HIE-2348-T7.Seq 361 |g|2578095|emnblZ83843|HS368A4 Human DNA sequerce from PAC 36844 on chromosome X. Contains ESTs., 400E-19
HIE-2380-T7.5eq 150 2i|2969943|emb|ALO221 4B|HS4I5AT Homa sapiens DNA sequence from PAC 435A7 on chromosome Xq22.1-g22.3. 5.00E-04
HIE-2381-T7.Seq

HIE-2382-T7.5eq 444 | gil45C6626|ref|NM_000991.1|RPL2B| Hormo sapiens ribosomal proteln L28 (RPL28) mRNA o
HIE-2383-T7.Seq

HIE-2384-T7.5eq 333 [gija73it 14L@|AF079967J1AF079967 Phytomonas serpens 128 targe subunit ribosomal RNA and 85 small 0.3
HIE-2385-T7.5eq 275, 2i]902965{gh|U22478|R V22478 Rables virus 3001GUY nuclecprotein gene, partial cds 1
HIE-2386-T7.5ea 517 |gil3954588|emblAJ010444| HSAD10444 Homo sapiens mRNA tor immunogiobulin kappa light chain, anti-RhD, 0
HIE-2387-T7.Seq 508 |gi|3341865|dbi|ABIO4907|ABOD490T Home sapiens gene for BONT, partial cds and Alu-linked repetitive 8.00E-08
HIE-2388-T7.5eq 224 gi|3695386|gb| AFD96371|T2L5 Arabidopsis thallara BAC T2L5 0.8
HIE-2389-T7.5¢q 175gi|$81532}gbjMI7IZSIHUMDEFSA H_sapiens defensin 5 gene, complete cds. 3.00E-61
HIE-2391-T7.Seq 384 gil t 857921gb|M12378|HUMIG.IC] Human g J chain gene, exon 2. 7.00E~55
HIE-2393-T7.Seq 275|ei3253129|gb|AC004223|ACD04223 Homa sapiens chromosome 17, clone HRPC837.J1, complete sequence [Homo 8.00E-23;
HIE-2394-T7 Seq 1

HIE-2395-T7.8eq 25]

HIE-2396~T7.5eq 373} gi|33450[emb] X1 7 11 5|HSIGM20t Hurnan mRNA for 1gM heavy chain complete sequence 1.00E-77
HIE-2397-T7.Seq 416 |gi|401844{gb|LOS0S3|HUMRIBPRGD Homo saplens riosomal protesn 1 18a mRNA, complete cds a
HIE-2398-T7.5eq 276 | el » 3003 ernb| VOOGE2MIHS XX H.sapiens mitochondrial genome E-138
HIE-2393-T7.5¢q 493 |gi|3046851 |dbjlAB012243.1jABD1 2243 Arabidopsis thaliana genomic DNA, chromosome 5. P'1 clone: MIJZ4, 012
HIE-2400-T7.Seq e ‘Hurnan |g rearranged light—chain mRNA V region. E-175
HIE-2401-T7.Seq H.sapiens mRNA for gp25L2 protein 0
HIE-2402-T7.8eq

HIE-2403-T7 .Seq Homo sapiers chromoseme §7, clong hRPIC180_P_8, cormplets sequence [Homo 5.00E-80|
HIE-2404-T7.Seq Phaseolus vulgarts gene for chalcone Isomerase 1.9
HIE-2405-T7.Seq Human mitochondrion, comolete genome E-157
HIE-2406-T7 . Seq Human mRNA for KIAAQ27 1 gene. complete cds 9.00E-39
HIE-2407-T7.Seq Homo saplens chromosome 17. clone MRPCBI0E 1S, complete sequence [Homo 5.00E-79|
HIE-2408-T7.Seq Homo sapiens clone IMAGE 286356 £-121
HIE-2408-T7.Seq Homo sapiens chromosome 210223 PAC T0124, complete sequence [Homa 0.52
HIE-2410-TT.Seq Hurman mRNA for ribosomal protein, complete cds. E-136]
HIE-2411-T7.5eq Human mRNA for rib | proteln, complete cds 0
HIE-2412-T1.5eq Homo sapiens eukaryotic translation etongatlon factor 1 alpha 1 Q
HIE-2413-T7.5eq H.saplens gene encoding kappa light chain constant region 0,
HIE-2414-T7 .Seq Human Chromosome X, complete seauence [Homo sapiens] 0.85
HIE-2417-T7.5eq Human MIC2 mRNA, complete cds. E-164
HIE-2418-T7.5eq Homo saplens dystonia 1, torsion (autesomal dominant) (DYT1) mRNA .35
HIE-2419-T7.Seq

HIE-2423-T7.Seq Human mRNA for HL23 ribosomal protein homologue £-109
HIE-2424-T1.5eq Z.mays DNA for Adhl1-Cm alele 3
HIE-2425-T7.Seq. Homo sapiens malate dehyd: 2, NAD [mitochongrial) (MDHZ), E-127
HIE-2426~T7.8Seq Homn sapiens heta-2-microgiobulin (B2M) mRNA Q
HIE-2427-17.8eq 6 Homo sapiens genomic DNA of 21022.2 Down Syndrome region, segment 11/13 0.002
HIE-2428-T7.5eq 377 |gl|5091496]dhj|ABO23482 2(ABOZ3482 Oryza sativa genomic DNA, chromosome B, clone POSB0AO3, camplete 0.09
HIE-2428-T7 .Seq 487 | gl|4827304|{ghiACDO5632.2| ACO05632 Homo sapiens clone RGO IN1Y, comptete sequence E-157
HIE-2430-T7.5¢e0 490 | gif2894828{gbiU31942| L9 1942 Homo sapiens Immunoglobulin light chain mRNA, partial cds E-139
HIE-2431-T7.5ea] __ 269]git5262631 [emb|ALOBOLS6. 1JHSMB00685 ¢ Homo sapiens mRNA: cDNA DFZp56402082 (from clone DKFZp58402082) E-139)
HIE-2432-T7.5¢q 359 | gilM58663|gb|L)4245[HEU04245 Human MHC class | antigen HLA~B (HLA~B-0704 aliele) mRNA, comolete 0
HIE-2433-T7.5¢eq|

HIE-2434~77.8eq 700\ refiNM_001025.3RPS23| Hemno saplens ribesormal protein $23 (RPS23) mRNA 8.00€£-37
IH_IE-2435—‘IT.Sen 186]refiNM_ 002790.1 [P SMAS] Homo saplens proteasome {prosome, macropain) subunit, alpha type, 5 E-114
.H_IE~2436~T7,SeG €1{1669532|dbjiD63643|D63643 Human mRNA for clathrin coat assembly protein-like, complete cds 2.00E-17
HIE-2438-TT.5¢q 295 | gi}4140681 |gbjAF094481 |AF094481 Homo saplens trinuciectide repeat DNA binding proten p20-CGGBP (CGGEP) E-140
HIE-2440-T7.Seq

HIE-2441-T7.5eq PO00D0GS. 1 JAPQOD0GS Homo saplens genomic DNA of 8011.2 senescence gene . segment 1/19, 5.00E-91
HIE-2442-T7.Seq

HIE-2443-T7.Seq £H181956|gbiM29548|HUMEF 1AB Human elongation factor 1-alpha (EF1A) mRNA. partial cds. £-171
HIE-2447-T7.Seq 45067 24|refiNM_001007. 1} RPS4X] Homo saplens ribosornal protein S4, X-linked (RPS4X) mRANA 0
HIE-2448-17.5eq 75379HST14X5 H.saplens tRNA for Ig heavy chain variable reglon (VHADJ) (clone 1.00E-43
HIE-2449-T7.5eq 264 gild505842|refiINM_003628.11PKP4] - Homo sapiens plakophiln 4 (PKP4) mRNA >gi|1702923|emb]X81883/HSPD0T] E-143
HIE-2450-T7 Seq| 483 | gi[4589471|0bilAB023137.1|AB0OZ23137 Homo saplens mRNA for KIAADS20 protein, complete cds 1.8
HIE-2451-T7.5eq 513 gi[41 76360 gif ACO0B406| AC 006406 Homo sapiens. clone hRPK.25_A_t. complete sequence [Home sapiens] 0.12
HIE-2452-T7.5eq 389/ gil45081 35|gh| ACODE029.2] ACD06029 Homo saplens BAC clone GS195F07 from Tad1.2-032, complete sequence 0.033
HIE-2453-T7.Seq 389 gil488524B|refiNM_005254.1JGABPBY| Hormo saplens GA-binding protemn transcription factor, beta subunit a
HIE-2454-T7.Seq 554 | gi[31081 fernb| X1 6869 HSEF1AC Human mRNA for elongation factor 1-aipha (clone CEF4) 0
[HIE-2455-T7.5eq 215|gi[1209723|gh{U41515{HSUM1515 Human deleted in split hand/split foot 1 (DSS1} MRMNA, complete cds. 3.00E-34)
HIE-2457-T7.Seq| 281 |g3B73300{eb|ACODS820|AC 005629 Homo sapkens chr 17, clore hRPK.259_G_18, comolete sequence [Homo 4.00E-28
HIE-2458-T7 Seq 83/ gH13683temb]VOOT1QMITIHS Human mitochondrial genes for several tRNAs (Phe, Val, Leu) ardl 125 200E-11
HIE-2459-T7.5¢q 516 | gl}49721 31 jembl ALN49834 . 2ICNSO000I Human chromasome 14 DNA sequence +*+ N PROGRESS »+ BAC R-556K1 of 0.031
HIE-2460-T7.5eq 4331 glj503 1658 refiNM_005804.1|DDXLE Horno sapiens nuclear RNA helicase, DECD variant of DEAD box family E-1711
HIE-2461-T7.Seq 2791gl|21 142204d0ilDBEILSIDEEISS Hurmarn {gene 1) DNA for phosphatase 2C motif, partial cds 0.26
HIE-2462-T7.Seq 318] gH4689454]g0]AC006949.8|ACO06949 Mus musculus chromosome 6, clone 454_F_16, complete sequence 0.2
HIE-2463~T7.Seqa 139 | gl|2225820|dbijABOO5048| ABOOS048 Hurman HLA-A26nult aliele, comolete cds 2.00E-25
HIE-2464-T7.Seq 213 | gi|4204686]gb| AF104015|HSFGL2PT2 Homo sapiens fitrinogen-kke protein 2 gene, downstream exon and 1.00E-T0|
HIE-2485-T7.Seq 439 [gi|2576348|eb| ACO02289HUACOD2289 Homo sapiens Chvompsome 16 BAC clone CITI87-SKA-BBDI ~complete genormic. on
HIE-2466-T7.5ea 317 [ 2i|532596|gbiM 12759 HUMIG JO2 Human g J chain gene, exons 3 and 4. E-146
HIE-2468-T7.Seq 348 | gi|1262342|embiX93334|HSMITG H.sapliens mitochondrial ONA, comgalete genome Q
HIE-2470-T7.8eq 774|gi|767794|dbj|DS0H 4D50061 514 Human DNA for alpha-platelet-derived growth factor receptor, exon 3,
HIE-2471-T7.Seq 236 121|335936{gb|S61426|561826 hinge=0OXPHOS systemn complex Ml mitochondrial subunit {5 region, Aly E-125
HIE-2472-T7.Seq 390 gi[4371263|gh| ACOOTO1 AACO0T014 Homo sapiens chromosome 16 clone 66H6, complete sequence [Homo sapiens] T.00E-49
HIE-2473-T7.5eq| 338|541 60665]abi|ABOO1915(ABON 915 Horme sapiens cDNA for NG NG -dimethviarginine E-107
HIE-2474-T7.Seq 397 | gi|1 84658{gb| JOIGOT[HUM IFP Human 40-kDa keratin intermediate filament precursor gene, 1]
HIE-2476-TT.Seq| _ 450!gi|339730gb|M75165HUMTMIE H.saplens epithelal tropomyosin (TM1) MRNA, complete cds. [
HIE-2477-T7.5eq 307 |gi[4506694(ref|NM, 001022.1{RPS19] Homo sapiens ribosemal proteln 519 (RPS19) mRNA E-140
HIE-2478-T7.5eq 421 |gi|2967527|gh|LD2411[AHRMTRRSS Austroperipatus sp. 125 small subunit ribosormal RNA gene, 0.025
HIE-2479-T7.Sea

HIE-2480-T7.5eq 470 | i 26551 18|eb{AFQ25337|AF025337 HIV-Z Isolate 5P1094 clone CiJ23.2 from Spain. envelope glycoprotein on
HIE-2482-T7.5eq 676 | gil 4507 T32|ref|NM_003321.1{TUFM| Home sapliens Tu translation elongation factor, mitochondrial (TUFM) Q
[HIE-2485-T7.5en 389 |gif3676496|gbtAF056320|AF056320 Homo sapiens inducible E-phosphafructo-2-kinase /fructose E-171
HIE-2486-17.8eq 491|gil432978|gh|mMS55421|HUMSTEAA Human sterol carrier protein-2 {SCP-2} mRNA, cormplete cds. a
HIE-2488-T7.Seq|  274)gii4503304]ref{NM_D01926.1|DEFAE) Homo sapiens defensin, alpha 6, Paneth cel-spegific (DEFAG) mANA E-148
HIE-2488-T7.5¢q

HIE-2491-T7.5ea| !ﬂ’gillmﬂﬂ:«mXBBSBNRNﬂPSE R.norvegicus mRNA for glvcoprotein 65 0.25
HIE-2492-T7 Seq

HIE-2493-T7.Seq 581 |2i]13000jembiX62996iMIHSG ENOM H.sapiens mitochondrial genome {consensus sequence) 3.00€-33
HIE-2495-T7 Seq 618 gi|5069495]&b|ACO07446.8{ACO07 446 Homo sapiens, clone hRPK.67_A_1. complete sequence 0.15
HIE-2487-T7.Seq 595 | gi|4090182|gbjAC 005I0S|ACO0530S Homeo sapiens 3o contig 9 PAC RPCI5-1038.14 (Roswed Park Cancer 2.3
HIE-2488-T7 Seq 174 |glj181532|gbiMITH25|HUMDEFSA H.sapiens defensin § gene, complete cds. 7.00E-47
HIE-2504-T7 Seq 417 | 2i}2340090{gb|AC002482|AC002482 Hurnan BAC clene RGZ0B003, complete sequence [Homo saplens] 8.00E-18
HIE-2506-T7 Seq 202 | gi[1200181|ebjLU33N 7|HSU33317 Human defensin 8 (HD-6) gene, comolete cds E-147
HIE-2507-T7.Seq 165 |gi]4519622|dnjliABO17616.1H ABD17616 Mus musculus YGR163w mRNA hornologue, complete cds 1.0CE-26
HIE-2511-T7.Seq 441 | 2i[4502572|ref]NM_001223.1|CASP 1} Homo sapiens caspase 1, apoptosis-related cystelne protease E-172
HIE-2513-T7 Seq 592 |gi[3668065|eb]AF062072. }AFQ62072 Homo sapiens zinc finger protein 216 (ZNF216) gene, comptete cds 9.00E-40|
HIE-2514-T7 Seq 315{8i[546798|gb{S71043{571043 tg alpha 2=immunoglobulin A heavy chain allotype 2 {constant region, E-154
HIE-2516-T7.5eq 583 | gi[4506696|refiNM_001023.1|RPS20] Home sapiens ribosomal protein 520 {(RPS20) mRNA o
HIE-251B-T7.5eq 359 gi[341 979]abiM2871 IHUMNADHC Y3 Homo sapiens NADH-cytochrome bS reductase (B5R) gene, exon 9. E-175
HIE-2513-T7.Seq 575/2i|4156140|gb| ACCOS03HAC D503 Homo saplens clone NHO512€ 16, complete sequence [Homo saplens] [sRT.]
HIE-2521-T7.5¢eq 155 gi|349448{gbjt. 2046 3|HUMAIADENR Huwman A3 adenosine receptar mRNA, complete cds. 6.00E-78
HIE-2522-T7.Seq 4141 gi{3954884)embl|AJ010442IHSAD1 0442 Homo iens MRNA for Immunogtobulin kappa dght chain, anti- RhD, 1]

AN




HIE-2525 17 Seq

HIE-2523-T7 Seq|  526]gi268796

3|gblAEOOT121|AEDD1 121

498 [£i|4314411)ebJACOCE578.5| AC006578

HIE-2526-T7.5eq

448 gi[1944628/0]J01 415 HUMMTCG

HIE-2527 77 Seq

|HIE-2530-T7 .5eq

[HIE-2531-T7 Seq|

| Borrelia buradorfer! (section 7 of 70 of the complete genome
Hemo sapiens chromosome 17, clone 27_3_12. complete sequence

Human mitochondrion, complete genome

".Seq.  434]gi4507432)ref|NM_003Z1Z1[TEGT] | Homo sapiens testis enmanced gone transcript (TEGT) mRNA ]
HIE-2529-T7.5eq 415/&i|34328emb] YOUT 1 1[HSLDHBR Human mRNA for lactate dehydrogenase B (LOH-B)

185|gi 4507568|réﬂNMA003295.HTPT1 Homo saplens tumor Protein, transtationaly-controlled b {TPT1}

HIE-2532-T7.Seq
HIE-2534-T7.Seq

348/ gi}4506944|ref[NM_G(H 041145 |
271 2i|5453643lref|NM_D0E470.1|EBBP

476|gi[4503770)refiNM_002027.1 [FNTA

Homo sapiens sucrase—isomaltase (S1) mRNA
Homo saplens estrogen-responsive B box protein (EBBP} mRNA

Homo sapiens famesyttransferase, GAAX bow, alpha (FNTA) mRNA

| HIE-2535-T7.5eq|
HIE-2537-T7.5eq
HIE-2539-T7.Seq

480| gl 4504278|refiNM 002 {07.1HIFIA]

Homo sapiens H3 histone, famity 3A (HIFIA) mRNA

521 |gl|1401 5lemb|X55654(M THSCOXII

H.sapiens mitochondrial coxl mRNA for Cytochrome C oxidase i

| HIE-2540-T7 Seq
HIE-2541-T7 Seq
HIE-2542-T7 Seq
HIE-2543-T7 Seq
HIE-2545-T7 Seq

Homo sapiens myosin regulatory Bght chain 2, smooth musete Isoform

171 [gil5174602)refINM_006097.1JMYRLZ
366 | §13402739|eblACO05244|AC005244

Horna saplens chromesome 17, clone hRPK.471_L_13, complete sequence

449 gi|249370[et|S35960,535960

tamimin receptor homolog {3 region) [human, mRNA, Partial, 739 4]
Arabidopsts thallana BAC F1121 from chromosome 1, near 59 ¢M, complete

462 | gil450330dret|NM_00F926.1[DEFAS]

HIE-2548-T7 Seq
HIE-2549-T7 Seq
HIE-2550-T1.5¢q

281 |£i{339755]gb|M531 21 |HUMTNFRC Humart tumor necrosis factor receptor (TNF receptor) MRNA, complete

244 gi{1183906(gb|LUI8439)H51U3B439

Homme saplens defensin, alpha 6, Paneth cel-specific {DEFAB)} mRNA

Human clone JKA10 mRNA Induced upon T-ceil attivation, 3' end

HIE-2551-T7.Seq
HIE-2552-T7.Seq
HIE-2553-T7.Seq
HIE-2555-T7.Seq

373gil2695700!gb] U94175|U34175 Homo sapiens mammary tumor-associated protein INTG (NTE) mRNA,

HIE-2557-T7.Seg
HIE-2559-T7.Seq
HIE-2560-T7.5eq
HIE-2561-T7.5eq
HIE-2562-T7.5eq
HIE-2563~-T7.Seq
HIE-2965~T7.Seq

117 | l|45081089(gb| ACO0S100.2(ACO05100 Homo sapiens BAC clone RG351006 from 7p15.3-p14, complete sequence
35| r1}4884264{emblALOS0021, 1 H5MB00358

Homo saplens mRNA; cDNA DKFZp564D016 (from clone DKFZp564D016}

Homo sapiens ribosomal protein S8 (RPSY) mRNA

Homo saplens genomic DNA, chromosome 21a21.2, LL56-APP region, clone

8.n2pus crud mRNA for cruciferin crud subunit -

Mus muscutus Fns4 mRNA, partial cds

Homo sapiens mRNA for putative ABC transoorter, partial

il 174602)refINM_006097.1]MYRL2[

Homo sapiers myosin regulatory. Eght chain 2. smooth muscle Isoform

224/g|44137 2]emb|X72452[HSIGKLV3]

H.saplens mRNA for rearranged tg kappa Kght chain variable region

HIE-2566-T7 Seq|

Mus musculus mRNA Tor intefectin, complete ooy

HIE-2568-T7.5ea| __334)ei[3357508|dbjAB01 5496/AE01 6496
HIE-2569-T7.5ea| 155

HIE-2570-T7.5eq
HIE-2571-T7.Seq
HE-2572-T7.Seq
HIE-2573-T7.Seq

336/gi|394763|emb|Z22572[HSCDEIBPA
2l 7535?1]ref|NM_m4872.1|HSPC001|

246 gil1 853959 il ABOOOTQ9IABO00TOI Pepper mild mottle virus mRMA for 126 kDa, protedn, 183kDa protein,

H.saplens CDE| binding protein mRNA

Homo sapiens mowse tropomyosin homolog (HSPCO01) mRNA

332 gi3924666(gh| ACO05053|AC 005053

Homa sapiens BAC clone RGO41011 from 7921, comolete sequence [Homa -

HIE-2574-T7.Seq

275/ gi[26 18760|gb{LIS4364[HS US4364

HIE-2576-T7.5eq

429 |gl|4503470]refinM 001402.EEF1 A1)

Homo saplens ghoogenin—2 gamma (glycogenin-2) mRNA, complete cds

Hmswmmaryouckansuﬂmgmumfamwldphm

HIE-2577-T7.Seq

Arabidopsis thalana genoric DNA, chromosome 5, P1 clone: MBB18,

HIE-2578-T7.5eq
HIE-2582-T7.Seq
HIE-2583-T7.5eq

276 [&if2264303({dbj)ABO05231 1 [ABOO5231
4503

Homa saplens defensin. alpha 6, Paneth cell-specific {DEFAB) mRNA

Hurman nuciear pors comolex-assoclated protein TER (tor) mRNA,

Human mRNA for KIAAD3Z4 gene, partial ods

HIE-266-T7.5

TemL0b 11 .eeg
HIE-2660-T7.5eq

265 |gi|546B58 TiemblAL121825.1 8HSBAA3GCT

HIE-2590-T7.Sea &H1619596|emiby YO8 736|HSVEGFUT H.saplens vegf gene, FUTR

HIE-2591-T7.5eq 337!8"3242759 EbiACD0S1 56|AC005156 Homo saplens PAC tlone DJ1098C13 from 7921-q22, complete sequence {Home 1.00E-58
HIE-2502-T7.5eq S50 |&1|26230701gb|AFO27201|BTROSGC2 Bos taurys rod outer segment guarvate cyclase precursor (RCS-GCT) 0.48
HIE-2593-T7 .Seq P C-terminal part of human kappa-Immunogicbiuln zene coding for arning 1]
HIE-2584-T7 Seq 591 gi 4758521|reﬂNM_(.‘04684J|HEV|N{ Homo saplens hevin (HEVIN) mRNA > 758065]erb] X821 57|HSHEVIN 3.00E~-61
HIE-2595-T1.Saq 237 gl 220021 |dbi}DO0T 59| HUMPSC2 Human mRNA for proteasome subunit HCZ >gi|217 16281dbj|E0341 2:E03412 7.00E-88
HIE-2596-77.5eg i Homo saplens upreguiated by 1,25 -dihydroxyvitamin D-3 (VDLIP1) mRNA 9
HIE-2597-T7.Seq £i|1 3003|emb|VOOEE2|MIHS XX H.saplens mitochondrial genome E-108
HIE-2598-T7.Seq £1|555853)gbi)1 3364 HSU1 3368 Human ribosormal DNA complete rengating unit 5.00E-64
HIE-2599-T7.Seq 551 g||4503470[reﬂNM_001402.1[EEF1AI[ Homo saplens eukaryotic transiation elongation factor t alpha 1 0,
HIE-2601-T7.Seq 390 gi)5304948|emblALDI 742 2|MMBAC4SNE | Mus musculus chromosome X, clone 45N8 0.37
HIE-2602-T7.Seq 172 gi]1 81962|eb| 0461 7|HUMEF A Human el tion factor EF-1-alpha gena, complete cds. 4.00E-79
HIE-2603-T7.Seq 10

HIE-2604-T7 .Seq 243 [gi{339645(gb| JG2TB3[HUMTHEER Human thyrold hormone binding protein {D58) mRNA, complete cds. 4.00E-83]
HIE-2605-T7.Seq 367 |git322! emb|ALO23578{HS24BE 1 Human DNA sequence from clone 248E1 on chromosome 6623.1-23.3 14
HIE-2606-T7.Seq 375 }ei|13003]emb|VODEEZIMIHS XX H.sapjens mitochonarial genome 0
HIE-2608-T7 Seq 404 | gi[3820999]emb[z98743)HS181C9 Human DNA sequence from clone 18100 on <hromosome 22q13.2-13.33. 0.025
HIE-2609-T7 Seq 279 /gil1 262342(embiX$3334|HSMITG H.sapiens mitochondrial DINA, complete genome 4.00E-77
HIE-2610-17.Seq

HIE-2611-T1.Seq 426 g1 834753 ernbiZ 85042|HS 785042 H.saplens ig lambda kght chain variable region gene E-155
HIE-2612-T7.8eq 151} gl|5579447|ref{NM_D05176.2JATP5G2, Homo saplens ATP synthase, H+ transporting, mitochendriat FO complex. 2.00E-74]
HIE-2615-T7.5eq Ei|BOTETE|eb|MIZ 10 [RATLINGA Rat long interspersed repetithve DNA sequence LINE4 (L1Rn). 0.088;
HIE-2616-T7 Seq

HIE-2617-T1.Seq 337 Ei4757825[refiNM_004048.1|B2M Hormo sapiens beta-2-microglobulin (B2M} mRNA E-151
HIE-2620-T7 Sea 120 gil4827099)|dbilAPO0020 1 |AP000201 Hoio 3aplens genomic DA, chromosome 21922,1, D215226-AML reglon, clone 9.00E-33
HIE-2622-T7.Seq 282 |gi|4781662 ebjAF147311.1|AF 147307 Homo saplens full length Insert cDNA clone YABZF10 E-126
HIE-2621-T7.5eq 338 |gij51 74802 refiNM_0060a7.1 MYRL2| Homo saplens myosin regulatory light chain 2, smooth muscle isoform 2.00E-83|
HIE-2624-T7.Seq 257 [gH2586092{gb{/T5BI8|HSUTS898 Homo sapiens HSPB2 gene, complete cds E-130)
HIE-2625-T7.8eq

