
Table S3. Microarray results showing genes with FC 1.5 or more when the HSC-3 cells cultured on the top of plastic were compared to the corresponding cells grown on Myogel

probe set gene Accession EntrezGene Description Plastic (HG-U133_Plus_2)Plastic (HG-U133_Plus_2) SEMyogel (HG-U133_Plus_2)Myogel (HG-U133_Plus_2) SEfold change lower bound of FCupper bound of FCdifference of meansfiltered

240496_at Centaurin, gamma 3 AI652000 116988 gb:AI652000 /DB_XREF=gi:4735979 /DB_XREF=wb51f07.x1 /CLONE=IMAGE:2309221 /FEA=EST /CNT=4 /TID=Hs.195048.0 /TIER=ConsEnd /STK=4 /UG=Hs.195048 /UG_TITLE=ESTs29,35 25,26 2828,81 0,26 96,37 39,9 100000000 2799,45 *

209189_at v-fos FBJ murine osteosarcoma viral oncogene homologBC004490 2353 gb:BC004490.1 /DB_XREF=gi:13325363 /FEA=FLmRNA /CNT=139 /TID=Hs.25647.0 /TIER=FL /STK=0 /UG=Hs.25647 /LL=2353 /UG_GENE=FOS /DEF=Homo sapiens, v-fos FBJ murine osteosarcoma viral oncogene homolog, clone MGC:11074, mRNA, complete cds. /PROD=v-fos FBJ murine osteosarcoma viral oncogenehomolog /FL=gb:NM_005252.2 gb:BC004490.1144,91 17,19 676,2 3,68 4,67 3,9 5,8 531,28 *

1565867_a_at KIAA0663 gene product W01876 9877 gb:W01876 /DB_XREF=gi:1274080 /DB_XREF=zc66f06.s1 /CLONE=IMAGE:327299 /TID=Hs2.55238.1 /CNT=4 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.55238 /UG_TITLE=Homo sapiens full length insert cDNA clone ZC66F06122,77 7,94 438,99 2,22 3,58 3,23 4 316,21 *

201693_s_at early growth response 1 AV733950 1958 gb:AV733950 /DB_XREF=gi:10851495 /DB_XREF=AV733950 /CLONE=cdAADG12 /FEA=FLmRNA /CNT=235 /TID=Hs.326035.0 /TIER=Stack /STK=14 /UG=Hs.326035 /LL=1958 /UG_GENE=EGR1 /UG_TITLE=early growth response 1 /FL=gb:M62829.1 gb:NM_001964.1537,23 24,63 1859,92 7,11 3,46 3,22 3,75 1322,69 *

1554860_at protein tyrosine phosphatase, non-receptor type 7AF394064 5778 gb:AF394064.1 /DB_XREF=gi:21635280 /TID=Hs2.35.4 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=1 /LL=5778 /UG_GENE=PTPN7 /UG=Hs.35 /DEF=Homo sapiens dual specificity phosphatase 1 mRNA, complete cds. /PROD=dual specificity phosphatase 1 /FL=gb:AF394064.173,52 4,5 249,35 1,33 3,39 3,08 3,77 175,83 *

201461_s_at mitogen-activated protein kinase-activated protein kinase 2NM_004759 9261 gb:NM_004759.1 /DB_XREF=gi:10863900 /GEN=MAPKAPK2 /FEA=FLmRNA /CNT=243 /TID=Hs.75074.0 /TIER=FL /STK=0 /UG=Hs.75074 /LL=9261 /DEF=Homo sapiens mitogen-activated protein kinase-activated protein kinase 2 (MAPKAPK2), mRNA. /PROD=mitogen-activated protein kinase-activatedprotein kinase 2 /FL=gb:U12779.1 gb:NM_004759.173,39 9,53 240,04 2,91 3,27 2,69 4,16 166,65 *

227404_s_at Early growth response 1 AI459194 1958 gb:AI459194 /DB_XREF=gi:4311773 /DB_XREF=tj54g06.x1 /CLONE=IMAGE:2145370 /FEA=EST /CNT=42 /TID=Hs.326035.1 /TIER=Stack /STK=26 /UG=Hs.326035 /LL=1958 /UG_GENE=EGR1 /UG_TITLE=early growth response 1470,96 69,33 1527,07 21,38 3,24 2,61 4,28 1056,11 *

