO69574.1|AFO6357T4 | Giarcka I lis strain Ad-136 etongation factor 1 alpha {EF1A) 0.48)
6864.5eq 503 |gi|d758713|ref|NM_004528,1|MGST3]| Homo saplens microsomal glutath S-transferase 3 (MGST3)} mRNA, 0
6865.5e0 385 |gl|1 65857 7|eb|U76608|HSUTE609 Human ribosomal LS protein mRNA, partial cds 0|
65866.580 503 | g|4557446|ref|NM_001270.1|CHD1| Hom saplens chromodomain helicase DNA binding protein 1 {CHD1) 014
6867580 516 gi|4506662|ref|[NM_000973.1|RPLE| Homo saplens ribosomal protein LB (RPL ) mRNA o,
|6868.5eq 506 | gi|4895155]gb|ACON7540.3] ACO07540 | Homo sapiens 12a24.1 BAC RPCI11-128F10 (Roswel Park Cancer hnstitute 2.2
6869.seq 528 gi|4505316|refiNM_002480.1|MYPT1| Homo saplens myosin phosphatase, target subunt 1 (MYPT1) mRNA E-139]
6870.5eq 460 gi|4507668|ref|NM_, 003295.1|TP T3] Homo tumor protein, transiationally-controlled § {TPT1) 0
6871.seq 108 gﬂ??mﬂgﬂAFOSBmSMFDBBD'IB Homo i actinin-assoclated LIM protein mRNA, complete cds 8.00E~52)
6872.5eq 508 |gi[1552545|emb|ZA0232|HS463A9 Human DNA sequence from PAC 46349, on chromosome Xq25 contalns STS 0.14
6873.5eq 489{gi|4506684|ref|NM_001017,1|RPS13| Homo sapiens ribosomal protein §13 (RPS13) mRNA 9
6874.5eq 512 |gl|2393736|eb| AC002540|AC002540 Human BAC clone GSD25M02 from 7a21-g22, cemplete sequence [Homo 0.14]
6875.58q €i|4506726[ref|NM_001008.1|RPS4Y| Homo saplens ribosomal protein $4, Y-linked (RPS4Y) mRANA g
6876.5eq Human mitochondrion. complete genome 1]
6877.seq Human mRNA for KIAADGET gene, complete cds 1]
6878.5eq Human v hondrion, complete genome 9.00E-33
6879.5eq
6881.seq 528 |gi|1 83402}eb]M21 142|HUMGNASE Human guanine nuclectide-binding protein alpha-subunit gene 0
£882.5eq 521 |gi[228201 1 eb]ACO02330 ACOD2390 Human DNA from overlapping chromosome 19-specific cosmids R30072 and 3.00E-46|
E£883.5eq 505 | gi[337392|gb]M12174|HUMRHOA Human ras-related rho mRNA {clone 6), partial cds. 8]
£884.5eq 5258l 472609%@]ACI1£254JD|ACCD6254 Homo saplens 3p21.1-9 PAC RPCI5-986M1 (Roswel Park Cancer nstitute 7 00E~90)]
|6885.5eq 510]ei|5031876|refiINM_D05573.1]LMNB1| | Homo sapiens lamin B1 (LMNB1) mitNA 0
|6886.seq 526|161 37796|ref[NC. 001807 2(| Human mitochondrion, complete genome 0
|5887_seq 521 |gi|4502950)ref{NM_000080.1{COLIAT] | Homo saplens collagen, type I, alpha 1 (Ehlers—Danlas syndrome type 0)
|5888.5eq i|4508124|gb|AC006465.2|AC006465 | Homo saplens BAC clone NHO438H20 from 7p22-p21, complete sequence E-151
Isaagm 416/ gi|3483426(gh| AFOB6081 [HUMYZE3C 11 | Homo saplens full length insert cONA clone YZB3C11 4.00E-26
6890.5eq 518 |gi|4375936|emblALN31063. 1{HS267M20 | Human DNA sequence from clone 267M20 on chromosome Xa22.2-22.3, Cond 0,009
6891 s2q 505 | gl|4503470jref{NM_001402.1[EEF1A1] | Homo saplens evkaryotic transiation elongation factor 1 alpha 1 V)
6892.5eq 512 |@4759237[releM 004616.1|TM4SF3] | Homo saplens transmembrane 4 superfamily member 3 {(TM4SF3) mRNA E-112
5893.5e0 51BL5|_'[4160|99leﬂ'b|AL031553]H5211 M21 Human DNA sequence frem clone 271M21 on chromosome 6p21.31-22.2, 1.00€-08]
6895.5eq 512 | 21|B09235|gb]M2045E5{HUMPROLA Human cathepsin L gene, complete cds. 0
6896.5eq 5231gi[3411133|gb|AF055083]AF 055083 Homa saplens family CSM2 mutant desmin mRNA, allele 2, complete cds 1)
6897 sea 523 | gi|38582266/cbi|A4B018316.1|ABO18316 | Homo saplens mRNA for KIAAGT73 protein, complete cds 0.009
6898.50q 515 | gi|2746542|eb| AFO37643|AF03 7643 Homo saplens 60S ribosomal protein L12 (RPL12) pseudogene, partlal 1)
6899.5eq 520/ gl}532596|gb|M1 275HHUMIG 02 Human Ig J chaln gene, exons 3 and 4. E-137
6900.seq 526 | gil5031 764irefiINM 0Q5525.1JHSD11B1| | Homo saplens hydroxysterold (11-beta) dehvdrogenase 1 {HSD11B1) 4]
5907 .5eq 524|21{255901 1{gbjAF026293|AF026293 Homo saplens chaperonin containing t—complex pohypeptide 1, beta 0
6902 seq 525 | gi}4835602|dbj|APO00233.11aP000232 | Homa sapiens genomic DNA, chromosome 21a21.2, LLSE-APP region, 0.002|
6903 309 511 gi]162835%emb| 28101 B|CFMTGP40 C.famlRaris rnucin-type membrane protein go40 1.00€-05
6804 s0q 521 gl|51 74504]jrefiNM_DO5889.F|M1752] Homo saplens membrane component., chromosome 17, surface marker 2 4]
6905.5eq 515/ gi|6056364|gb|ACO07376.8]ACO0TITE Homo H chromosome 14 clone 99E15 containing gene for KIAA 1036, 0.009]
6906 seq 513|gi|3041853|gb| ACDO4538|AC004538 Homo sapiens PAC clone DJOBB7PO4 from 7p21-p22, complete seguence [ 0.4
5907 .seq 523|gi|5817256jemblAL 110297.1|HSMB00891 Homo sapiens mRNA: cONA DKFZpS564B167 (from clone DKFZpS64B167) 1]
6908.seq 513 gi|545407 7|ref|NM_006409.1{SOP2 Hoemeo sapiens actin binding protein (Schizosaccharomyees pombe 1)
6909 seq 5181|4758+ 28)refjNM_D04082 1DCTN1| Homo saplens dynactin 1 {p150, Ghued (Drosophila) homolog) (DCTNI) [4)
69105eq 519 |»i|3954892]embAJ010446|HSAQ10446 | Homo d mRNA for immunoglobulin kappa light chain,anti-RhD, [¢]
6911.5eq 536 | &i]3183867|emb[Z293403[HS30801 Hurnan genomic DNA seguence from clone 30801 on chromosome Xpl11.3-11 0.038} -
6912520 522 | gi|37847jemb|XT1647T8|HSVIMCD Hurnan mANA 5'-fragment for vimentin N-terminal fragment (4]
6913seq 510 &) 3808083|gbtACO03IE31|AC003691 Human Chromosome 11923 PAC clone pDJ254e13, complete sequence [Hom 014
6914.5ea 298 | gi|5578733|@blACO07435,12|ACC0T435 | Homo saplens, clone 6_C_10, compiete sequence 0.023
6915.5¢a 297 | gil5685490tdbj| A B029000.1|ABO29000 | Homa saplens mRNA for KIAATQT? protein, partial ods E-166
6916.5eq 509 |gli5SB36198{gblACO07362.3)AC007342 | Homo saplens glone NHO2B8C 1B, complete sequence 0.036
6917.Seq 301 | 386007 64gb| AFOSTO2 T AFDS7021 Homo saplens GW112 protein (GW112) mRNA, complete cds E-153
6918.5eq 301 |gi|38407 |emb[X67301 |HSIGMHCE3 H.sapiens mRNA for Igh heavy chain constant region {Ab63) E-167
6919.5e0 510|gi|4929682|gb|AFT51865.1}AF 151865 Hormo saplens CGI-107 protein mRNA, complete cds 5]
6920.5eq 519|gi|4165008)gb]AC008343.1)ACO05343 | Homo sapiens Chromosome 12p13.3 8AC RPCI11-21K20 (Roswell Park Canc 0
6921500 532 |gl|4884563gb|AF(05332.1{AF105332 Home sapiens vitamin D3 receptor interacting protein {DRIP130) mANA, 0
£922.5eq 300|gi|4071056)embiALO31177.1|HSBRINTS | Human DNA sequence from clone 88IN15 on chromosome Xg22.1-22.3. 0.005
6323.5eq 293 | gi|4506626|refiNM_000991.1{RPL28| Homo sapiens ribosomal protein L28 (RPL28} mRNA E-163
5924.5eq 300 gi|5032062|ref|NM_005862.1{SA-1} Homo sapiens nuctear protein stromal antigen 1 (SA-1) mRNA 5.00E-37
B6925.5eq 527
6926.5e0 519 gi|4507668)ref|[NM_003295.1|TPT1} Homo sapiens tumor protein, transtationally—controlled 1 (TPT1) 0
5927.5eq 508 | gi[37347emb|X16478|HSVIMCD Human mRNA 5'-fragment for vimentin N-terminal fragment 0
6928580 510| gi|5454063[ref|NM_006328.1|5WP| Homa sapiens §Y'T interacting protein (SiP) mRNA 0
6929.5eq 521 | gi|3366581 [gb}ACO05325(AC005325 Homa sapiens chrormosome 17, clone hRPK.BD_A_24, complete sequence [Hor! E-127
6930500 230]g1f1 2001 B1igbjU3331 7{H5 L3331 7 Human defensin 6 {HD—6) gene, complete cds E-120)
5931.50q 278|gi|563340/emb|X81371|BTPIGR1 B.tawrus mRNA for bovine polymeric immunoglobulin receptor 0.001
6932 300 511 | &l[436225|dbi| C26068[HUMORE LY Humarn mRNA for KIAAOG3S gene, partial cds 0
6934580 510! gi|3171153}2b| AFGE4E60| AF0B4B60 Homa saplens chromosome 21022.3 PAC 70124, complete sequence [Homo 0.14]
6935.5eq 298| gl|4507676[refiNM_003299.1| TRA1] Homo saplens turmor rejection antigen (g096) 1 {TRAT) mRNA E-167
6837.seq 4841 gi|l47591 27 |refiNM_004727.1|SLC24A1] | Horno sapiens solute carrier family 24 (sodium/potassium/calcium 0
6938.s5eq 521 gi|S453584frefiNM_006367.1|CAP| Horno saplens adenwviyl cyclase-associated protein {CAP) mRNA 0
6939.5eq 300, gi{5817043lemblAL110269.1|HEMB007 72 Homo sapiens mRNA; cDNA DKFZpS5644122 {from clone DKFZp564a122) 4.00E-19
65940.5eq 300 | gH|a826662)refiNm_005093.9|CBFAZ2T2] | Homo sapiens core-binding factor, runt domain, alpha subunit 2; E-138|
6942.Seq 302 | gi| 4507952 ]ref|NM_003406. 1 YWHAZ| Homao sapiens tyrosine 3-moncoxygenase /tryptophan 5-moncoxygenase 4.00E-84
6943.5eq 253 | gi4506626|ref|NM_000991.1|RPL28| Homo sapiens ribosomal protein L28 {RPL28) mRNA E-163
6944 seq 518|gi|6433831|emblAL121769.2|CNS01DSD] Human chromosome 14 DNA sequence ##v jN PROGRESS *+» BAC R-205L1 $.037]
6945 .5eq 156 gil4506662|ref|NM_000973.1|RPLE| Hema saplens ibosemal protein 18 (RPL8) mRNA 4.00E-67
6946 seq 508 |git5032220 re{NM, DOSES2.1 [VDACH ‘Homa i volage-dependent anion tharmel 3 (VDAC3) mRNA 1]
6947.seq 524113721 650dbj|AB012910]AB012910 Hemo i MRNA for anti-HBsAg imenunoglobulin Fab kappa thain, 0
6948.5¢eq 298 gif37564|emb|X56538|HSLUBAS2A Hurnan UbAS2 adeenal mRNA for ubiquitin-52 arnine acid fusion protein E-153
6949.5eq 503 )gi13201899|eb|AFOGT420|AFOET420 Homo sapiens SNCT3 prote (SNCT3) mRNA, complete ods 4]
65350.5eq 295! gi[5262473|emb|ALDBO0SE. 1 |HSMB00561 Homo sapiens mRNA: cONA DKFZp564J142 (from clone DKFZp564J142) E-166
6952.seq 392 |el}2343108gbjAF004230IAF004230 Home sapiens menocyie/macrophage ig—related receptor MIR=T {MiR cl-7) 1 .00E -56
6353.5eq 266 |gH5262589]emblALDB0142.1{HSME00654 Homeo saplens mMRNA. cDNA DKFZp434h103 (from clone DKFZpd34Nt03) 3.00E-50
6954 seq 507 |gl|4B35661|dbjlAP000232.1|APD00292 | Home sapiens genomic DNA, chromosome 21922.1, D215226-AML. region, 0.036
6955 5eq 300 gi[503214B|refiNM_005642. 1 [TAF 2F| Horne sapiens TATA box binding protein (TBP)-associated factor, RNA E-166]
§956.5eq 298 |=i|37564|embX56998|HSLUBAL2A Hurnan UbAS2 adrenal mRNA for ubiguitin-52 amino acid fusion orotein E-153
6957 seq 459 |gl|4504522|ref|NM_002157.1|HSPET]| Home sapiens heat shock 10k0 proteln 1 (chaperonin 10) (HSPE1) mRNA [¥)
6958.5eq 301 | gi|6005895|ref|NM_007170.1| TESK2] Homo sapiens testis—specific kinase 2 {TESK2}, mRNA 1 0.021
6959.5eq 503} gi|6 37796 refiNC_001807.2)j Human mitochondrion, complete gencme 0
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6951.5eq 230] gl{5262589]emblALOB0142.1[HSMB00654 Horno saptens mRNA; cONA DKFZp434N103 (from cione DKFZp434N103) E-103
6962.5eq 496
5953.5e0 498/ gI|4760601 daj|AB020236.1[48020236 _| Horno sapiens gene for ribosomal protein L27A, complete cds E-149
6064.5¢0 291 |gi{311374[emb|X57352|HS 18U Hurman 1-84 gene from interferon—inducible gene farnily E-158
6965.520 500 | &ll4503308iref|NM_001928.1|DF| Homa sapiers adipsin/complement factor D precursor {DF) mRNA 0
6966.5eq 511 | gl|5649182}gb|AC00651 6. 1{ACO0E516 | Homo sapiens X628 BAC GSHB-E57D6 {Genome Systems Hurnan BAC Librar| 057
6969.5eq 297 | i[5665757|gh|{ACO0B00S 4{AC008008 | Homo sapiens 3a26.2-27 BAC RPCI11-436A20 {Roswell Park Cancer Instituts E-108
6970.5e0 481 | gil187380teh) MB4240HUMMAX Hurnan helix—-toop-helix zioper protein (max) mANA, complete cds. E-115