HIE-2632-T7.Seq

HIE-2633-T7.Seq 50| gI14506696|refiNM 001023.1|”PS20( Homo saplens ribosomal protein 520 (RPS20) mARNA 1.00e-20|
HE-2635-T7.Seq 299 g/|183G97|gb|M14300{HUMGF 12A9 Human growth factor-nducible 2A9 gene, comglete cds. E-163]
HIE-2636-T7.5eq Human apM2 mRNA for GS2374 {unknown procluct specific to adipose 1.00E-34|
HIE-2637-T7.Seq Hurnan DNA sequence from clone 9LE on chromosome 22q11.21-11.23. Q.00
HIE-2638-T7.Seq Homo saplons topolsorrerase i alpha, (TOPZA) gerie, exons 34 and 35, L)
|HIE~2640-T7 Seq H.saptens gene encoding HLA-Cwé, sxons 6-8 9.00E-63
HIE-2642-T7 Seq

HIE-2643-T7 .Seq AF139987.1(AF 139987 Mus musculus LIM-kinase (Limil ) &ene, complete ods; Whscr | (Whser1) 0.14]
HIE-2644-T7.5eg il4503470)refNM_001402. TEEF1A1| Homa sanlens eukaryotic transtation elongation factor 1 alpha | a
HIE-2646-T7 Seq 123 gil45081 24, [ACDD6465.2| ACOCE465 Homo sapiens BAC clone NHO38H20 from 7p22-p21, complete sequence 0.027
HIE-2648-T7 Seq ¥2

HIE-2649-T7.Seq 478lgiH?SQZﬁQIreﬂNM,OO&IBZZ'IiTSN{ Homo saplens transkin (TSN) mRNA >i|607125]embfX78627|HSTRANSLI 0.12
HIE-2650-T7.5eq 287 2114731065|gb|ACC0T H72.6/ACD07172 Homo saplens chromosome 9, clone hRPK.538_E_7, cormplete sequence E-111
HIE-2651-77.5eq 561 |2i{532596|gi{M1 2TS9HUMIG J02 Human Ig J chain gene, exons 3 and 4, E-168
HIE~2652-T% Seq 301 | gi|1399388(eh|U44758|HSU44T58 Human calmodulin 2 (CALMZ Pa) pseudogene E-181
HIE-2653-T7.Seq 326 gi|532596|gbiM12759[HUMIG J02 Human 1g J chain gene. axons 3 and 4. E-123
HIE-2654-T7.Seq 306 |i[1621.358|ebiUT0826|FHUT0826 Fundulus heteroclitus wtellogenin W precursor MRNA, complete cds 3.00E-0d
HIE-2855-¥7 Seq| 3481 gi)3375 31eb} J03537|HUMRPSE Human ribosomal protein 56 mRNA, complete cels. o]
HIE-2656-T7.Seq 261 e 2224352dbilABOOT 684/A8001684 Chiorella wylgaris ©-27 chioroplast DNA, complete sequence 0.24
HIE-2657~T7.Seq 312 gi|2951946]gb|U91321|HULS1321 | Hurnan Chromosome 16 BAG clone CIT987SK~A-IGIEB, comelete sequence fHomo 1.2
HIE-2658-T7.5eq 345|gi|555942|gb|U14991[HSU1499 T Human XP2NE ribosorral protein S3 (rpS3) MRNA, complete cds. 1.00E-09
HIE-2653-T7.Seq 463 |i|857367 bl 41 HUMNUP358G Homo sapiens nucleoporin (NUP358) gene, complete cds

| Human ONA sequence from clone RP11-436C8 on chromosome 22, camplete

317 gi[1 370602|ermb| X98245[ZMANNP 35

Z.mays mRNA for in p35

Fi-2661-T7.5eq
HIE-2662-T Seq
HIE-2663-T7.Seq

268/ gif1 86076|gb{M11937[HUMIGLAC

Human Ig rearranged kanpa ight chain mRNA Y-region {V-J) partial

382 &l|4204699|eb| ACOOBOGIACO0G063
248 1i|2559007|gb| AF0262791 jAF026291

HIE-25684-T7.5aq

247 |2i|4504326{ref|NM_D0O183.1{HADHE]|

Horg sapiens 12013.3 BAG RPCI1-377HTT (Roswell Park Cancer Institute

0.36

2.00E-70]

Homo sapiens chaperonin containing t-corrolex polypeptide 1, delta
Homo sapiens hydroxyacyl-Coenzyme A

E-107

HIE-2665-1T7.Seq

419|gi}160978{2h M18963|HUMREGA,

Hurnan islet of Langerhans regenerating protei (reg) MRNA, complete

4]

HIE-2667-T7.Seq
HIE-2668-77 Seq
HIE-2570-T7.5aq
HIE-2671-17.5eq
HIE-2672-T7 Set

480

0.03

ei[32201 631eb| AFORS7TT|AFO29T77

| 2/|4584351)gb| ACODB420.2| ATAC 06420

Arabidopsis thaliana chromosome 1 BAC T12H3 genomic sequence, complete
Horro sapiens histone acetytransferase (GCNS) MRNA, partial cds

E-173

43gi[3171158)ghjAFOS4863) AFD64563

374 gi|185845|gblM2702%) HUMIGHKAI

| Human ig active Kagpa chain mRNA V-region (V-J1-C), clone NOV.

E-151

Homo sapiens chromosome 21022,3 PAC 111418, complete sequence [Homo

0.005

[ ¥



HIE-2673-T7.5ea]  108|gi|577607]emb|X80817|SCCWHS3 S cerevisiae cwh53 gene B 14 —
RIE-2675-T7.5eq 382 gi|45079 1 4|refiNM_DO3IRS 1 WDR2) Homo saplens WD repeat domain 2 (WDR2) mRNA . 0

HIE-2676-T7.Sea|  354|gi|4506606|ref|NM_000979.1{RPL18| Homo sapiens ricosomal protein L18 (RPL18) mRNA - E-178 )
HIE-2677-T7.Seq 346 85978|dbjiD1 2989[HUMRHOGDI _Human rho GDI mRNA, complete cds €-180

HIE-2678-T7.Seq 507 | gil455T7087|Rb|ACOAT 159.4|AC 0071 59 Homo sagiens, clone 2_A_4, complete sequence 0.49 L -
HIE-2679-T7 Seq 108 | i|5032078|ref|NM_005624.1|SCYAZS| Hommo sapiens small inducible cytokine subfamily A (Cys-Cys), member 100E-24] _
HIE—ZSSO—TT.Séﬁ 444 |2i}4752081 [ref|NM_DO4657.1|SDPR| | Homp sapiens serumn deprivation response (phosphatidylserine—binding_ [+]

HIE-2681-T7.5eq 443 |git3613%]emb|X52967[HSRPLT Human mRNA for ribosemal protein LT o -
HIE-2682-T7.Seq 459 (gi[532556|gbjt 127 59{HUMIG JO2 Hurnan lg J chain gene. exons 3 and 4. E-165 —
HIE-2684-77 Seq 454 |gi{190949|gb|LOTB72IHUMRBPIKA Human Jk-recombination signal binding protein (RBPJK) gene exons 0, \
HIE-2685-T7.5ea|  270)ei|4929578igb|AF151813.1AF151813 Homo sapiens CGI-55 protein mRNA, complete cds E-145 ) -
HIE-2686-T7.5eq 2741g)|4731050!gb]AC005720.6!AC005720 Drosophila melanogaster, chromosome 3L, region 797 1-80A2, BAG clone 0.004 ]
HIE‘2638~TT.Se§ 308 | gi|S174446{ref|NM_DDG0SS.1|Hi 23| Homo sapiens protein homologous to chicken B complex pretein, E-145 __'_;
HIE-2689-T7.Seq 3594 |gil3093422|eb|ACD04621|AC004621 Homao sapiens chromosoma 5, P1 clone 94617 (LBNL H86), complete _. D024 _
HIE-269-T7.Seu 5201gil4775629emb|ALO3S416. 7} HS782L 23 Human DNA sequence from cione 782123 on chrormesome 1p31.2-33 Contains 2.3 P
HE-2690-T7 Sea 1851 ei[1277202|gb|US2144{HSUS2144 Human isocitrate dehydrogenase mRNA, complete cds 2.00E-81 —
HIE-2691-T7.Seq 393 | gil4505604]ref|NM_002580.1jPAP| Homo sapiens pancreatitis—associated protein (PAP) mRNA E-169 N
HE-2682-T7.5eq 371[Ri[4741619)emb|ALO49651.2{HSIT530 30 Human DNA sequence from clone 753010 on chromosome 20, complete 0.08%

HIE-2693-T7 Seq 12145671 77[ebjACO0T228.1|ACD07228 Homo saplens chromosome 18, BAC 37295 (CIT-8-21A4), complete sequence 0.1 -
HIE-2693-T7 5eq 537 | 2il45034 70 ref|NM_001402.1|EEF1A1} Homo sapiens eukaryotic transtation elongation factor 1 alpha 1 . 0

HIE-2694-T7.5eq 3191eil1209254|eb|L20311|BOVIG JMRNA Bos taurus mu- and alpha-immunogicbulin-associated J—chain mRNA, 9.00E-88

HIE-2695-T7.Seq 405|gi|5325%6tgb]M1 2759 HUMIGJ02 Hurnan {& J chain gene, exons 3 and 4. £33 T
_H|E‘2595*W.SEQ 2B7 |gil450) 888|ref|NM_001615.1JACTG2| Homo sapiens actin, gamma 2, smooth muscle, enteric (ACTG2) mRNA £-153

HIE-2697-T7.5eq 133 gi|2832764)embiZ94802|HS399D10 Human DNA seguence from BAC 959010 on chromosome 22q13.3. Contains. 0.007

HE-2659-T7.Seq 480 | gi[4501 B88[refiNM_D01515.1]ACTG?2} Homo sapiens actin, gamma 2, smooth mustle, enteric (ACTG2) mRNA 0

HIE-2700-T7.Sea| 388 gi|3335125|gb|AFD47435/AF047435 Homo sapiens CI-KF Y1 protein mRNA, complete cds B

HIE-2701-T7.Seq 431 gi|2252848|gh|AF01 3294/ TMO18A10 Arabidopsis thaliana BAC TMO18A10 0.12

HIE-2702-TT.Seq 3461 gi}4503593|ref|NM_0DZ006.1{FGF2] Homo saplens fibroblast growth factor 2 (basic) (FGF2) mRNA 0

HIE-2703-TT Seg 345/gi{4755145|ref)NM_001129.2|AEBP1| Homo saplens AE-binding protein 1 (AEBP1) mRNA 6.00E-09

HIE-2704-T7.5eq 409 | gi|33450]embX17115[HSIGM201 Human mRNA for {gM heavy chain complete sequence 0

HIE-2705-T7.5eq 255 | el4503304|ref|NM_0CG1926.1|DEFAS| Hormo sapiens defensin. alpha B, Paneth cell-specific {DEFAS) mANA £-101

HIE-2707-T7.5eq

HE-2708-T7.Seq 262 |2i[4302597|emb|ALO34396.6|HS1158B12 Hurmnan DNA sequence from clone 1158812 on chromesome Xpi1.21-11.4 0.24

HIE-2710-T7.5eq r -
HIE-2711-T7.Seq 431 !gij45018.85|ref|NM7001SMJ[ACTGl[ Horno sapiens actin, gamma 1 {ACTG1) mRNA )

HIE-2712-T7.5eq 478 |gi[Y90978|b|MI8963{HUMREGA Human islet of Langerhans regenerating protein (reg) mRNA, complete Q

HIE-2713-T7.Seq 411 | gi| 1 T8044|eb|M16247|[HUMACTGAA Human gamma-actin mRNA, partial cds. 0 _
HIE-2714-T7.5eq 430 gi|4506604{refiNM_DODI78.1|RPL23| Home sapiens ribosomnal protein L23 (RPL 23) mRNA 0

HIE-2715-T7.8eg 81

HIE-2717-T7.5eq 443 | gil186042|gb|M7401 [ HUMIGKW Human lg rearranged light-chain mANA V region. E-158

HIE-2718-T7 Seq 491 |gi[1649959]eb|UT2063HSUT 2063 Human immunoglobulin kappa chain constant region gene, partial cds o

HIE-2720-T7 Sea 351 [2I|dB2647 1 |emb]AL022240.8|HS328E1% Human DNA sequerce from clone 328E1¢ on chrompsome 1a12-21.2 Contains a 0021

HIE-2722-T7.5eq 248 | gi|5031936]ref)INM_005831.1|NDP52| Homo sapiens nuclear dornain 10 protein (NDP52) mRNA E-133

HIE-2723-T7.Seq 493 | gi[3882340|ob){ABO1 5353, 1|ABO18353 Homo sapiens mRNA for KIAADBI0 protein. partial cds 4]

HIE-2724-T7 Seq 18/gi[4753233|gb{ACO06IT7.3|ACO0E377 Home sapiens clene NHO450H)7, complete sequence 0.062

HIE-2725-T7.5eq 544 | gia504762[ref{NM_002210.1ITGAV| Homo sapiens integrin, alpha V (vitronectin receptor, alpha 5.0CE-78

HIE-2726-T7 5eq 79| eila50461 Blref|NM_001553.1|IGFBP7] Homo sapiens insulin-fike growth factor binding protein 7 (IGFBP7) 4.00E-37

HIE-2727-T7.5eq 404 | gli28335|emk|X63432|HSACTE H.sapiens ACTB mRNA for mutant beta—actin (betaactin) Q

HIE-2730-T7.5ea] 497 |gi|5430714|gb| AF130342.1|AF130342 Homo sapiens chromasome 8 clone PAC B7.1 map 8q24.1, complete sequence 1.9

HIE-2731-T7.Seq| _ 574!gi{4884183}emb/ALD49940.1{HSMB00281 Homo sapiens MRNA: cONA DKFZp5S64E1922 (from clone DKFZpSE4E1927) v

HIE-2732-T7.Sea 484 g 19446 28/gb] JO1 415[HUMMTCG Hurnan mitochondrion, compiete genome o

HIE-2734-T7.5eq 205 | &i|S62073|eb|U12465HSU1 2455 Hurnan ribosomal protein L3S mRNA, complete s, 1.00E-82

HIE-2735-77.5eq 5

HIE-2736~T7.Seq 331 |gi|4394853|eb|AF135157.1|AF1 35157 Hoerno sapiens complement Ctg A chain precursor, mRNA, complete cds E-147

HIE-2737-T7.5eq 203 gil4758737|ref|NM_0D4689.1[MTAL{ Homo sapiens i Is associated 1 (MTA1} mRNA £-306

HIE-2740-TT.Seq 392 |gl|4757825|ref|NM_004048.1{B2M| Homo saplens beta-2-microglobulin (B2M) mRNA 0

HIE-274}1-T7.8eq 533 | gi]3341702|gb|ACO04514/HUACDO451 4 Homo sapiens Chromosome 16 BAC clone CIT9BTSK-A-954810, cormplete 0

[HIE-2743-T7.S¢q 376|gi|3540152)eb|ACO0561 JACO0S613 Homa sapiens chromosome 5, BAC clone 114k3 {LBNL H94). complete 1.4

HIE-2745-T7.Seq 331 |gi{4503070{ref]NM_G0DIE51.1|CSDA| Homo saplens cold shock domain protein A (CSDA) mRNA E-173 ]
’WEAZMS-T‘.’.Seq 201 [gi|3845161 |eb| AEDO1 3R AEQD1 389 Plasmodium falciparum chrornosome 2, section 26 of 73 of the complete ¢.72

HIE-2748-T7.Seq 266 | gl 180248|gb{M1 3536|HUMCEPA Human ceruloplasmin mRNA. £-120

HIE-2751-T7.5eq 305 | gi[4507668iretiM_003295,1|TPT3] Homa sapiens tumor protein, transiationally-controlled 1 {TPT1) E-168

HIE-2752-T7.5eq 410|2i[1113098]eblU40151 |KLU40151 Kluyveromyces tactis origin recognition comelex 1 (KLORC1) gene, 1.6

HIE-2753-T7.Seq 335/|e1|555540gb|LI1 4590|HSU14990 Human XP1PQ ribosormal protein 53 {rp$3) mRNA, complete cds. E-179

|HIE-2754-T7.Seq 30851 gil2970122|eb| AFDCTS44| AF00TS44 Homo saptens prostate-specific membrane antigen (PSM) gene, complete 1.5

HIE-2755-T7.5eq 283 |gif5139694|dbi| ABO29 147.1]ABO29147 Cucumis sativus mRNA expressed in cucumber hypocotyls, complete cds 0.004

HIE-2756-T7.3eq

HIE-2759-T7 Seq 4001 gi{1209254)gb|L20311 [BOVIG JMRNA Bos taurus mu- and alpha-irmmunoglobulin-associated J-chain mRNA, 6.00E-68

BIE-2760-T7.5eq 512}gi{532596|gh{M 12753 HUMIGJ02 Human lg § chain gene, exons 3 and 4. E-135

HIE-2761-T7.5eq 265/ gil4507834)ref|NM_D033B0.1|VIM} Homo sapiens vimentin (VIM} mRNA >gi|37B51lemb|Z19554|HSVIMENTA E-144

HIE-2762-T7.5eq 446 | gi|4884262lembjALDSO01 6.1 [HSMB00355 Homao sapiens mRNA; cDNA DKFZp564C1969 (from clane DKFZp564C1969) 4]

HIE-2764-T7.Seq J69 | g3 1944628|gb] JO1415|HUMMTCG Human mitochondrion, complete genome 0

HIE-2765-T7.5eq 371 | &i|392830% | emb|Z69002|HSPOMO3 1 H.sapiens mRNA for immunaogkbulin kappa light chain V) reglon (10 E-180

HIE-2767-T7.5eq 277 |=i|184173|eb|M] 1886|HUMHLACFO Human MHC class | HLA-C akele HiLA-4, partial cds. £-142

HIE-2800-T7.Seq 175 | ei|3005757(gb AF0550281AF055028 Homo saplens clone 24438 RNA polymerase I 340 kDa subunit mRNA, 3.00E-8%

HIE-2801-T7.5eq

HIE-2B0Z2-T7.Seq 372} il4164368|emb|ALO3 1846|HST42C 19 Human DNA sequence from clone 742C19 on chromosome 22912.3-13.1. Contains 0.001

HIE-2BD3-T7.Seq 390

HIE-2804-T7.5eq 258 |el|1877206|emb|X85713|HSCAPS H.sapiens mRNA for death ed protein 5 E-143

HIE-2805-T7.Seq 321 |2l|4B27263|dbj|APO00215.1{APDDO215 Homo sapiens genomic DNA, chromosome 21022.3-ter, Ter region, tlone 2.00

HIE-2B06-T7.5¢q 414 gi|182647|gbiMI0B20|HUMFKBPZ5A Human ragamycin-binding protein {(FKBP25) mRNA, complete cds. 0

HIE-2807-T7.Seq 338/ gl|45081 22{eb|AC006379.2| ACODS3 T Homo sapiens BAC clone NHO456N 16 from 7p15.1-p13, complete seauence 5

HIE-2808-T7.5aqg 314 gi[3BIA5lemb{ X621 26{HSWHRG H.sapiens rearranged WHR gene for immunoglobulin heavy-chain E-101 .
HIE-2805-T7.5eq 358 | 2i|4454525|gh| ACO06145|ACO06145 Homo sapiens PAC clone DJ0560014 from 7g21.1-a21.2, complete sequence 1.3

HIE-2810-T7.5eq 342 2i]3953530(bj|ABO15856/AB015856 Homo sapiens mRNA for ATFE, complete cds E-172

|HIE-2811-T7.Seq 352|=i]179023|gb|ME44S TIHUMARP1 Human apolipoprotegin Al regulatory protein (ARP-1) mRNA, complete [4]

|HIE-2812-T7.Seq)  349|&il181532|gb|MITI25{HLIMDEF5A H.sapiens detfensin 5 gene, complete cds. i 4.00E-93

HIE-2813-T7 Seq 116 | eil3702356)gb| ACO0S669 ACOB5669 Home sapiens chromosorme 3, clone hRPK.165.1_16. comptete seauence [Homo ©.3%

HIE-2814-T7.5eq 383 gil337369]b{M7 5095 HUMRFKBP X Human rapamycin- and FK506-binding protein, complete cds. E-118

HIE-2815-T7 Seq 268 | pi[4503522Iref|NM_003753.1|EIF357] Homo sapiens eukaryotic translation initiation factor 3, subunit 7 E-17 -
HE-2816-T7 Seq 223g)|4406589(eb|AF131766[|AF 131766 Homo saplens clone 24B80 Ena-VASP lke protein mRNA sequence, partial E-120 7
HIE-2817-T7.Seq 415 gi| 181532|gb|MO7925|HUMDEF5A H.sapiens defensin 5 gene, complete cds. 5.00E-96

H{E-2818-T7.Seq 471 | gi|4689155|eb|AFO77054.1|AFOTTO5 4 Homgo saplens unr protein MRNA, complete cds Q

[HIE~2820-T7 Sen

HIE-2821-T7.Seq 355 | 2i|4884)1 76lemb|ALD49332 1| HSMB0DZ 74 Homao sapiens mMRINA, cONA DKFZp564H2416 (from clone DKFZp564H2416} €-135

HIE-2822-17.5eqa 176 | £i]33338lembiX51755|HSIGLAMB Human lambda-immunoglebulin constant reglon comalex (germiine) 4.00E-T0

HIE-2823-T7 . Seq .

HIE-2B24~TT.Sen|  397|ei[1 84163|gb]MI4052|HUMHL AB39! Human MHC class | HLA-B+30901 gene. _ o

HIE-2B25-T7.Seq 431 [ gi|2765426|emb| Y147 3B{HSIGG1LL ' Hamo sapiens MRNA for immunoglobulin lambda light chain E-187 )
HE-2826-T7.Seq 1431gi{4504618|ref|NM_001553.1|\GFBF 7| Hormo sapiens insulin~like growth factor binding pratein 7 (IGFBP7) 1.00E-60 i
FHIE-2827-T7.8eq 522|gl|29916lemb|X52947|HSCGIP .| Human mRNA for cardiac gap junction protein (1] )
HIE-2825-T7 Seqi  341|gil4092059|=b]AF054187|AFO54187 Bomo sapiens alpha NAC mRNA, complete ods E-164 N
HIE-2832-T7.Seq 330|i[2578095/emb|Z83IB43|HE36BA4 Human DNA seauence from PAC 368A4 on chromosome X. Containg £5Ts, 3.00E-44 N
HIE-2833-T7 Seq 3462i|3702433[emb|ALO2232d|HS246H3 Human DNA sequence from clone 246H3 on chromosome 22a11.21-12.2 13 )
|HIE-2834-¥7.Seq 119{2i1 785792|emb[X7921 3IMMUIC TS M.musculus (128/SvE) U1-C gene. clone mC-c115 . 0026

HIE-2835-T7.Seq 301 |2i|4680764|eb| ACOOE530.4|ACO06530 Homo sapiens chromosome 14 glone BAC 316E14 map 14424 3, complete E-151]

(HIE-2836-T7.8eq 294 glj441424{embiX 724 78| HSIGKLVET H.sapiens mANA for rearranged I kapoa light chain variable region 3.00E-32 N
HIE-2837-T7.8¢eq 229 2i|3810670|gb|ACO05435iAC 005495 Horme sapiens chromosume 17, clone hRPK.283_K_20. complete sequence 6.00E-45 )