244396_at Ras-GTPase-activating protein SH3-domain-binding proteinBE673925 10146 gb:BE673925 /DB_XREF=gi:10034466 /DB_XREF=7d71e01.x1 /CLONE=IMAGE:3278424 /FEA=EST /CNT=6 /TID=Hs.221576.0 /TIER=ConsEnd /STK=3 /UG=Hs.221576 /UG_TITLE=ESTs347,42 8,95 1113,1 2,79 3,2 3,07 3,35 765,67 *

201694_s_at early growth response 1 NM_001964 1958 gb:NM_001964.1 /DB_XREF=gi:4503492 /GEN=EGR1 /FEA=FLmRNA /CNT=235 /TID=Hs.326035.0 /TIER=FL+Stack /STK=42 /UG=Hs.326035 /LL=1958 /DEF=Homo sapiens early growth response 1 (EGR1), mRNA. /PROD=early growth response 1 /FL=gb:M62829.1 gb:NM_001964.11700,72 79,97 5317,7 25,58 3,13 2,9 3,39 3616,99 *

1559561_at F-box protein, helicase, 18 AL832251 84893 gb:AL832251.1 /DB_XREF=gi:21732798 /TID=Hs2.407137.1 /CNT=5 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.407137 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp667B1717 (from clone DKFZp667B1717) /DEF=Homo sapiens mRNA; cDNA DKFZp667B1717 (from clone DKFZp667B1717).76,32 0,4 237,56 0,13 3,11 3,09 3,14 161,24 *

1559517_a_at spire homolog 1 (Drosophila) AL833817 56907 gb:AL833817.1 /DB_XREF=gi:21739263 /TID=Hs2.16758.3 /CNT=6 /FEA=mRNA /TIER=ConsEnd /STK=0 /LL=56907 /UG_GENE=Spir-1 /UG=Hs.16758 /UG_TITLE=Spir-1 protein /DEF=Homo sapiens mRNA; cDNA DKFZp434O034 (from clone DKFZp434O034).133,35 10,97 395,88 3,69 2,97 2,61 3,44 262,53 *

238687_x_at hypothetical protein FLJ20582 AV753065 54989 gb:AV753065 /DB_XREF=gi:10910913 /DB_XREF=AV753065 /CLONE=NPDATG10 /FEA=EST /CNT=8 /TID=Hs.195728.0 /TIER=ConsEnd /STK=0 /UG=Hs.195728 /UG_TITLE=ESTs112,1 13,7 329,84 4,65 2,94 2,45 3,69 217,74 *

224580_at Solute carrier family 38, member 1 BF515894 81539 gb:BF515894 /DB_XREF=gi:11601073 /DB_XREF=UI-H-BW1-aoa-b-05-0-UI.s1 /CLONE=IMAGE:3083865 /FEA=mRNA /CNT=374 /TID=Hs.193063.0 /TIER=Stack /STK=11 /UG=Hs.193063 /UG_TITLE=Homo sapiens cDNA FLJ14201 fis, clone NT2RP3002955371,01 15,91 970,18 6,08 2,62 2,44 2,82 599,18 *

1558960_a_at Milk fat globule-EGF factor 8 protein BG740880 4240 gb:BG740880 /DB_XREF=gi:14051533 /DB_XREF=602633772F1 /CLONE=IMAGE:4779113 /TID=Hs2.258852.1 /CNT=14 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.258852 /UG_TITLE=Homo sapiens cDNA FLJ34838 fis, clone NT2NE2010654.117,71 0,75 302,79 0,29 2,57 2,55 2,6 185,07 *

1561813_at MRNA full length insert cDNA clone EUROIMAGE 200999AL109711 gb:AL109711.1 /DB_XREF=gi:5689788 /TID=Hs2.35755.1 /CNT=8 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.35755 /UG_TITLE=Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 200999. /DEF=Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 200999.122,44 2,64 315,15 1,02 2,57 2,48 2,67 192,71 *

1566340_at RNA, U6C small nucleolar BG944179 319103 gb:BG944179 /DB_XREF=gi:14343551 /DB_XREF=ax47d11.x1 /CLONE=ax47d11 (random) /TID=Hs2.437169.1 /CNT=2 /FEA=mRNA /TIER=ConsEnd /STK=0 /LL=319103 /UG_GENE=RNU6C /UG=Hs.437169 /UG_TITLE=RNA, U6C small nucleolar85,37 7,17 213,9 2,86 2,51 2,2 2,91 128,53 *