6971.5eq 301 | 2il6289217)gb|ACDO7563.2/AC007563 | Homo sapiens clone NHOS06C08, romplete sequence £-165
6972.5eq 308 |gi}31091 jernb| X 16868|HSEF1AC Human mRNA for elongation factor 1-alpha {clone CEF4) £-166
6973.5eq 414 gi|10367 78]gb|UN 2974/GGLN 2974 Gahus galius basic helix-loop-hellx protein mRNA, complete cds. 0.029
6974.Seq 301 | gI|BOO5895]refINM_D0T170.1| TESK2| Home saniens testis-specific kinase 2 (TESK2), mRNA 0.021
6975.5eq 502! 2i|3236285]gb]LISOT4B|HSUSOT48 Home sapiens leptin receptor short form {db} mRNA, complete cds [+
6976.5eq 447 |gi]4557302|refiNM_000382.1}ALDH10] | Homo sapiens aldehyde dehydrogenase 10 (fatty aldehyde dehydrogenase} [3)
6977.seq 373 ei|532596|eb|M1 2759 [HUMIG K02 Human Ig J chaln gene, exens 3 and 4. E-179
6978.5eq 513 gi|709815|ebjU21674|MMU21574 Mus musculus t complex testls-soeciflc protein (Tctex2) mRNA, t 4.00E-05
6378.5eq 523! 83242756]gh| ACO051 53]ACO0E159 Hom sapiens BAC clone 5262006 from Tati.23-g21, complete sequence [3]
5980.5eq 301 {&H3 1091 [ermb{ X1 GBEFIHSEF1AC Human mRNA for elongation factor 1-alpha {clone CEF4) E-185
65981.5eq 2891 761715|emb]|Z48950HSHH3X3B H.saplens hH3.38 gene for histone H3.3 E-113
8882 seq 539 231081 [ermt| X1 68691HSEF1AC Human mRNA for elongation factor 1-alpha {clone CEF4) 4]
5984 5801 506 | gl|5836194]gb| ACO05488,2|ACDDS488 | Homo sapiens clone NHO313P1 3, complete sequence E-112
£985.5eq 495 | gi 5360981 |emb]ALOOBSS2.11[H5223H3 | Human DNA sequence from clone 223H3 on chromosome 22a012.3-13.2, %)
6586.5eq 297 | gi{5689490/dbi| ABO29000.1|ABOZ9000 | Homo sapiens mRNA for KIAAT0TT protein, partial cds E-166,
6987 seq 539/ gi{5579087|gblAFO77186.1] Homo saplens neuronal nicotinic acetylcholine receptor beta 2 0.6
5988.5eq 509 | gil 446837 5]embY 1 7957|HSA1 7957 Homo saplens miRNA for Plasmodhuim vivax-speclfic [gG1 heavy chain 0|
6989.seq 247 | gil342338]abiMB4643[MACTRDA Macaca mulatta thioredoxin mRNA, complete cds. +.00E-BO
6990.se0G 4665 |2l 4506604|ref|NM_DO0S78.1IRPL23| Homo saplens ribosomal protelrt L23 (RPL23) mRNA 0|
6991 seq 536 | gli556388|ebiJO4628iRATHOIBDH Rattus norveglcus 3-hydroxyiso- butyrate mRNA, T end. E-144
[6992.5eq 519 ak5019261|gh|ACO0TI95.5|4C007306 | Genomic sequence for Arabidopsls thallana BAC T4012 from chromosome |, 23
£993.5eq 298| 1450461 8ref{NM_D01553.1|IGFBP7] | Homo sapiens insulin-fike growth factor binding protein 7 (IGFBPT) £-164
6994.5eq 499 | g1}2335085|eb|AC002431 |ACO02431 Human BAC clone RG18B0F08 from Tad!l, complete sequence [Homo saplens] 22
6995.5eq 179 gi]3B50563]|gb|ACO0S943|AC005343 Hama saplens chromosome 19, cosmid R30538, complete seauence [Home 4.00E-85
6996.58q 507 | gi|340386] eb|LD3426|HUMXE TA Hurnan XE7 mRNA, complete alternate coding regions. [1)
6997.5eq
6998.5eq 147551 33iref|NM_001381.2|DOK1| Hemo sapiens docking protein 1 (DOK1) mRNA E-131
£899.5eq RI[2642156!gh| AFO2385T|AF023657 Rattus norvegicus endo-aloha-D-mannosid; (Enman) mRNA, complete 5.00E- 57
7000.5eq NM_002107.1|HIF34] Homo saplens H3 histone, farnily 3A (H3F3A) mRNA
7002.5eq 410/ gi|3046270gb|ACO040T4|ACO04D T4 Homo _Sapiens Chromosome X clone bWXDT59, completa sequence {Harmo sag
7003.5e0 530/ gil4757825jref|NM_004048.1182M| Homo saplens beta-2-microglobutin (B2M) mRNA
7004.5eq AFOS702 1JAFOS7021 Horno saplens GW112 protein {GW112) mRNA, complete cds E-1 54
7006.Sea 298 | gl|4507676]ref|NM_D03299.1{TRA1]| Homo saplens tumor rejection antigen (gp96) 1 (TRA1) mRNA E-167
7008.seq 5092112981 [2b|ACO04134|AC004134 Horno saplens chromosome 17, clone hCIT.507_E_2. complete sequence [Hom 5.00E-75
1010.5eq 357 | gi}6006487|emblAJ24372].1 H5A243721] Homo sagiens mRNA, for dTDP-4-keto-6-deoxy-D-glucose 4-reductase {ter] E-112
701,589 526 g_l]5303158|reﬂNM 006746.1|SCMLY| Homno saplens sex comb on midieg {Drosophlla)-like 1 {SCML1), mRNA ]
7012.5eq 532|21)5852221 |gb|AF1585638.1|AF 158638 Homo sapiens metalioprotelnase—disintegrin 1-2 pseudogene, complete 0.15
7013 seq 101 | gi|S8032201ref|NM_006784.1 [ WDR3} Homo sapiens WD repeat domain 3 {(WDR3), mRNA D.DBSI
T0r4.seq 524| g 2078461 |eblACO0207EIHSACO02076 | Human BAC clone GS345013 from 7931-932, complete seauence fHomo 0.58)
T015.5eq 513 1{gi|32421 70emblALD21938{HS232K4. Homa sapjens DNA sequence from PAC 232K4 on chy w 6p22.3. Conta E-158)
7016.5eq 524 {gi|299955]2b|559162|555162 g V kappa =antsingle/double-strasded DNA antibody NE-13 light 4]
TM7.5eq 511 2i 3645947 gbiAC 002543 |ACO02543 Homo saplens BAC clone RG300C03 from Tq33.2, complete sequence [Homo o]
7019580 512 | g)|4B884224|emblALD49974.1|HSMB0032T Homo saplens mRINA; cDNA DKFZp564B222 (from clone DKFZp5648222) o
7020380 502 | gl 5020361 |gb]AF 153201.1]AF 153201 Homo sapiens zioc finger protein do MRNA, complete cds 0
7021.580 §14}gil5763775|emijALO78643, 5|HSJSBBG1 7] Human DNA sequence from clone 988G 17 on ch wne 20p13. Contains 0.57
7022520 2b|J03581 [HUMTLC Human ADP/ATP transiccase mRNA, 3' end, clone pHATS. hE]
7024.5eq 519 g1|5931525]dbjlAPO00547.1 JAPOODS4T _ | Homo saplens genomic DNA, chromosome 22q11.2, Cat Eve Syndrome region| o
|7025.5eq ALD34379.81HS 423822 | Human DNA sequenke from clone 423822 on chromosome 1033-35.3, cormolg 0.57
1026.5eq 507 gi|6103601 |gh{AF160252.5|AF160252 | Homo sapiens KIAAQSS3 protein gene. complete cds: and alphally 0
7027.58q 200212343 108|gHAFO04230(AF 004230 Horno sapiens monocyte/macrophage lg-related receptor MIR=7 (MIR cl-7) E-166
7028.5eq NM_001609.1]ACADSB|_| Homo saplens acy-Coenzyme A dehydrogenase, short/branched chain 0
7029.5eq 511 |gi|2947237|gb|AFDS1 782{AF051782 Homo sapiens diaphanous 1 (HDIA1) mRNA, complete cds [¢]
7031589 513 gl 70{refiNM_0X1402.1|EEFIA1| | Horno saplens ewkaryotic translation elongation factor 1 aksha 1 [¢]
703358 456 gl4506702|refiNM_001026.1[RP524A1 | Hormo saplens ribosormal protein 524 {RPS24a) mRNA o
T034.5eq 509 g1|3B027|&mb|X56465.1HEZNF Human 216 mRNA for zinc finger transcription factor 0.036
7035.5eq 516| gi|S453596)ref|NM_006135.1|CAP2AT| | Homo saplens capping protein (actin filament) muscle Z-kne, alpha 1 0
T036.seq 3091{gi|3095112|ebjAF0S30TOAFO53070 Home sapiens NADH:ublquinone dehydrogenase 51 kDa subuntt (NDUFV1) E-173
7037.5eq 188 gi|181532|gbiMITI25|HUMDEFSA H.sapiens defensin & gene, complete cds. 3.00E-20)
7038.5eq 331 }gi[4506698|retjNM_001024.1|RP521| Home saplens ribosomal protein 521 (RP521) mRNA E-176
7039520 505 | gll4768676|gh]AF113887.1|AF113887 | Homo sapiens kanpa 1 Immunogiobulin hight chain mRNA. comolete ¢ds E-175)
7040589 4472 | glj4506622|refiNM_000988.1|RPL27| Homo saplens ribosomal protein L27 (RPL27) mRNA Y
7041.58q 502 |gl|475327 7iref{NM_004818.1[US-100K]_| Homa saplens prp28, US snRNP 100 kd protein (US-100K) mRNA 0
7042.5eq 497 |gl| 37881 {ernb|X1 T2 7B[HSVKIS Human chromosome 1 imwunoglobulin V(KN gene, part. with §° T ODE-86|
7043.5eq 468/ 21|4503658|refiNM_001997.1|FAU| Homo saplens Finket-Biskis-Rellly murine sarcoma virus {(FBR-MuSV) E-167|
T044.5eq 572 | gi]) 80421 |gbjM1 09340[HUMCG4A1T Human procoliagen type IV alpha—-1 chaln. B
7045.5eq 474 g1|4506686|refINM_0DI018.1|RPS15] | Homo saplens ribosomal proteln S15 (RPS15) mRNA of
TD4T seq 503 | g1|33480{emb) X58529[HSIGMHEC Human rearranged immunoglobulin mRNA for mu heavy chain enhancer and O
7049 5eq 514! gi|4502384)ref|NM_001 707.18CLT8| Homo sapiens B-cell CLL/vmphoma Th (BCLYB) mRNA 0.57
7050.58q 510 gH|3659494|sbtAC005332|4C005332 Homa saplens chromosome 17, clone hRPK. 147 L_13, complete sequence (Ha 0
7051.5eq 345 | @)1 107702|emblZS0022HSSGPINIS | Hisaplens mRNA for surface glycoprotein 0
7052580 504 | gi|3818402|gb]ACO05822|AC 005822 Homo sapierss chromoseme 17, clone hRPK.209_J_20, cormplete sequence [Hol 0.14]
7053.58Q 525 | gi|4505020irefiINM_002337.1|LRPAP| | Homo sapiens low density lipoprcte-refated protein-associated 1)
T0b55.5eq 518 |g|2224646ichiiABO02351 |ABDO235) Human mRNA for KIAAD353 gene, partial cds [8)
1056.seq 501 |gi| 332771 35]d0j|ABO1 456 1| ABO 14561 Homo saplens MRNA for KIAAOEE! protein, complete cds 0|
1057 seq 525 |2il4758137|ref|NM_004396.1]DDXS| Homo saplens DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide § (RNA 0
1059.5eq 510 gI|536067 8]dbilABO22666.11ABO22656 | Homo saplens mMRNA for anti-Entamoeba histolytica immunoglobulin 0
1060.5eq 474|gi{1805302|gb|UB4143{HS5LIB4143 Human D-dopachrome tautomerase mRNA, complete cds Ji]
TOBY .seq 488 | gi|186767|gb|M77698|HUMKRP Homno sapiens GLI-Krupple refated protein (YY1} mRNA, complete ¢, 1.00E-81
7062580 536/ gI|450647Ojref{NM_002309. s [REG1A] Homo saplens regenerating isiet-dertved 1 alpha {pancreatic stone Q)
T063.5eq 462
7064 .5eq 613 | gil4884138]emb|AL049951.1|HSMBO0294 Homo sapiens mRNA: cDNA DKFZp56400122 (from clone DKFZE56400122) O
7065.5eq 518|gi{5302125(refiNM_007055.1]SWAP2| Homa sapiens suppressoe of white apricot horpelog 2 (SWAP2), mRNA 8]
7056.5eq 525 |gi|5803035{refiNM_006BO05.1JHNRPAQ] | Homo sapiens heterogeneous nuctear ribonucleoprotein AD (HMRPAO), 0
7068.5eq 496 |g1|33480(ermb|X58529|HSIGMHEC Human rearranged irnmunogicbuint MRNA for mu heavy chain enhancer and 0
T069.5eq 464|gl|532077|gb{U1 1313[HSSCPXTI6 Human sterol carvier protein—X/sterol carrier protein-2 E-168
7070.5eq 522|gi|2707622|ab|AFD10235|AF 030235 Home saplens mRNA from chromosome 5G31-33 region E-170
T072.5eq 33%|g!}3287713|eb]ACO0O4100]ACO04100 Homa saplens chromasorne 17, clone hCIT.163_0_5, complete sequence [Hor] 0.093
7073580 251 |2i|5454161 {ref[NM_006472.1)VDUP1| Homo sapiens upregulated by 1,25-dihydroxyvitamin 0-3 (VDUP1) mRNA 1.00E-55
T074.5eq 520]&il3281985emblaL022165HETIL16 Human DNA sequence from ¢lone 7116 on chromosome Xp11. Contains a 0.5
7076.580 484 g14506668)refINM_DO1003.1RPLP1) | Homo saplens ribosoma) orotein, large, P1 (RPLP1) mRNA 0
7077.5eq 424gi181532)eb|MITI2E|HUMDEFSA H.saplens defensin 5 gene, complete cds. E-1085
T078.5eQ 530 )
17079.5eq 277
7080.seq 525 |&i|6102855/ermblAL122063.1 HSMBO207 Homo saplens mRMA; cDONA DKFZp434C03! (from clone DKFZp434C031H) E-122
7081.seq 477 aﬂ4826397!ref|NM_m5022.1 |PENT| Homo sapiens profiiin 1 (PFN1) mRNA >gil190385|gb]J03191|HUMPROF. D
7082.5eq 504/ gi[450461 BrefiNM_001553.1[IGFBPT| | Homo sapiens Insulin-like growth factor binding protein T{IGFBPT) o]
TOB3 seq 511/ gl|5708198[emb]ALDS0321.BHEJ717M23 Hurnan DMA sequence from clone 717M23 on chromosome 20 Contalns a nov 057
7084 5eq 5@_@349769@&3415[HUMCD203 Hoemo saplens differentiation antigen CL20 gene, exons 5, 6. .56
7085.5eq 505
7087 seq 533 g|4038570lemblAL031 781{HS51)12 Hurman DNA sequence from clone 51412 on chromosome 5a26—-27. Cortains 1 E-17T