HIE-2838-T7.5eq 180]2i|3397301ebiM75165|HUMTMIE H.sapiens epithelial tropomyosin {TM1) mRNA, complete cds. 1.00E-76
HIE-2839-T7.5eq 360]2113659835{eb{AF085343HS 1FREACD Home sapiens forkhead transcription factor (FREAC1) gene, exon 2 and E-108
HIE-2840-T7.5eq 356 21131091 |emb|X16869|HSEF1AC Hurman mANA for elongation factor 1-alpha (clone CEF4) 0
HIE-2841-T7.Seq| 199 &il4506192|ref|NM_002793.1 |PSMB1| Homo saplens proteasome (prosome, macropain} subunit, beta type, 1 3 00E-43
HIE-2842-T7.5ea| _110[¢(|1944628|eblJ03415|FUMMTCG Hurman mitochondrion. comolete genorme 3.00E-11
HIE-2844-T7.5eq|  319|glld505142|refiNM_D02395.1|MEH Homo saplens malic enzyme 1. soluble (MET) mRNA E-101
HIE-2845-T7.5eq]  404|gi[5031778|refiNM_005531.1(IF116] Homeo saplens interferon, gamma-inducible protein 16 (IF116) mRNA 1.00E-93
HIE-284B-T7 Seq 327 |gi[4505574|ref{NM_002588.1|PABPL 1] Home sapiens poly{A)-binding protein—like 1 {(PABPL1) mRNA E-121
HIE-2849-77.5eq 107 | gl 1944628|=b| 0141 S|HUMMTCG Human rnitochondrion, complete genome: 200E-18
[HIE-2850-TT.Seq 235/ gi[3005935|emb}A JO04955]HSAD0YSS Homo saciens kmmunogiobulin kappa light chain variable region E-106
HIE-2851-77.5eq 414|g|31091 |emb|X15869|HSEF 1AC Human mRNA for elongation factor 1-alpha (clone CEF4} E-178)
HIE-2852~-T7.5eq 222 | gl|5360207ireflNM_006123.1]IDSB] Homo saplens iduronate 2-sulfatase {Hunter syndrome) (IDS) mRNA 5.00E-T0
HIE-2B53-77.5eq 362 | gi|532596]b|M1 2759 HUMIG JOZ Human Ig J chain gene, exons J and 4. E-137
HIE-2855-T7.5eq 27| gl[206454|gb|MIGA5I|RATPSDI5A Rat postsynaptic density protein (PSD-95), homologue of discs-large 25
HIE-2887-T7.5eq 408|gi|3452404ternbAJOGT 70Z[HSAQOT 702 Homo saplens mRNA for UDP-ghicose 6-dehydrogenase 0
HIE-2887-T7.5eq 408! gl|450781 2{ref|N#M_003359.1 UG DH! Homo saplens UDP-glucose dehydrogenase (UGDH) mRNA, and translated 4]
HIE-2889-TT.Seq 536|gI[5774401[gb]AFOSE771 . IIHSMLCKKRPT | Homo saplens myosin light chain kinase (MYLK) gene, exon 31, and 2.00E-65
HIE-2B89-T7.Seq 536/ gI5771401|gb{AFQ96771.1JHSMLCKKRP? | Homo saplens myosin light chain kinase (MYLK) gene, exon 31, and 2.00E-85
HIE-2921-T7.5eq| 423
HIE-2024-T7 Seq| _ 352|gil4507006 . Homo saplens solute tarrier famity 25 {mitochondrial carrier, E-180
HIE-2924~T7.5eq 352 gl}4507006|reftNM_003705.+SLC25A12] Homo sapiens solute carrler family 25 (mitochondriad carrier, E-160]
HIE-2925-T7.Seq| . 176 el|5453635|ref{NM_006442.1JDRAP1| Homo saplens DR 1-assoclated protein 1 (negathve cofactor 2 alpha) 2.00E-19
HIE-2826-T7.Seq| - 340 gi|5725511gb|AFD72097.1|AFQT2097 Homo saplens beta-2 microglobulin gene, complete cds 9
HIE-292T-T7.5eq 304 l|4453578|emb]ALDI1 3BT 4|HSE96C15 Hurnan DNA sequence from clone S36C15 on chromasorre Xo23. Containg the E-105
HIE-2928-T7.Seq 382 gI|4503270}refiNM_001920.1(DCN| Homo saplens decorin {(DCN) mRNA >gl|181159]gbiM14218|HUMCSPG1A E~157]
HIE-2929-T7 Seq|  274[gl57371[embi Y001 6SIRNT M4 Rat TM—4 gene for fibroblast tropomyosin 4 6.00E-24
HIE-2931-T7.5eq 451[gH1835048lemblZ85337|HSZ85337 H.saplens hg larnbxda fight chain varlable region gene (22-27SWIIC28) E-149
HIE-2932-T7 Seq 290 2i| 3501271 {gb] AFOETESEIAFO6 7656 Homo saplens ZW10 knteractor Zwint mRNA, complete ods 6.00E-8%
HIE-2937-T7.5ea 327 |gi|4165331]gb] AC005831 JACO0583 % Homo sapiens 12p13.3 PAC RPCI5-1180D12 {Roswell Park Cancer Institute E-12g{
MIE-2936-T7 Seq]  303|gi|l565257|emblY0B363[TTALAS T thermephilus ala$ gene 12
HIE-2938~17.5¢eq 303 [21]4155131|gbAC005102[AC005102 Hpmo sapiens BAC clone RGIS6EQ1 from Tg11.23-q21.1, complete sequence a8
HIE-2939-T7.Seq
HIE-2940-T7.Seq 481 |gil4759237|ref|NM_D04616.1[TM45F 3] Homao sapiers transmembrane 4 superfamily member 3 (TM4SF3) mRNA 0
HIE-2943-T7.Seq 388 | el 185845 ebiM2 TH25HUMIGKAL Hurniar Ig active kappa chain mRNA V-reglon (V-J1-C), clone NOV, E-133,
[HIE-2944-T7.Seq 10
HIE-2845-T7.5eq 226 | gl]4502980|refiNM. 001861 ,1{COXA] Homo sapiens cytochrome ¢ oxidase subunit IV {COX4), nuclear gene E-112
HIE-2946-T7.Seq 303 |eH2695565]gh|ACO0359HACO3E90 Human Chromoseme H pac pDJ 16903, complate sequenca [Homo saplens] .02
HIE-2947-T1.Seq 128 |kH45081 39|eb|AC005378.20ACODS3TE Homo saplens PAC clore DJ1137M13 from 7q33-435, complete sequence 6.00E~56
HIE~2949-T7.5eq 8
HIE-2950-77.5eqa
HIE-2051-T7.Seq 72| @il581 7095temblAL 1101831 HSMBD0B33 | Homo saplens mRNA; cONA DKFZp5664221 (from clone DKFZo566A221) 2.00E-05
HHE-2952-TT.Seq| 385|gil5174446|ref|NM_006098.1|H12.3] Homa saplens guanine nucleotide binding protein (G protein), beta 0
HIE-2953-T7.Seq 340 gi|532596eb{M1 27SSHUMIG J02 Human Ig J chaln gene. exons 3 and 4. E-163
HIE-2956-T7 Seq) . 124 |
HIE-2957-T7.Seq 21]3252819]gb]ACO04382[HUACO04382 Homo sapiens Chromosome 16 BAC clone CIT$87SK-A-152E%, completa sequence 0.035
HIE-2958-T7.Seq 288/ 242401 44|db)|AB0O20635.1|ABO20635 Homo sapiens mRNA for KIAAOBZB protein, partiat cds. 200E-64
HIE-2959-T7.5eq| gl{1945153|emb{Z B4481|H5440021 Human DNA sequence from PAC 440021 on chromesome X containg ESTs and 46
HIE-2960-T7.Seq 493 | gH388034|sb|L 05095|HUMRIBPROF Homo saplens rbosomal protedn L30 mRNA, complete cds a
HIE-2962-T7 Seq
HIE-2963-T7.5eq 505 [21|339688|gb{M1 7733{HUMTHYB4 Human tinamosin beta-4 mRNA. complete cds. 4]
HIE-2964-T7 .5en 590 | 21|2903346]embiAl 00902B|HS164L12 Homo sapiens DNA sequence from PAC 164012 on chromosome Xa)3.1-Xg21.2. 0.62
HIE-2966-T7.5eaq 131 7204HSA131720 Homo saplerts mRNA for alpha integrin binding protein 80, partial E-108
HIE-2967-T7.5eq ACDOSET2|ACO05872 Home saplens chromasome 10 clone CIT887SK-113T11, complete sequence 0.14
HIE-296B-T7 Seq 447 |gil4504618]rafiNM_001553.1|IGFEPT| Hom sapiens insulln-like growth factor binding protein T (IGFBPT) a
HIE-2970-T7.Seq 386 |gl[1 292867 |emb|X94232|HSTCACT H.saplens mRNA for novel T-cell activation protein 4]
HIE-2971-T7.5¢q 107 {gliS669135|gb|AF152365.1|AF152365 Homa sapiens constitutive fraglle region FRA3B sequence 1.5
HIE=-2975-T7.5eq 301 | gj26622905chi|ABOOA2B2|AB009282 Hormo sapiens mRNA for cytochrome b5, partial cds E-132
HIE-2977-TT.5eq
HIE-2078-T7.Seq 276|gi|384508|gh| LO7802[HSUO7E02 Human Tisi1d gene, lete cds. E-103
HIE-2979-T7.Seq! 515/ gi|3041849|gb{ACO04541 [ACO04541 Homo sapiens PAC clone DIT16TP13 from 7q11.23-q21 .1, complete sequence 0.54]
HIE-2981-T7.Seq 484 | gi|632596igb{M1 2759 HUMIG JOZ Human Ig J chain gene, exons 3 and 4. 3.00E-70
HIE-2982-T7 Seq 602/ gl 53259g£b|M12759|HUMIGJ02 Human ig J chain gene, exons 3 and 4. E-113
HIE-2983-T7.Segq 482 | g1}1913882|gb] 190904 HS LIDDA0A Human clone 23773 mMRNA séquence 2.51
HIE-2984-T7.Seq 311]gi{4138921 |eblAFOS0568.1|AFCE0S68 Home saplens promyelocytic leukemia zinc finger protein (PLZF) gene, 0.32
HIE~-2985-T7.5eq 440 | g 386007 6{gh| AFOITO21|AFO47021 Homo saplens GW112 protein (GW112) mRNA, compiete cds E-110
HIE-2986-T7.Seq 278 |2i|5102585]|emb|ALO79279.1|HS TDO0009 Homo sapiens mRNA full length insert cONA clone EURDIMAGE 248114 E-11§
HIE-2887-T7.5eq 355 [gil4757811|refiNM_D04889.1|ATPSJL| Homo saplens F1Fo-ATPase synthase f subunit (ATPSIL) mRNA E-169
HIE-2989-T7.5eg 37851523067 5)gb|AF159570.1 |AF 159570 Homo saplens regulator of G-protein signafling 5 (RGS5) mRNA, 0
HIE-2991-T7.5eq 250 g1190949| L0787 2HUMR BP.JKA Humman Jk-recombination signal binding proteln (REPIK) gene exons 8.00E-94/
HIE-2992-T7.Seq 369 [gl]1262342] X93334|HEMITG H.saplens mitochondrial DNA, complete genome E-176
HIE~2984-T7.Seq 360|g!|3985956{dbj|ABO20753.11ABOR0753 Arabidopsls thakiana genomic DNA, chromosome 5, P1 clone: MWP18, 0.37
HIE-2895-T7.Seq 277 [21|132797emb|X6101 1 HSIG435 Human Immunogiobuin VH mRNA (486 bp) 9.00E-94
HIE_7999-T7.Seq| 478 | gil190078ghiM1B9E3[HUMREGA Humman kslek of Langerhans regenerating protein (reg) mRNA, complete 0
HE-3000-T7.5ea 315|21|3885371|bilABO1 9568|AB31 9568 Homao sapiens MRNA expressed only in placerttal villi, clone SMAP83 E-123
HIE-3002-T7.Seq 511 gil341979|gb|M2871 3| HLIMNADHCYS Home saslens NADH-cytochrome bS reductase (bSR) gene, exon 8. 0!
HIE-3003-T7.5eq 288 | El{59871 4|dbilD1691 1{HUMDIBOS Hurran HepG2 3 region cDNA, clone hmd3b09 E-151
HIE-3004-17.5eq 424 gl|181485|gb|M240T0HUMDBPB Human DNA-binding protein B (dbsB} gene, 3' end. E-112
HIE-3005~T7 Seg! 155 || 355001 3lemb]ALOZ3874HS113J7 Human DNA sequence from clone 113J7 on chromosome Xp11.22-11.4, 0.59
HIE~-3006~T7.5eg 476 | &i| 335041 4|eb]AFO52107|AFO52107 Homo sapiens clone 23620 mRNA sequence 0
HIE-3007-TT.Seq
HIE-3009-T7.Seq 683|228335|emb|X63432|HSACTE H.sapiens ACTB mRNA for mutant beta~actin (beta’-actin) 1]
HIE-3010-T7.8eq 451 |glj3171159tehi AF064364AF064864 Homo saplens chromaseme 21q22.3 PAC 21113, complete sequence {Horno 0.03
HIE-3012-T7.5eq 120 gi[2632107|emb|Z997 74|HS373HT Human DNA seauence from BAC 373HT on chromosome 22q11.22-12.2 contains 0.4
HIE-3013-T7.Seq 446 |gi|4159881|eb|ACO05681.1|ACDU5S681 Homo sapiens clone GS05S9GC8, complete sequence: 0.12
HIE-3014-T7.Seq 351 | gi[4557893|refjINM_000239.1|LYZ] Homao sapiens bysozyme (LYZ) mRNA >gi|187243|ebtJ03801{HUML SZ Human [1]
HIE-3018-T7 Sea 654/ gil4007234|emblALO31622[HST40A 1 Humarn DNA sequence from clone 740A11 on chromosome Xq22.2-23. Contains 0.18
HIE-3020-T7.Seq| __ 484]gi|1809134|ghit/78678|HSL78678 Human thioredoxin mRNA. nuckear gene encoding mitochondrial 0
HIE-3023-T7 Seq 547 1gi|475831 1 jref|NM_004453.1|ETFDH| Howno saplens electron—transferring-flavoprotein dehydre (ETFDH) ]
HIE-3024~T1.5eg 520 [£i420491 4|eb|U58994HSUSEG94 Human ladinin {LAD) gene, comptete cds 22
HIE-3027-T7.Seq 517 |eil31091 |embfX16869|HSEF1AC Hurman maNA for elongatlon factor 1-alpha {clone CEF4) 0!
(HIE-3028-T7.8eq 313{gild503304Iref|NM_001926.1|DEFAE] Homo sapiens defensin, alpha 5. Paneth cell-specific {DEFAG) mRNA E-150
HIE-3029-T7.Seq 533 |glj4501388iref|NM_0D1615.1{ACTG2| Horo saplens actin, gamma 2, smooth muscle, snterlc (ACTG2) mRNA 0
HIE-3030-T7.5eq
HIE-3031-TT.5eq 288 | gi|1615959]eb|LIT2063 HSUT2063 Human immunoglobulin kappa chain constant region gene, partial cds E-131
HIE-3032-T7.5¢q 469 |gI[913292|gb|S76343|576343 AML1,..EAP {translocation breakpoirt} [human, chromic myelogenous 0]
HIE-3033-T7.5eq]  4801{gll4506702[ref[NM_D01026.5|RPS24A] Horno sapiens ribosomal protein $24 (RPS24a) mRNA [
HIE-3034-T7.Seq 265 | gl|64307 14]ehiAF } 30342.1|AF 130342 Homo sapiens chromesome 8 clone PAC 87.1 map 8q24.1, complete sequence. 1.1
HIE-3035-T7.Seq 443 |gi|4164322|emb|AL023879.1|HS109GE Human DNA sequence from cione 10866 on chromosome 22a13.1-13.31. \X:]
HIE-3037-T7 .Seq 494 21|1510142|dbj|D8 7071 |DET071 Human mRNA for KIAAD233 gene, complete cds 0
HIE-3038-T7.5eq 422 | gl|4506654|refiNm_D00969.1|RPLS] Homa sapiens ribosomal protein LS (RPLS) mRNA E~180
HIE-3040-T7.Sea 492 [gi[4506864refiNm_003002.1[SEHO| Home sapiens succinate dehydrogenase complex, subunit D, intesral Q
HIE-3041-T7.Seq 320|eit3402730(g0{AC004203|AC004203 Homo sapiens tlene UWGE:y2c0T4 from 6p2), complete ssauence [Homao €-139
HIE-3042-T7.Sea 510|2i|4396852{ref|NM_001540.2{HSPBI1| Homo saplens heat shock 27kD protein 1 (HSPB1) mRNA E-122
HIE-3043-T7 Seq 399 2/|5326498]dbilAB0D22427 .1 [ABI22427 Homo sapiens SERP1 mRNA, cemplete cds E-170
HIE-3044-T7 .Seq 458 | &I[264772]gb{S54005|$54005 thymasin beta- 19 [hursan, metastatic metanoma cell ine, mRNA, 453 ]
HIE-3045-T7.Seq 493[gI|5870622)emblALOBE243.21{HSBATZMS | Human DNA sequence from clone 12M9 on chromosome 22, complete sequence 0
HIE-3047-17.5eq
HIE-I-)MB—TT.équ 364 gi|5069495|gb]AC007446.8] ACD07448 Homa saplens, clone hRPK.B7_A_1, complate sequence 0.024
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HIE-3048-T7.5eq 426 |git555940{gh| L1 4930[HSU 14950 [ Human XP1PO ribesomal protein S3 rpS3) MRNA, completecds. .8
| HIE_3050-T7.5ea|  300|8i|1220360/gb|L31610[HUMSZIRP Home sapiens {clone cori- 1cls) §29 ribosormal protein mRNA, complete __.E 131
HIE-3052-77.5eq| 538 gll4758035|ref{NM_004376.1/COX15] o
71
HIE-3055-T7 Sea) __ 370!il4680706|gblAF132968.1|AF} 32968 Homo sapiens GGI-34 protein mRNA, complete cds TE-157
HIE-30556-T7 Seqa -
HIE-3057-T7.Seq 263 gi[40504813_bLU00946|U00946 Human clone A9AZBRES (CACIN/{GTG)n repeat-containing mRNA 4.00E-T1
HIE-3058-77.Sea 666 gi|&4]4ﬂkg_l)]@2_7@:'d25027 Saccharomytes cerevisiae replication factor C subunit 1 (RFC1) 0.045
[HIE-3059-T7.Seq 662814931 SOig_gjL_Ii_HUSBIHUWGKVRG Human immuncelobulin kappa light chain (GKY) mANA variable region, E-178
HIE-3060-T7.5ea 665|gil4504445|ref|NM_C02137.1[HNRPA2B1| | Homo sapiens heterogenecus nuclear ribonuclecprotein A2/B1 (HNRPAZED) 0
HIE-3064-T7.Seq 658‘;&%55272 gbiM34020|HUMIGHC XJ Human fetal ig heavy chain variable region (clone M71) processed E-157
HIE-3065-T7.5eq 670|2i|306552{gbjL1 3802|HUMCHI13C3A Homo sapiens {(clone 03) liver expessed ribosomal protein $3 Q
HIE-3066-T7.Seq 648 |&i[29851 95|emb]ALD09RS HHST4TL4 Homo sapiens DNA sequence from PAC 74714 on chromosome 1q23-24. 0.69
(HIE-3067-T7.Seq 665 |gild15386 1 {gbjACO05S065 AL 005085 Homo sapiens BAC clone RG114818 from 7g31.1, complete sequence {Homa E-100
HIE-3068-T7.Seq B60|el|IBT 31 84|gHACOO5820.1 |ACO05820 Homo sapiens chromoseme Y, clone hCIT.494_G_17, complete sequence 5 00E-05
HIE-3069-T7.Seq 6501 gi|4505602|ref|NM_002948.1|RPL1 5| Homa sapiens ribosornal protein L15 (RPL15) mRNA [4]
HIE-307C-T7.Seq 670 gi|5454001 |ref|NM_006443.1|RCL| Homo sapiens putative c-Myg-responsive (RCL) mRNA 6.00E-20
HIE-3072-T7.5¢q 652 gil4235145]ab ACD06538|AC006538 Homo sapiens chromosome 19, BAC 411395 {CiT-B-31¢16), complete sequence E-152
HIE-3075-T7.5¢Q 663} gi[2266637|emb|Y12670{HSCBRGRP Homo sapiens mRNA for leptin receptor gene—reiated protein [}
HIE-3076-T7.5¢a 66823869210 dbjlABR19576/AB019576 Rattus norvegicus mANA for rTIM, complete cds 28
HIE-3C78-T7.Sea 663 |gi|4090) 80|gb|ACOQE210|ACO06210 Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Human BAC _az
HIE-3079~T7.5eq 681 |gij1008851|gb|L46590HUMLCAL Hamo sapiens very long chain acyl-CoA dehydrogenase gene, exons 1-20, 1 QQE-85
HIE~3080-77.5eq 649 [£i|33221|emb]X58081{HS IGKAPAA H.sapiens mRNA for immunoglobulin kappa light chain E-168
HIE-3081-T7.5eq 670(gi[1237277]|gblL26335|GPIZFPA Cavia porcellus zinc finger protein {(zfoC1) mRNA. complete cds 0.012
[HIE-3082-T7.Seq 667 |gil4503470{refiNM_001402.1 |EEF1A1] Horme sapiens eukaryotle translation elongaticn factor 1 alpha 1 [a]
HIE-3083-T7.Seq 663 gil1209254|gb]L 20311 [BOVIGIMRNA Bos taurus mu- and alpha-immunoglobufin-associated J-chain mRNA, 2.00E-99
HIE-2084-T7 Seq 672 |gi[219887dbjjDO1 D59 HUMIGLY M1 Homao sapiens mRNA for immungglobulin lambda light chain, complete o]
|HIE-3086-77.5¢a £79 | 2i|5730479|eblAF 110645.1|AF110645 Homo sapiens candidate tumor suppressor p33 ING1_homolog mRNA, 0
HIE-3087-T7.S5eq 667 2i38405/emb| X671 29Z[HSIGMHACET H.saplens mRNA for IgM heavy chain constant region {mAbG1) 0|
HIE-3083-T7.$eq 6922122391 18|emb|Z82022.1 |HSGLCNACT H.sapiens mRANA for GicNac-1-P transferase E-109
HIE-3090-T7.Seq 676 |gi|34B3426]gb]AFC86083 (HUMYZR3C 11 Homo sapiens full length insert cDNA clone YZB3C11 1 00E-42
HIE-3061-T7.5eq 646 |gl|5T29876|ref|NM_006597.1 JHSPALD| Homo saplens heat shock 70kD protein 10 (HSC71) {HSPA10), mRNA 4]
HIE-3082-T7.Sea 650 |gi[4557 546|reflNM_000115.1 JEDNRBA] Homo sapiens endothelin receptor type B (EDNRB), splice variant 1, o
HIE-3093-T7.Seq 6574/ gi|1 048088gb{U3I0BB4|HSU308B4 Hurnan spiicing factor SRp40-2 (SRp4D) MRNA, complete cds. 400E-61
HIE-3094-T7.Seq 560 |gi|37061 Jemnb{X51330|HSTFES Human mRNA for transcriotion factor TFE3 (partial) E-169
HIE-3095-T7.5eq
HIE-3099-T7 . 5eq 325 | gi|644480{d0j|DIB1 12 1 {HUMMTA Homo sapiens mitochondrial DNA, complete sequence E-170
HIE-3180-T7.5eq 383 | =i|1848471Eb|ME3438|HUMIGGK Human Ig rearranged gamma chain mRNA, V-J-C region and complete cds, Q
HIE-3191-T7.Seq 157 &I} 87366]gb)| MED 126 HUMMAOBO? Human monoaming oxid B (MAOB) gene, exon 7. Q.15
ﬂg—a‘ﬂ?—TI.Seq 564 |gi{32B87468]gb|ACO04448|AC 004448 Homo saplens chromosome 17, clone HCIT187M2, complete sequence [Horma 2.00E-75
HIE-3193-FT.Seq 305 | gi|5836156|gb| ACOOT681 .3]ACD07681 Homo saplens clone NHO355F 16, complete sequence: 0.079
HIE-3185-T7.5eq 407 |gi|45051 78| ref|NM_000900.1|MGP| Homo saplens matrix Gia protein (MGP) mRNA 0
HIE-3196-T7.52a 442 | gi|37614]emb|X55666|HSUSFMA Hurman usf MANA, for late upstream transcription facor E-120
HIE-J197-T7 Seq 34} |gil1583739]gb|U3B8IA|H5IBEIS Hurnan protein tyrosine kinase t-Roel (Rorl) mRNA, complete cds E-103
HIE-3198-T7.5eq 11 gi|5091BSM[ACOOSS\S.EIACCOSS'I ] Homo sapiens clone (30819122, complete sequence 3.00E-C8
HIE-3199-T7.5eqa 277 | @5102701eb|UJISOC{HSU0S500 Human mitochondrion cytochrome b gene, partial cds. 1.00E-86
HIE-3200-T7.5eq 104 g)|4502548[refINM_00Y 743.1|CALM2| Homo sapiens calmodulin 2 (phosphorylase kinase, detta) (CALMZ) 2.00E-48
HIE-320t-T7.Seq| 2271gil 4507212 refiNM_0031 35.HSRP19] Horme sapiens signal recognition particle 19kD (SRP18) mRNA E-308,
HIE-3203-T7.Seq 207 | &i|186076(gbjM1 1937|HUMIGLAC Human Ig rearranged kappa light chain mRNA V-region {v-J) partial J.00E-74
HIE-3204-77.5eg 229 |gi|532536|gb|m1 2758|HUMIG J02 Human lg J chain gene, exons 3 and 4. E-1221
HIE-3205-T7.Seq 528 gl|572551 1 |eb{AF072097.1{AFO72097 Homo sapiens beta-2 microglobulin gene, complete cds 0
HIE-3206-T7.Seq 425 gi|451941 6ldoil ABO2432T.1 |ABO24327 Homo sapiens pt-wd mRNA for WD-40 repeat protein, complete cds 1]
HIE-3207-T7.5eq 174 2i|2565276|eh| AFO2361 2|AF023612 Home sapiens Dimlp homolog mRNA. complete cds 3.00E-40
RIE-320B-T7.Seq 129 2i|2818402|gbiACDO5822|ACCO5822 Homeo sapiens chromosome 17, clone hRPK.209_J_20. complete sequence [Homo 6.00E-53
HIE-3210-T7.5eq 418 gi[181532|gb|MI7925{HUMDEFSA H.sapiens defensin § gene, complete cds, E-115
HIE-3213-T7.5ea 50| 2i|4835592|dbi|APDO0223.1 [AP000223 Homo sapiens genomic DNA, chromosome 21021 .2, LL56-APP 1egion. 2.00E-43
HIE-3214-T7.5eq 289 {2517 4476|ref|]NM_D060BZ.1 [K-ALPHA-1| | Homo sapiens tubuiin, alpha, ubiquitous (K- AL PHA-1) mRNA E-140¢
HIE-3215-T7.Seq 182 | gi| 38600 76|eb| AF09T021|AFOITO21 Homo saplens GW112 protein (GW112) mRNA, complete cds 9.00E-96]
HIE-3217-T7.5¢eq 3111 743253 emb| YO3836|HS IUTRUNK H.sapiens mRNA for 3UTR of unknown protein E-144/
HIE-3218-T7.5eq 35%|gi[455751 2iref|NM_001 343.1|DARS| Home sapiens aspartyi-tRNA synthetase {DARS) mRNA o]
HIE-3219-T7.Seq 407 | gij4753226]&b| AC006385.3| ACO0EIBS Homo sapiens ¢lone NHOS559.405, complete sequence 1.00E-04
HIE-3220-T7.5¢q 375 el 1B1532]gb|MI7925|HUMDEFSA H.sapiens defensin 5 gene, complete cds. E-108)
HIE-322}-T7.Seq 363 |&il1 871528/emb|ZA3841|HS323BE Human DNA sequence from PAC 32386 on chromosome X contains ESTs CpG 0
HIE-3223-F7.5eq 289 g1|5803022)ref|NM_D06816.11GP36E] Homao sapiens endoplasmic reticulum glycoprotein {GP36B), mRNA E-154
HIE-3224-T1.5eq 343 |2i]1209254|gb{L203 11 |BOVIG JMRNA Bos taurus mu- and alpha-immunoglobulin-associated J-chain mRNA, 2.00E-89
HIE-3227-T7.Seq 250|gi12781407|ebjL92985|HSU92983 Homo sapiens clone DT1P1E)1 mRNA, CAG repeat region 2.00E-32
HIE-3229-T7.5eq 444 gil5836198]gb]AC0073B2.J|ACOCT 382 Hoemo sapiens clone NHOZBBC 18, complete sequence 0.03
HIE-323-T7.5eq 217]{gi|2887305]embjALDO8T13.1|HS83C23 Human DNA seauence from PAC 83C23 on chromosome X. Contains steroid 0.001
HIE-3230-T7.5eq 432 gi[1668712|emb|Y03417|CRCPRPROM C.roseus cpr géne, promoter region 1.8
HIE-3231-T7.5eq 397 |2il3046270]Bb|AC004074|ACO04074 Homo Saplens Chromosome X cione bWXD758, complete sequence [Homo o4
HIE-3232-F7.5eq 407 |glj4455632)emb]|297353.3{HSI0LE Human DNA sequence from clone 90LS on chromoseme 22a11.21-11.23. 0.1
HIE-3233-77.Seq 331 |)|1373420)gh|US7847|HSUS7 847 Hurnan ribosormal proten 527 mRNA, complete cds. E-165
HIE-3234~T7 Seq 315/ gi|5174406]refiNM_006016.1|CD1 64 Homo saplens sialomucin CD164 {CD164) mRNA E-164
HIE-3235-T7.Seq 271 | gl|5791531{emblALOT9334.THS 4300013 Human DMA, sequence from clone 300013 on chromosorne Xa22.1-24, complete 200E-23
HIE-3236-T7.5eq 563 | gi| 18484 zb|M2BEIT[HUMIGGFCRA Human low-affinity G F¢ receptor (alpha-Fc-gamma-RI) mRNA, 1.00E-82
HIE-3237-T7.Seq
HiE-3238-T7.Seq 559 gil5031600 ref|NM, 005720.1 |ARC41| Homo sapiens ARP2/3 protein complex subunit p41 (ARC41) mRNA ]
HIE-3239-T7.5eq 287 | gi]1 B5267[&b|M3402 4HUMIGHCXE Human fetal lg heavy chain variable region {clone M43} mRNA, E-108
HIE-3241-T7.Sea 143 | gi|4544348]eh| ACDOE059- U AL 00058 Homo sapiens PAC RPCt4-613623 (Roswell Park Cancer Institute Human PAC 0.54
HIE-3242-T7 Seq 550/ gi[1 78042|gb|M19283|HUMACTGA Human cytoskeletal garma-actin gene, compiete cds. 3.00E-32
HIE-3243-T7 Seq 346 | gi{339688)eb|MI T7I3[HUMTHYBEA Human thymosin beta—4 mRNA, complete cds. 1]
HIE-3244-T7 .Sea 60 (| 307 38N =b{L 20868|HUMRPLAX Human ribosornal protein L4 {(RPL4) MRNA, complete <ds. 1.00E-20|
HIE-3245-T7 .Seq 358 |g!2251 1 4Blemb| Y144 55|HSY 14155 Homo saplens mRNA for Hmob3a3 protein, 3" untranslated region Ja]
HIE-3246-T7.Seq 302 gi181962|eb] 10461 7|HUMEF1A Human elongation factor EF-1-aloha gene, complete cds. E-164
HIE-3247-TT.Seq 330 | glj4503304]refiNM_001326.1|DEFAS] Homa saplens defensin, aipha 6, Paneth celi-specific (DEFAG) mRNA E-173
HIE-3248-T7.5¢q SEEHJBZS&SD emb|Z93241.11|HS222E13 Human DNA sequence from clone 222E13 on chromosome 22. Containg three £-159
HIE-3243-T7 Seq 563 | g1 84080[gbjM11354HUMHISH3B Human H3.3 histone, class 8 mRNA, corrplete cds. E-118
HIE-3250-T7.Seq 305 | gil4165324]gbjt 14561 [HUMCAATPX Homo saplens plasma membrane calcium ATPase isoform 1 (ATP2B1) gene, E-114
HIE-3251-17.5eq 416! gi|4503304jrefiNM_001926.1|DEFAE| Homo saplens defensin, alpha §, Paneth cell-specific (DEFAE) mRNA 1]
HIE-3253-T7.5eq 474 g1 430871 |gb|LI64606{MMUBIE06 Mus musculus nuciear receptor co-activator {(MARC-1) MRNA, complete 9.00E-52
HIE-3254-T7.5eq 463 | gi{33951 7jkb|JO3133HUMTFSP1 Human transcription factor SP1 mRNA, 3 end. 8.00E-43
[HiE-3256-T7.5ea| 563 |eii1206254{eb|L 201 H{BOVIGIMANA Bos taurus mu- and aipha-immunogiobulin-associated J~chain MRNA, 1.00E-97
HIE-3257-T7.5eq 337 |21|5360672|dbilAB022653.1}ABG22653 Homa saplens mRNA for anti-Entamoeba histelytica immunoglotaulin E-136
HIE-3260-T7 Seg 25
HIE-2262-T7 Sea 484 |gi|331072|eb|M 1 40BOHSVTS Herpesvirus salmir thymidylate synthase gene, compiete cds. 0.12
HIE-3266-T7.5¢eqa 268 gi|3745891|gb| AFO8TE8T|AFOBTEE7 Mus musculus cakcium-binding orotein $100A1 mRNA, complete cds. 0.26
HIE-3269-17.5¢ea
HIE-3270-T7.Seq 411257321 86|cbjlABL30905.1|ABO30905 Homo sapiens hol-gamma mRANA for Heterochromatin protein 1 gamma, E-115
HIE-3271-TT.5eq 221 gil5672604|cbjlAB023049.1(AB023049 Homo sapiens genernic DNA, chromosome §p21.3, HLA class | region, 1.00E-92
HIE-3272-T7.Seq 477 {il532596]&b| M) 2759[HUMIG 102 Hurnan |g_} chain gene, exans 3 and 4. E-130
HIE-3273-T7.Seq 394 |gil5263309|rb|ACOOT7 528.5|AC007 528 Homo sapiens 12p12 BAC RPCI111-473N11 {Roswell Park Cancer Institute T.00GE-06
HIE-3274-T7 Seq 329 i|3139078lgb| AFO62537|AFOS2537 Hormo sapiens cullin 3 mMRNA, complete cds 4]
HIE-3275-T7.5ea 112 | gi|BDI026|emb|X86693HEMASTY H.sapiens mRNA for hevin like protein BO0OE-27
HIE-3276-T7.Seq 1791 gi|1872471gb|M 18045{HUMLEZH Hurman lysozyme mRNA, complete cds. 1.00E-79
HIE-3277-T7.Seq "
HIE-3278-T7 Sea| 5
HIE-3280-T7 Seq) 3?0J_g_i|_5531250[emblAL035420.lA\HSHSOH'I Human DNA sequence from clone 550H1 on chromoseme 20al1.1-11.22, E-157
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HIE-3283-T7.Seq 49% gi|3769485|g_b|AF074946|AFO?4946 Hemorrhaglc enteritis virus, comolete genome 0.5
HIE-3284-T7.Seq 636| gil4505408!refiNM_DOZ612.1JNME2) Homo sapiens nor—metastatic cells 2, protein (NM23B) expressed in 1.00E-48
HIE-3285-T7.S5eq 603 | i} 181966 rb|M26548|HUMEF 1AB Hurnan elongation factor 1-alpha (EF1A} mRNA, partial cds. li]
HIE-3286-T7.Seq