235476_at tripartite motif-containing 59 AW182459 286827 gb:AW182459 /DB_XREF=gi:6450919 /DB_XREF=xj42d04.x1 /CLONE=IMAGE:2659879 /FEA=EST /CNT=17 /TID=Hs.125759.0 /TIER=ConsEnd /STK=6 /UG=Hs.125759 /UG_TITLE=ESTs, Weakly similar to LEU5_HUMAN LEUKEMIA ASSOCIATED PROTEIN 5 (H.sapiens)273,4 10,28 677,7 4,15 2,48 2,33 2,64 404,31 *

217502_at interferon-induced protein with tetratricopeptide repeats 2BE888744 3433 gb:BE888744 /DB_XREF=gi:10345354 /DB_XREF=601513656F1 /CLONE=IMAGE:3915133 /FEA=EST /CNT=17 /TID=Hs.169274.0 /TIER=ConsEnd /STK=0 /UG=Hs.169274 /UG_TITLE=ESTs, Highly similar to IFT2_HUMAN INTERFERON-INDUCED PROTEIN WITH TETRATRICOPEPTIDE REPEATS 2 (H.sapiens)123,55 9,64 305,59 3,9 2,47 2,19 2,84 182,04 *

222880_at v-akt murine thymoma viral oncogene homolog 3 (protein kinase B, gamma)AF135794 10000 gb:AF135794.1 /DB_XREF=gi:4574743 /FEA=FLmRNA /CNT=33 /TID=Hs.278582.0 /TIER=FL /STK=0 /UG=Hs.278582 /LL=10000 /UG_GENE=AKT3 /DEF=Homo sapiens AKT3 protein kinase mRNA, complete cds. /PROD=AKT3 protein kinase /FL=gb:AF135794.1 gb:NM_005465.1 gb:AF124141.1304,81 18,31 737,63 7,57 2,42 2,2 2,69 432,82 *

238831_at Transmembrane protein 33 BF114679 55161 gb:BF114679 /DB_XREF=gi:10984166 /DB_XREF=7j66c01.x1 /CLONE=IMAGE:3391392 /FEA=EST /CNT=8 /TID=Hs.154331.0 /TIER=ConsEnd /STK=4 /UG=Hs.154331 /UG_TITLE=ESTs112,09 10,52 268,11 4,4 2,39 2,07 2,83 156,02 *

227062_at trophoblast-derived noncoding RNA AU155361 283131 gb:AU155361 /DB_XREF=gi:11016882 /DB_XREF=AU155361 /CLONE=OVARC1001752 /FEA=EST /CNT=32 /TID=Hs.79706.1 /TIER=Stack /STK=22 /UG=Hs.79706 /LL=5339 /UG_GENE=PLEC1 /UG_TITLE=plectin 1, intermediate filament binding protein, 500kD162,23 5,83 388,37 2,43 2,39 2,26 2,55 226,14 *

213286_at zinc finger RNA binding protein BF445199 51663 gb:BF445199 /DB_XREF=gi:11510260 /DB_XREF=nad21h02.x1 /CLONE=IMAGE:3366363 /FEA=mRNA /CNT=46 /TID=Hs.87150.0 /TIER=Stack /STK=12 /UG=Hs.87150 /UG_TITLE=Human clone A9A2BR11 (CAC)n(GTG)n repeat-containing mRNA494,42 27,74 1174,28 11,68 2,38 2,17 2,62 679,86 *

241701_at Rho GTPase activating protein 21 BF369489 57584 gb:BF369489 /DB_XREF=gi:11331514 /DB_XREF=RC0-GN0090-260900-032-g09 /FEA=EST /CNT=7 /TID=Hs.146101.0 /TIER=ConsEnd /STK=0 /UG=Hs.146101 /UG_TITLE=ESTs192,52 13,8 454,38 5,85 2,36 2,11 2,68 261,86 *