&



7088.5eq 516il4929732]gblAF 151890.1]AF151830 Homo sapiens CGi-132 protein mRNA, complete cds a
7089.5eq 515 gil1835073]ermb|285362|HSZBE362 H.sapiens Ig lambda light chain variahle region gene E-121
7091 5eq 517 | gil444020{emb[229505{HSNUACBIP H.sapiens mRNA for nucleic acid binding protein sub2.3 0
7082.58q 517 | gi[4503132]refiNM_DQ1905.HCTPS| Homo sapiens CTP synthase {CTPS) mRNA >gH30202]emb|X52142|HSCTPSY| 0
7093 sea 277|gil6006920jgb|AC0O08078.11JACO0BO7E | Mus musculus, complete sequence 1.2
7084.5eq 392! gil6175872|eb|AFY 77765.1]AF177765 | Homo sapiens toll-like receptor 4 {TLR4) gene, TLR4A allele, complete E-118
7096 560 18| i|5174809|2b|AC007538.5|AC007538 | Homo saplens Xa28 PAC RPCIG-224C24 (Roswell Park Cancer Institute Humj 0037,
7097 .5eq 4621gi|36135|emb|212962|HSRPL41 H.sapiens mRNA for hornologue to yeast ribosomal protein L4t 0
T098.5eq 5301 gi|29627)emb| X52955|HSCALM Human CaMii-psi2 calmodulin retropseudogene [s)
7095589 532 1gi|4894371|eb]AFOST169.1|AFOG7I69 Homo sapiens NADH-ubiguinone oxidoreductase PDSW subunit homolog 0
7100589 221 ng?STO]enleGSZQT[HSUBABOR H,sapiens UbasD mRNA for ubigutin E-121

7101.5eq 517 gil3097871]gblACO03BE3|AC0O0I663 Horno sapiens chromoseme 17, clone HCITB7G17, complete sequence [Homa 0
7102.5eq 489(gi|3445227)eb|ACO0S502|ACO05502 Homio sapiens clong UWGC:g1211a138, complete sequence [Homo sapiens] 1.00E-04
7103.5eq 525

7104 5eq 503 gH|432074|eb|M75BBIHUMSCP2A Human steral carrier protein X/sterol carrler protem 2 rmRNA, 9
1105589 523! pi|1208254|gb[L 20311 |BOVIGIMRNA Bos taurus mu- and atpha-immunoglobulin- assoclated J-chain mRNA, E-103
T106.58q 50%;gt|4507668[refiNM_003295.1[TPT1| Homo saplens tumor protein, translationally-controlled 1 (TPT1) O
7107 seq 509 gi|4505604|ref{NM_002580.1|PAP| Homo sapiens pancreatitis—associated protein (PAP) mRNA 1)
7108.5eq 4081 gH|4504974jref|NM_000527 1]LDLR| Homo sapiens low density lipoprotein receptor (familial 0.45)
1109580 2241gi|482647 1 jemb|A1LDZ22240.8{HS328€19 | Human DNA sequence from clone 328E18 on chromasome 1012-21.2 Contain 0.24
7111.s5eq 508/gi{3483694|gb]AF0B6349|HUMZD62G0Z [ Homo sapiens full ength insert CDNA clone ZD62GG2 E-151

71t3seq 2851 gi|6069325[dbitAPO003S1 3|APCOGIS5T Homo saplens genamic DNA, chromosome 22a11.2. clone KB226F 1 5.00E-80
Tiidseq 4691 gi|6224867|gb|AF191838.1]AF 191838 | Homo sapiens TANK binding kinase TBK? (TBK1) mRNA, compiete cds E-108
T1i5.seq 5231{gi|450661 8jrefiNM_DO0986.1|RPL24} Home saphens rib | protein L24 (RPLZ4) mRNA 0
71485 513)gH4557520[reflNM_000398.2|DIA1| Homa saplens diarhorase {NADH) (cytochrome £-5 reductase) (DLA1), 0)
T120.58q 3212245659 |gb|AF004339|AF004339 Home sapiens cytochrome ¢ oxidase subunit I gene, mitochondrial E-179
7122580 516 |gi|29719502|eb]M31651|HUMSHBGA Homo sapiens sex hormone-binding globulin (SHBG) gene, complete cds E-100]
T123.5eq 484 | gi|J06T T Ttgb|L1 IBETIHUMGNEFA Human guanine nucleotide exchange factor mMRNA, complete cds. 1.00E-11