HIE-3290-T7.Seq 424 gi|339660]2b{M92381 [HUMTHMBX Human thymaosin beta 10 mRNA, complete cds [)
HIE-3293-T77.5eq 350 ii|339201]gp|M74T221HUMTCN1A Human transcobatamin | (FCN1) gene, 5' flank, 5.087
HIE-3301-TT.5eq 493 gl 4503550|ref1NMkm3890_‘|iFC(GAMMA)Bﬂ Homa sapiens kel Fe binding protein (FC({GAMMA)BP} mRNA [
HIE-3302-T7.5eq 663 [ g1|4588525|gb| AF109197.1]AF1091 97 Homn saplens nuclear chipride channel (NCC27) mRNA, complete cds Q
HIE-3303-T7.5eq 662 | gi[1 85267 |gb|MI4024|HUMIGHCXE. Human fetaf Ig heavy chain variable region {clone M43) mRNA, E-171
|HIE-3304-T7 5eq 635|ef 2|emblAJDZ375{HSAD1 2375 Home sapiens mRNA for SUI1 proteln translation initiation factor 0
HIE-3306-T7 Seq

|HIE-3307-T7 Seq] 495 |gii3327807]gbl AFDS1344|AF051344 Home saplens latent transforming growth factor-beta binding protein [
HIE-3308-T7.5eq 142

HE-3309-T7 Seq 566 | gil39548B84]emb|AI010442|HSAD D442 Homo saplens MRNA for immunogtobulin kappa light chain, anti-RhD, E-164
HIE-3310-T7.5eq 525 gl| 35487B5|gb| ACO0SE1 B{AC005618 Homo saplens chromosome &, BAC clone 249h5 {LBNL H149), complete 0.008
HIE-3311-T7.Seq 380 gi|38405|emb{X67292|HS IGMHCE1 H.sapiens mANA for IgM heavy chaln corstant region (mADE1) 4
HIE-3312-T7.Seq 563 |g1|532596]eb|M12759|HUMIG JO2 Hurnan ig J chain gene, exons 3 and 4. E-155
HIE-3313-T7.Seq 515 gi(2873376]gb]AF03022|AF039022 Homa saplens exportin t MRNA, lete cds [i]
HIE-3315-T7.Seq 663 gi|34139471dbjlABOATI7 2| ABOATST2 Homo sapiens mRNA, chromosome 1 specific transcript KIAADS03 [y
HIE-3316-T7 Sea 462 | gi|4504518iref|NM_001553.1|GFBPT) Homo saplens insubin—like growth factor binding protein 7 (IGFBP7) O
HIE-3317-T7.5eq 2261 gi|2627063)dbj| DB443208 AC JHE42 Bacilus subtils DNA, 283 Kb region contalning skin &l 0.22
HIE-3318-17.5eq 488]213928123|b| ACO0597 2{ACC0OS9T2 Momo sapiens chromosome 17, clone hRPK.180_P_8, complete sequence [Homo E-133
HIE-3319-77.Seq 207 | &l]4506532|refiNM_000974.1[RFLID| Homo sapiens ibosomal protein 110 (RPL10} mRNA 2.00E-54
HIE-3320-T1.Seq gi|532596|gb|M 12759 [HUMIG J0Z Human ig J chaln gene, exons 3 and 4. E-115
HIE-3321-T7.Seq 264 |2|510301 2|dbi] APO00349. 1| APODO349 Homo sapiens genomic DNA, chromosome 22q11.2, clone KB1839HE T.00E-45
HIE-3322-T7.5eq Sminthopsis macroura transthyretin mRNA, complete cds. 0079
HIE-3325-T7.5eq -

HIE-3326~T7.5¢eq Hurman mRNA for KIAAQ143 gene, partial cds 0
HIE-3327-T7.Seq | X678S8IHSIGKA H.saplens DNA for 1G kavpa JC region 0
HIE-3329-T7 .Seq 484 gl 7 NM_001402.1 |[EEF1A1 Homo saplens eularyotic translation eloneation factor t aipha 1 0
HIE-3330-T7 .Seq 552 | ei|532596ighiM12759{HUMIG )02 Hurman Ig J chaln gene, exons 3 and 4. E-174
HIE-3331-T7 Seq 198 |gil206895]2biMIB41D[RATSEPR Rat seplapterin reductase mRNA, partial ods. 0.047
HIE-3333-T7.52q 524|l]5454121 jrefiNM_D06327.1[TiM23| Homoe sapiens translocation of mitochondrial precursor protelis 1]
HIE-3334-T7.5eq 389 | 2i]181966|eb|M29548]|HUMEF 1AB Human élongation factor 1-alpha {EFTA) mRNA, bartial cds, Q
HIE-3337-T7.5eq 252 |i|189019{gh]M2291 8HUMMYLCH Human non-muscle myosin akal kght chaln mRNA, 3 end. E-134)
HIE-3338-T7.Seq 397 | gi|4505668(ref|NM_D00283.1{PDEEBE Homa saplens phosphodiesterase 68, ¢GMP-specific, rod, beta E-172
HIE-333%-T7.8¢g 55/gi|30167]emb|X52851{HSCPHTO Human cyclophilin gene for cycloshiln (EC 5.2.1.8) 1.00E-20
HIE-3340-T7 Seq| 400|gif1 89015]gbiM2281 BHUMMYLCB Hurnan non—-muscle myosin akadl Kght chain mRNA, 3 end. B
HIE-3341-T7.Seq 263 | £1}4581103|gb|AC005825.2[ATAC005825 | Arabidopsis thakiana chromosome I BAC T24121 genomic sequerce, []
HIE-3342-T7.8ea| _ 416g)[62310lemb|X1 5464/HAVI5A Hurman hepatitis A virus (HAV) strain HAS-15 mRNA for viral proteins 15
HIE-3343-T7.5eq 405! gi[3387937|2b| AFOTOSE8|AFOTO568 Homo sapiens tlone 24758 mRNA sequence E-104
HIE-3344-T7.Seq 300 |4885102|refiNM, 0051383.1[CACNAIF] Homo sapiens calchum channel, voltage-dépendent, alpha 1F subunit 12
HIE-3345-T7.5eq| 244 |ui|45065B6|refiNmM_002047. 11RPA3L Homno sagiens replication protein A3 (14kD} (RPA3) mRNA E-122|
HIE-3345-T1.5eq 383 |i|5031592|ref{NM_005717,1{ARC16] Hamo saplens Arp2/3 protein complex subunit p16 (ARC16) mRNA 0|
HIE-3349-T7.5eq| 626 |gil4678T 5610.2|HSM1 7648 Homo saplens chromosomie 21 PAC LLNLP70AM17648Q13, comolete sequence 0
HIE~-3350-T7.5 601 |gif532596]gb|M1 2759HUMIGIOZ Human |g J chain gene, exons Jand4. E-13)
HIE-3353-T7 Seq 114 | gi206655|rbIM74295{RATRHOB Rat rhoB gene mRNA, lete eds. : 0.39
HIE-3357-T7.Seq, 465 {gl|52311 30|gh{AF153603.1|AF 153603 Homo saplens TSC-22 refated protein (TEC-22R) mRNA, complete cds E-143
HIE-3360-T7.5eq 269 |gl[328221emb]X57331 |HSIGCMUDE Human imrunoglobulin S{mu) and Cldetta) heavy chaln genes (constant E-147
HIE-3361-T7.5eq 416814506 708]ref|NM_001029.1{RPS26] Homo saplens ribosomal protein 526 (RPS26) mRNA 1]
HIE-3362-T7.5eq 477 | gi|532596]eb]M1 2759 HLIMIG 102 Human Ig J chain gene, exons 3 and 4. 4 DDE-34
HIE-2363-T7.Seq 438 gi]5596759) 745.9|HSJ654H19 Human DNA sequence from clone 654H19 on chromosome 1p31.1-33, complete .43
HIE-3364-T7.Seq =

HIE-3365-T7.5eq 524215454161 jrefiNM_006472.1[VDUPT| Homo sapiens upregulated by 1.25-dilydroxyvitamin D~3 (VDUP1) mRNA 2.00E-96|
HIE-3367-17.5eq| 467 |gl|4506750(refiNM_D02966.1}5100A10} Home saphens 5100 calcium~binding protein A10 (annexin | kgand, 0]
ﬂ—SSSQ-WSN 514 |gi|3123607|ermb]Y17214|HS Y1 7214 Hormo_sapiens Intergenic DNA between SURF-2 and SURF-4 o]
HIE-3370-T7.5eq| _ 112([gi|3819787|embjAJ012264{HSAD1 2264 Homo saplens CH gene encoding immunogiobulin, constant reglon, 1.00E-31
HIE-3371-T7.5eq 483 |i]557545(gt] M2BE99|HUMBZ 3A Homo saplens nucleolar phosphoproten B23 (NPM1) mRNA, complete 0
HIE-3372-T7.Seq 200|git3201899|ebiAFOS7420|AFDE7420 Horo saplens SNC73 protein (SNC73) mRNA, comolete cds E-106
HIE-3373-T7.Sea 489 gI|3170752|gh|AFO62145|AF 0627 45 Homo saptens clone 45u-19 immunoglobulkin heavy chaln variable E-137
HIE-3374-T7.5eq

HIE-3376-T7.5¢eq 350} &i|3135305|eh] AF053356|AF053356 Homo saplens chromosome 7a22 sequence, complete saquence [Homo sapiens]) 0.34
HIE-337B-T7.Seq 508/ gi|3335147ieb]AFQ563T6IAFDS53TE Homa saplens short form transcription factor C-MAF (c-maf) mRNA. 0
HIE-3398-T7.5eq 543 | gl{480: lemb) 45, 1[HS508]154 Novel human gene mapping to chomosome 22 E-142
HIE-3666-T7.Seq: 512/ g1|3642902|gb] AFO3 7207 |AFDIT207 Homo saplens persyn géne, complete cds 0.13
HIE-3667-77.Seq 535 gi|1546778|gb|L /28T BI|MMLI28TBS Mus musculus p53-assaciated celluiar protein PACT mRNA, partial cds E-125
HIE-3668-T7.Seq 401 [i[3483335|eb] AFDB59SHUMY U1 3FO3 Homo sapkens full length insert cDNA clone YUTIFO3 4.00E-35|
HIE-3668-T7.5eq 487 |@ilST016) 00E160.9]AC006160 Homo sapliens chromosome 4 clone CO481P14 map 4p15, complete sequence Y]
HIE-3670-T7 Seq| 387 |ai S8|refiNM_001987.1|FAUL Homa saplens Finkel-Blskls—Reilly murine sarcoma virus (FBR-MuSV) [¢]
HIE-3671-T7.Seq 439|glj36! emb{X65965|HSS0D26 H.saplens S0D-2 gene for superoxide dismutase 0|
HIE-3676-77.5eq 360 | gi|4506648]ref|NM_OD09E7.1{RPL3} Homo sagtens ribosomal protein £3 (RPL3) mANA E-16%
HIE-3677-T7.5eq

HIE-3673-T7.Seq 196| £il) B526 7 ehiM34024fHUMIGHC XE Human fetal lg beavy chain variable reglon (clone M43) mRNA, E-132
HIE-3680-T7.Seq 693 gl|5454161 [refiNM_006472.1|VDUP1] Homa saplens upreguiated by 1,25-dihydroxyvitamin D-3 (VDUP1) mRNA E-159
HIE-3681-77.Seq 611 1|33701]ermb)XS7BO2|HSIGVLO02 Human rearranged immunoglobulin lambda flght chain mMRNA 0
HIE-3682-T7.Seq 458 | gi336045) [ebl AF052142|AFD52142 Homo saplens clone 24665 mRNA sequence 0|
HIE-3683-T7.Seq 587 Q
HIE-36856-T7 Seq 476 |@i{4092072)gb]AF08451 7| AF084517 Horno sapiens nuclear receptor ERRB2 (ERRB2) mRNA, comuplete ¢ds 9.00E-15
HiE-3688-T7.Seq m

HIE-3689-T7.5eq 8881|3201 8959|gb| AFDET420AF 057420 Homo saplens SNCT3 protein (SNC73) mRNA, complete ods o
HIE-3691-T7.Seq 521 | gi|532596gb]{M1 2759{HUMIGJQZ Huran Ig J chain gene, exons 3 and 4. E-118
HIE-3692-T7.Seq 404 gi|1 8B054ighiM21 886{HUMMHDPB Human MHC class I HLA-DPwab—beta chain mRMA (DPwd), 3’ end, E-176
HIE-3694-T7 .Seq’ 415 21|37923 embiX54446|HSVLMABET H.sapiens 1G VL mRNA (clone mAB ETVL) 3}
HIE-3695-T7.Sea 52025453671 |ref[NM_006418.8GWTT 2| Homo saplens differentialy expressed in hematopoletic lineages E-176
HIE-3697-77.5eq 590 |gi|1544628|gh{J01 415 HUMMTCG Hurman m wirion, complete genome ']
HIE-3700-T7.5eq| 537 |eil45074B4]ref{NM_(03246.1| THBS 1| Mormna sapiens thrombospondin 1 (THBS 1) MRNA >gi|37464|emb|X147B7|HSTS 0
HIE-3701-T7.Seq 300{21j3097815|eb]ACO04468|ACO04468 Hormo sapiens Xp21 PAC RPCLI-37A)2 containing exons 1010 16 of the 0.098
HIE-3702-T7.5eq 150|%i|456416]gh|L29052{CELCEDIA Caenorhabdttls elegans cell death protein (ced-3) gene, complete cds. 0.14;
HIE-3703-T7.8eq 418 i[214522|gb{M9I4392I XELIGLICA Xenopus laevis germiing lmmunoglobuin light chain, JC reglon, clone Q.1
HIE-3704-TT Segq 646 | eil4455% 34|gb|AF 130249|AF 130249 Homo sagiens PAG 126N20 derived from chromosome 21p11.2, complete 0
HIE-3706-T7.Seq 531 i|4500198|emblALO45417.1{HSMB00202 Homo sapiens mRNA. cCONA DKFZpS86(01919 (from clone DKFZpS8601§19) 3.00E-89
HIE-3708-T7.Seq 415 | gi|545367 1|ref|[NM_006418.} GW112) Homo saplens cifferentlally expressed in hematopoietic linsages E-126
HIE-3718-77.5eq 462 | pi|4455847|embiAJ239531|CFA239531 Canis famillaris tRNA-dertved SINE element, clong D254ZA10 . 1.00E-29|
RIE~-3740-T7.5eq 425 |eil5325961abiM12759|HUMIG.I02 Human lg J chain gene, exons 3 and 4. 0
HIE-3741-T7.Seq 352 |gij450461 BjrefiNM_D03§53.1)KGFBP 7] Homa sapiens insulin—like growth factor binding protein 7 {IGFBP7) E-127
|HiE-3742-T7.5eq 208 |gi|5763746]emb|ALO49766.14) HSDJ686N3 | Human DNA sequence from clone BBSN3 on chromosome 20q13.2-13.2, 8.00E-41
HIE-3743-T7.5eq 90| gi[1944628]g0J01416HUMMTCG Human mittochondrion, complete genome B.0DE-42
HIE-3744-T7.5eq 838 gil572551 1)gb{AFQ72087.1{AFO72097 Home sapiens beta-2 microglobukn gene, complete cds E-144
HIE-3745-T7.Seq 207 |gi|31816/embXS600HHSGSAG Human GSA mRNA for aloha subunit of GsGTP blnding protein 2.00E-94
HIE-3746-T7.Seq 96| gi|58029 75 refiNM_D06829. HAPM2| Homg sapkens adipose specific 2 (APM2), mRNA 2.00E-36
HIE-3750-T7.Sea 119 gi|532596|gb|M12753|HUMIG JD2 Human Ig J chaln gene. exons 3 and 4. 2.00E-21
HIE-3753-77.S¢q 129 gil4007 100|erb|AL034449.1[HS111K10 Homo saplens chromosome 21 PAC RPCIPT04K10111Q2, complete sequence 0.1
HIE-3757-T7.5¢q 114 giL333031Ld_JkL06092|HUMR!'BPROC Home saplens ribosomal protein L11 mRNA, complete cds 6.00E-40
HIE-3758-T7.5eq 227 =il 710365|eb|U21 1 38HSU21138 Human ribosomnal protein L9 mRNA, comelete cds. 2.00E-594
(HIE-376C-TT Seq 201 |gi[2340098{gb]| AC002480/AC002480 Human BAC clone GS055K18 from 7p15-p21, complete seguence [Hormo 4.00E-98
HIE-3761-T7.Seq 105 | gi|3421043lemblALOZ3586 H5426F 10 | Human DNA sequence from clone 426F 10 on chromosome 1p36.21-36.33 0.37
HIE-3762-77.5eq 366 gl{4506004)refINM_002703.1|PPP1CB] Homo sapiens protein phosphatase 1, catalvtic subunit, beta isoform E-15%
HIE-3765-T7.5eq 239/ eil1 3003[emb|VOOEEZIMIHS XX H.saplens ritochondriat genome E-13)