216555_at gb:AK026712.1 /DB_XREF=gi:10439629 /FEA=mRNA /CNT=1 /TID=Hs.252259.1 /TIER=ConsEnd /STK=0 /UG=Hs.252259 /LL=6188 /UG_GENE=RPS3 /UG_TITLE=ribosomal protein S3 /DEF=Homo sapiens cDNA: FLJ23059 fis, clone LNG03912.AK026712 gb:AK026712.1 /DB_XREF=gi:10439629 /FEA=mRNA /CNT=1 /TID=Hs.252259.1 /TIER=ConsEnd /STK=0 /UG=Hs.252259 /LL=6188 /UG_GENE=RPS3 /UG_TITLE=ribosomal protein S3 /DEF=Homo sapiens cDNA: FLJ23059 fis, clone LNG03912.110,37 16,94 260,57 7,17 2,36 1,88 3,17 150,2 *

208151_x_at DEAD (Asp-Glu-Ala-Asp) box polypeptide 17 /// DEAD (Asp-Glu-Ala-Asp) box polypeptide 17NM_030881 10521 gb:NM_030881.1 /DB_XREF=gi:13787203 /GEN=DDX17 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900246.49 /TIER=FL /STK=0 /DEF=Homo sapiens DEADH (Asp-Glu-Ala-AspHis) box polypeptide 17 (72kD) (DDX17), transcript variant 2, mRNA. /PROD=DEADH (Asp-Glu-Ala-AspHis) box polypeptide 17,isoform 2 /FL=gb:NM_030881.1482,28 16,6 1132,38 7,07 2,35 2,22 2,49 650,11 *

242160_at Syntaxin 17 AI733506 55014 gb:AI733506 /DB_XREF=gi:5054667 /DB_XREF=ou60f05.x5 /CLONE=IMAGE:1632225 /FEA=EST /CNT=4 /TID=Hs.130643.0 /TIER=ConsEnd /STK=3 /UG=Hs.130643 /UG_TITLE=ESTs100,41 8,33 234,97 3,56 2,34 2,05 2,72 134,56 *

1560017_at SMILE protein AK074973 160418 gb:AK074973.1 /DB_XREF=gi:22760765 /TID=Hs2.381362.1 /CNT=5 /FEA=mRNA /TIER=ConsEnd /STK=0 /LL=160418 /UG_GENE=FLJ90492 /UG=Hs.381362 /UG_TITLE=hypothetical protein FLJ90492 /DEF=Homo sapiens cDNA FLJ90492 fis, clone NT2RP3003535, weakly similar to UDP-N-ACETYLGLUCOSAMINE--PEPTIDE N-ACETYLGLUCOSAMINYLTRANSFERASE 110 KD SUBUNIT (EC 2.4.1.-).245 15,42 565,8 6,68 2,31 2,09 2,58 320,8 *

1570347_at MAX-like protein X BC014537 6945 gb:BC014537.1 /DB_XREF=gi:15778916 /TID=Hs2.383019.1 /CNT=2 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.383019 /UG_TITLE=Homo sapiens, Similar to transcription factor-like 4, clone IMAGE:4273079, mRNA /DEF=Homo sapiens, Similar to transcription factor-like 4, clone IMAGE:4273079, mRNA.146,94 7,15 334,77 3,14 2,28 2,11 2,48 187,83 *

224771_at neuron navigator 1 AI937060 89796 gb:AI937060 /DB_XREF=gi:5675930 /DB_XREF=wp72f01.x1 /CLONE=IMAGE:2467321 /FEA=mRNA /CNT=160 /TID=Hs.6298.0 /TIER=Stack /STK=10 /UG=Hs.6298 /LL=57177 /UG_GENE=KIAA1151 /UG_TITLE=KIAA1151 protein90,87 4,67 206,45 2,06 2,27 2,09 2,49 115,58 *

33148_at zinc finger RNA binding protein AI459274 51663 Cluster Incl. AI459274:tk11f11.x1 Homo sapiens cDNA, 3 end /clone=IMAGE-2150733 /clone_end=3' /gb=AI459274 /gi=4311853 /ug=Hs.87150 /len=687438,92 9,57 991,88 4,24 2,26 2,18 2,35 552,96 *

224321_at transmembrane protein with EGF-like and two follistatin-like domains 2 /// transmembrane protein with EGF-like and two follistatin-like domains 2AB004064 23671 gb:AB004064.1 /DB_XREF=gi:6983841 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900257.236 /TIER=FL /STK=0 /DEF=Homo sapiens mRNA for tomoregulin, complete cds. /PROD=tomoregulin /FL=gb:AB004064.1352,23 13,33 787,48 5,96 2,24 2,1 2,39 435,25 *