T124.5eq 515 |gl|5410327]gb|AF FOB681.V{AF 106681 Homo sapiens ras-related GTP-birding proteln mRNA, complete cds 0
7125580 5171{gi|1043079]gb| 1ICBZ6|HSU30826 Human splicing factor SRp40-1 {(SRp40) mMRNA, cormolete cds. 0
T126.5eq 490 gi|2623584|gb]AF0271 58{AFO27158 Home sapiens immunoglobulin kappa light chain (T6J/k) mRNA, partial &)
T127.seq 503 |gi|l4503268|refiNM_000788.1|DCK] Homo sapiens deoxycytiding kinase (DCK) mRNA v)
7128 5eq 521 gi|4107193jemb{Z82202.1[HS34P24 Human DNA sequence from clone 34P24 on chromosome 22 Corntaing 0.58)
7130.5eq 510 gi|6434629]embial 049779.3|CNS00005 | Human chromosome 14 DNA sequence *## IN PROGRESS % BAC R-1012A 0.57
7T13135eq 524 gi|832875{dbi|D 1066 7[HUMMHCAAA Homo saplens mRNA for smooth muscle myosin heavy chai, partial cds 0
732580 512, g|57301 11 refiNM_006634.1|VAMPS Home saplens vesicle—associated rmermbrane protein 5 (myobrevin} 0
T13dseq 517,gi|5911819[emb|Z 82214 23|M5526114 Human DNA, sequence from clone 526114 on chromosome 22, Contalns the B7] 0.58
Th3dseq 396 gt 36135emb|Z12962|HSRPLAT H.saplens mRNA for homologue to yeast ribosomal protein L41 —oi
7135.5eq0 5241 gi{5579283]gbACD06945.12|AC006945 | . complete seauence [Mus muscuhss] 0.009,

7136.5eq 523 gi|3387967|ebiAFOTOSS2|AFOTOS2 Homo saplens clone 24503 mRNA sequence E-112

Ti37.seq 5251 gi|5596765]emb]ALO49557. 19]HSJ77341| Human DNA sequence from clone 773A18 on chromosome 1p13.2-21.1 Conta 0.038]
T13B.seq 5041gil45575B0jrefINM_001444.1|FABP St Home sapiens fatty acid binding protein 5, psorlasis-assoclated 0
T139seq 3761 9i|347 8568]ebACOOS550{ACO05550 Hormo saplens PAC clone DJOG20P06 from 1021022, complete sequence [Hof E-179]
T140.3eq 540 gi[4502326|refiNM, DO1598.1]AUH| Home saplens AU RNA-binding protein/enovi-Coenzyme A hydratase (AUH), o]
7141580 508 | gil4506730\refiNM_001010.1)RPS6| Home sapiens ribosomal protein 56 (RPS6) mRNA [}
7142 500 504 | gi[S30076[gb|U1 2694{H5U 2604 Human Hsa mitochondrion cytochrome oxidase subunit H (COH) gene, 4]
7143seq 444 gi|4504900[refINM_002268.1|KPNAL Homo saplens karyoaherin aloha 4 (irmoortin alcha 3) (KPNA4) mRNA 4
7144.5eq 510/ gi4503446|refiNM_001398.1|ECH1| Homo saplens enoyl Coenzyme A hydratase T, o { | (ECH1)} mRNA 0
1146520 526 [i|4321 779]eblAFO61 T 7TTMUSMUSARS I] Mus musculus arsenical resistance ATPase (ArsA) gene, exons | and 2 9.00E-68}
7147 500 494 gi|3721650(dbjJABD1 2910LABO1 2910 Home saplens mRNA for ant-HBsAg immunciglobuin Fab kappa chain, o]
7148.58q 410 gil4503472|ref{NM_001403.1|EEF1 A1L14 Homo saplens eukaryotic translation elongation factor 1 aipha 1-ike O
7149.5eq 506 [ 1| 3080468]emiblAL021368.1|MSS5C20 | Homo saplens DNA sequence from BAC 55C20 on chromosome 6. Contains a 1)

7150580 518 !gil4759027 |refiNM_D04164.1|REPZ| Homo saptens retinob-hinding protein 2, cellular (RBP2) mRNA 0

115150q 512 [gi532 M127S5HUMIG J02 Human Ig } chain gene, exons 3 and 4. o
7152580 504 | gI4505886|rafiNM_0D2667.FPLN] Homo saplens phospholamiban (PLN) mRNA, >gi|1 89342[gh|ME3603[HUMPHLA 0

1153.580 Homo saplens prion protein {p27-30) (Creutzfeld-Jakob disease, 0

7154.5eq Mouse cytomegalovirus ) complete genomic sequence 0.12

7155.5eq Homo saplens clune NHO278G12, cormplete seauence 0.14

7156.5eq Homo sapiens ribosomal protein L18 (RPL18)} mRNA 0

T157.5eq Homa sapiens CD9 antigen (p24) (CDS) mRNA 0|

7159.5eq

T160.5eq Human rearranged immunoglobulin mANA for mu heavy chain enhancer and 0

716156 Homo sapiens proteasome (prosome, macropain) subunit, alpha type, 2 )

Ti62.5eq Homo sapiens MAD-3 mRMNA encoding IkB-lilke activity, complete cds. [s)

7163 5¢q Human rRNA primary transcript 5' external transcribed spacer 0

7164.5eq Homo sapiens ADDL mRNA for adducin-like protein. complete cds )

7165.580 Homo sapiens FSHD reglon gene 1 {FRG1), mRNA E-155

7166.5e0 Homo sapiens rigosomal protein LS (RPLS) mRNA 0

7167589 Human Chromosome 16 BAC clone CIT987SK-A-270G 1, complete sequence 8.00E-98

7169.5eq H.sapiens BDP1 mRNA for protein-tyrosine-phosphatase E-149

T170seq 511 | gi[3043611]dbilABOT1116lABO11 116 Hoermo saplens mRNA for KIAAGS44 protein, partial cds E-i61

T171seq 511 | gi[184658{&b| JOIGOT|HUMIFP Humnan 40-kDa keratin intermediate filament precursor gene. 0

7173580 534/ gi}4156190|eb| ACOD4BBHAC 004880 Hemo sapiens PAC clone DIXOT59N11 from 7931, complete sequence [Homo E-150

7174500 521 | 2lj1259786eb|tJ51244|U51 244 Homa saplens BAC clone 109 from 2p21, complete sequence [Homo sapiens] 0.58

T175.5eq 511]g1{545683F|embiAL121782.9|HSJ585114 | Human DNA sequence from clone RP4-585114 on chvomosome 20, cornplete 23

T176.5eq 523|gl|3676209)embiALO3T321.1{HS496N17 | Human DiNA sequence from clone 496N 17 on chromesome 6011.2-12.3 0[
7177.5eq 505/ gi}1924977|gb|UT0425[MMU7T0429 Mus musculus interleukin-4 induced gene-1 (Figi} mRNA, complete cus 2 ODE-65)

7179:3eq 472]21|3355522(gb| ACO04992|AC0O04992 Hormo saplens PAC clome DJ11RSK1 7 from 7a21, complete sequence [Home 053

Tt80.seq 496 g1|3849795(gbjU91581|UZ1 581 Lactococcus lactis subsp. lactis lacticin 481 operon, complete 0.14)

T181.seq 518|g1)4504026ref|NM_D02065.1[GLUL Horno saplens glutamate-ammonia ligase (ghtarmine synthase) (GLULY 0

Ti82seq 521 | gl|1848263}ab|UT7594{HEUT 7594 Hurnan ta e-induced gene 2 (TIGZ) mRNA, Jete cos 0

Ti183.seq 341 gi|292440]ghiL 1156 7|HUMRPL3TZ Homo h ribosormal protein L37 mRNA, complete ods. 1]

TiB4seq 291 gi| 3201 8991gblAFOBT420|AF 067420 Homao saplens SNCT3 protein (SNCT3) mRNA, complete cds E-i44

7186580 507 | gH4340315jemb|ALOI3S517,1|H527919 | Human DA sequence from clone 27919 on chromosome Bp24.1-25.3. Contair 0.57

7188seq 471 gi|3366667 |gb| AFD33534|HS SDHCE Horno sagiens succinate dehydrogenase subunit C {SDHC) gene, exon § Q

7191 .58 507 | gi|6137796|ref|NC_001807.2]| Hurrtan mitochondrion, complete genome a

71825eq 500 | gH{431441 8|gb}ACO064BT|AC 06487 Horna sapiens chromosome 17, clone hRPC.1029_K_10, complete sequence [H 9

7194.seq 423

7195.5eq 505 | gi{179647Igb|M18767]HUMC1SAB Human complernent subcomponent C1s, alpha— and beta-chains, complete 0

7196.5eq 259 | gil t 9097 8tgb]M 1 8363 HUMREGA, Human islet of Langerbarts regenerating protein {reg) mRNA, complete E-142

7197.5e9 520 gil3345417|gb|ACO0483 T{AC0O04837 Homo sapliens PAC clone DJS70D02 from 7p13-p14, cormplete sequence [Hol 0

7188.5eq 535 | gif4503470refiNM_001402.1|EEF1A1] | Homo saplens eukaryotic translation elongation factor 1 alpha 1 o

7199.5eq 511/gi4504846(refjNM_002245.1)KCNK1| | Home sapiens ium inwardly—rectifying channel, subfarnity K, EI
720050 500!gi}2576344|eb]AC002400.1JHUACO02400 Human Chromoesome 16 BAC clone CIT987SK-A-T35GE, complete sequence | 3,00E-58

T201.5eq 5221&1|33271 71| cdoj|ABO1 457 B{ABO14579 Home saplens mMRNA for KIAADGTS protein, partial cds. 0

7203.5eq 519[g1|2828772|gh|ACD03976|ACH0IITE Heomo sapiens ehirornoscime 17, clone hCIT.91_J_4, complete sequence [Homo 3.00E-1 5|
72D4.5eq 507 [ gii3581966]embl|AJO0E398.1[HS75G 13 | Homo sapiens chromaserme 21 PAC RPCIPT04G 137542, complete seguence | . 11

7205 seq 294/@j4557510fref|NM_001348,110APK3] | Homo saplens death-assoclated protein kinase 3 (DAPK3) mRANA 2.00E-33

| 7206 5eq S08|Ri}5823553|gb|AF1B0920L 1]AF180920 | Homo sapiens cychn L anla-6a mRNA, complete cds E—'ICIBI
1207.5eq 507 [21]3978245{gb|AFOTO675.1|AFOTO67S Homo sapiens TNF-inducible protein ©G12-1 mRNA, complete cds DI
7209.seq 520|2i|4155811|gh| AEOD1 547 AEQD154T Helicobacter pylori, strain 199 section 108 of 132 of the complete 0.58,

7211580 520|i|5712773}ebjAF161586.1|AF 161586 Homo sapiens GABA-A receptor-associated protein (GABARAF} mRNA, G

7212 5eq 515(gi|4335799]gb]AFQ4 HOO3|HSPPLGS Homo sapiens pariplakin (PPL) gene, £xons 4 throuzh § 23

T2135eq 514

7214 38 507 | 21|532596(gb|M t 27 59| HUMIG JOZ Human tg § chan gene, exons 3 and 4. E-128]
7216509 501 gi|2073409|ermb|¥1281 2| HSRF XAP H.sapiens RFXAP mRNA [}

7247580 313 gi[45045618|ref{NM. 001553 1IGFBF 7} Homo sapiens insulin-like growth factor binding protein 7 {IGFBP7) 4.00E-93

1218:seq 501 | gi[4506606[refINM_C00979.1)RPL1S Hemo sapiens ribosomal protein L18 (RPL18} mRNA 0