1%
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HIE-3766-T7.Sea| 2] ,‘510_3020”’;,;1;“9000357 HAPO0G3ST Homo sapiens genomic DNA, chromosame 22q11.2, clone NSSF10 200E-17 . _
Hlt_aTsa -T7.Seq ! 3ﬂ§gjd?75628]embi299?58 T|HSRCOF 24 Human DNA sequence from clone - 800F24 on chromosome 1524 Contains ESTs .48 " _:
HIE-3769-T7.Seq EL _
HIE-3802-T7.5¢0 205 i} 262342(emb|X93334|HEMITG H.sapiens mitochondrial DA, complete genome . P 2.00E-81
HIE-3805-T7.Sea| 235 | gi5689468]|cbilABO28989.1|ABOZBIBY | Homo saplens mRNA for KIAA1066 protein, partial cds 9.00F-78 —— -
HIE-3807-T7.Seq 201 [gi|4159874]ght ACDOB222{AC 006222 Horno sapiens. clane hRPK.12_A_1, complete sequence [Homo saplers] 0.19 -
|HIE-3815-T7.Seqj _ 156 |4835666|obilAPO00297 .1 IAPOOC2ST Home sapiens genamic DMA, chromosome 219221, D215226-AML region, 0.002
HIE 3816-77.5eq 360 gl]_3B1DBGB]gb|AC005803|ACDOSBUS Homo saplens chromosome 17, clone hRPX.214 C_8, compiete sequence [Homo 0.36 -
HIE-3817-T7.5eq 386 g1|441330)emb|X72431|HSIGKLV10 H.sapiens mRNA for rearranged la kappa light chain variable region 0
HIE-3818-T7.5eq 226 | gil405193[eblt 10911 |HUMHCCE Homo sapiens splicing factor {CC1.4) mRNA, completecds. E-122 -
HIE-3B19-T7 Seq 372|gi|3281967|emb|Z99T29|HS425C14 Human DNA sequence from clone 425C14 an chromosome 6a22 Contains the E-154 i
HIE-3821-T7 5eq 560/ gi|1944628|gb|J01 41 5|HUMMTCG | Human mitochorrion, cormplete gename 0
HIE-3824-T7.5eq 394|l|546798{eb|$71043|S71043 Ig alpha 2=immunogiobulin A keavy chain allotype 2 {constant region, 0
BiE—aazs—ﬂ Seq 533 gi|3004572|gb] ACO04520|ACO04520 Homo sapiens BAC clone RG119C02 from 7515, complete seauence [Homo 4] :
|HIE-3826-T7.Seq 482 |£il4500170/emblALO493B2. 1 HSMBOQ167__ | Homo sapiens mRNA: cDNA DKFZp586K1318 (from clone DKFZp586K1318) E-171 o
HIE-3823-T7.Seq 521!gil441350)emb|X72441 |HSIGKLV20 H.sapiens mRNA for rearranged Ig kappa light chain varlable region E-116
HIE-3830-T7.5eq 350]gil3882184[0bjiABD18275.1|AB0 8275 Homa sapiens mRNA for KIAAQT3Z protein, partial cds a
HIE-3831-T7.Seq 5631 gi[45122B71dbilABD19439.1|ABQ) 5439 Hemo sapiens DNA for immunogiobuiin heavy-chain variable region. complete 0.57
HIE-3832-T7.5e0 204 | gi| §859G54]ermbl ALOI3403|HEESDT Human DNA sequence from clone B8D7 on chromosome Xg25-26.3 Contains F9 0.048
HIE-3833-T7.5eq 479 | gi|4506606!refiNM_000979.1|RPL1S] Homo sapiens ribosomal protein L18 (RPL18&} mRNA 0
HIE-3842-T7.5«q 200 | g/|3859054|embiALD33403]|HSB8D7 Human DNA seguence from clone 8BD7 on chromosome Xq25-26.3 Contains F9 0.05
HIE-3843-T7.Seq 306 | gi|4506606{refiNM_D00979.1|RPL18| Homia sapiens ribosomal protein 18 {APL18) mRNA E-172
HIE-3844-T7.Sea 392 gi5702387|gb|AF16BE56.1|AF168356 Homo sapiens amyloid precursor protein homolog HSD-2 mRNA, complete 0
HIE-3B45-T7.5eq 568 | gi[4505434jref|[NM_000S06.1|NPR1| Homo sapiens natriuretic peptide receptor A/guanylate cyclase A 4]
HIE-3846-T7.Seq 419 gi{2288974[gb|AC002323]AC002323 Genomic sequence from Human 9g34, complete sequence [Homo sapiens] 3.00E~88}
HIE-3847-TT.5eq 311 |gi|2832592]emb{Z 951 16{HS57GY Hurnan DNA sequence from BAC 57GY on chromosome 22q12.1 Contains ESTS, E-170)]
HIE-3850-T7.Sea 367 |eil182355{gb]M100SOHUMFABPL Hurnan fiver fatty acid binding protein {(FABP) mRNA, complete cds. E-141
HIE-3852-T7.Seq 321 |gi1844441gb|ME5209|HUMHTF4 Human transcription factor 4, Helix-loop~helix transcription factor 4 E-176
HIE-3853-T7.Seq 209 gij4884137[emb|ALO5S0109. HHSMB001 96 Homo sapiens mRNA; cONA DKFZp586J01 19 (from clone DKFZp586J0118) E-114
HIE-3854-T7.Seq 583 |gl|4884137|embl|At 050109.1|[HSMBOO1 96 Homno sapiens mRNA; ¢DNA DHFZRS85.0113 (from clone DKF Zp586J0118) 3.00E-92
HIE-3856-T7.5eq 19 gi|4753227|ghbjAC006045.2| ACO06045 Homa sapiens clone NHOS47G15, complete sequence 1.1
HiE-3857-T7 Seq o
HIE-3859-T7 Seq 436 gi|186522}ebil. 10284 HUMIFS0 Homo integral membrane protein, calnexin, (1P30) MRNA, ]
HIE-3890-T7.5eq 463 gi|§8_m1641ref|NM‘ODGwB,11gC6'lBF Homa protein translocation complex beta {SECE1B), mANA E-177 B
HIE-3892-T7.5eq 455 il]_SdSTSM]emb]ALMSTE?SlHSJI 72H20 Human DNA sequence from clone 172H20 on chramosome 20g12-13.12 Contains. 0.13
HIE-3893-T7.Seq 469 illeOOZBSlmleSQSiSJPWXQQBSB F.walti mRNA for rnp associated protein 55 0.12
HIE-3894-T7.5eq 476 gi]d503470]ref|NM_001402.1|EEFT1A1| Home sapiens eukaryotic translation elongation factor § alpha 1 o]
HIE-3895-T7 Seq 296 gi{181532|2biMI7925[HUMDEFSA H.saplens defensin § gene. complete cds. E-108| .
HIE-3896-T?.Sea 474 g{383034|gb|LOS0S|HUMRIBPROF Homo sapiens ribosomal protein L30 mRNA, complete cds 0
HIE -3897-T7.8eq 455 gil4506682]ref(NM_D01016.1|[RPS 12| Homo sapiens ribosomal protein 512 (RPS12)} mRNA 0
HIE-3901-T7.Seq 457 gi|546830{eb|S71022{571022 neoplasm—related €140 product [human, thyroid carcinoma cefls, [}
HIE-3902-T7.Seq 4371 gi]1262342]ernb| X93334[HSMITG, H.saplens mitochondrial DNA, complete genome o
HIE-3906-T7.5eq 293 |gi]13683|ernb[VOOT10|MITIHS. Hurnart mitochondrial genes for several tRNAS (Phe, Val, Leu) and 128 E-123
HIE-3908-T7 Seq 489 | g)532596{eb|M E2TSSIHUMIG 02 Humnan tg J chain gene, exons 3 and 4. E-163
HIE-3910-T7.Seq 400 | &i|183236[gb|M5562 1 HUMGLCNAC Human N-acetylglucosaminyitransferase | (GIcNAc-TI) mRNA, cormolete E-143
HIE-3911-T7 . Seq 315| 2i[562764|emb|X&01 6&{MMR200KP M.musculus mRNA for 200 kD protein E-101
HIE-3312-T7.5eq 242igi| 185792 M12378HUMIGJOY Human Ig I chain gene, exon 2. 4.00E-B5!
HIE-3913-T7.5¢eq 470|gi[5002606)emb|AL0O35071.17|HS1085F17 | Human DNA seauerk:e from clone 1085F17 on chromosome 20ai1,1-11.23. 0057
HIE-3314-T7.8eq 439 |eit1 8901 9jzb|M2291 S|HUMMYLCE Hurnan ron-muscle myosin alkall light chain mRNA, 3' end. 0
HIE-3918-T7.5eq 324 {gll4506276|ref|NM_002823.1|PTMA] Heosno sapiens prothymesin, alpha (gene sequence 28) (PTMA) mRNA E-134 N
HIE-3917-T7.Seq 565 |gi{187779]gb|M24096|HUMMHC AA Hurman MHC class t HLA~C -alpha-2 chain mRNA, partial cds, ¢lone 9. 0
HIE-3918-T7.5eq 495]gil4501 888 refiNM_D31 615, TIACTG2] Homa sapiens actin, gamma 2, smooth muscle, enterk; (ACTG2) mRNA 0
|HIE-3927-T7 Seq 410|gl|1669376|gb]ACO0006 1 [HUM133K23 Human BAC clone 133K23 from 70d1.2, complete sequence [Homo sapiens) Q.45
HE-3928-T7 .Seq 465 pi|3483518|&h]AFQ861 73HUMZBI B3 Homo sapiens full length insert cDNA clone ZB91B11 a
HIE-3930-T7 Sen 506/ gil1 90978|gh{M18963|HUMREGA Hurnan islet of Langerhans regenerating protein (reg) mRNA, complete Q
HIE-3934-T7.5eq 73| gi[340233|gbiM25246[HUMVIMI Human vimentin (HuVim3) mRNA, 3" end. T.00E-11
HIE-3939-T7 Seq 420|gi[5924006)emblALC2449E 12|HS417TM14 Human DNA sequence from clone 417M14 on chromosomne 6p23-25.1. cormlete E-181
HIE-3340-T7.5eq 1271 gila505192|ref|NM,_003676.1|MLD] Homo sapiens membeane fatty acld (ipid) desaturase (MLD}, mRNA 5.00E-32
HIE-3944-T7.Seq 504! gil1 B2976{gh|M3I3197|HUMGAPDH Human glyceraldshyde-3-phosphate dehydrogenase (GAPDH) mRNA, &
[HIE-3945-T7.5eq 452 | i|4506700|ref|NM_001025.1|RPS23] Home sapiens ribosomal protein 523 (RPS23) mRNA [+]
HIE-3946-T7.38q 479 | 2i[194483|gb|K0069 1 |MUSIGCX mouse ig germline alpha membvane exons region. 21
HIE-3947-T7.5eq 418 [gH|4506728[refiNM_001003,1{RP S5} Homo sapiens ribosomal protein 55 (RPS5) mANA 0
HIE-3948-T7.Sea 331 |gl|45821 28)erntiZ97630.11|HS466N1 Human DNA sequence from clone 466N1 on chromosoms 22q12-13 Contains 0.001
HIE-3949-T7.Seq 280 gi|509163]|emb|Z34805|HSCOPRO4 H.sapiens CPX gene for coproporphyrinogen oxidase, exon 4 03
HIE-3940-T7.Sec 2i[3658100:gb| ACOD5702|ACC05702 Home sapiens chromasome 17, clone hRPK.178_C_3, complete sequerce [Homo D.13
HIE-3851-T7.Seq 211|gita503680)ref|NM_003890.1|FC{GAMMA)BH Homa sapiens lgG Fc binding protein (FC(GAMMAJEPR) mRNA E-100
HIE-3953-17.5eq 297 |gil51 74658 [ref|NM_DC5979.1|5100A13| Homo sapiens 5100 cakium-binding protein A13 {S100A13) mRNA E-166
HIE-3954~T7 Sea 540 l|4884255|emb|ALOS0001. 1 JHSMBOG349 Homo sapiers mRNA; cONA DKFZpSE64N072 (from clone DKFZpSE4NOT2) 8.00E-59
HIE-3955-T7 Seq 21|3BB034|gb|LOS0IS|HUMRIBPRCF Horno sapiens ribosomal protein L3D mRNA, compiete cds 4]
HtE-3956-T7 Seq 100|gl|4506728]refiNM_001009.1{RPS5] Homo sapiens ribosomal protein S5 {(RPS5) mRNA 2.00E-21
HIE-3938-T7.5eq 500| gi|261239|eh] $50732|350732 immunoglobulin M light chadn V region=anti-livid A antibody [human, Q
|HIE-3859-T7.Seq 414 gil4757343|ref|NM_004356.1 |CO81] Homo sapiens CD81 antigen {target of antiproliferative antibody 1) 0|
HIE-356G-T7.Seq 4651g1{5803091 |ref|NM_006838.1|MNPEP! Homo sapiens methionine armirk d. elF-2-associated po7 (MNPEP). 0,
HIE-3962-T7.Seq 5171gi|3242744|gb| ACO04126/AC004126 Hyrnan Chromosome 11g12.2 PAC clone pDJ60EgS, comolete sequence EHomo o
HIE-3963-T7. Seq 499 | gi|368721 3|eb|ACODS T IHACD05738 Hormao sapiens chromosome 5, BAC clone Tg12 (LENL H126). complete 0.14
HIE-3964-T7.Seq 312 2i|499023]em| X76892|VVLSTSYM V.vinifera StSy mRNA for stilbene synthase 0.000
HIE-3966-T7.58q 451 | gl|4757957|ref/NM_004063.1{CDH17| Homo sapiens cadherin 17, LI cadherin (liver—intestine) (COH1 7Y mRNA E-135
HIE-3967-T7.Seq 275 2i4503304/ref|{NM_001926.1|DEFAS| Homo sapiens defensin, aipha 6, Paneth cell-specific (DEFAG) mMRNA 6.00E-61
HIE-3968-T7.5eq 416} gil4507006 Home sapiens selute carrier family 25 {mitochondrial carrier, £-130 R
HIE-3969-T7.5eq 291 |gil4809272jref|NM_001153.2| ANX4 Home saplens annexin iV {placental anticoagulant protein 11} (ANX4} E-145
HIE-3371-T75eq 457 |gil405193{b|L.109 1 1|HUMHCC B Homo sapiens splicing factor (CC1.4) mRNA, complete cds. Q
HIE-3974-T7.Seq| __564|gi|1373420]gb{U57847|HSUS7847 Human ribosomal protein S27 mRNA, complets cds. 1.00E-36
HIE-3976-T7 Seq 500|gl[29628|emb]X52956| HSCALM3 . Human CAMIFpsi3 calmodulin retropseudcgene sl
HIE-3977-T 1] ___442)gi|3004523{ghlAF034434IAF034434 Vibrio cholerae pathogenicity istand, putative transposase. aldehyde 0.3
HIE-3978~T7 Seq 429 gl|4505604|refiNM_002580.1|PAP] Hemo sapiens pancreatitis-assogiated protein {PAP} mRNA 0 .
HIE-3578-T7 Seq 461 | gl16331321|dbjiAB033105.1|ABO33105 Hemo sapiens mRNA for KIAAT279 protein, partial ¢ds 2]
|[HIE-3980-T7.Seq 137
HIE-3981-T7.Sea 641 | &i|532596)gh|M1 2759 HUMIS J02 Human | J chain gene, exons 3 and 4. 0
HIE-3983-T7 .Sea 636 | gil4454679|ab| AFDTGES2AFO70652 Homo sapiens NADH-ubiquinone oxidoreductase subunit 814.58 homoleg 1]
HIE-3984-T7.Seq 619 gil2897736|dbilAB0110086|AB011005 Rattus norvegicus gene for leptin receptor, partial cds 0.011 e
HIE-3985-T7.Seqa 652 gil450347 2iref|NM_001403.1|EEF1AIL14{ | Homo sapiens eukaryotic transiation elorgation facter 1 2ipha 1-like [¢]
HIE-3986-T7.Seq 650 | g[179211]eb|JO3007|HUMATPAS Human Na+,K+ ATPase alpha-subunit mRNA, partial ¢ds, _ 0
HIE-3387-T7.5eq 661 | gil4506626/rafiNM_000981. 1HRPL 28| Homo saplens ribosomal protein L28 {RPL28} mRNA R o]
HIE-3989-T7.5eq 668815835387 jref|NC_0G1807.1]] Human mitechondrion, complete genama >gi| | 944628|gblJ01 41 SIHUMMTCG 0 N
HIE-3990-T7 Seq) _ 643|gi|1786032|gbjuT2282|AMUT 2282 Apis mellifera NADH dehydrogenase subunit 2 (ND2) gene, 0.003
HIE-3983-T7 Seq 659 | 245051 00[ref|NM_003S$E0.1|MAPT] Homo sapiens microtubule associated protein 7 (MAPT) mRNA 0 .
HIE-3984-T7 Seq 665 |gil4868362|gblAF 134803 1]AF134803 Homo sapiens cofilin isoform 2 mRNA, complete cds Q
HIE-3995-T7.5¢eq 657 |2ij4759148]refiNM,_004653.1]SMCY| | Homo sapiens SMC {mouse} hormolog, Y chremosame (SMCY) mRNA 1]
HIE-3997-T7 Seq 646 gi|2995604|b| ACOOIGE I ACO03I63 _Hamo sagiens ghromosome 17, clone HRPC1168K15, complete sequence [Hama 0.044
£i[5531522|emblAlG48636.21|H5DI792G4 - 0.044
662|gi|5565976]eb|AF152462.1|AF152462 A, o
7151|342282]eh|MB1321|MACPRPA RNA, complete 0.17
561 gi|34193|embX55954HSL 1 TARP Human mRNA for HL23 rivesomal protein humolngue 4]
gil3327171|dhj|ABO14579jABO14579 Homo sapiens rnRNA for KIAAQETS protein, partial cds 4]
__662|gil6005873jref|NM_DO7159.1|SLAP| Homo sapiens sarcolernmal- associated protein {SLAP), mRNA 2.00E-63
HIE 4013-T7. Seq 657 gs|28244|en1h]__9§)ﬂ?_|_HSACO1 o Human mRNA fragment encoding cytoplasmic actin, (isolated from . 1.00E-57
HIE-4014-T7.Seq 652 | gi]337446]eb|M22636/HUMRNP7O0A Human L small nuclear ribonucleoprotein 70 kd protein mRNA, 8]
HIE-4016-T7 Seq G587 @i 5803047 [reflNM_006801.1|KDELR1| Home sapiens KDEL {Lys-Asp-Glu-Leu} andoplasmic reticulum protein Q