210210_at myelin protein zero-like 1 AF181660 9019 gb:AF181660.1 /DB_XREF=gi:6006818 /FEA=FLmRNA /CNT=17 /TID=Hs.287832.3 /TIER=FL /STK=2 /UG=Hs.287832 /LL=9019 /UG_GENE=MPZL1 /DEF=Homo sapiens immunoglobulin superfamily member WM78 mRNA, complete cds. /PROD=immunoglobulin superfamily member WM78 /FL=gb:AF181660.1171,79 9,87 383,61 4,42 2,23 2,04 2,47 211,82 *

217448_s_at chromosome 14 open reading frame 92 /// similar to Epidermal Langerhans cell protein LCP1AL117508 285412 /// 9878gb:AL117508.1 /DB_XREF=gi:5912018 /FEA=mRNA /CNT=1 /TID=Hs.274524.0 /TIER=ConsEnd /STK=0 /UG=Hs.274524 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp434G1835 (from clone DKFZp434G1835) /DEF=Homo sapiens mRNA; cDNA DKFZp434G1835 (from clone DKFZp434G1835).265,48 23,3 590,26 10,48 2,22 1,94 2,61 324,78 *

238506_at hypothetical protein LOC116064 BG285274 116064 gb:BG285274 /DB_XREF=gi:13037245 /DB_XREF=602409719F1 /CLONE=IMAGE:4539268 /FEA=EST /CNT=10 /TID=Hs.112526.0 /TIER=ConsEnd /STK=0 /UG=Hs.112526 /UG_TITLE=ESTs278,2 16,82 606,1 7,72 2,18 1,98 2,42 327,9 *

1561093_at putative UST1-like organic anion transporter AK091990 387601 gb:AK091990.1 /DB_XREF=gi:21750482 /TID=Hs2.332119.1 /CNT=3 /FEA=mRNA /TIER=ConsEnd /STK=1 /UG=Hs.332119 /UG_TITLE=Homo sapiens cDNA FLJ34671 fis, clone LIVER2001099, moderately similar to Rattus norvegicus mRNA for putative integral membrane transport protein. /DEF=Homo sapiens cDNA FLJ34671 fis, clone LIVER2001099, moderately similar to Rattus norvegicus mRNA for putative integral membrane transport protein.175,28 25,68 382,79 11,76 2,18 1,75 2,89 207,52 *

242408_at serine/threonine/tyrosine interacting protein AW968935 6815 gb:AW968935 /DB_XREF=gi:8158776 /DB_XREF=EST381011 /FEA=EST /CNT=6 /TID=Hs.105219.0 /TIER=ConsEnd /STK=0 /UG=Hs.105219 /UG_TITLE=ESTs558,22 14,33 1209,63 6,61 2,17 2,08 2,26 651,41 *

235588_at establishment of cohesion 1 homolog 2 (S. cerevisiae)AA740849 157570 gb:AA740849 /DB_XREF=gi:2779441 /DB_XREF=ny98h07.s1 /CLONE=IMAGE:1286365 /FEA=EST /CNT=19 /TID=Hs.99480.0 /TIER=ConsEnd /STK=4 /UG=Hs.99480 /UG_TITLE=ESTs245,94 21,7 525,28 10,16 2,14 1,86 2,51 279,34 *

227454_at TAO kinase 1 AB037782 57551 gb:AB037782.1 /DB_XREF=gi:7243102 /GEN=KIAA1361 /FEA=mRNA /CNT=47 /TID=Hs.15119.0 /TIER=Stack /STK=11 /UG=Hs.15119 /LL=57551 /DEF=Homo sapiens mRNA for KIAA1361 protein, partial cds. /PROD=KIAA1361 protein512,14 15,22 1093,06 7,13 2,13 2,03 2,25 580,91 *

211051_s_at exostoses (multiple)-like 3 /// exostoses (multiple)-like 3BC006363 2137 gb:BC006363.1 /DB_XREF=gi:13623512 /FEA=FLmRNA /CNT=1 /TID=HsAffx.901030.587 /TIER=FL /STK=0 /DEF=Homo sapiens, exostoses (multiple)-like 3, clone MGC:12750, mRNA, complete cds. /PROD=exostoses (multiple)-like 3 /FL=gb:BC006363.1134,28 12,53 285,25 5,9 2,12 1,83 2,52 150,97 *