7]
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T218.58q 421 gi|4589535]@|»\5023‘i53A![AB(]23163 Homp saplens mRNA for KIAADS46 protein, partial cds [}
7220.5e0 457
7221 seq 5221 gi|4100383|gb|UB7251[H5LST251 Homo saplens leM heavy chain varlable region (humka227) mRNA, E-167|
7222.5eq 2356 @i|4504618refiNM_D01553.1{IGFBP T} Homo saplens insulin—like growth factor binding protein 7 IGFBPT) E-167
7223580 478]i|4503584|refiNM_001979.1|EPHX2| Homo saplens epoxide hydrolase 2, cytoplasmic (EPHX2) mRNA 0
7225.5eq 511]gi[2808446(emb]Y1 1112IHSC2PI3K H.sapiens mRNA for phosphoinositide 3-kinase 0
7226589 452 glji')ﬂd522[refiNM_002157.'l]HSPEll Homo saplens heat shock 10kD protein 1 {chaperonin 107 {HSPE1) mRNA D)
7227569 391 2H181532|eb MD7925|HUMDEFSA H saplens defensin & gene. complete cds. E-134
1228580 2931 gi[4503304{ref|NM_001926.1]DEF A Homo saplens defensin, alpha B, Paneth cel-specific (DEFAB) mRNA E-155,
7229.5eq 494 gi|4507664(ref|NM_QG3596.1|TPSTY| Homa sapiens tyrosviorotein sulfotransferase 1 (TPST1) mRNA, and Ja)
7231.5eq 485 gi{323670]gb|M23022|DIGGENOME Digitarla streak virus, complete genome. 0,14
7232589 523 | gi|2224352|dbjlAB001684|AB001 684 ChloreHa vulgaris C~27 chioroplast DNA, complete sequence 0.58
7233580 510 &i|2463264)emba)001616|MMMYELUP R Mus musculus mRNA for myeloid lated differentiation protein 3.00E-65
1234 .5eq - 527 | gi|53362|emb] X553 16tMMNFYE M.musculus mRNA for CAAT-box DNA binding proteln subunit B (MF-YB) E-105)
7236.seq 512 2i|25651 93]b) AFDO03BO[HSAFO003B0 | Homo sapiens folate binding protein mRNA. complete cds o
7237 5eq 457 | gil441372]emb| X7 2452 HS IGKL V31 H.saplens mRNA for rearranged | kappa kght chain variable region E-149
7238.5e0 506 )|5824968]emblAL1 10671.1[CNS018QG] Botrytls cinerea strain T4 ¢DNA library under conditions of 0036
1238.5eq 450 | gi[31091|emb| X16869HSEF1AC Human mRNA for elongation factor 1-alpha (clone CEF4} 0
T240.58q 509 | gil41561 79]eblACO04808]ACQI4908 Homo sapiens PAC clone DJORSSD21, complete sequence [Homo saplens) 0.009
7241 580 508 | g 4505372 ref|NM_DD2497.1|NEKZ| Homo saplens NIMA (never in mitosis gene a}-refated kinase (NEK2) 0]
1242.seq 529215931893 embjALO49696.9[HS J279A 1R Hurnan DNA seaquence *+* SEQUENCING IN PROGRESS #*+ from chone 0.038
T243.seq 504 2il3510300|dbj|AB012132|AB012132 Human parainfluenza virus 3 genomic RNA, complete sequence, viral 0.14]
7244 580 512 )gi]181600{gbjM121 19|HUMOMHSP Human DNA, region with homelogy to D.melancgaster heat shock protein 8]
7245580 503 | gil2894828|EblUS1942|LU91942 Hamo saplens immunoglobulin light chain mRNA, partial cds o
T246.5eq 515 | gi| 162001 6|dbj|DB7666{DATE66 Humian heart mRNA for heat shock protein 50, partial cds Q
T7241.5¢0 522 1gi|2B15517|gb|AC00Z3 002368 Horne saplens Xa28 BAC PAC and cosmid clones containing FMR2 gene exony 0.037
7248500 511 |gi 647025qm|.AF!9514'|.||AF19514| Homo sapiens selenoprotein T mRNA, complete cds O
7251 580 Homo saplens crystallin, alpha B (CRYAB) mRNA 0
7252500 Home sapiens ribosomal protein, large, PO (RPLPOD) mRNA [}
7253 .56 Homan mitochondsion, corplete genome Iy
7254.5eq Home sapiens DNA sequence from PAC 172K10 on chremosome 6q24. Contal 0.13
7255.5e0 Human DNA sequence from clone 735P 1 on chror Xp11.3-11.4. 0.004
7257.58q
7258.500 H.sapiens g lambda light chain variable region gene {14-D3DPIAZ15) E-103]
7259.5eq Homo sapiens partial mRNA for putative protein p243 which interacts E-102
T260.58q Hurman thymosin beta-4 mRNA, complete cds. [
T2615eq 504 | gi|4507512|ref|NM_000362.1[TIMP3] Homo sapiens tissue inhibitor of metalloprotelnass 3 (Sorsby tundus i)
T262.5eq 507 | 8i|5325962b{M1 2753{HUMIG J02 Human Ig J chain gene, exons 3 and 4, E-128,
7263.5eq 330 2[5926693|dui|APOC05T 2. HAPOOD512 | Homo sapiens genormic DNA, chromosome 6027.3, HLA Class | region. E-1 TEI
7264.5eq 465/ gi[4506706[ref{NM_001028.1|RPS25] Homo sapiens ribosomal protein 525 (RPS25) mRNA 0
7265.58q 412 gi1815321gbiMIT925HUMDEFSA H.sapiens defensin § gene, complete cos. E-134]
T266.5eq 154 | gi|257803%|emb|Z97195.1)|HS1DEHE Human DNA sequence from PAC 106HB on chromosome 1924. Contains Q.04
Y267 seq 72| g1|2996630{gb| ACO04508|ACDD4508 Homo saplens chromosome 21, P1 clone LBLES {LBNL HO9), complete 5.00E-04,
T268.5eq 282 | g1|4662612|gb] ACOO6582.13)AC006582 | Pan troglodytes 12cp12 BAC RPCMI-T7C18 (Roswek Park Cancer Institute 1.00E-931
7269.58q 521 gi]4505604]refiNM_0032580.1{PAP| Homo sapiens pancreatitis—associated protein (PAFP) mRNA [¥)
T270.seq 521 | gi|4503476iref{NM, 001959.1|EEF1B2} | Homo sapiens eukaryotic transiation elongation factor 1 beta 2 ]
7271.380 515 gi|1 673574{gb|UTE548]{HS 76549 Hurnan cytokeratin 8 mRNA, complete cds 0
T272.58Q 4507 gi|1 215741 |ghjU45083|HS 43083 Human cell surface heparin binding protein HIP mRNA, complete cds o]
7273500 5001 gi|5834563]emb]AL117237.11HS32BE191] Novel hueran gene mapping to chomosome 1 4]
727435eq 323 | gil4506698]refiNM_001024.1[RPS21] Homo saplens ribosornal protein 521 (RPS21) mRNA E-179
7275580 512 |gl[4758915|refiNM_004879.1|PsGB] Homa saplens etoposide-induced mRNA (PIGB) mRNA E-108
T276.5eq 510} 2114500001 |emb]ALO45257.1{HSMB00044 Homo saplens MRNA, cDNA DKFZp564E153 {from clone DIKFZpS64E153) 0
T277.5eq 505
7278.58q 499 gl|a753272|ebjhCOD5534.2|ACO05534 | Homo saplens PAC clone DJOSB2E0Y from 7a35-a36, complete sequence 0.036
7279.36q 506 | el|1 209 254{gb| 1. 20311 |BOVIGIMRNA Bos taurus mu— and alpha-immunoglobulin- ss d J-chain mRNA, E-103
7280.seq 388 |gi|1 262342{embiX93334 HEMITG H.saplens mitochondrial DNA, comolete genome 0|
7281.5eq 314]gi|3375131g{ JOISITIHUMRP S6 Human rbhosomal protein 55 mMRNA, complete cds, E-164
T282.5eq 512 | gi|2578066|emb|Z298036.1|HS187N21 Human DNA sequence from PAC 187N21 on chromosome 6p21.2-6p21.33. 2.3
T283 500 435 gi[4581 376|emb|ALO31EE6.3|HS660M23 | Human DNA sequence from clone S69M23 on chr 20q12-13.1 032
72BS.seq 504 gl|458041 7 jrefiNM_001 753.2ICAV| Homo sapiens caveoiin 1 (CAV) mRNA 0
7286580 510|gi|1575007|gb]US09) 2{HSUS0912 Human XIST gene, paly purine -pyrirmidine repeat region T.00E-22
1287 seq 506 gl|134847|gb|ME3438|HUMIGGK Human lg rearranged garmma chain mRNA, V-J-C reglen and complete cds. 0
728852 449 | gi{4338423|ab] AFOS9SEBIAFOBIRGS Homo saplens cell surface glycoprotein P1HI2 precursor, mRNA, E-157
7289.5e9 528 Ei|3¢73211§)|L22157]HLMGIIIB Hurnan (clone 1.1} mRNA sequence. 0
7290.5eq 5t4) gi4929560|gb|AF151799.1|AF15179% Hormo sapiens CGI-40 protein mMRNA, complete cds [y
7291 580 502 gil532556]gb|t1 2TSHHUMIGI02 Human Ig J chain gene, exons 3 and 4. E-130}
7292.5eq Human mANA for coupling protein G{s) alpha-subunit {alpha-S1) i |
7293.5eq Human miNA for DC classil histocor ibility antigen alpha~chain 1)
7294.50q Human proteasome subunit LMPT (allele LMPTC) mRNA, complete cds. 0
7295.500 Human mRNA for nuclear envelope protein lamin A precursor O
7296.589 523 | gi|5531804)gb|AFOTEE45.1|AFOTB845 | Homo sapiens 16.7Kd protein mRNA, complete cds 0
1297500 498 21|3347815|gb|ACO04351 |AC004351 Drosophiia melanogaster DNA sequence (P1 DSD6194 (D254)), complete 22
7208.5eq 515 l|5001508|gh|ACOGT364.2JACD0T364 | Homo sapiens clone NHO328H24, cormolete sequence 6.00E-D4
7299.seq 442| g|2578066|emblZ 98036.1|HS187N21 Human DNA sequence from PAC 187N21 on chromosome 6p21.2-6p21.33. 2.00E-09,
7300.seq 4231 gi{5708479(ghjACO06367 JACO06367_ | Homo sapiens clone NHO157L09, cormplete sequence 0.12
7301.5eq 214 | gi{143493]eb|M2TOT5|{BACSACQA B.licheniformis sacQ gene, complete cds. 0%
7302.5eq 438 |gi|31091|embl X16868|HSEF1AC { Human mRNA for elongation factor 1-alpha {clone CEF4) 0
7303.5eq 508 | gi{d503744|refiNM_001456.1)FLNA| Momo sapiens flamin A, albha {actin-binding proten—-280) (FLNA) mRNA [1)
7305.5eg 5221gl|265703|eb)S55735|S55735 Ig alpha 1~ alpha Zm=immunoglobulin A1-A2 lambda hybrid GAU heavy 0
1306.seq 474|gi|186103|eb|M 1 BE45{HUMIGLAM2 Human Ig rearvanged lambda—chaln mRNA VJC-region subgroup kambda- v 0
7308.seq 517 |gi|4502806irefiINM_001819,1|CHGB| Homo sapiens chromogranin B precursor (CHGE) mRNA Q
7308580 514gi|32822|emb|X57331|HSIGCMLIDE Hurman imrmuneglobulin C{mu) and C(delta) heavy chain genes (constant 1]
7310.seq 500|gi|6005881|refiINM_00T173,1[SPUVE] | Homo sapkens serine protease, umbliical endothelium {SPUVE). mRNA of
T3tlseq 500|g1j4758521 [refiNM,_004684.1 [HEVIN] Homo saniens hevin (HEVIN) mRNA >gI|758065iemb|XB2 1S T|HSHEVIN o
73i2.seq 514 gi|4506470]ref{NM_002903.1|REG 14| Homo sapiens regenerating islet-derived 1 aloha {pancreatic stone 9
7313.5eq 512 gi|2317822|gblACD02410{ACO02410 Human BAC clone RG264L19 from 7p)5-p21, complete sequence [Homo 0.037,
7314.5eq 515 gi{4506662jref]NM_D00973.1|RPLE| Homo saplens ribosomat protetn LB (RPLE) mRNA : 0
1315.5eq 308 | gl{1 B7538|eblM10942{HUMMET:E, Human metallothioneln—le gene (hMT-le). E-124
7316.5ea S0B | git4503382|refiNM_000794.1{0RD1) Homo saplens doparmine receptor D1 {DRD1} mRNA 0.4
7317.5eq 359 | gl|5922025|eb]ACODBO40.7|AC 003040 Momao saplens 3u26.2-27 BAC RPCI11-379K17 {Roswe# Park Cancer tnstitue E-16¢
7318.5eq 351 [g1|4507668Iref|NM_003285.1 [TPT1| Home sapiens tumaer protein, translationally-controlied 1 (TPT1) E-162
7319.5eq . 503 | gi|503 1 T48[refiNM_005517,1|HMG1 7} Homo sapiens hish—mobikity group {ronbistone chromaosomal) orotein 1]
T320seq 521 |gi|450T668)refiNM_003295.1[TPT)| Homo sapiens tumor proteln, transiationalty-controlled 1 (TPT1) 0
7321seq 524 gij4505848|refiNM_000300.)|PLA2G2A| | Homo sapiens phosaholipase A2, group lIA {platelets, synovial E-169
732258 504! gi|61 4391 3]eb|ACODEEF2.15ACO05952 | Mus musculus, complete sequence 0.009
7323.5eq 433
7324.5eq 243 | il2224704)cbjABO02380}AB002380 Hurnan mRNA for KIAAGIB2 gene, partial cds E-131
7325.5eq 456 | &i 4503658_]&11NM,001997,\|FAU| Homo saplens Finkel-Biskis-Reilly rmurine sarcoma virus {FBR-MuSVv) D
|7326.5eq 348 |gii432358|dhjiiD23660HUMRSP Hurnars mRNA fer ribesomal protein, comolete cds 1Y)
7327 5eQ 504 | el[388031|gb[LD5092(HUMRIBFROC Homo sapiens ribosomat protein L1 mRNA. complete cds [¢)
|7329.5eq 508 |@l|2828772|eh{ACO03ISTBIACO0297S Homo saplens chromosome 17, clone hCIT.91_J_4, complete sequence [Homo 1.00E-29|
7330.5eq 497 | g)|6466447 jref|NM_DDSBTO.2|ADF| Homo saplens destrin (actin depolymerizing factor) (ADF), mRNA 0
7331.seq 4209| gil5802108)ref|NM_006812.1/0S-9| Home saplens amplified in osteosarcoma (05-9), MRNA - 0
73325ea 255 &l[3171875]emblALD21026.1{HS12703 | Homo sapiens DINA sequence from PAC 12703 on chromosome 1g23-25. Con E-137
7333seq 507 1 2i5231033eb| AF1 22995.1]AF1 22995 Arabidopsis thaliana cultivar 2u-0 RPM) variant gene, complete 0.038
7334.5eq 255|234 1006]eh{UBI4ED{HSXIST2 Human %g13 3 end of PAC 92E23 cortaining the X inactivation transciot E-%35
7335.580 440/ g)|4505636)refNM_000395.1|RPL34} Homa sapiens ribosomal protein L34 (RPL34) mRNA 0]
7336.5ea 522 gil4309892|eblACO0SS96IACOASII6 Homo sapiens PAC clone DJO555L 14 from 7g34-036. complete sequence [Hol £-150}