HIE-4013-77.Seq 6562 |gil4758713|ref|NM_004528.1]MGST3| Homo sapiens microsomal glutathione S—transferase 3 (MGST3) mRNA )
HIE-4020-T7.5¢q £66|ei{1663703|d0i|DE7684|DBTER4 Human mRNA for KIAAD242 gene. partial cos 0
HE-4021-T7.Seq| 653 |xi4506606{ref|NM_000379.1|RPL1S] Homo sapiers rbosornal protein LT3 (RPL18} mRNA 9.00E-~59|
HIE-4065-T7.Sea 479 g4007185/emb]AL03 1003|H5422G23 Human DNA sequerce from clone 422G23 on chromosome Ba24 Contains EST, 5.00E-04
HIE-4067-T7.5eq
HIE-4072-T7.5eq 487 gl|6725511|eblAFO72097.1|AFQ72097 Homo saplens beta-2 microglobulin gene, complete cds )
HIE-4073-T7.5eq] _ 226|gi{4505184|ref[NM_002415.1]MIF} Homa sapiens macrophage migration inkdbitory factor 7 DOE-B8
HIE-4077-T7.5eq 141 |2i|457 2650 eb| ACO06064.9| ACOD6064. Homo sapiens 12p13.3 PAC RPCIS-940J5 (Raswell Park Cancer Institute 9.00E-43
HIE-4079-T7.8eq|  353|2i[2599359|gb| AFD15812|AFD15812 Homo sapiens RNA heficase p&8 (HUMPS8) gene, complete cds E-177
HIE-4080-77.5eq 315]2i|3097336[gb]ACD04648| ACOD4648 Hormo sapiens chr e 5, PAC c!on_e 17e19 (LBNL H148), complete sequence 0.021
HIE-4084-T7.Seq 284 | gil288099/emb] X55733|HSINTFA4B H.sapiens [nitiation factor 48 cDNA E-142
HIE-4085-T7.Seq 365213071 94| eb| LOSZE0HUMMEMPROT Human {chr e 3p25) memmbrane protein MRNA. o
HIE-4089-T7.5eq 456 | gi|4504064|ref|NM_002078.1|GOLGAM| Homo saplens golgl auteantigen, golein subfamily a, 4 (GOLGA4) mRNA, [y
HIE-4091-T7.Seq 372 | gil2230872]ernb| X98494{HSMPP10 H.sapiens mRNA for M phase phosphoproten 10 0
HIE-4092-T7.Seq 244 gij4204244|blAC004801|AC004801 Home sapiens 12a13.1 PAC RPCI-228P16 (Roswell Park Cancer Institite E-120
HIE-4094-T7 Seq 342 | gi|48267 59]ref|NM_D04966. 1[HNRPF| Homa sapiens heterogeneous nuclear ribonucleoprotein F (HNRPF) mRNA 2.00E-58
HIE-4098-T7.8eq 415|i]4502316jref|NM_001696.1| A TPBE| Homo saplens ATPase, HH transporting, lysosomal (vacuolar proton 0
HIE-4102-T7.Seq 2i|4558599|gb| ACO02060.2| ACO02060 Homno saplens Chr 22q11.2 BAC Clorie 1427 In IGLC Region, complete. 2.00E-93
HIE-4t03-T7.Seq eij4166004|gb|ACDQ5832|ACD5832 Home sapiens 12p13.3 BAC RPCIN1-500MB (Roswell Park Cancer Institute E-133
HIE~4104-T7.5eq Eil4759211|refINM_004607.1{TBCA] Homo sapiens tubulin-specific chaperone a (TBCA) MRNA E-159
HIE-4107-T7.8eq 447 g 2| AF153603.1|AF 153603 Homa sapiens TSC-22 related protein {TSC~22R) mRNA, complete cds 0
HIE-4112-T7.Seq 237 [gi{45041 64frefiNM_00D177.1|GSN Homo saplens getsolir (amyloldosis, Finnish type) (GSN) mRNA 1.00e-58
HIE-4113-T7.Seq 268 | gH633070{cbi|DIB524|HUMSN Human mRNA for 5-niclectidase 5.00E-46
HIE-4114~T7.Seq 413|gil488431BlemiALDS0O084.1|HSMB00411 Homo sapiens mRNA; cONA DKF2p56601646 (fmm clone DKF2p56601646) E-130
HIE~-4115-T7.Seq 150| gi|4826719jref|NM_000! 34.1{FABP2) Honio sdplens fatty acld binding protein 2, Intestinal (FABP2) mRNA 2.00E-71
HIE-4116-T7.5¢q 538 gil4506680)refiNM_001015 1[RPS11| Homo saplens ribosomal protein $11 (RPS11) mRNA . 0
HIE-4118-T7.Seq 201 |gH5802981 [refiNM_006813.1|84~2| Homo sapiens profine—rich protein with nuclear targeting signal 1.00E-82
HIE-4120-T7.5eq &1}4504518] Homo sapiens insulln-like growth factor binding protein 7 (IGFBP7) B 0,
HIE-4127-T7.5eq 21{3482960|gb)ACO04143]AC004148 Homo sapiens chromosome 17, clone HCIT524C5, complete sequence [Homo o
HIE-4128-T7.Seq 2i|5805139jemb|AL 035407.15|HS419C 19 Human ORA from clone 419C19 on chromosome 1a31, corplete 0.009
HIE-4129-T7 Seq|  408]gi|4506728}refiNM_001009.1RPS5{ Homo saplens ribosomal protein S5 (RPS5) mRNA 0
HIE-4131-T7.5eq 283 | gij41561 99|eb]ACO05399|AC005999 Homo sapliens clone DJOT 18N 17, complete sequence [Horno sapiens] 0018
HIE-4132-T7.Seq 485 eij30091 |emblX03963|HSCOLAIC Human procotiagen alpha-1 (IV} mRNA duntranstated region (UTR) [
HIE-4134-T7.Seq 211 | glf1 81962 b JO461 7 [HUMEF 1A Human elorigation fattor EF-1-alpha gene, cofrplete cds, E-115
HIE-4137-T7.Seq 2291 21|1381057 3{ahjAC005342|AC 005342 Homo sapiens 12p13.3 PAC RPCIS-1096014 {Roswel Park Carcer nstitute 0.015
HIE-4140-T7.Seq - 527|gi[4504164[ref|NM_0001 77.1)GSN| Homo saplens geksolin (amyloidosis. Firnish type) (GSN) mRNA 0
HIE-4143-T7.Sedi ~ 572|gl|2245559|gb| AFD04339|AF004339 Homo saplens cytochrome ¢ oxidase suthunit it gene, wirial E-149
HIE-4146-T7.5eq|  419|gl32456/emb[YG037 1JHSHSCTO Hurman hsc70 gens for 71 kd heat shock cognate protein o
HIE-4147-T7.Seq| - 287 |gii3264580|8b|AC0051BI|ACO0DS189 Homo saplens PAC clone DJ0S0SJ08 from 7i12-pl4, complete sequerce [Homo 1.2
HIEr4148-T7.Sen 364 1gi[38405|emb|X67292|HSIGMHCE1 H.sapiens mRNA for igM heavy chain constant reglon (mAb61) 0|
HUE-4151-T7.5 131 12i|2105003|eb] AFOC0I02|RNAFOO0302 Rattus narvegicus Lyn B twrosine kinase (LynB} mRNA, complete ods 2.00E-15
HIE-4153-T7.5eq 303 | i|45051 00fref|{Ni_003980.1[MAP7] Home saplens microtubule assoclated protein 7 (MAFT) mRNA E-151
HIE-4159-T7.Seq 230! el|5923639| e ACO08126.9|ACO081 26 Homoe sapiens 12 BAC RPCI11+80E9 (Roswell Park Cancer stitute Human BAG 4.00E-86
|HIE-4161-T7.5eg 418 gl|2435500]gb| AFD20307|AF020307 Homo saplens HRS gene, partlal cds ] E-145|
HIE-4163-T7.5eq 396 | 2i|5730084)ref{NM_006519. HTCTE Homg saplens t~complex—assoclated-testis-expressed T {TCTE]) mANA, 0
HIE-4164-T7 Seq 342|gi|5453853ref|NM_DDE196.1)PCBP1| Horno sapiens poly{rC)~-binding proteln 1 {PCBP1) mRNA _ 4.00E-90
HIE-4166-T7.5eq 409 | gi|28403{emb| X04293|HSADH3G2 Husnan rmRNA for liver alcohol ogenase (EC 1.1.1.1} gamma 2 i 0.43
HIE-4169-T7 Seq 4982l 17]dbilAPO00248.1]APCO0248 Horme sao!ens genomic DNA, chromosome 21022.1, D215226-AML region, 6.00E-04|
HIE-417)-17.Seg 534gi[6319153|eb|AF193511.1|AF 193611 Homo sapiens putative secreted proteln SIG13 (S1G13) mMRNA, complete " E-123
HIE-4172-T7.5eq 2138 [reffhNm 031003.1|RPLP1] Homa saplens ribosomal protein, large, P1 (RPLP1) mRNA E-173
HIE-4174-T7.5ea| ~ 410[gil4502922)ref|NM_001839.1|CNN3| Homo sapiens acidic calponin 3 (CNN3) mRNA E-133
HIE-4180-T1.5eq 511 |gil6177737dbj|AB034206.1 206 Homo saplens MCT-1 mRNA, complete cds 0,
HIE-4181-T7.Seq| " 507 gi|4406633|gbjAF 318021AF 131802 Homé sapleris clore 25022 mRNA sequence, complets cds 0
HIE-4183-T7.5e0 603 g|3766124|eb]ACOD5T4T7|ACOOST4T Homo sapiens chromesere 17, clone hRPK.150_K_15, complete sequence 3.00€-89]
HIE-4)1B4-T7.Seq 267/ gl|a55 77 70|ref|NM_00Q256.1|MYBPC3{ Homo sapiens protein C, cardiac {(MYBPC3) mRNA E-132
HIE-4185-T7.Seq 4721gl)532596{gh|M12759|HUMIG JOZ Human |g J chaln gerie, exons 3 and 4. 1]
HIE-4186-T7.Seq 415/ 21}4503270|refiNM_001920.1]DCN| Homo saplens decorin (DCN) miNA >gl181169]gbiM14219|HUMCSPG 1A E—143§]
HIE-4187-T7.5eq "349|g1|4757809]refINM_004046. 1ATPSA1| Hormo saplens ATP syithase, H+ transporting, mitochondrial F1 complex,
HIE-41BB-T7.Seq gbfACO06536.2|AC0O06536 Homo saplens chromosome 14 clore BAC25TP13 map 14931, lete sequence 1 4
HIE-4189-T7.Seq|  427|gi[4753284eblACD07025.2]ACD07025 Homo saplens FAG clons DJOSTIN1E from X, cormplete sequence 0.031
HIE-4130-T7 Seq Hurman mRNA for HLA class—1 (HLA-A26) heavy chain, complete cds {Clone E-169
HIE-4191-T7 Seq H.saplens mRNA for nucieic acid binding protein sub2.3 ]
HIE-4185-T7.5eq 272|gli5453721 [refNM_D06330.1|LYPLAT| Homo sapiens lysophospholipasa | (LYPLA1), mRNA E~126,
HIE-4197-T7.5eq Homa saplens chromosome 17, clone HRPCBY)E16. completes sequence [Hormo 0.27,
HIE-4198-T7.Seq Homo saplens mRNA for KIAADSSA proteln, partial cds 0
HIE-4189-T7.5eq
HIE-4203-T7.Seq 304jrefiNM_DJ1926.1| DEFAB]| Hormo saplens defensin, alpha 6, Paneth cel~specific (DEFAS) mRNA 5.00E-98
HIE-4204-T7.Seq 386 @il 4503 304jre fiNM_001926.1|DEF AS| Horno saplens defensin, alpha 6. Paneth cel-speclfic (DEFAG) mRNA 0
HIiE-4208-T1.Sen | 388221 2)dj|AB01 8289.11AB018289 Homo sapiens mRNA for KIAADT4E protein, partial cds SDOE-22
|21 269908 1 1eh{AFQ28593 1]AF028593 Home saplens transmembrang protein Jageed J {HJ1) mRNA, lete ooy 0.26]
HIE-4211-T7.Seq 394 gi|6049165/gh{ AF135040.1}AF 135040 Moneodeiphts domestica isolate Mode—1 major histocompatibiiity 944/
HIE-4212-T?.5¢q 464 gi|3184293|eb|AC0O041 37|ACD041 37 Human Chrernosome 15q11-a13 PAC clone 0J223c8 from the 0.52/
HIE-4214-T7.Seu 525 gi|4502692|refjNM_001769.11CD3| Homo sapkens CDY antigen (p24) {CD9) mRNA 0
HIE-4215-T7.Seq A 7| eil2772535]|gb|AC003991{AC003991 Human BAC clone RG167805 from 7g21, complete sequence [Homo saplens] 0.008
HIE-4216-T7.Seq 429|2113355522|gh|AC004992|4C004992 Homo saplens PAC clone DJ1189K17 from 7021, complete sequence [Homo 012
HIE-4217-T7.Seq 402 | gl}1754834) ey L1 3495 HSU1 8495 Human Intercrine—alpha (hiRH} mRNA, complete cds E-191
HIE-4218-T7.Seq 524/ g| 4506666 ref|NM_001002.1|RPLPO| Home sapiens ribosemal protein, large, PO (RPLPO) mRNA 0
HIE-4219-T7.52g 470 2|305548]etit 1 3785|HUMCHIIC 1A Homo sapiens {clone O1) kver exoressed protein mRNA, Fend. 0
HIE-4220-T7.Seq 383|gi|4505604frefiNM_002580.1]PAF] Homo sapiens pancreatitis-associated proteln (PAP) mRNA 0
HIE-4221-T1 5eq 323|gi|183481 S{emb|ZB5104|HSZB5 104 H.saplens Ig lambda light chaln variable region gene (3-07} E-145
HIE-4223-17.5¢eq 145, gi|3954884]ernblAJ010442{HSAD10442 Homo sapiens mRNA for erenunogiobulin kappa light chaln, antl-RhD, 4.00E-76
HIE-4224-T7.5eq 413 |gi|4508122|eb| ACODE379.2|ACCOB3 79 Homo saplens BAC clone NHOASEN1TE from 7p15.1-pi3, complete sequence 0.029
HIE-4225-T7.5¢q 190|2i|6137796|refINC_DO1E07.2)1 Human mitochondrion, complete genome 9.00E-31
HIE-4226-T7 5eq 440 21[5330168|dbi|AB032990.1|AB032950 HMomo saplens mRNA for KIAA11E4 protein, partial cds 0
HIE-4227-T7.Seq 132{ei]1200181|eb|U3331 7|HSU33I 7 Human defensin & {HO-6) gene, complete cds 3.00E-67|
HIE-4228-T7.Seq 314/ gil532596{ab|M 1 27 59| HUMIG J02 Human |g } chain gene, exons 3 and 4. E-170
HIE-4223-T7.58q 454 RiH4160141)8h|ACO06241AC006241 Homo sapiens chromosome 9, clone hRPK.202_H_3, cormplete sequence fHomo 2
HIE-4231-T7.Seq|  358Ri{3954884lemblAJ010442|HSAD 0442 Homo saplens mRNA for immanogiobulin kappa light chain, anti-RhD, E-166
HIE-4232-T7.Seq 579 |ei|3687269|eb| ACOC3693{AC003653 Human Chromesome 11p15.5 PAC clone pDJ915#1 containing KvLQT1 gerne, E-164
HIE-4233-T7.5eq 411 |gi|397553  ernd] X635S6{HSFIBRMR H.sapiens mRNA for ftrillin E-172
HIE-4234-T77.5eg 313|ei|397553]ermb]X63556{HSFIBRMA H.saplens mRNA for firikin 2.00E-89
HIE-4235-T7.Seq 218} gi|+82355/etiM1005HUMFABPL Human liver fatty acid bincling protein (FABP} mRNA, complete cds, E-115
HIE-4236-T7.5eq 2301gi|710365]eb|U21138|HSL21138 Human ribosomal protein |9 rmRNA, complete cds. E-122,
HIE-4239-T7.Seq 457 | 5771404 eAFGIETTI . IHSMLCKKRP? | Homo sapiens myssin Heht chaln kinase {MYLK) gene, exon 31, and 9
HIE-4240-F7 .Seq 338 gl|3954884lemb| A3 04424HSADT 0442 Homo sapiens MARNA for immunoglobulin kappa light chain, anti-RhD, 3.00E-88
HIE-4241-T7.Seq 459 | g|4240200{dbi|ABI20663.5|ABO20663 Hormo sapiens MRNA for KIAADBSE protein, partial cds 0|
HIE-4242-T7 Sea 224 |gi|48851 58|ref|NM_005211,1|CSF1R| Homo sapiens colony stimulating factor 1 receptor, formerty McDonough ' L.O0E-80
HIE-4243-T7 Seq 256 | gi]4753255|eb|AC006323.314C006323 Homao saplens PAC clone D11151M05 from 7035-a36, corplete seguence 0.28
HIE-4244-T7.Seq 318 gl|5725511|eb|AFQT2097.AFQT2087 Homo sapiens beta-2 microgicbulin gene, complete cds 3.00E-14
HIE-4247-T7.Seq 58,gil1573363|eb|L32723]|U32723 Haemophilus influenzae Rd section 38 of 163 of the complete genome .19
HIE-4248-T7.Seq 4
HIE-4243-T7.Seq 132|gild138852|gb|AFDS827 2| AFDIB272 Viera radiata ethylene response sensor (ERS1) mRNA, complete cds 13
HIE-4250-T7.5eq 383|el|3255998)emb|AJ223353|HSAI3353 Homo sapiers mRNA for histone H2B. clone pJG4-5-15 4]
HIE-4251-T7.8eg 256 gil4406829]gb|ACO0SJ4T|ACODGI4T Homo saplens chromosome 17, clone PRPK.115_C_3, complete sequence Q.28
HIE-4252-T7 Seq 302 | gi}35456lemb| X54625|HSPHL1 Human pHL -1 gene is a c~myc oncogene containing cox!ll seauence 3.00E-78
HIE-4253-T7 Seq 199 gi|162001 6]cbjjDB7E66|DATEEE Human heart mRNA for heat shock protein 90, partial cds 7.00£-94
HIE-4256-17 Seq 278 | 2i]5453945|ref|NM_006241.1{PPP1R2} Homo sapiens protein phosphatase 1, regulatory (inhibitor) suburit 2 E-155
HIE-4257-T7 Seq 216|gi|3805922]emblal 031120.1|HS4531.4 Human DNA sequence from clone 4591 4 on chromosome $p22.3-24.1 Contains 0.23
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HIE-4258~-T7 Sea 168 |&!|598714|cbj|D1691 1 |HUMD3B09 Human HepG?2 3 region cDNA, clone hmd3b0g 4 DOE-67
HIE-4259-T7.5eq 250 {gi|6330575|dbj{AB033043.1]ABC33043 Homo sapiens mRNA for KIAAT217 protein, partial cds E-113
m‘ 375021|2578066emb|Z98036.1 |HS 187N Human DNA seguence from PAC 187N21 on chromoseme 6p21.2-6p21.32. [
m 211 g 5031930{ref[NM_005594.1|NACA| Homoe sapiens nascent-polypeptide-associated complex alpha B.DOE-BS
HIE-4266-T7.5eq 276|gij2772566|gb/AC003993AC 003939 Human PAC ¢lone DJ1133P0? from Tp15-p21, complete sequence [Homo 0019
HE_4267T7.5¢q| 49 _
HIE-4268-T7.5eq 367 | eil2598186(gbiAF0301 08]AF 030108 Homo sapiens regulator of G protein signaling (RGS5) mRNA, complete [i)
HIE-4272-T7.Seq 119 |gil189021 |_g_b|M22920|HUMMYLCC Human smogth muscle myosin alkali Iight chain {MLC 1sm) mRNA, 8.00E-49
HE-4273-T7.5ea| 223 ]eit4507556]ref|NM_0D3278 1|ThA| Hormo sapiens tetranectin (plasminpgen-binding protein) (TNA) mRNA 1.00E-70
HIE-4274-T7.5eq 140 gi6102855)emblAL1 22063.1[HSMB0) 207 Homg sapiens mRNA: cONA DKFZp434C031 (from clone DKFZp434C031) 3.00E-61
HIE-4278-T7 Seq 303 gi4504164[ref|NM_000177.1|GSN] Homao sapiens getsolin {amyloidesis. Finnish type) (GSN) mRNA E-115
HIE-4280-T7.5eq 464 | gi|4508120|gb| AC006042.2{ACTO6042 Homo sapiens BAC clone NHOS06D3 7 from 7p22-p21, compiete sequence 1.00E-54
HIE-4281-T7.Seq 593 |gi[4914501|emblAL022312.7|HS1104E15 Hurnan DNA sequence from clone 1104E15 on cheomosome 22612.3-13.1 0
HIE-4282-T7.5eq 415 Eil6005873jref|NM_D07158.1|SLAP| Home sapiens sarcolemmal-associated protein {SLAP), mRNA 2.00E-59
HIE-4283-T7.5eq 199 [gil3236085|emb|ALD22322.1|HS228A9 Hurmnan DNA seguence from clone 22849 on chromosome 22¢12.3-13.32 7 00E-63
HIE-4285-T7 Seq 211 gi|5836218|gb| ACO08059.21ACGO8059 Homo sapfens clone Di0408F 10, complete sequence i 0.88
HIE-4287-T7.5eq 62 .
HIE-4260-T7.5eq 241 |gi|S7637 46|emblALD49766.14{HSDJEEENI | Human DNA sequence from clong 686N3 on chromosome 20g13.2-13.2, 3.00E-53
HH-4262-T7.Seg 350 | @i|44135Djemb]X72446[HSIGKLY2S H.saplens MRNA for rearanged Ig kapoa ight chaln variable region E-139
HIE-4293-T7.5eq 82
HIE-4294-T7.85eq] _ 172[el4506742[refiINM_001012.1|RPS8| Homo saplens ribosomal protein S8 (RFS8) mRNA 4 00E-92
HIE-4296-T7.S5eq 100 | gil482 7048 ref|NM_005151.1JUSP 14| Homo sapiens ubiquitin soecific protease 14 (tRNA-guanine 2.00E~-23
HIE-4300-T7.5eq 214 gi[468242gb|UOTOBSHSLOTIES Hurnan Burkitt's lymphoma immunoglobulin kappa kght chain mRNA, E-103
HIE-4301-T7.Seq 196 | 2i|4759101 [refiNM_004592.1|SFRSE| Homo sapiens splicing factor, arginine/serine-rich 8 4.00E-98
HIE-4307-T7 Seq 204 | gi[3201899)eb|AFO6T420lAF 067420 Hoemo sapiens SNCT3 protein (SNC73) mRNA, complete cds 2.00E-97
HIE-4308-T7.Seq 96 @)|4761681|gb|aF 147330.1|AF147330 Homo sapierts full length insert cDNA clong Y824C12 4.00E-38
HE-4312-T7.Seq 178 | gi|4505604|refiNM_002580.1|PAP| Homo sapiens pancreatis: d protein (FAP) mRNA 1.00E-7%
HIE-4321-T7.Seq 144 | g)|4505896|refiINM_002670.1]PLS H Home sapiens plastin 1 (§ isoform) (PLS1) mRNA 1.00E-48
HIE-4326-T7.Seq 13
HiE-4329-T1.5eq 148 | &i|5523807|gb]ACO07 165 3ACOOT 165 Home sapiens clone NHJA51C02, comolete sequence 2.4
HiE-4336-T7.5eq 230 gI|5830428]|emblAL110502.1|HSDIE35ES Human DNA sequence from clone 635ES on chromosome 1p33-34.3, complete 0.063
HIE-4338-T7.Seq 486 | gl|4500158]|emb| AL049367.1|HSMB00152 Homo sapiens mRNA; cDNA DKF2p586B80918 {from clone DKFZp586B0918) 4]
HiE-4339-T7 Seq 205 &/ 5926695|dbi| APO00S08.1|AFO00S08 Home saplens genornic BNA, chromosame 6p21.3, HLA Class | region, 0.22
HIE-4341-T7.Seq 107 | gi|4164603|eb]AF 116215AF 116215 Homg sapiens MHC class | antigen heavy chain HLA-A mRNA (HLA-A*D230 4,00E-26
HIE-4342-T7.Seq 503 |gi|1 620016|dbi|087666]|DB7666 Human heart mRNA for heat shock pretein 90, partial eds Q
Hit-4344-T7.Seq 176 ei3097823]|eb| ACO04360|ACD04360 Drosophila melanogaster DNA sequence (P1 DS01759 (D4))), camplete 0.047
HIE-4346-77.Seq 254 | gi3396881gb{M¥7733|HUMTHYB4 Human thymosin beta—4 mRNA. complete cds. E-141
HIE-4348-T7 Seq 282 |gi|189347|gb{M23204 HUMOATC Human omithine-oxo-acid aminotransferase mRNA, exons 3-11, cormplete E-138
HIE~4350-77.Seq 308 |gil4506700(refiNM_D01025.1|RPS23¢ Homa sapiens ribosemal protein 523 (RP523) mRNA E-166
HIE-4351-T7.Seq 417 gil181532)eb{MSTI25|HUMDEFSA H.sapiens defensin 5 gene, complete cds. E~118
HIE-4354~T7.Seq 30| g1|38417|emigi X68560[HE SPR2 H.saplens SPR-2 mRNA for GT box binding protein 6.00E-08|
HIE-4355-T7.Seq 83| @)|5330892|dbj)AB03I080.1|ABO3Z080 Homo sapiens MRNA tor KIAA1254 protein, partial cds 2.00E-33
HIE-4356-T7.5eq 304 gi[532596]gb|M1 2759 HUMIG JO2 Human Ig } chaln gene, exons 3 and 4. E~-152
HIE-4359-T7.Seq 177 gi]3322 1]emb]X58081 |HSIGKAP AA H.sapiens mRNA for immunoglobulin kappa Yight chain T00E-72
HIE-4362-T7.5eq £19]2i|36135/emiZ 12962 |HSRPLAY H.sapiens mRNA for homologue to yeast ribosomal orotein L41 0.
HIE-4363-T1.5eq 100 gi|598743|dbjlD1 7203| HUMBIDOBEM3 Human HepG2 3 resion Mbol cONA, clone hmd3dO8m3 2.00E-18§;
HIE-4364-T7.Seu 26 | gi|6006030|ref|NM_003197.2[TCEB L] Homa saplens transcription elongation factor B {SHI), polypeptide oo
'ﬁ—g-asg-ﬂ Seq A75 gl 4505848|ref[NM_00D300.1[PLAZG2A| Homo sapiens phaspholipase A2, group 1A {platelets, synowial o
_I-LE-437‘I -T7.5eq 3112|2851 8lemb|X03742)HSAFLI2 Human gene for L apoferritin exons 1 and 2 E~-123
|HIE-4377-T7.5ea] 207}
HIE-4383-T7.Seq 207 |gil45034 10 ref|MNM_001402.1|EEF 1AL} Homo saplens eukaryotic ranslation elongation factor 1 alpha 1 E-106,
HIE-4385-T7.5eq 383 1eil5 16707 5|eh|AF144700.1]AF 144700 Homa sapiens small zinc finger-like protein (TIM13) mRNA. complete E-151
HIE-43393-T7 .Seq 240 |gl|2292904{emb[¥Y10344|HS Y 10344 H.sapiens GalNAC-T2 gene, IUTR 123
HIE—4406-T7.5eq 158 [ gi|4506662{ref|NM_000973.1|RPLB} Homo sapiens ribosomal protein L8 (RPLE) mRNA 1.00E-81
HIE-4408-TF7.5eq gl 619950}eblU72063|HSU72063 Human immunoglobulin kappa chain constant region gene, partial cds 4]
HIE-4409-T7T.5eq 422 |=it5031668]ref|NM_DO5B51.1|DOC-1R| Home sapiens tumnor suppressor defeted in oral cancer-retated 1 1]