209013_x_at triple functional domain (PTPRF interacting) AF091395 7204 gb:AF091395.1 /DB_XREF=gi:3644047 /FEA=FLmRNA /CNT=235 /TID=Hs.171957.1 /TIER=FL+Stack /STK=20 /UG=Hs.171957 /LL=7204 /UG_GENE=TRIO /DEF=Homo sapiens Trio isoform mRNA, complete cds. /PROD=Trio isoform /FL=gb:AF091395.1228,91 16,97 484,65 8,01 2,12 1,88 2,42 255,74 *

1555546_a_at protein O-fucosyltransferase 2 AY066015 23275 gb:AY066015.1 /DB_XREF=gi:18032029 /GEN=C21orf80 /TID=Hs2.22982.3 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /LL=23275 /UG=Hs.22982 /DEF=Homo sapiens C21orf80 protein form C (C21orf80) mRNA, complete cds. /PROD=C21orf80 protein form C /FL=gb:AY066015.1113,82 6,05 241,7 2,85 2,12 1,95 2,33 127,88 *

201473_at jun B proto-oncogene NM_002229 3726 gb:NM_002229.1 /DB_XREF=gi:4504808 /GEN=JUNB /FEA=FLmRNA /CNT=328 /TID=Hs.198951.0 /TIER=FL+Stack /STK=181 /UG=Hs.198951 /LL=3726 /DEF=Homo sapiens jun B proto-oncogene (JUNB), mRNA. /PROD=jun B proto-oncogene /FL=gb:BC004250.1 gb:NM_002229.1201,48 30,58 424,41 14,52 2,11 1,67 2,82 222,93 *

201728_s_at KIAA0100 gene product AA904674 9703 gb:AA904674 /DB_XREF=gi:3039797 /DB_XREF=oj73f02.s1 /CLONE=IMAGE:1503963 /FEA=FLmRNA /CNT=210 /TID=Hs.151761.0 /TIER=Stack /STK=8 /UG=Hs.151761 /LL=9703 /UG_GENE=KIAA0100 /UG_TITLE=KIAA0100 gene product /FL=gb:D43947.1 gb:NM_014680.1271,43 16,89 573,39 8 2,11 1,91 2,36 301,96 *

231735_s_at PRO1073 protein NM_014086 29005 gb:NM_014086.1 /DB_XREF=gi:7662589 /GEN=PRO1073 /FEA=FLmRNA /CNT=7 /TID=Hs.6975.5 /TIER=FL /STK=1 /UG=Hs.6975 /LL=29005 /DEF=Homo sapiens PRO1073 protein (PRO1073), mRNA. /PROD=PRO1073 protein /FL=gb:NM_014086.11548,62 23,67 3252,22 11,27 2,1 2,05 2,16 1703,6 *

212107_s_at DEAH (Asp-Glu-Ala-His) box polypeptide 9 BE561014 1660 gb:BE561014 /DB_XREF=gi:9804734 /DB_XREF=601344618F1 /CLONE=IMAGE:3677500 /FEA=EST /CNT=225 /TID=Hs.74578.2 /TIER=Stack /STK=14 /UG=Hs.74578 /LL=1660 /UG_GENE=DDX9 /UG_TITLE=DEADH (Asp-Glu-Ala-AspHis) box polypeptide 9 (RNA helicase A, nuclear DNA helicase II; leukophysin)436,93 21,75 913,04 10,41 2,09 1,93 2,28 476,11 *

212831_at EGF-like-domain, multiple 5 BF110421 1955 gb:BF110421 /DB_XREF=gi:10940111 /DB_XREF=7n52g03.x1 /CLONE=IMAGE:3568324 /FEA=mRNA /CNT=96 /TID=Hs.5599.0 /TIER=Stack /STK=15 /UG=Hs.5599 /LL=1955 /UG_GENE=EGFL5 /UG_TITLE=EGF-like-domain, multiple 594,29 3,37 196,68 1,61 2,09 1,97 2,22 102,39 *

235645_at establishment of cohesion 1 homolog 1 (S. cerevisiae)AW501507 114799 gb:AW501507 /DB_XREF=gi:7115100 /DB_XREF=UI-HF-BP0p-ajd-h-12-0-UI.r1 /CLONE=IMAGE:3074159 /FEA=EST /CNT=11 /TID=Hs.114658.0 /TIER=ConsEnd /STK=0 /UG=Hs.114658 /UG_TITLE=ESTs178,09 7,84 371,54 3,76 2,09 1,94 2,25 193,45 *