/o )

7337.seq 473 | gi|453963}emb| X7 7584{HSATLRED H.sapiens mRMNA for ATl —derived factor/thiredoxin I5)
7338.5ea 211 | g{555853|£b[U13369[HSI1 3369 Hurmnan ribosomal DNA complete repeating unit 4 O0E—40)
7339.5eq 531|g/|6249672|gb|ACO05876.3|AC005876 | cith_188 )_5, complete sequence [Homo sapiens} 0.038
7340560 504 |gl|6137796]ref|NC_001807.2]) Human mitochandrion, complete gename Q
7341.seq 511 i 162001 6]dbi|D87666|C87666 Human heart mRNA for heat shock pretein 90, partial cds E-133
7342 500 510/ gi[4505604[ref|NM_002580.1|PAP] Homo sapiens pancreatitis—associated protein {(PAP) mRNA 0
7343.seq 471 gl ¥85538igb|M1 851 2{HUMIGHVAJ Human {fetal) rearranged lgM chain VDJ-region mRNA, clone 20P3. E-159
7344 5eq 523 | gi|265703]gb| $55735|555735 Ig alpha 1- alpha 2m=immunogkbulin A1-A2 karnbda hybrid GAU heavy D)
7346.5eq 457 [ 21|4826658|ref|NM_004930.1|CARPZEB| Homo sapiens capping protein (actin filament) mustle Z-4ine, beta 0
7347 seq 508 [2i{6137876|eb]ACO07E87.16|AC0O0768T | Homo sapiens 3026.2-27 BAC RPCI11-419H14 (Roswell Park Cancer Institut .57
T348.500 506 | @l|673453|emb]X8469|MMSPNR M.musculs Sprr mRNA for RNA binding protein E-114
7349.5eg 422 | gi|5729910jrefiNM_DOGES1 1JLYVE-1] | Homo saviers lymohatic vessed endothelial hyaluronan receptor 1 &)
7350 5eq 378[ei|5123778|embjAL035461.1 1HS967N2 Y Human DNA seauence froemn clone 967N21 on chr 20p12.3-13. Contg 4.00E-26
7351.seq 505 | gi[S031972|ref{NM_005742.1/P5} Homo sapiens protein disulfide Isomerase—related protein (PS5} mRNA 4]
7353.seq 505 | gi|538852jdbi] D1 7249HUMDSACM3 Human HepG2 3 region Mbol GDNA, clone hrndSa09m3 E-12D
7354.seq 429 | gi(2463264|embjAJ0)1 616MMMYELUPH Mus musculus mRNA for myeloid assoclated differentiation orotein 6.00E-04|
7355.5¢0 533 gi[53259§Lgb|M'|2759[HUMIGJO'Z Human Ig J chaln gene, exons 3 and 4. E-149
7356.5eQ 516 gi|37605]emb|X04347|HSUPIR1 Human liver mANA fragment DNA binding protein UP1 homologue 9
T358.50q 514/ gl}523406]gb|M27 309HUMIFSANT Home sapiens T cell-activating protein (HRF20) mRNA, complete cds. [s]
7359.5eq 471 |gi{6102666|gblACOD6449.19AC06449 | Homo sapiens chromoesome 17, clone hCIT.58 E_17, complets sequence 0
7362.seq 421 | gE33009]ermb[X16302|HSIGFBP2 Human mRNA for insulin—like growth factor binding proteln (IGFBP-2) 0
73645eq 504 | gil4938280|emb|AL0I1431.8[HS452023 | Human DNA sequence from clone 462023 on chromosome 1p35.1-36.12. Cor] 0
7365.5eq 543 | gi{4454695|ghlAFOTOEE0|AFDT0660 Home saplens HSPCOD4 mRNA, complete cds o)
1366.5eq 503 [ git3201 542]emb]X97752]MMRETDEHY | Munwusculus gene rdh for 11-cis retinot dehydrogenase 1.00E-04
7367 seq 511 glid502548retiNm_001743.1|CALM2| Homo saplens calmodulin 2 (phosphoryiase kinase, delta) (CALM2) 0
736958 496 | gil390084%9|gbjAC004994| ACO04594 Horno sapiens PAC clone DJT194£15 from 7p15.3-p21, complete sequence 5.00E-69,
73703eq 538[Ei{z’zz:tﬁ'l2|d:j1A5002334|A3002334 Hurman mRNA for KIAADIZS gene, comolete cds 0.15)
7371.3eq 503 1gi|2 133879|gb|ACO00398{ACO00395 Genomic sequence from Mouse 9, complete sequence {Mus musculus) 5.00E-28|
737250 503 gI{532596]2b]M1 2753HUMIG 102 Humar Ig J chain gene. exons 3 and 4. E-134)
7374.5eq 509 |gl{2148915|gb]UII7S40{RNLIITE40 Rattus norvegicus Sprague-Dawley epithelial sodium channel, gamma 0.57
7375seq 482

7376.5eq 516 git38422]emb|X69150.1{HSRPS18 Homo sapiens MRNA for ribosomal protein $18 1)
7378580 519 1215360678]dbjAB022656.1|AB022656 | Homo sapiens mRNA for antl-Entamoeba histolytica imrunogiobulin [4)
7379.5eg | D1 4684 HUMGCS TP4 Human gene for glycine cleavage system T-protein, exon § 0.002]
7380.5eg 491 | gII5454 167 [refl]NM_0D5452.1]XAF4| Homa sapiens HBY associated factor {(XAP4)} mRNA i)
7381.3eq 510 gi{2358042|gh|AFO0DEE0|HUAEODOEE0 | Homo sapiens T-cell recentor aipha defta kocus from bases 501613 to 0.009/
7382320 518 gil4502370}ref{NM_003567.1]BCARI] Homo sapiens breast cancer antiestrogen resistance 3 (BCARI) mRNA 0
73B3.sea 443 |gi}179767]gb|M18981|HUMCACYA Hurnan profactin receptor-associated peotein (PRA) gene, k 0
7384.5e0 501 Fipsmz]rw.unpug Horg sapiens ribosomal protein L15 (RPL1S) mRNA 0
7385.5eq 512 | gi{3808083|gbiACO0368 I ACOGIES1 Human Chromosome 11g23 PAC clone pDJ254813, complete sequance [Hamv 3.00E-54
738T.5eq 526 1 g6 1 74406|refiNM_006016.1]CD164] Homo sapiens slalomucin CD164 (CD164) mRNA, s}
7388.5eq 506 | gl{364 1 773|gbiACO0SE6TIACODS66T Homo sapiens chromosome 17, clone hRPK.329_E_11, complete sequence 0.14
7389580 304]ref[NM_001826.1|DEFAS| | Homo sapiens defensin, alpha 6, Paneth cell-specific {DEFAB) mRNA 0
73%.5eq 493 [git3B60076|eifAFQITOZ1|AFO3TO21 Horro sapiens GW112 protein (GW112) mRNA, complete cds E-145]
7391.5eq 199 [214895153|gh{ACOO7EE5.1{ACO0TE55 | Homo saplens 12p13 BAC RPCI11-233G1 (Roswell Park Cancer institute Hunj E-10§|
7392.5eq 500 | gi{532555|gb|M12755(HUMIG J02 Human Ig J chain gene, exons 3 and 4. E-130)
7394 580 512 |gl}4092821 [gb|ACO0I0INACO0I030 Homo sapiens chromosome 19, everlapping cosmids R29828 and F25496. 0]
7395.5eq Y147 36[HSIGG 1KL Horno sapiens mMRNA for Irres jobulin kappa, lght chain E-ITQI
7396.58q 811 |gH4557616|reffNM_0D0820.1|GASE| Homag sapiens growth arrest-specific 6 {(GASE) mRNA [+
7398.5eq 1| 2245559 ab|AFQC4339|AF004339 Homo sapiens cytochrome ¢ oxidase subunit 1l gene, mitochondrial E-1 19|
7399.seq 502 | el|5523809]|gb|AC007392.3]ACO07392 | Homo sapiens clone NHO444804, complete sequence 0.036)
7400500 482 | glja512311jdbjjaAB019441. 11ABC1 9441 | Homw sapiens DNA for immunoglobulin heavy-chain variable region, 1)
7401 500 513 | gl|532595|gbii1 2TSHHUMIG J02 Hurman Ig J chain gene, exons 3 and 4. 0
7402 .5eq 503 | gi|5924055|embl]ALOSERT6.12[HSDJ4TM] Hurman BNA sequence *»* SEQUENCING IN PROGRESS »» from clore 147] 0
7403.5eq Ei[532596|ghiM1 27 58|HUMIG JOZ Human Ig J chain gene, exons 3 and 4. E-164
7404 seq 508 | e)|5456149{ab|ACO0T151.2|AC007151 Home sapiens clone RPCH11_95J11, cormplete sequence 1.00E-05
7405.5eq 448|gi[63301 70{cbjjAB032991.1}AB032991 | Homo sapiens mRNA for KIAAT1ES proteln, partial cds Q)
7406.5eq 2791g116137796|ref|NC_0C1807 .23 Human mitochondrion, complete genome E-154
7407 seq 511 |gi|4758137|refiNM_D04396 3] DDX5] Homg saplens DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 5 (RNA 0
7408.seq 500 |2i[2944426]ab]AF05Q15TMMHC135G 15| Mus musculus major histocompatibiiity locus class Il region: major £.009)
7409560 504 |gi|5579457|ref|NM_003752.2(E{F358] _ | Homo saplens eukaryotic translation inltlation factor 3, subunit 8 o
7410.5e0 512 |gild503470|ref|NM_O0402.1/€EF1A1] | Homo saplens eukaryotic translation elongation factor 1 alpha 1 o)
7411 .5eq £17 | gi|3954888]|emb|At01 0444|HSAD10444 | Home saplens mRNA for immunoglobulin kappa $ght chain, anti-RhO, E-179)
T4r2seq 504 | gl|5729876 ref|[NM_00659T.4|HSPAIDY | Homo saplens heat shock T0kD protein 10 (HSCT1) (HSPAY0), mRNA 0
Tdld.5eq 217|g1i5306227|ef ACDDTO56 4 ACDOTO56 | Homo saplens clone from human chr 14031 region contakning gens f 0.058f
T4i5.seq 320 gi{632596{gb|MT 2759 HUMIG 102 Human |g .} chain gene, exons 3 and 4. E-¥79
7416.5eq 500 | gl|532586|eb|M 1 2753IHUMIG.JOZ Homan g J chain gene, exons 3 and 4. Ji]
7417 580 505 81|219427|dbj| OOV ITIHUMADH21C Homo sapiens mRNA for alcohol dehydrogenase beta 1, complete cds Q)
7418 580 514 gH505097|dbf|0I188S{HUMORFKG IN__| Human mRNA for KIAADDES gene, partial cds o
7419.5eq 510| gi[2896804tgb| AC0D2565.1]HUACO02564 Human Chromosome 16 BAC clone CIT887SK-A-59B0M4, compiete sequence 1.00E-42|
7421 seq 309 | gi4 NM_001020.1|RPS16] Horno sapiens ribosomal protein 516 (RPS16) mRNA E-172
7422580 515 gi|2337896]&b| ACO066ACO01660 Oy hita melanogaster DNA sequence (P1 DS00TS0 (D29)), complete 0.58
7423.3eq 508 gi|5689470]dbi|AB028990.1|ABO2BIS0 | Honm sapiens mRNA for KIAAVDST protein, partal cds o
7425.529 510 &4758645)ref|NM_004798.1[KIF3B] Honno sapiens kinesin family protein 3B (KIF3B) mRNA 0.57)
7426.5eq 505 | ail2982504]emb|Al.021328,1{H5232P20 | Homa sapiens DNA sequence from PAC 232P20 on chromosome 6025 22
7427 zeq 524 gil537299eb|UT4115|HSUI14115 Human T cell antigen receptor zeta subunit, promoter region, 0.009|
7428 .seq 359 | gi[2951946[eb| U1 327 |HULN 32) Hyman Chromosome 16 BAC clone CIT387SK-A-363E6, complete sequence 7.00E-08
7429.seq 356 [ gI4506646]ref]NM_001000.1|RPLIY| Homo sapiens ribosomal protein L39 (RPL39) mRNA Q
7430.5eq 518