HIE-4411-T7.Seqa 373|ei]903741|gbL 36591 HUMHLABE Human MHC clast | lymohocyte antigen (HLA-B 3801) mRNA, cormplete E-161
HIE-4412-T7.Seq 76 g5 738947 |dbjtABO31034.1|ABOI1034 Schizosaccharomyces pombe cut17+ mRNA for Cutl 7, cormplete cds omT
HIE-4413-T7.Seq 5604]refiNM_D02580.1]P AP} Homo saplens pancreatitis-associated protein (PAP) mRNA E-108
HIE-4414-T7 Seq 212|el|4506004|ref|NM_D02709.1|PPPICHE| Homo sapiens protein phosphatase 1, catalytic subunit, beta isoform 4.00E-46
HIE-4415-T7.Seq, 734|gl5931 81 7|embiAJ235322.3HS156LS Homo sapiens chromosome 21 sequence from PAC RPCI-T 156L9 map 21g11.1 3.3
HIE-4416-T7.5eq 1713|gi[4759169|reflNM_D04599,1|SREBF2| Homo sapiens sterol regulatory element binding transcrigtion factor 2 6.00E-23
HIE-4417-T7.5eq 373 |eil4759168|ref|NM_004599.1|SREBF 2} Homo sapiens stercl regulatory element binding transcription factor 2 E-120
HIE-4419-T7.5eq 236 }8i[532596]gb|M1 2753|HUMIGJO2 Human lg J chain gene, exons 3 and 4. 2.00E-26
HIE-4420-T7 5eq 421 | gi|532596]eb|M12 T S8|HUMIGJOZ Hurnan lg J ¢hiain gene, exons 3 and 4. 4]
HIE—4423-T7.5eq 391 [@i[190448|gb|M1 4338|HUMPROSA Hurman mRNA for protein S and intron. Q
HIE-5030-T7.Seq 4171 8i|5360114[ghlAF156110.3{AF 155110 Homo sapiens NY-REN-45 antigen mRNA, complete cds [1]
HIE-5031-TT7.5eq 292 gll4503304{refiNM_001926.1|DEFAG| Home saplens defensin, alpha 6, Paneth cell-specific (CEFAB) mRNA E-148
HIE-EQI2-TT.5eq 420 gi)2832603}emb|ALO21 367. 1{HS443E24 Hurman DNA sequence from PAC 443E24 on chromasome 6316, Contains ESTS, 5.00E-04
HIE-5035-T7.5¢q 405 | glj5031 634irefiNM_00SSCT.ACFLI L Horro sapiens cofitin 1 {non-rmuscle) {CFL1) mRNA - o
HIE~5036-TT.5eq 3371ei|5531 303|kb|AF10G7405. 1]AF107405 Homo sapiens pre—mRNA solicing factor (SFRS3) mRNA, complete cds E-165
HIE-5027-T7.Seq 292|gi|1657622|gb|LUT314 HSUTI H41 Human orphan G protein-coupled receptor (RDC1) gene, partiat cds B8.0CE~33
HYE-5039-T7 Seq 5181gi|4406550]gb|AF131739/AF 131739 Homa sapiens cione 25183 mRNA sequence, complete cds ]
HIE-5042-T7.Seq 3B9igl|6137 196]refINC_OON BOT.2| Human mitockondrion, comolete gencme 1)
HIE-5045~T7.Seq 458 | 245457 320]embjALO3S403.10|HS134P22 Human DNA sequence from clone 134P22 on chromosoeme 1g21.2~22, Containg 2.00E-06
HIE-5046-T7 Seq 502 g/ 11463154|gb|L 39371 ALFPEPC Medicago sativa phosphoenglpyruvate carboxytase (PEPC) gene, comglete 0,009
[HIE-5050-T7 Seq 435! gi[4406592|eblAF 3 IV 76S]AF 131768 Homo sapiens clone 25114 mRNA sequence 3]
HIE-5051-T7.Seq 327 |gilA5034TOIref{NM_D01402.1|EEFT1AT| Home sapiens eukaryotic translation efongation factor T alpha 1 E-156
ﬁwsosz-Tr_sm 509 e 307501]3)[[_1 T1669HUMTETTRAN Human tetracycline transporter—§ke protein mRNA, complete cds. E-136|
HIE-5675-T7.5eq 550/ eit405193|ab]L 109 1HHUMHCCE Hamo sapiens splicing factor {£C1.4) mRNA, complete ¢ds. o
HIE-5676-T7.5eq 570/gij33394lemblX 14583 HSIGLY Human maNA for lg lambda-chain E-162
HIE-S679-T7.5eq 222|eil5762548|eb|ACOOBO1 2 B]ACOO8012 Homo saplens 12p13 BAC RPCH11-38BF6 (Roswell Park Cancer Institute Hurman 005
HIE-S680-T7.5eq 551 |gi|755555lgb{U21852|ETL21852 Erythrodermis traitli ribulose-1,5-bisphosphate carboxylase 0.16
HIE-5681-T7.Seq 363 |gi|3954884|emb|AJOT10442|HSAD 0442 Homo sapiens MRNA for immunoglobulin kappa light chain, anti-RhD, 2]
HIE-5682-T7.Seq 95 | gl[207R526|gb|UA267 2|HSUB2672 Hurnan chromosome X clons Qo 1581, compiete sequence [Homo sapiens] 1.4
HIE-5683-T7.5eq 446 | gl|5306223|eb|ACO06255.8] ACO06255 Homo sapiens 3p21.1-8 PAC RPCI5-1087L12 (Roswell Park Cancer Institute 1.00E-60
HIE-5684-T7.5ea 176 | gl|6137796|ref]NC_0C1807.2]] Human mitechondrion, complete genome $.00E-93
HIE-6346-T7.Seq 334|gi[36133jemb| X66693HSRPLITA H.sapiens mRMNA for ribosomal protein L3Ta E-154
HIE-6347-T7.5eq 137
HIE-G350-T7.Seq| 360 gij4506606{refiNM_C0O0979.1|RPL18| Hemna saplens ribosemal protein L18 (RPL1B) mRNA E-104
HIE-5353~T7 . Seq 445 | gi[3360461|8bJAFD52151|AFD52151 Homo sapiens clone 24574 mRNA sequence 3.00E-98
HIE-8352-T7.Seq 453 1gil17913V|=b{M 1 8366[HUMATC Hurnan placental anticoagulant protain (PAP) mRNA, complete cds. Q
HIE-6354-T7.Seq 4191gi|323370|8b|MAITSBIC PE43KE Chlgrella PBCV-1 virus DNA. 0.47
HE-6356-T7 Seq 246 | g4|19041 6jgb|M i 1948|HUMPROL Human promyelecytic leukemia cell mRNA, clones pHHS8 and pHHEBT. E-129
HIE-6358-T7 Seq 414 gi185845|gb{M27025{HUMIG KAl Human lg active kappa chain mRNA V-region (V-J1-C), clone NOV. E-185
HIE-6359-T7 Seq 374|gil441374|embX72453|HSIGKLVA2 H.sapiens mRNA for rearranged lg kappa light chain variable region E-153
HIE-6361-T7.Seq 409 gi{$81532}gb|MI7925[HUMDEFSA H.sapiens defensin § gene. complete cds. 4.00E-97
HIE-6362-T7.5eq 415|gi{1021286{embjZ55245HS28GIF H.sapiens CpG island DNA genomic Mset fragment, clone 28g9, forwarg 7T.00E-31
HIE~E363-T7. 529 445 1gi{339688|eb|M1TT33HUMTHYB4 Hurman thymosin beta-4 mRNA, complete cds. 0
HIE-6364-T7.Seq 333 gil£504164jref{NM_000177.11GSN| Homo saprens gelsolin (amyioidosis, Finnish type) {GSN) mRNA E-157
HIE-B365-T7.Seq 422|eil4505566{ref|NM_000818.1|P4HB{ Horpo saplens precollagen-proline, 2-oxoglutarate 4-dioxygenase a
HIE-B386-T7.5eq 441
HIE-B357-T7.5eq 465{gi|[49358316[emb)AL043570.11|HSI437116 Human DNA sequence from clone 437116 on chromosome 1p35.1-35.3. 2.1
HIE-B370-T7.5eq 436 | gi|2224676|dbj|ABO)2I66|AB002366 Human mRNA for KIAAQ3B8 gene, partial cds E-149
HIE-6371-T7.Seq 259 |gijd41 342lemb|X72437i HSIGKLY16 H.sapiens mRNA for rearranged lg kappa light chain variable region E-113
HIE-8372-T7.5eq 251|gi|1220360|eb|L 31610{HUMSZ9RP Homo sapiens (clone cori-1cl5) 523 ribosomal protein MENA, complete E-130
HIE-6373-77 Seq 226 | gi|5453988 ref|NM_006263.1/PSMET| Homo saniens proteasome (prosome, macropain) activator subunit E-123
HIE-6375-T7.Seq 2251 &i|255901 1]eblAFG262931AF025283 Homo saplens chaperenin containing t—complex polypeptide 1, beta E-126
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HIE-6376-T7.5¢a 425]&i|557545]b[M2BEIHUMB23A Homo sapiens nucleolar phosphoprotein B23 (NPM1) mRNA. complete <ds. [i]
HIE-6377-T7.5ea 354 | gl|4506724 reﬂNMMOOIOO'I.'I;RPSaXl Hormo saplens ribosomal protein 54, X-linked (RPS4X) mRNA E-179
HIE-6379-T7.5eq] 240 gi 493829 4jemblALO3ST02.7|HS583C16 Human DNA sequence from clone 593C 16 on chromosome 1924.1-25.2 Contals 0.017
m 390|gii2133911|gblACG00394[AC000394 Genomic sequence from Human 9934, complete sequence {Homo sapiens} 4]
[E_63B1-T7.56a 477 |si|3BBE3T 1|dnilAB0IS5ER|ABOISS6E Homo saplens mRNA expressed only in, placental vilk, clone SMAPB3 E-171
HIE-§382-T7.SeQ 256 |i|31342jemb| XD3488) HSFERG2 Human apoferritin H gene exons 2-4 E-120
[HIE-6384-T7 Sea| _ 560]gi|43750800emblALD34406.1|HEE7182 Hurman DNA sequence from clone 57182 on chromesome Xa21.1-21 33, complete 0.003 -
HIE—63BE-TT.Sea| _ 149]ei|306554|gb]L13B06HUMC H13CAA ‘Hom saplens (clone 04} translationally controlled tumor protein §00E-26
HIE-63B6-T7.Seq 355 [g[292440|gblL 1 SETIHUMAPLITZ Homo sapiens ribosornal protein L37 mRNA, complete cds. E-179
HiE-B387-T7.Seq 476 gil) B34968|embjZ 85257]HSZ85257 H.saplens lg larnbda light chain variable region gene {17-250IVG7} E-149
|HIE-6388-T7.5eq 521 | gl]1537069|eb|US 3840 RNUE 3840 Rattus norvegicus nucleoporin p54 mRNA, complete cds 1.00E-14
HIE-6383-T7.Seq 270 gi|3954884)emb]a J01 D442|HSAD10442 Homo saphens mRNA for immunoglobulin kappa light chain, arti-RhD, E-124
HIE-§390-T7.5eq 234/ ei]1638827|emb{Z 81 308|H5IFTC4 Hurnan DNA sequence frorm BAC 397C4 on chromosome 22q] 2-gter contains 33
HIE-6391-T7.Seq 477 gi|44066612b|AF 13 1825|AF131825 Homo sapiens clone 25145 mRNA sequence 3.00E-24
HIE-6392-T7.5¢q 368 gi|3411129|gb{ AFO55081 [AFO55081 Homo sapiens family CSM1 mutant desmin mRNA, atiele 1, complete cds Q
HIE-6393-T7.Seq 238 gi|2342706{gb{AC0J2440|AC002440 Drosophila melanogaster DNA sequence {F1 0504541 (D30)), complete 0.085
HIE-B394-T7.5eq 346 | gl 1507664 |db)| D4 SE|DB4656 ‘Yeast DINA for birZ+ protein/pad) + protein/sks1+ pratein, ORF N313, 0.006
HIE-65395-17.5eq 367 |2129047051 |ghblACO02425.1|HUACD02425 Homo saplens Chromasome 16 BAC clone CIT987SK-A-575C2, complete 7.00E~09
HIE-6396-T7.5eq 134 [gIl4506594)refiNM_000975.1|RFLIT)  Homo saplens ribosomal protein L13 (RPL11} MRNA 1.00E-38
HIE-§397-T7.Seq 357 [21§3335304|gb|U04505.1{HS4COLEA32 Homo sagiens type |V collagen 5a chain {COLAAS) gene, exan 36 0.025
HIE-5398-T7.5eq 147 [gi}4510323|gblACDO7 138.1JACOOT138 Arabidopsis thallana BAC 17811 from chromosore 1V near 10 cM, comoléete (.15
HIE-§398-T7.5eq 563 |gi|2588618]eb ACO0I0BE|ACO03IDBE Homo saplens BAC clone RG104F04 from 7a21-022, lete sequence [Homo 016
HIE-6389-T7.5¢q :
HIE-6400-F7.Seq £365]2i[5912194/emb]ALT 17616.1{HSMB0 152 Homa sapiens mRNA: CONA DKFZpS64H1 964 (from clone DKFZp564H1964) O
HIE-6401-T7.5eq 226 gil51 74602|ref|NM_005097.1|MYRL 2 Homo sapiens myosin regulatory light chain 2, smooth muscle isoform £-~116
HIE-6402-T7.Seq 134 gil459681 bt 33871 |STMVDH Streptomyces ambofaclens valine dehydrogenase (vdh) gene, partiat 913
HIE-6403-T7.5eqa 44011258861 1|gb)| ACO03092{ACQ03092 Hurnain BAC clone RGA35022 from Tq21-022, comalete sequence [Homo 0.008
HIE-6404-T1.5eq 238|glld582428] Eb|ACO0T 196 HATACOOT196 Arabidopsis thaiana chromosome il BAC T18C20 genomilc sequence, 0.26
HIE-B405-T7.5eq 462/ gI|4835640pdbJ|APO0027 .1 |APQO0271 Homw sagiens genomic DNA. chromosome 21022.1, D215226-AML region, 0.52
HIE-B406-T7.5eq 141! gi| 49297 70keb]AF1 £1909.1|AF151909 Homa sapiens CGI-151 proten mMRNA, complete cds 9.00E-74
HIE-6407-T7.Seq 333 gil450661 BireflNM 000986 1iRPL24} Home sapiers ribosomal protein L24 (RPL24) mRNA E-1712
HIE-6408-T7 .Seq 212/{gi[184743]gh| JOO22QHUMIGCCE Homa sapiens immunoglobulin alpha~1 heavy chain constant reglon 1.00E-95
HIE-5409-T7 Seq 238 |gi[291 1 809 gb] AFO30942{AFG30942 Home sapiens PNG i complete sequence E-117
HIE-5410-T7 Seg 205 |g113638951 |gb] ACO04501 |AC004901 Homo saplens PAC clone DJOB17118 from 7p11.2p13, iete sequence 34
HIE-6411-T7.52q 414]gil4235145)gb| ACDOE5IB|ACO06538 Homo saplens chrommesome 19, BAC 41185 {(CIT-B-31c16), comalete sequence 1.8
HIE-5412-T7.5¢q 235 gl{190364|8b|MG74B0JHUMPROAAZ Human prothymosin-aipha gene, comolete cds. E-127
HIE-6413-T7.5eq 492 |gh4501 refiNM_001615.1|JACTG2! Homa sapians actin, gamma 2, smooth muscle, enteric {ACTG2) mRNA »]
HIE-6416-T7.Seq 134 |gil43B874 COD4600IAC 04600 Homa saplens Chromosome 15g11-g13 PAC clone pDJ373b? containing 813
HIE-6419-T7.5eq 252 |gi|31434|emb| X641 T T{HSFMET H.saplers mRNA for metaliothionein J.00E-56
HIE_6420-T7.Sen| _ 407|gihe7 410843 HUMMETIF Human metaliothionein-}f gene (hMT-1f). E-117
HIE-8423-T71.5e 443 | gil 933 |gbjU20280{HSU20280 Human cathepsin X mRNA, complete cds. 0
HIE-B6425-T7.5¢a 335 gl|5926709] dbojlA POODS20. 1|APO00520 Homo saplens genomic DNA, chromosome 6521.3, HLA Class | region. E-115
HIE-B426-T7.5eq AT7|i32014jemb [XDEIS6|HSHAAAG Human HALPHA44 gene for alpha-tubuiin, exons 1-3 i)
HIE-5428-T7.Seq 333| gij4507348]refINM_0031BS5. /| TAF2C1| Home sapiens TATA box binding protein (TBP)-assoclated factor, RNA E-132
HIE-6429-T1.Seq 459(gi[181532]ab{MI7I25|HUMDEFSA H,saplens defensin 5 gene, complete cds. E-121
HIE-6430-T7 S#q 442 giEZGSM]ﬂACODSW.ZlACDDSN2 Homo sapiens chr ¥, clone hCIT 298_B_15, complete sequence 2
HIE-6431-T7.5eq 430 [21|28335|emb]X83432HSACTH H.saglens ACTE mRNA for mutant beta-actin (beta’—actin) 0
HIE-5432-T7.5eg 398 |glk4185! AFOIGO96|AF 096096 Arabidopsis thaliana fertilization-independent seed 2 protein 0.007
HIE-6433-T7.Seq 487 [gH181075|gb|MZB63B/HUMC RYABA Human alpha—B-crystalin gens, 5 end. 0
HIE-6437-T7.5eq 3391507879 78601 [HSPAT1G H.saplens flow-sorted chromosome 6 Taal fragment, SCEpATIGS 1.00E-16
HIE-6438—T7.Seql __ 455|gi[38334jemb|X62125]HSWLRG M.saplens rearranged WLR gene for lambda-immunoglobulin subroup It E-133
HIE-6440-T7.5eq 3262 9 NM_001024.1|RPS21) Horro sapiens rbosomal protein 521 (RPS21) mRNA E~172
HIE-£441-T7.5 451 EIESB?S@]@IAFOTD.‘)Q?HAFDTOSGS Homo saplens clones 24609 and 24715 beta-tubulln mRNA, complete cds - 2.00E-59
HIE-5442-T7.Seq 440 MWIMSJIAHMS Homo saplens chromaosome 8 map 8a22 clone BAC 2339ES, containing rmarkers 0.008
HIE-§443-T1.5eq 319]gi[5031972irefINM_D05742.1[PS] Homo saakens protein disulfide somerase—related protein (PS) mRNA E-172
HIE-5444-T7 Seq 4831 gil6137 796 refiINC, 001807.2|| Hurnan mitochondrion, lete genome Q
HIE-6445-T7.Seq 200 gll6137796)refiNC_001807.2j1 Human mitochorxirion, complete genoma E-121
HIE-6446-T7.Seq 85| gil2245363|gb| U7 5885HSERFE0S11 Human ER-60 protein (ERpED) gens, exon 13, and comelets cds 200E-32
HIE-6450-T1.S5eq 462 |gli5 36067 Bjubj|ABOZ2656.1| ABOZ2656 Homo saplens mRNA for anti-Entamoeba histolytica imem debulin E-161
HIE-6452-T7.5eq 283 |g)|6137796)refNC 0018072 Hurnan mitochondrion, conglete genome E-151
HIE-B453-T1.5eq 184 ] gi[1 81532 eblMaTI25MUMDEFSA H_.saplens defensin 5 gene, complete cds. 9.00E-90
HIE-6454-T7.5ea 489 |gil6137796|refiNC_001 807.24 Human mitochondrion, complete genome 0
HIE-6455-T7.Seq 238 | g1|532596]gb{M1 2758 HUMIG 02 Human Ig J chain gene. exons 3 and 4. E-125
HIE-B456-T7 .Seq 276 |4 ref|NM_000997.1jRPLI?| Homo sapiens ribosomal protein L37 (RPLIT) mRNA E-133
HIE-6457-T7 Seq 368! gi|4206087 |ty AFOB6B37.1|AFOBER3T Homo sapiens snapin MRNA. complete cds E-180
HIE-6462-T7.5eq 348 :g||450667 INW_0QE014.1|RPS10) Homo sapiens ribosomal protein $10 (RP510} MRNA E-154
HIE-5463-T7.5eq 300] glt2245563 g AFO04341|AF 004341 Homa saplens cytochrome © oxkdase subunlt Il gene, mitochondial E-109
HIE-6464-T7.8eq 76 | gl|4506638)refiNM_0D00956.1|[RPLISA| Homo saplens ribosomal protein L35a (RPLIBA) mRNA 9.00E-26
HIE-6465-T7.Seql 662 gi]1 262342|emb[X93334UHSMITG H.saplens mitochondrial DNA. complete @ o
HIE-B466-T7.5ea 470 [5325086]gb]M 127 59JHUMIG J02 Human Ig [ chain gene. exons 3 and 4. 0
HIE-B467-T7.5¢q a62| gl|64091 22ieb|AFQ97027.1 |AFOS7027 Hormo saplens Autosomal Highly Conserved Protein (AHCP) mRNA, 1.6
HIE-646B-T7.5eq 78] gH49501171gbjAF 151351, 1]AF 151351 Homa saplens pyrroling S—-carboxylate reductase ksoform (PSCR2) T.00E-06
HIE-B471-T7.58q 458 ] &i3395513|emblAL021808.1[HS24018 Human DNA sequence from clone 24018 on cheomesome Bp21.31-22.2 Containe Q.51
HIE-6472-17.5eq 442 | &i555853|gb]\}1 3368 HSU1 3363 Human ribosomal DNA complete repeating unit 1.00E-97
HIE-B4T5-T7.Sea 198 [ gl]1 82976 gb|M33197|HUMGAPDH Hurman glycerakiehyde-3-phosphate detydrogenase (GAPDH) mRNA, E-107
HIE-6479-T7.5eq 325]gi|6137816|gbjACDOTERT.16|ACO0768T Homo sapiens 3026.2-27 BAC RPCI11-419H14 (Roswel Park Cancer 0.36
HIE-B480~-TT.Seq 324 gl[4758287|reflNM_004443.1|EPHB3} Home sapiens EphB3 (EPHB3) mRNA >gil406867]emb|X75208|HSPTKR E-176 .
HIEr6483-T7.5eq 328 |gll526301 2ernblALD3N 1 21.5|HS495010 Humar DNA sequence from clone 495010 on chromosome 6026-27. Contains an 0.006
HIE-5485-T7.5eq 289 gi|1 81532|gb|MI7925|HLMDEFSA H.sapiens defensin 5 gene, lete ods. ALJE-96
HIE-6486-T7.5eq 2671gi|940043(ghlU28250|HSLI28250 Human novel transcriot from adenocarcinoma cell kne, clone E-145
HE-B491-T7 Seq 262 |gh355004ermblALO3 1781 [HSI4 EV8 Human DNA sequance from clone 341E18 on chromosome 6011.2-12.3. E-145
HIE-5495-T7.5eq 405 |gil5453635{ref|NM_D06442.1|DRAP1| Homo sapiens DR 1-assoclated protein 1 {negative cofactor 2 alpha)
HIE-B536-T7,5eq 491 |gil4506634|ref|NM_000994.1|RPL 37| Homo sapiens ribosornal protein L 32 {RPL32) mRANA N
HIE-653T-T7.Sea| _ 500|ei|292420gbL 11910|HUMRETBLAS Humar retinohlas torme Lusceptibility gear exone 1207, completods, o
HIE-6538-T7 Seo G/ it 1 27 T96lrefiNG 001807 2| —j human mitacho i o . ) -
HIE-6540-T7 Sea 60| gi|217681|dbjlDB00S3PIGDES TN Porcine destrin mENA - - i, -
HIE-6541-T7.Seq 4451gi|48355951@|_AP000226.|IAPOOOZZG Homo sapiens geromic DNA. chromosome 21421.2. LLS6-APP region. 0
HIE-B8542-T7.5eq 266 | gil468248,gblLI0TEI [HSLOTIGH Hurnan lymphoma immunoglobulin lambda tight chain mRNA, partial cds. E-108
HYE-6543-T7.5eq 382 | 21|487344]gb|UOTOODIHSUGTO00 Human breakpeint cluster region {BCR) gene, complete cds. £-135
HIE-6545-TT7.5eq 464|gi|l45001 TRjemb|AL043387.1|HSME00172 Homo saniens mRNA; cDNA DKFZp586N1918 (from clone DKFZo586M191 :3] a
HIE-6546 -T7.5: 356 |gl]) 389630|dhjl0 78361 HUMODAZ Human mRNA for omithine decarboxylase antizyme, ORF 1 and ORF 2 3.00E-88
HIE-6548-T7.5eq 464|gi]36139|emb|X52967|HSRPLT Human mRNA for ribosomal protein k.7 E-159
HIE-6548-T7 Seq 203 g_SQ’MDI‘.’jemb]ALQsoalS.'IZlHSDJB??BI Human ONA sequence from clone 97781 on chromosome 20, complete sequence 5.00E-73
HIE-B550-T7.5eq 1019 gil4926907|eb| ACO04936 2Z]AC00436 Home sapiens clone DJOFS3C21, complete sequence 1.2
|HIE-6555-TT7.5eq 202 |&i]181532|gb|M37925|HUMDEF 54 H.sapiens defensin 5 gene, complete cds. E-106
HIE-E556-T7.5eq 391 |gi|1 385630|cbj| D7 8361 HUMODAZ Human mRNA for ornithine decarboxylase antlzyme, ORF ) and ORF 2 E-123
HIE-6557-T7.Sea 431 gl|37724|emb}X56158{HSVH4R Human mRNA for a VH4 immunoglobulin E-158
HIE-B550-T7.5¢q 406 | gil4758769|refINM_004541.1 [NDUF AT Homo sapiens NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, ¥ o)
HIE-B560-T7.5eq 325 @553340|enb|}(.813?\:BTPIGRI B taurus mRNA for bovine polymeric immunoglobulin receptor 0.0C6
HIE-B564-T7.Sea 378 gl|38600?§1E{AF097(ﬁ1|AF09702! Homo sapiens GW112 protein (GW112) mRNA, complete cids 0
HIE-B567-T1.5eq 491 [ gild5037 44irefiNM_001456.11FLNA] Homo sapiens filamin A, alpha {actin-binding protein—280) (FLNA) mRNA 0
HIE-6573~T1.S5ea 2852 |gil4503286|refjNM_DO1924.1}DOITH Homo saplens DNA-damage-inducible transcript 1 (DDIT1) mRNA E-156
HIE-6574-77.5eq 359 | gil4500620]refNM_DOO3BT.1|RPL26Y Horno saplens ribosomnal protein L26 (RPL2E) mRNA o]
HIE-6578-T7.5eq 399 gil4507770jrefiNM_D03337,)|UBE28B] Homo sapiens Ubiquitin—conjugating enzyme E28 (RADS homolog) 9
HIE-8579-T7.5eq 347 ||2335202|gb| AFO1 S416]AFO15416 Homo sapiens chromosoime 11 from 110355 reglon, complete sequence [Hemo E-1586
HIE-6581-T7 Sen 228 &i|4507875jrefiINM_003373.1|VCL] Home sapiens vinculin (VL) mARNA >gi340236|eb|M33308|HUMVING Hurnan 8.00E-38
HIE-B587-T7.5eq 38812129951 %5|embjALOCI0ST HST47L4 Home sapiens DNA sequence from PAC 747L4 on chromosome 1a23-24. 5.00E-9% J
HIE-5591-T7.Seq 306 gilS032084)refNM _006770.1{SERF2] Homo sapiens small EDRK-rich factor 2 (SERF2} mRNA E-172 _[