7431 .seq 513 |/j4688107|ebjAFOT7030.1|AFO77030 Hemo sapiens hypothetical 43 2 Kd protein mRNA, corplete ods S5.00E-28
7432 5e0 118 | &i]5668655|embAL.0S033 1.1 3HS D861 Human DNA sequence from clone 4B6t3 on chromasome 6022.1-22.3. Contak| 2.00E-31
7433.seq 380 |&l|4758543refiNM_D04500. 1{HNRPCT | Homo saplens heterogeneous nuclesr ribonucleoprotein C (C1/C2) Q
7434.520 efiNM_0D03617.1|{RGSS| Hermo saplens regulator of G-protein signating 5 (RGSS) mRNA 0
T436.3eq 510|g1|28335(emb|X63432|HSACTE H.sapiens ACTB mRNA for mutant beta-actin {beta'-actin} 4]
7437 589 511|gi|3041 854|gb]AC004537IACO0453T Homo saplens PAC clone DJOBT2FGT from 7g31, compiete sequence [Homo E-1N
7d38.seq 437 | gi|5454151 refiNM_006294.1|UQCRBE| Homo saplens ubiquinol—cytochrome c reductase binding protein 4
7439 seg 500/ gil1 322521 {emb|Z2 72561 |SCYGLO3IOW S.cerevisiae chromosome Vil reading frame ORF YGLO39w 0.14]
Tdd1.seq MEIG2SHUMTTP Human tristetraproline (TTP) mRNA, complete cds. 9
7442.58q 214 gil4505270)ref|NM_D02450.1|MT1L| Hormo saplens metallothionein I (MT1L) mRNA E-175]
Td43.5eq 486 gi[28335lembiX63432|HSACTB H.saplans ACTB mRNA for mutant beta—actin {beta’-acting [
Tdd4.5eq 504 gl|3702686|dbj| ABOO4852{ABOD4852 Homo sapiens mRNA expressed in 19week fetal lung, clone o
T445.58a 526|gl|53138011|emblALOS6773.6{HS1000E10 Huuman BNA sequence from clone 1000E1C on chromoserme 1p12-13.3, compl O
T446.500 530|gi|4504278|ref|NM_0G2107.1|HIFIA| Hormo saglens H3 histone, family 34 (H3F3A) mRNA D!
7447 seq 507 | gi}3293449|gb| AFOEEBE T|AFDBRBST Hormo sapiens riormal colorectal epithelium/cokorectal adenocarcinoma D
7448.seq 510|gl[5453635|ref|NM_006442.+ DRAP| Homo saplens DR 1 -associated protein 1 {negative cofactor 2 aloha) 4.00E-11
1449.5eq 524|gH3397 48jgb|M 75866 HUMTNFR 103 Human tumar necrosis factor receptor 1 (YNFR1) gene, complete cds. 2]
7450.5eq 504 gi|B96064|gh|U2BB3 1 {HSLI2883 Human protein immuno-reactive with anti-PTH polyclonal antibodies E-118
7451.5eq 524 |gi|5052332|gblAF1 26743 1|AF 126743 Home sapiens DNAJ domain-containing protein MCJ (MCJ) mRNA, 0|
7452 5eq 494 gij4503470jrefiNM_001 402 1IEEF1AT] | Homo sapiens evkaryotic translation elongation factor 1 alpha 1 ol
7454.5eq 503 | gi|4506602|refiNM_002948 1}1RPLI 5| Homo saplens ribosomal protein £15 (RPL1SY mRNA o]
7455.5e9 510| gi|5649386{eb|ACO05233.2{AC005233 | Homo sapiens PAC clone DJ1198021 from Ch22, complete sequence 1.00E-04/
7456.5eq 505|ri|4507498] refiNM_003252.1{TIAL ¥ Homo saplens TIAT cytotoxic granule—associated ANA-binding 0]
7457.seq 511 ) i|87592|eh|MSE549HUMMGPCD Human matrix Gla proteln (MGP) mRNA, complete cds 0
T458.5eq 517 | eH56207 5 etz U 2897 |HS U1 2857 Homo saplens IPW mRNA sequence 0
|7460.seq 504 | gi|35052|emb| X537 T8|HSNGMRNA H.sapiens hng mRNA for uracil DNA glycosylase MINNGTIHUMGAPOH
7461 .seq 525 gi4506730jref|NM_001010.1|RPS6 Homo sapiens risosomal protein $6 (RPSE) MRNA ¢]
7462 5eq 516 |gi[265703}gb|S55735]555735 Ig alpha 1- afpha 2m=immunoglobulin A1-A2 lambda hybrid GAU heavy [¢]
7463 5eq 243 gi 5410303 gp}AFlOO?ﬁBJ |AF 100759 Harno sy_}ens transmembrane 4 superfamily protein mRNA, complete cds 200E-67



7464 sed 5101 gil4507668]ref|NM_003295.1|TPT1| Homo saplens tumor pretein, franslationally-controlled 1 (TPT1) O
7465 seq 484 1¢i|388031|ebjl 05092|[HUMRIBPROC Homo sapiens ribosemal protein L11 mRNA, compiete cds [y
7466.5e0 503
7467 seq 513 gi|5531903|gb|AF 107405.1]AF 107405 | Homo sapiens pre-mRNA spheing factor (SFRS3) mRNA, complete cds 0
7468 580 322 ei|562840|gb|L 393 TYHUMHEP 27X Human heat shock protein 27 {HSPB1) gene exons 1-3, complete cds. 1.00E-5%
7470.seq 5001|437 7242{g|AEO0T 6T 2JAEDD1 672 Chlamydia pneumoniae section B8 of 103 of the complete genome 0.56
7471.5eq 362 | 2i|5802075}ref|NM_006825. 1| APM2| Homo sapiens adipose specific 2 (APM2), mRNA E-142
7473seq 447 | gi|62309651cb{|DgT01 7 2|DRTO17 Hormg sapiens immunoglobulin fambda gene lotus DNA, clone:75C12 0|
T47d.5e9 516 |gi|4204704] gb|ACGO6238]AC006238 Homo sapiens chraomosome 18, clone hRPK.474_N_24, complete sequence [H( 0
747550 344 g|4506640{ref|NM_0009S7.H RPL3?| Horro sapiens ribosomal protein L37 (RPL37} mRNA 0
7478.seq 502 | {5010437[eb| AF032905.1|AFQ92905 Homo sapiens protein phosphatase type-1 catalytic subunit delta 0
T478.seq 507 [@i|6018837|cbi| ABOP4334.1|AB024334 | Homo sapiens mRNA for 14-3-3gamma, complete cds 0
74B0.seq 530]gi|393722|emblZ 23522|H5203VB6 H. sapiens {D75634) DNA segment containing (CA) repeat; clone 2 .00E-93
748t seq 632 gi|3850076|eblAF09T021|AFO97021 Homo saplens GWW1 12 protein (GW112) mRNA, complete cds. [l
7432 seq 497 | gi|3287468|gblACD04448|AC0D4448 Homo sapiens chromosome 17, clone HCIT187M2, complete sequence [Homo 0|
7483.seq 514|gi|3929220]gb|AFOB2557|AFQB255T Homo saplens TR 1 -interacting ankyrin-related ADP-ribose polymerase [RH
7485seq 495 |gi|4506620]refiNM_DO0S87.1{RPL26| Homo sapiens ribosomal protein L26 (RPL26} mRNA 0
74865eq 515 1g6137796|refINC_0Q1807.2{| Human mitochondrion, complete genome 4]
T487 seq 5085656581 eb|ACO07297.22|AC007297 | Homo sapiens 12922 BAC RPCIH1-690.15 (Rowswell Park Cancer nstitute 0.14]
7489.5eq 510|gi|SB032T0|refiNM_D06759.1|UGP2| Homo sapiens UDP-glucose pyrophosphorylase 2 (UGP2), mRNA 0
7490 500 £02 |gll555940|gb]U1 4990|HSL 4990 Humnan XP1P0 ribosomal protein 53 (rp53) mRNA, complete cds. 0
7492580 i14753242|gb]ACO06155.2|ACO06155 | Homo sapiens BAC clone NHO263N12 from Tg21.2-q22, complete sequence 2.2
7494 se¢ 499 gl)3702290/eb]ACO05785|ACO0578S Homo sapiens chromosome 19. cosmid R33907, complete sequence [Homo 2.00E-65
7495.5eq 511 | gi|33192911eb|AFO55995]AF055985 Homo sapiens thyrokd hormone recentor-associated protein complex 0
7496.5eq £l|4827310ieb|ACO05037.2]ACO05037 | Homo sapiens clene NHOASIMO?. complete sequence 1.00E-28|
7497 .seq 510]gi|4505604]ref|NM_002580.1|PAP| Horna saplens pancreatitis-associated protein (PAP) mRNA 0
7498.seq 127 | gi|4507648]ref|NM_003289.1[TPM2] Homo saplens tropormyosin 2 (beta) (FPM2) mRNA 3.00E-61
7499509 509 | gi|4502270]refINM_D01820.1|DCN Homo sapiens decorin (DCN) mANA >gil1 81169]gb|M14218|HUMCSPG1A 0
7500.5eq 510|gi[6136240(emblALO35411.27[HE592A1 | Human DNA seauence from clone 59241 on chromosome 1631 2-32.3, compl{_ E-132
7501 .5eq 512 | gi|4512311]dbi|ABO19441.1[ABO1 9441 Homa saplens DNA for Immwnogiobulin heavy-chain variable region, [s)
7502.5eq 400 | i|2647407 |dhj|ABGO010IABD09050 Homo sapiens mRNA for pohvubiquitin ULC, complete cds 0
7503.5eq 470 | gi|187247|gbiM 19045 HUMLSZH Human lysozyme mRNA, comolete cds. 4]
7506.58q 506 | gl|45571 BletAS67IBE|SE67386 sdor=serum deprivation response [mice, NIHIT3 cells, mRNA, 2903 nt] 1.00E-04
7507.5eq 377 | gi[3688360{emblALO31 803, )[HS27CL0 | Human DNA sequence from clone 27010 on chromosome Xp11.4-21.3. G .11
7508 .seq 457 | gl|B00B000re NI, 002084 2|GPX3| Homg sapiens glutathione peroxidase 3 {plasma) (GPX3) mRNA i)
7500.5eq 82| 211592401 T|emblALOS0318.12[HSDJS?TE Human DNA sequence from clone 97781 on chromosome 20, complete sequo;ﬂ; [1]
1610.5eq 304/ gi}2731598{gb] ACOOISBEILACDO3BSY Home sapiens chromosome 5, P clone 1029A7 (LBNL H15), complete E-160
1511.seq 513 gil5881547}gb| ACO00026.3|ACO00026 __| Horno sapiens Chromosoma 2212 BAC Clone 58b8 In Meningioma Deletlon 0.008]
7512.5eq 505 | g1)4062902]gb{ ACO06249}AC 006249 Homo saptens chromaosome 18, clone hRPK.430_E_17, complete seauence [Hd 22
7513509 502 | gi|3818345|gblAC004723|AC004723 Drosophila metanogaster, chromosome 2L, region 28C4-28D2, P clone 0.036
754500 502 | gi|6468043]biAC010205.5AC010205 | Homo sapiens 129 seeders BAC RP11-285E23 (Roswell Park Cancer Institute) 8]
755,500 504 gi|4:454485]gbjAC006599]AC 006589 Momo sapiens PAC clone pDJ593b2, complete sequence [Hormo saphens] 0
7516.5eq 506 | gi|6330667|dbitAB033051.1 |ABO33051 Hormo saplens mRNA for KIAA1225 protein, partial cus 0
7517.seq an 187247 gb{M19045{HUMLSZH Hurnan tysoxyme mRNA, complete cds. 0
7518,;3eq 572 | gild758939(ref{NM_004834.1|PLPM| Homa saplens mitochondral proteciipld 68MP homolog (PLPM) mRNA )
7520.5eq 496 | 1|61 37 796)ref|NC_001807.2 Hurnan mitochondrion, complete genoime 0]
7522300 ACO0T115.1JACOAT14S | Homo sapiens chromosome 12 clone 91705, complete sequence E-141
7523.5eq Z54952/HS178D11F H.sapiens CpG Island DNA genomic Msel fragment, clone 178411, 2.00E-40]
7524.5eq M22918JHUMMYLCB Human nor—-muscle myosin atiall light chain mRNA, 3" end. 9
7526.5eq 517 |2i|6137796[reflNC_O01BO7.2(| Human mitochondrion, comolete genome 1)
7527.5eq 505 | i|2228536|gb|US293BIHSUIEZ938 Human CD276P (Shva) mRNA, complete cds [4
7528.5eq 507 | gi|2815603|gb| AF025438|AF025438 Homo sapiers Opa-interacting protein O1IP2 mRNA, partial cds Y
7529.5eq 93| gil5 764721 e ACOOT?31 1 1}ACO0ITI | Homo saplens, complete sequence 7.00E-24)
7530.seq 439
753t.seq 511! gi|3638959]gb| ACDO4SI0IACD04830 Homo sapiens PAC clone DJO537.23 from 7q11.2-p12, complete sequence 0.037:
7532.509 506 | gi|4503116€] ref{NM_000100.1|CSTB| Homo sapiens cystatin B (stefin B) (CSTB) mRNA 0
7533500 413 | 2129998|embiX56614|HSCNPAI2 H.sapiens gene for ,3'-cyelic nucleotide 3-phosphodiesterase 0.029
7535.5eq 509 |gi[3426102]emi|Z 82173.1]HSB1D7 Humnan genomvic DNA sequence from cosmid B1D7 on chromosome 22 Contak .03
7537 seq 504 |gi$339 &b]M1T733|HUMTHYB4 Human thyrnosin beta—4 mRNA, complete cds. [y
7538.58q 49 |gl¥6137796)refINC_001807.2| Human mitochondrion, compkete gehome 1.00E-¥7
7530.5eq 464 |g1|4758123|ref|NM_004395.11DBN1} Homo saplens drebrin 1 (DBN1) mRNA >gil498650dbiD17530.1|HUMDRE 0|
7540.5eq 240|gi|4506604)refiNM_00D978.1)RPLZ3] | Homo sapiens ribgsomal protein L23 (RFL23) mRNA 0
7541.seq 507 [gi[23431 AFQ04230|AF004230 Hormo sapiens monocyte/macrophage lg—refated receptor MIR-7 (MIR c-7) E-134
7542.5eq 513 [gl|5725511]gblAFCT2097.1|AFO72097 Homo saplens beta-2 microglobulin gene, complete cds 0
7543.5eq 472 | gi|44545141gb]ACO055IBLACCO5536 Homoe saplens BAC clorie GS11SEQ6 from 7p21-p15.3, comolete sequence [H 0.53
1544 seq 336 gI| 6531 507|chilAPODO5 29,1 JAPDO0S529 | Home sapiens genomic DNA, chy 22q11.2, Cat Eye Syndrome region| 0093
7545580 437 | gi|BO6T16jgblU13061 |HSDHEASTDE Human dehydroeplandrosterone sulfotransferase (STD) gene, exon 6 and E-137
7546.58q A9 | gi|3411164|gb]AFQTS59D{AFGTE580 Homo sapiens MCF -7 peripheral-type benzodiazepine receptor (PBR) 0
T848.5eq 510 | gi|592401 7]emblALOS0318.12|HSDIS7TH Human DNA sequence from clone 97781 on chromosome 20, cormplete sequl D)
'Edg.seq 424 | glla51231 1cbj|ABO1 9441 .1 | ABO1 9441 Homo saplens DNA for immunogiobutin heavy—chain vartable region, 0
7550.58q 508 glidﬁS?GB‘ireﬂNM_ﬂDﬁﬁTS.\ {IGF1R| Homo saplens insulin-like growth factor 1 receptor precursor 0.57
7551.5eq 504 gl|5467118]dbj|ABI26125. [ABOZ6125 | Homo saplens ART-4 mRNA, complete cos ]
7552.5¢q mﬂﬂdsoy‘lmreﬁNM 001402.1|EEF1A1]_ | Homao saplens eukaryotic translation elongation factor 1 aloha 1 4]
7553.5eq 502 | 81| 306743|gb|MST 164 HUMFERRH Hurman fervitin heavy chain mRNA, complete cds. 0
7554.5eq 246] 4i}5817205]emblAL 110280.1JHSMBOOSTE Homo saplens mRNA; CDNA DKFZp434F053 (from clone DKFZp434F053) E-136
7555.5eq 339(g1)1839333)eb{575979|S79979 ribosomal proteln 137 [human, Heba cells, Genomle/mRNA, 754 it} 0
7556.5eq 434]i|4504464)ref{NM_DO2145.1[HOXE2| _| Homo saplens homeo box B2 (HOXB2) mRNA >gl{32381 |embiX16665HSHOX: 0|
7559.5eq 253 | 2i|4335942|gh|AF061T39|AFOEY 738 Homo sapiens unkrgnwn MRNA 4.00E-T1
7560.5eq 518 gi|4240236dbj|ABD20681.1|ABO20681 Homo sapiens mMRNA for KIAAOST4 protein, partial cds 0
| 7561 .sea 512 | eit4507358(refiNi_003186.1 [TAGLN Homo saplens transgelin {TAGLN) mRNA >gi|1 771 74{eb|MI5TBT{HUMZ25M Q
7562580 34§|EI]3327 139]dbj|ABO) 4563|AB014563 Homo saplens MRNA for KIAADEE3 protein, comolete cds o
7563.5eq 505 | gi[5437517 |gb|ACD06928.15]AC006928 | Homo santens chromosome 4 clone CO440E08, complete sequence 4]
7564.5eq 303 |g)|5454161 [refiNM_D06472.1|VDUP1| Homo samiens upr tated by 1,25—dihydroxyvitamin D-3 (VDUP1) mRNA 2.00E-98
7565.5eq 503 gi|31974|emb| X523 1 TIHSH2AZ Human mRNA for histone HZA.Z 0|
7566.5eq 483 gi{3580107 |emblALO209%3.1|H5506 Human DNA sequence from clone 506 on chromosorme 22q12 Contains the 5 0
7567.5eQ 505/ gi|3928301 |embiZ 63002/ HSPOMO31 H.sapiens MRNA for immunogiobulin kappa light chain V. reglon {[=] Q
T568.580 511 gl|5708477[;;2]ACDO7463.3|AC007483 Home sapiers BAC clone NHOZ44L12 from 2. complete sequence 0.037
7569.5ea 207 [i2842785|gb|AC004130]ACO04130 Homo saplens BAC clong RG293F17 from Tpi5-p2t, complete sequence [Hor 8.0t4
7571.seq 500 | il 4468378 emb|ALD23283.6{H5238G2 | Human DNA sequence from clone 238G2 on chromosome B423.2-25.2 Contai 057
757T2.5eq 464 |gi|6245668}eH{ACO05101.3|ACO06101 cith_338_f_24, comptete sequence [Homo sapiens) Q
7573.5eq 472 |8}|S668757 |gb|ACO0B009. 4|ACCOB009 Home sapiens 3026227 BAC RPCH1-436A20 (Roswell Park Cancer Institutd E-110
7574.5eq 518]21|590201 5|ref{NM_007008.1|NSP-CL] | Homo sapiens newroerklogrine-specific protein € like {foocen) [a]
7575.5eq 507 | g1]3236234]gb| ACOOMEB4| ATAC 04684 | Arabidopsis thallana chyemosome HBAC F1aM22 genamic sequence, 0.14
7576589 200! gi|532596]2b]M12759{HUMIG JO2 Human g J chain gene, exons 3 and 4. E-113
T577.5eq 461 | gi{388034)gh|LOSOIEHUMRIBPROF Home sapiens ribosormal protein L30 mRNA, complete cds o
7578.5eq 214 gi4504900 ref|NM_002268.1|KPNA4] Homo sapiens karyopherin alpha 4 (importin alpha 3) (KPNA4) mRNA 0
7570.5eq 415 git5926690 dbjlAPON0503.1|APDOO503 | Homo sapiens genomic DNA, chromosome 6p21.3, HLA Class | region, E-137
7580.58q 515|gi|54541 45|ref|NM_O063ST.1UBE2E3| | Homo saplens ubiguitin-conjugating enzyme E2E 3 (homologous to yeast Q
7581 5eq 500 gl|4929738|gb|AF161833.1JAF1 51893 Homo saplens CGI-135 protein mRNA, complete cds E-162
|7582.5e0 437 | 2i|4500200|emblALD43419.1|[HSMB00204 Homo sapiens MRNA; cCONA DKFZpS86P0319 {from clone DKFZp586P0319) 0
7583.5e0 502 |gi])552490|eb|U52429|HSLUE2429 Hurnan cell surface glycoprotein (HLA—A26) mRNA, complete cds 0
75855eq 511 gil5360981{emb]ALOCES82.11{HS223H9 | Human DNA sequence from clone 223H9 on chromosome 22q12.3-13.2, 0
7586520 508! gi]4506482|ref|NM_00291 2 MREV3L| Homo saplens REV3 (yeast homolog)—ike, catalytlc subunit of DNA 0
7587 .seq 521
T558.580 509 | gi|2828773[eblACO0IFSBACO03I58 Home sapiens chromesome 17, clone hRPC.18 F_17, complete seauence [Horl 6.00E-04
[7589.5e0 160 .
7590.seq 502
7581.5eq 5073 |i[1035240/emb|Z62852|HST4B1 R H.sapiens CoG island DNA genomic Msel fragment, clone 74b1, reverse E-120
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