/s>



HIE-6592-T7.Seq 143gil1200187|gb|U3331 7|HSU33317
334

Human defensin & (HD-6) gens, complete cds 0
HIE-6593-T7.5eq Bl{5031 744 ref|NM_D0S5516.1|HLA-E| Homo saplens major histocompatibifity complex, class I, £ (HLA-E) E-176
HIE-6584-T7.5eq 295 [el|2565276] gh|AFDZ3612|AFD23612 Homo saplens Dirnip homolog MRNA, complete cds 0
HIE-6595-17.Seq 46
HIE-6593-77 Seq 383 gi|d17641 7]dbj}ABLO4304|ARO04 304 Home sapiens mRNA for IgG kapoa chain, partlal cds E-127
HIE-6500-T7.Seq 301 |gi|1 46650 eb!MBOS9IECOLPOSACR Escherichla coll lipopolysaccharlde core biasynthesis protein operon 0.071
HIE-6500-T7.5¢q 307 {gi{2) 0646]gbjAF0005 7 3}AFDO05 73 Horro saptens homogentisate ) 2-digxygenase gene, complete cds 0.083
HIE~6601-T7 Seq 395/81[297090]emb)X72913|HSFIBR H.sapiens gene for fibromodulin 0
HIE-6602-T7.Seq 383 gfi6137795|ref|NC_001807 2] Human mhtochondrion, complete genome [¢]
HIE-EE03-TT.Seq 358 gI[4503304|ref|NM_001326.1|DEFAS) Homo sapiens defensin, atoha 5, Paneth cell-specific {DEFAS) mRNA 0
HIE-B604-T7 Sea 406 | gl|179643{8b[M14058|HUMC 1 R Human cemplement C1r mRNA, complete cds. 0
HIE-6605+T7.5eq 406 |2145024592|refiNM_001 733.3|C 1R Hemo sapiens complement companent 1, r subcomponient (C1R) mANA 0
HIE-6607-17.5¢q 407 | gi|339688|gb{M 1 7TIIHUMTHYBA Human thymosin beta~4 mRNA, complete cds. 1]
HIE-6E08~T7 Seq 371 |if45061 B4irefiNM_002415.1|MIF| Homeo sapiens macrophage migration inhibitory factor ]
HIE-6608~T7.Seq 430{gi[28244}emb| V004 78|HSACO) Human mRNA fragment encoding cytoplasmic actin, (isolated from +]
HIE-6610-T7.Seq 43012]28335emb|X53432| HSACTB H.sapiens ACTS mRNA for mutant beta-actin (beta'-actin) 0
HIE-6610-T7.5eq 533 ]g|38405 emb|*67292{HSICMHCE! H.sapiens mRMNA for tghd heavy chain constant reglon (rAbS1) 4
HIE-8610-T7.5eq 533 |gl[38401|emb[X67301[HSIGMHCE H.sapiens mRNA for 1gM heavy chain constant reglon (4b63) 0
HIE-6612-T7.Seq 458 2i|4506692 ref{NM_001021.1[RPE17| Home seplens ribosamal protein $17 {RPS17) mRNA Q
HIE-B614-T7.5¢g 346 | @i|4835664|dbil APOO0Z95. 1 [APO00295 Homuo sapiens genomic DNA, chromosome 21g72.1, D215226-AML region, 0.097
HIE-§637-T7.5eq 326 |g/]1 79295|gb[t DB441|HUMAUTONH Human autonomousty replicating sequence (ARS) mRNA. Q
HIE-B638-T7.5¢q 3521|361 35|emb|Z12962|HSRPL4) H.saplens mRNA for homologue to yeast ribosomal protein L4} 9
HIE-6640-T7 Seq] 174 gi|3746126]gb|u76253|MMU76253 Mus musculus EZSB protein mRNA, complete cds 4.0CE-36
HIE-6652~T7.5Seq 307 gl|4BEEIDSIgh|AF I 17614.1|AF117614 Mus musculus SOUL protein {(Sout) mRNA, complate cds 0.072
HIE~6653~T7.8eq 296 gi|2765424]embY14737[HSIGG 1LM Hotrio saplans mRNA for Immuncglobulin iambda heavy chain E-110
HIE-6658-T7.5eq 262 |gl|5031752]ref{NM_005520.1|HNRPH1| Homo saplens heterogeneous ruclear ribonuclecprutein H) (H} (HNRPH1) E-105
HIE-6677-T7.5eq 434/gil36135lemb|Z12562|HSRPL41 H.saplens mRNA for homologue to yeast ribosomal proteln L41 0
HIE-6678-T7.58g 350 g)|546798|gb|S 710431571043 Ig alpha 2=immunogiobulln A heavy chain aliotype 2 {constant region, E-151
HIE-§587-T7.5eg 412|gl|560841|embiZ46347[HSBUDY 141 H.sapiens mRNA for anti-Sm antibody Vi. chain (V kappa 4/J kappa 3) E-158
MIE-6589~T7.5eq 375/ gl 101 5984|gbl1353 tDjMMLIZ5SI1G Mus musculus mel-13b transcriot. 1.00E-E5
HIE-66%0~T7.Seq 446 | gi|1 209254[gb| L2031V 1 IBOVIGJMRNA Bos taurus mu- and alpha-lmmunoglobulin-associated J-chain mRNA., 8.00E-B9
HIE-6691-T7.5eq ADB|2i|2765422{emblY 147 36|HSIGG KL Homa sapiens mRNA for immunoglobulln kappa light chain [+]
HIE~6692-T7.8eq 430|2i|B99458!gb|LI2RI64 HSU2BIE4 Homa sapiens 14~ 3-3 pratein mRNA, complets cds 0
HIE-6594-T7.5eq 480|R1|4884344|emblALDS0135.1 JHSMAOO4AE | Homa saplens mRNA; cONA DKFZp586K091 {from clone DKFZpS86K081) 1]
HIE-6695-TT7.5eq 331 211181249(gh|ME045T|HUMCYCLD Human cyclophilin mRNA, 3' end. E-177
HiE-6698-T7.5eq 262 | glj4503 1 B2)refiNM_00¥914.1|CYRS| Homo sapiens cytoctrome b~5 (CYBS), nuclear gene encading E-135
HIE~670C-T7.5eq 449 81]3309134|gb]AFO551 21 |[HS TECTAOB Hema saplens alpha-tectorin (TECTA) gerie, exon 8 0.43
HIE-§T0-T7.5eq 589 2(]1531806]emb|2 7981 8|HS301 D4R H.sapiens chromosomne 22 CpG Island DNA genomic Mse1 fragment, clone 1.00£-20!
. |HIE-6T02~T7 Seq A76 | gil186042{gh| M7401 9{HUMIGKW Human |g rearranged light-chain mRNA V reglon. E-176
HIE~6703-TT.Sen 543 | £il2062043|emb|Z T5379|HS T14X5 H.sapiens mRNA for |g heavy chain variable reglon {(ViH4D.) {clone E-104
HIE-6705-T7.5eq 385 | gHaSC2036irafiNM_ 001151, 1]ANT 1} Hemo sapiens adenine nucleotide translocator 1 (skeketal muscle) E-172
HIE-6T06-T7.5ea 297 | gl|3859769}emb|AJO11930|HSS T Homo sapiens chromosome 21622.3, PAC clanes 314M7, 225115, BAC clone 787, c.018
HIE-E707-77.5eq am :
HIE-6708~7T.Seq 288 | gi532596|gb|M1 2759|HUMIGJO2 Human |g J chain gene, exons 3 and 4. E-117
HIE-6709-77.Seq i[1753101igk{U70B7B|HSUT08TE Human sorbltol dehydrpgenase gene, orometer region 3.00E-04
HIE-8710+-T7.5eq 560 AF141201.1)AF141201 Homo saplens ubiguitin fusien—degradation 1 protein {(UFD1) mRNA, 0!
HIE-6711-T7.5eq 41 85004|emb) A JOOTEBOIHS AQDT 680 Home sapiens ZNFi98 exon § 2.00E-74
HIE-6713-T7.5eq i[4432793|gb| ACOOE437TIATACODS437 Arabldopsis thalana chromosome || BAC T19K21 genomic sequence, 0.075
HIE-6714-TT.5¢q. 333 [i|505091)|dbj|D31 767 |HUMORFKG LF Human mRNA for KIAADOSE gene, complete cds E-175|
HIE-8715-T7.Sen 413 |gi{30044]emb] X1 S8E2{HSCOL2C) Human mRNA for collagen V) alpha~2 C-terminal globutar domain [\]
HIE-6716-T7.Seq
HIE-6717-T7.5¢a 396 g1|341.3885]dbj|ABO0T931|ABCOTE Homo saptens mRNA for KIAAQ462 protein, partial cds [+]
HIE-6721-T7.Seq 026185/BAC 180K B. subttilis DNA, 180 kilobase reglon of replication origin 0.38
HIE-6722-T7.Seq 24 [gI|1209254|gb|L20311|BOVIGIMRNA Bes tawus Mmu~ and alpha~ Immunoglobulin-assoclated J-chain mRNA, 5.00E-77
HIE-E724~17.5eq 146947 7|gb|UOET13|RNUCET 13 Rattus norveglcus Sprague-Dawley SM-20 mRNA, complete cds. 8.005-838
WE-8725-17.Seq 44521545367 §[ref|NM_006418.1jGW112| Homo sapiens differentially exoressed In hamatopoletic lineages E-164]
HIE-6727-11.5eq 112623584{gb{ AFC27168|AF027158 Homa sapiens Immunoglobulln kappa light chaln (T6J/k} mRNA, partial o
HIE-BY29-T7.Seq 205 |@i4972129temblAL 040832 2|CNSO000G Human chromosame 14 BNA ssauerice ** [N PROGRESS *++ BAC R-83017 of 0.047
HIE-6733-17.5eq, 486|@il361 35)emb|Z 12962|MSRPLAY H.sapiens MRNA for homologue to yaast ribosomal protein L41 o
HIE~6734-T1 Saq [ ACOCE378.2]AC006378 Home sapiens clong NHO455109, complate sequence D.0BS
HIE-E735-T7,Seq 14539081 jambl4J133129.1|H5A 133129 Home sapiens mRNA for small glutamine-rich tetratricopeptide repeat 1]
HIE-6739-1T .5eq AFDIZ1BTIAFDIRISY Homg sapiens clone 23714 mRNA sequence 3.00E-10
HIE-6744~T7.Seq 342 @361 33|emb|XB6E59IMSRPLITA H.sapleny mRNA for ribosornal protein L37a o
HIE-6147~77.52q ATE | gl]42401 72]d0j|AB020649.1|AB020649 Homo sapiens MRNA for KIAADB4Z protein, partial cds L)
HIE-6748-T7.5eq 436 2i|965461gblL ITAII|HUMFKBP A Human FK-506 binding protein homoloaue (FKBP38) mRNA, tomplete cds. i+
JHIE-6745-T7.5eq A21 | gi[2647407, BOCS01HABOOSOID Home sapiens MANA for polyubiqultin UbC, cormplete cds (]
HIE-B752-T7.52q 387 | g1|4150931|gb| ACOOS062|AC 005082 Home sapiens BAC clone RG095A14 from 7p15-p21, complete sequence [Homo [
HIE~E754-T7.Seq 4751|2347 182|gb] ACD02109]AC002109 Genomic sequence from Mouse 9, complete sequence [Mus musculug] 0.45
HIE-6756~T7.Seq 367 1glf190218}gb|LOT IS HUMPP1GTX Human proteln phosphatase~1 garmma 1 mRNA, partlal ods. E-189
HIE-B787-T7.Seq A181gil3169141|gh|AC004554|AC004554 Homo sapiéns Xp22 BAC GSHB-590J6 (Genome Systems Muman BAC library} ©.002
HIE-6760-17 Seq 3691g1{1143491 embiXA7949IHSRNABIP Hsapiens mMRNA for BIP protein 1]
HIE~6781-T7 Seq 364 g1 BEIA |gb{M 141 8G{HUMLAMR Human lamirin receptor (2HS epltope) mRNA, 5 end. 1]
HIE-6762-T7.8eq 391 |gil4887253|gb| ACO06559.6{ACO06559 Homo saplens 12p12 BAC RPCI11-501E24 (R Il Pask Cancer Institute 3.00E-5T
HIE-6763-T7.Seq 312|gll41581 38]g ACD0S042|AC 005042 Homo saplens clone NHOS52EC], complete sequence [Homo sapiens] E-139
HIE-6784-T7.Seq 349|glj3413931dhbj|ABOOTIST|ABOOT9ST Homo saplens mRNA, chromosorme 1 specific transeript KIAAQ488 E-133
HIE-6T6T-T7.5 320(g1|1906390|gb|ACO00352|HSACKOIS2 Home saplens {subclone 2_g8 from PAC H74) DNA sequence 4.7
HIE-E768-T7 Seq 2151 gi|4507542|rafiNM_003271,1{TM4SF7| Hemo saplens transmembrans 4 superfamiiy member 7 {TM4SF7) mRANA, and 3.00E-36
HIE-6763-T7.5¢q 366/ gi|35611|embix06705|HSPLAX Human PLA=X mRNA E-178
HIE-G770-T7.5 460 gi[219855€(gh]ADOD1 528{HUMSAPT Hemo saplens spermidine aminapropyltransferase mRNA, complate ¢ds. 0
HIE-6771-T7 Seq 367 |gI[450351 Bjref]NM_003754.1{EIF3SS) Homa saplens eukaryotic translation initiation tacter 3, subunit 5 Q
HIE-6772-T7.Seg 403 |gi[4503470|refiNM._ 001402, HEEF 1A1] Homo sapians eukaryotlc transiation elongation factor 1 aipha 1 9
HIE-B773-T7.5eq 348| gI|4505236]raf]NM_D02436.1|MPP 1| Homo sapigns membrane protein, palmitoylated 1 (55%D} (MPP1) mRNA E-152
HIE-6774-T7.Seq 370)gil4506668|reH{NM_001003.1{RPLP1| Home sapiens ribosorral protedn, large, P1 (RPLP1) mRNA 0
HIE-8777-T7.Seq 340/ g1l4938290)emb|AL031431 .8|HS 462023 Murnan DNA sequence from clone 462023 on chremoseme 1p35.1-36.12, 0.081
HIE-B781-T7.Seq 343 | gil4506722|ref|NM_001006.1|RPSIA| Home sapiens ribosomal protein $3A (RPS3A) mRNA E-162
|HIE-8787-T7.5eq RSZEI[SZI 3P embix00497|HSHLOS Hurman mRNA for HLA-CR antigens d Invariant chaln {p33) 0
HIE-§79-T7.Seq 202 | )|5531842|gb|AFOTBEE4. 1 |AFOTBBE4 Homa sapiens PTDO11 mRNA, complete ods 1.00E-58
HIE-BT80-T7.5eq 345 21| 3694624]ab|ACOO4TET | ACD04T67 Drosophila melanogaster DNA seauence (P15 DS01986 (D261), DSC1814 (D252), .13
HIE-6191-T7.5eq 379 @/|5360872|ernb}ALDISS63.18|MS106BE Y2 | Human DNA sequance from clone 1068E13 on chromosome 20p11.21-12.3, 8.00E-61
HIE-6793-T7.5eq| 264 gil1927203gb| 60081 |MSUBCOE! Human FEZ2 MRNA, partial cds : ‘E-129
HiE-6794-T1.5eq 379 | gi|l4557852)refiNM_000346.1150X9| Homo saplens SRY (sex-detarmining reglon Y)-box 8 {campomelic E-157
HIE-5798-17.Seq 378 i|189019/gh|M2291 B|HUMMYLCB Human non-rmuscle syosin atkall light chain mRNA, 3' end. o]
HIE-6799-T7 5ea]  385[gH4503270lref|NM_001920.1{DCN! Home saplens decorki (DEN) mRNA >glf1B1169|gb|M1421 SHUMCSPG 1A E-151
HIE~BB00-T7.5eq 289 gl|5689167|dbi|ABO23651.1 |ABO23BST Solanum melongena gene for miraculin homologue, partial cds 0.32
HIE-6804-T7.5eq 330 gi|5B53111|eb|AF176915.1jAF176915 Hormo saplens chromosome 3p26 8AC clone djaS?L24 sequence 1 OCE-44
HIE-6805-T7.5 297 gil2589011 |gb|AFG26293|AFQ26293 Homo saplens chageronin containing t-complex polypeptide 1, bata 2.00E-73
HIE-6806-17.5eq 295
HIE-6B0?-T7.Sag 403 gi|2275578|gb|AFQDIE63|HS TCRB7SA Homo saolens T uell receptor beta locus, TCRBYBSEP to TCRBVZ1S$2A2 o
HIE-6B10-17 Sag 413 gi|6453345|emblAL133000.1HS 1831211 Nove! human gane on chromosome 20 £-161
HIE-6811-T?.5, 404 gi|401844|gh|\ 05083 HUMRIBPROD Homo saplens riboscmal protes L13a mANA, complete cds 0
HIE-6812-17 Seq 403 | ai|1 798871gbi 04046]HUMCAMA Human calmodulin mRNA, cornplete cds. 3.00E-79
HIE-6813-T7 Seq 205 | gi|36139(emb|X52967|HSRPL? Human mRNA for ribosomal proteln LT 1.00E-61
HIE-6814-T7.5 398 gi|SB35848)ref|NC_0ODB44. 1)) Oaphria pulax mitechondrion, complete gename Q.44
HIE-E815-T7.5eq 400 |gi[475B03 1 ref|NM_DC4766.1|COPB2} Homao sapiens coatomer protein complex, subunit beta, 2 (beta prime) o]
HIE-B816-T7.5eq 387 | gil347963|gh|L22453|HUMTAPR Homo saplens HIV-1 TAR ARNA binding protein (TARBP-b) mRNA, complete 1]
HIE-6618-T7.5eq 406 [gil 1 80219)gb|M7S10S[HUMNK25 Human neurgkinin-2 receptor (TAC2R) gene, exon S 4.00E-E6
HIE-5B20-T7.5e: 398 2il6175373|gbjACL04820.2| ACOD4B2D Hompo saplens clone DJOOIBIND, complete sequence 011
HIE—GBZ‘-TT.Sg 402 | gil6137796!ref|NC_D01807.2) Human mitechondrion, complete genome 4]
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HIE-6822-77.5eq 407|gl{2511539/emb|X68131 [ DMPEROX D.mefanogaster PO gene 0.007
HIE-6823-T7.5eq 400 g1|5926650|dbjlAPO00503.1|APDO0S03 Homo saplens genomic DNA, chromosore 6021.3, HLA Class | region, 0
HIE-6824-T7.Seq 375|gl|347238(gb[M19318IMACSOM M.fascicularis somatostatin | mRMNA, complete cds. E-17%
HIE~-6825-T7.5eq 257|4i|3201899|gb|AFO6T420|AF067420 Homo saplens SNC73 protein (SNC73) mRNA, corrvlete cds E-142
HIE-6826-T7.5eq 3421g)|2791551|emb]ALOOBT25.1 jHS14BE22 Hurmnan DNA sequence from PAC 14BE22 on chromosoms 20q12-g33.12. Contalns E-142
HIE-6827-T7.58q 404 |gI|4757941 |refiNM_D04357 HCDIST| Homa saplens CD15! antlgen {CD151) mRNA E~177
HIE-5828-T7.5eq 323 | gil4506702)refNM_DO1026.3 | RPS24A| Homo sapiens ribosomal protein $24 (RPS24a) mRNA E-139
HIE-6830-T7.5eq 4092 gil4587582{gb|AC00T232 HATACDO7232 Arabidepsis thaliana chromosoms 1l BAC T16B14 genomic sequence. 0.55
HIE-6832-T7.Seq 374/ gl|4506646]refitM_D01000.11RPLIY) Homo saplens ribosarmal protein L39 {(RPL39) mRNA [
HIE-6834-T7 Seq 229 gll4503034refiNM_D013105ICREBL2( Homo saplens cAMP responsive elament binding proteln-iike 2 (CREBL2) E-126
HIE-6835-T7.Sea 198 |gi{5091554|gb|ACO05484.2| AC005484 Homo saplans clona DJOB47008, complats ssquence E-108
HIE-6837-T7.52a 378 gI|4505742|ref|NM_DD2624.5{PFDNS| Homo saplens prefoidin § (PFDNS) mAhA >gil1731 808 dby| DBH667|0AIE66T [)
HIE-6838-T7 Seq 46B|g|4507668|ref{NM_003205.FTPT1| Home saplens tumnor protein, translationally-controlled 1 (TPT1) 0
'H_IE-SESQ-TT.Seq 428 [g)|36508emb] X69292|HS SMMHC H.sapiens mRNA for srmocth miscla myasin ]
HIE~6840-T7.Seqa 483 |21|4325942|gb]AFOB1739|AF081739 Homo saplens unkriown MRNA 2 DOE-BT
HIE-6842-77.5eq 467 |gl|l4503788/ref|NM_001463.1|FRZB| Homo sapiens frizzled-reiated protein {FRZB) mRNA - [i]
HIE~-6847-T7.5eq 333 | )
HIE-6850-T7 .Seq 257 2i|183402|gh{M21 1 4HHUMGNASH Human guanine nuclaotide-binding proteln alpha-subunit gene E-120
HIE-5851-T7 .Seq 457 {gl|5565976|gb]AF152462,1|AF 152462 Homo saplens transrermbrane protain BRI (BR(} mRNA, complete cds i}
HIE-5852-~T7.5eq 428 {gi|4503280|rafiNM_000730.1{DDC] Homo saplens di e (aromatic L-amino scld decarboxylase) [
HIE-6853-T7.5eq 525 | 2i|5672551 1 |gblAFD72097.1|AFQT2097 Homo sapiens bata-2 microglobubn gens, complete cds [
HIE-6855-T7 Seq 231 [ gi|3954884|ambi|A1010442|HS AQI1 0442 Homo saplens mRNA for Immunoglobuin kappa light chain, anti-RhD, E-127
HIE-G857-T7.5eq| __ 493[gl|3785992gb|ACO0549%ATACO05439 Arabldopsis thallana chromosoma 1| BAC Y8A23 genomic sequance, complsts 0.009]
HIE-6858-T7.5eq 340{8i{1814378|gb|L84762|HSUB4762 Hurnan delta lactoferrin gene, 5' non—coding region .38
HIE-6861-T7.Seq 305|gl|4503794|ref|NM_002032.1|FTH1| Homo saplens faritin, heavy polypeptide 1 (FTH1) mRNA 0
HE-BRG2-TT.Seq 413} gl|4071041]|emb|ALO31 775.1|HS30MI Hurnan DNA sequence from clons 30M3 on chy e 6p22.1-22.3. E-111
HIE-6863-T7.52q 341 gl|2401258]dbi|DB3956(081956 Hormo saplens HLA—B gene (HLA-B+0801 allale), complata cds E-167
HIE-6B64-T7.58q 478 gl}1045474]gh|U32657|HSL3265T Hurnan polymorphic trinuciectide repeat in X-Hried retinitis 0.14| Horna saple,
HIE-BBE5-TT7.580 §13| gi|434050]gb]L1 2635|HUMRSU1A Human RSU~1/RSP-1 mRNA, complete cds. 0
HIE-6865-T7.5eq 458 gi|537328|gb|M24766|HUMCOL4AZP Human (clone pHAIVZ~12) aloha-2 collagen type IV (COL4AZ) mRNA, 3 E-171
HIE-BB6T-T7.5eq 434 gI{5031 750[ref|NM_005518.HHMGC 52| Homo sapiens 3-hydroxy—3-methylglutaryd-Coenzyme A synthase 2 E-178
HIE-6868-T7.5eq 423 | gil581712 t{emb|AL116202.1}HSMBO0BS4 | Homo sapiens mRNA; cONA DKFZp58612022 {from clona DKFZp58612022) )
HIE-6BT0-T7 Seq 517 |gl[5031748ref|NM_005517.1[HMG17] Homng sapiens high-mobility group (nonhistone chromosamal) protein [}
HIE-BB71-T7.Seq - 185 | glj5015978|gblAF064238.1|AFD64238 Homo sapiens smocthelin largs Isoform L2 (SMTN) mRNA, cermplete cds 2 00E=-97
HIE-GB74-T7.Sea 462 gi|2599240{gb|ACC02401 JAC0Q2401 Hormo sapiens chrornosoma 17, clone RPCATSH18, complete sequence [(Homo 5.00E~T5|
HIE-6376-T7.8eq 438 gi|6180044{gb|AF192529.1|AF 192529 Homo sapiens RPA-binding trans-activator (RBTT) mRNA, complate cds ol
HIE-6879-T7.Seq 402 | gl| 4506898 refiNM_DOD16.1{SFRS2) Hormo saplens splicing factor, argimne/sarirnerich 2 (SFRS2) mRNA E-120
HIE-6881-T7.Seq 477 | gH46807 1 6]ghb|AFT32073.H[AF132873 Homao saplers CG(-30 proteln mRNA, comolets cds £-173
‘HE—E8B3~T7.5eq| 533 1039001 jembiZ86179|HSTC5F H.saplens CoG hsiand DNA genomic Msel fragment, clona 7cS, forward 0.038
HIE-6884-T7.Seq 156 gil6137796|refINC_001807.2{ Human mitochondrion, comolete genome 9.00E-28
HIE-6885-T7.5eq 236 gi[45577 70jref|NM_000256.1|MYBPC3| Home saplans protein C, cardiac (MYBPC3) mRNA E-130
HIE-68B8-T7.5 394 | 514506868 ref|NM_001003.1|RPLP1| Home saplens rib | protein, iarge, P1 (RPLP1} mRNA 1]
HIE-6889-T7.Sea gIi687242gb|U13261HS5LH1 3261 Home sapiens ¢lF-2-associated p67 homolog MRNA, late cos £-104
HIE-6830~-T7,Seq 538 'g_lﬁ210725lemblAJ1 32583|HSA 1 325683 Homo santens mRNA for puromycin sensltive aminopepticase, partlal 2.00E-58
HIE-6892-T7.5eq ii4B35605/dbj|APOG0236.1|APO00236 Horto sapiens genomic DNA, chromstome 210221, D215226-AML reglon, U.OOBJr
HIE-6893-T7.Seq 141
HIE-6895-T7.5eq 443 |gl}4507534|ref{NM_003380.1]VIM| Homo sapiens vimaritin {VIM) mRNA >gl]37851 |emb| 2 95 54|HSVIMENTA. 1]
HIE-6895-T7.5eq §25]glj1841547|gb|UBSIIEHSMHCIWSA Human HLA class |l region containing NOTCH4 gene, partial saquence, 1]
HIE-6900-T7 Seq 613 |gi]4731048|gb]ACO06057 .5]ACO06057 Homo saplens 12p13.3 PAC RPCI-56H3 (Roswell Park Cancer Institute Human 6.00E-04
HIE-5902-17 .Seq 382|gl|4514551]db]|AB023366,1 |ABO2I9E6 Rattus norveglcus mRNA for Rod1, complete cds 2.00E-D6
HIE-6905-T7 Sea 196 gil4826755]ref|NM,_004564.1]HDAC1] Homo saplens historia deacetylase 1 {(HDACT) mRNA E-104
HIE-E308-T7 .5eq 390 21|4500230|embl|AL 049447 .1jHSM200232 Hormo saplens mRNA: cONA DKFZp58640722 (from clorwe DIKFZp5B6A0722) E-173
HIE-6810-T7 .Seq 415/ gil6137796|ref|NC_001807.2|] Human mitechondrlon, complete gencma EflNM_004185.1|WNT 28}
HIE-6313-T7.5eq 524 | gil084508]gh|U07802|HSUCTE02 Human Tist 1d gene. complete cds. [}
HIE-6314-T7.5eq 244|g1|4508110(gbjACO0507 6.2|ACO05076 Hormo sapiens BAC clore RG227124 from 7a21.1-921.2, complets sequerce 5.00E-73
HIE-691T-T7.5eq 284|gi|39282701emb|X7230B]HSMCP3A Homo sapiens MRNA for monocyte chemotactic protein-3 (MCP-3) E-141
HIE-6918-T7.5eq 411] g 4508668 irefiNM_D01063.1|RPLP1] Homa sapient ribosomal protein, large, P1 (RPLP1) mRNA )
HIE-6920-T7.Sea 411 | gH181532|gb{MITI25|HUIMDEFBA H.saplens defensin & gene, complete cds. E-1 ﬁl
HIE-8923-T7.S¢q 457 | @] E504001 [dbi| 086964|D86964 Human mRNA for KIAAQ209 gene, partial cds E-]B_ul
|HIE-6930-T7 .Seq 413 | gi|50228/ermb| X66295[MMC1QC M.usculus mRNA for Clg C-chain 1.00E-10
HIE-6932-T7.5ea 478
HIE-6938-T7.5ea 463 | gi[3043603|abj|ABO11 112[ABOI 1312 Homg saplens MRNA for KIAAQS4D proteln, ial cds E-117
HIE-693%-TT7.5eq 507 ﬂ[sﬂ???ﬁﬂmﬂABOﬂﬁ S7|ABOCTYST Homa saplens gene for ribosomal protein 521, partial cds. E-121
HIE-6940-T7.Seq 473 git532596|gb{M1275AHUMIG JOZ Human Ig J chaln gena, exons 3 and 4. 2.00E-90|
HIE-6941-T7.5¢q 453 | gli4501888]ref|NM_001615.1]ACTG2] Homp sapiens actin, gamma 2. smaoth muscle, snteric (ACTG2) mRNA 7]
HIE-5942-77.5¢q 408 | glj4092862 gAF033122|?F033122 Homo saplens non-p53 regulated PA26-T1 nuclear proteln (PAZ6} mRNA, 0|
HIE-5945-T7 .Seq 46 | gi[181532|gtiMI7525|HUMDEF5A H.sapiens defansin 5 gene, comptets cds. 400E-1T
HIE-6946-T7.Sea 461 {gil4755136]refjNM_00D155.2|GJAT} Home sapiens gap Junction protein, alpha 1, 43D (GJAT) mRNA 0
HIE-654T-T7.Sea 428 | gi{2979595|gb ACO04458|ACO04458 Homo saplans BAC clone RGO57J11 from 7a21.1-022, complata sequence [Homa E-139
HIE-6949-T7.8ea 489 | gil4357734(reflNM_D0024G.1 [MAQA] Homo saplens monocamine oxidase A (MAQA), nuclear gene encoding o
HIE-6950-T7.Seq 438 | gi|4504900(ref{NM_D02268.1{KPNAS| Homo sanleng karyopherin alpha 4 (Importin alpha 3) (KPNA4) mRNA 0
HIE-6951-T7.Seq 395 ] g5263002]emb|ALD35405. 10|HS 21018 Human DNA sequence from clone 21018 on chromesome 1035.1-36.23 Containg H.00E-59
HIE-B355-TT.Seq 476 | gi|2462482|emb|Z53024.1|HSNSHE Human DNA sequence from cosmid NSHE on chromosome 22a11.2-~gter . 8.00E-B7
HIE-6357-T7.Seq 486 gi{2961443|gblAC002350[AC002350 Homo saplens 12424 PAC RPCI3-424M6 (Roswell Park Cancer Institute Human 4
HIE-6958-T7.Seq 344 g1|190416]gb|M11948|HUMPROL Human promyelocytic leukemia cell mRNA, clones pHHG8 and pHHS1. 5.00E-83
HIE-6961-T7.Seq 322 |l]3717976|emb|ALDI1486.1|HS653H13 Human DNA sequence from clone §53H13 on chromosome Xpt §.4-21.3 Contalns 1.4
HIE-6963-T7.5¢q 462 {g||2335046dhj}D17400.1]01 7409 Home saglens mRNA for SM22 aicha, complate cds E-178
HIE-B364~T7.5¢q 412 | gi[338B070]gb]AFO7E205|AF 076205 Homo saplens rheumatold artheitis oatlent C355-6, Immunoglobulin 2.00E-93
HIE-6967-T7.5¢q 326 |gl[461167}dbj{D28354|HUMBA13 Human mRNA for beta—actin, 5'1UTR {sequence from the Scap to the 9.00E-05)
HIE-BH68-T7.5¢q 525 | g1|214860]gb|LO761B[XELTSHE Frog thyroid stimaulating hormons (TSH-beta} mRNA, 0,038
HIE-8971-T7.5ea 484 g1}450T668iref|NM_003285.1[TPT 1] Homo aapiens tumor protein, translationally-controled 1 (TPT1) 1]
HIE-6974-T7.5eq 405 | gi|289451 Blemb|AJ223812|HSA223812 Home saplens mRNA for caldesmon, 3' UTR [i]
HIE-B376-T7.Seq 510|gy5732 l61J§b|ACDO7BT&2|ACOOTB?8 Home saplens clone NHOZ36P0Z, complete sequence 24
HIE-6977-T7.Seq 423 | 2145034 76]ref|[NM_001859.1|EEF182] Home sapiers sularyotic transiation elongation factor 1 beta 2 E-154
HIE-6978-T7.Seq 474/ gil4240302|dbj|ABO20T 1 4.1 JABO20714 Homa sapiens mANA for KIAADSQT protein, complate ods 0|
HIE-6979-T7.Seq 435 gl}219897]dbi| DIO4SIHUMLEAZ Human mRNA for I-caldesmon || [i]
HIE-5980-T7.5¢eq 416 |gl|4757825|ref|NM_004048. 1 (B 2M) Homa sapiens beta~2-microglobulin (82M) mRNA 0
HIE-G985-T7 Seq 485 | gi|4056840|4b| LI42456|HSU42456 Hurman fibronectin (FN1} mRNA, C-terminus, partlal cds [\
HIE-6891-T7.5¢q 47¢|gl|710365)gbiU21138{H5U21138 Human ribosomal protein L9 mRNA, cornplete cds, [s]
HIE-6994-T7.5¢a 403 | gl|5523835|sb| ACO04916.2]ACO04916 Homo saplens clona DJOSS1L 14, complete sequence 045
HIE-6499-T7.5eq 498/gi 2808656(emb|AJ003147|HSAJ03147 Homao sapiens cormplete genomic sequence betwean D16S3070 arxt D1653275, £.033
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