200951_s_at cyclin D2 AW026491 894 gb:AW026491 /DB_XREF=gi:5880021 /DB_XREF=wv14b06.x1 /CLONE=IMAGE:2529491 /FEA=FLmRNA /CNT=309 /TID=Hs.75586.0 /TIER=Stack /STK=15 /UG=Hs.75586 /LL=894 /UG_GENE=CCND2 /UG_TITLE=cyclin D2 /FL=gb:M90813.1 gb:NM_001759.1 gb:D13639.1995,24 37,86 2074,14 18,17 2,08 1,96 2,23 1078,91 *

204909_at DEAD (Asp-Glu-Ala-Asp) box polypeptide 6 NM_004397 1656 gb:NM_004397.2 /DB_XREF=gi:13514828 /GEN=DDX6 /FEA=FLmRNA /CNT=42 /TID=Hs.316.0 /TIER=FL /STK=0 /UG=Hs.316 /LL=1656 /DEF=Homo sapiens DEADH (Asp-Glu-Ala-AspHis) box polypeptide 6 (RNA helicase, 54kD) (DDX6), mRNA. /PROD=DEADH (Asp-Glu-Ala-AspHis) box polypeptide 6 /FL=gb:D17532.1 gb:NM_004397.2278,29 7,24 580,03 3,48 2,08 2 2,18 301,74 *

234347_s_at density-regulated protein AF038554 8562 gb:AF038554.1 /DB_XREF=gi:2895558 /FEA=mRNA /CNT=1 /TID=Hs.22393.2 /TIER=ConsEnd /STK=0 /UG=Hs.22393 /LL=8562 /UG_GENE=DENR /DEF=Homo sapiens density regulated protein drp1 mRNA, partial cds. /PROD=density regulated protein drp1243,5 14,01 507,07 6,73 2,08 1,9 2,31 263,57 *

213956_at centrosome-associated protein 350 AW299294 9857 gb:AW299294 /DB_XREF=gi:6708971 /DB_XREF=xs38h10.x1 /CLONE=IMAGE:2771971 /FEA=mRNA /CNT=25 /TID=Hs.92200.1 /TIER=Stack /STK=8 /UG=Hs.92200 /LL=9857 /UG_GENE=KIAA0480 /UG_TITLE=KIAA0480 gene product180,57 13,45 375,42 6,47 2,08 1,85 2,38 194,85 *

200727_s_at ARP2 actin-related protein 2 homolog (yeast) AA699583 10097 gb:AA699583 /DB_XREF=gi:2703730 /DB_XREF=zi42g07.s1 /CLONE=IMAGE:433500 /FEA=FLmRNA /CNT=473 /TID=Hs.42915.0 /TIER=Stack /STK=9 /UG=Hs.42915 /LL=10097 /UG_GENE=ACTR2 /UG_TITLE=ARP2 (actin-related protein 2, yeast) homolog /FL=gb:AF006082.1 gb:NM_005722.11718,78 63,96 3532,32 31,12 2,06 1,93 2,19 1813,54 *

48659_at hypothetical protein FLJ12438 W60802 60672 Cluster Incl. W60802:zd27e02.s1 Homo sapiens cDNA, 3 end /clone=IMAGE-341882 /clone_end=3' /gb=W60802 /gi=1367646 /ug=Hs.8595 /len=588495,03 16 1014,6 7,81 2,05 1,94 2,17 519,57 *

235852_at Stonin 2 BE379761 85439 gb:BE379761 /DB_XREF=gi:9325126 /DB_XREF=601159495T1 /CLONE=IMAGE:3511127 /FEA=EST /CNT=12 /TID=Hs.14248.0 /TIER=ConsEnd /STK=1 /UG=Hs.14248 /UG_TITLE=ESTs388,17 12,45 796,05 6,07 2,05 1,95 2,17 407,88 *

1555153_s_at FCH domain only 2 BC014311 115548 gb:BC014311.1 /DB_XREF=gi:15680001 /TID=Hs2.356358.1 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=115548 /UG_GENE=LOC115548 /UG=Hs.356358 /DEF=Homo sapiens, clone MGC:22647 IMAGE:3681707, mRNA, complete cds. /PROD=Unknown (protein for MGC:22647) /FL=gb:BC014311.1107,15 6,8 219,63 3,32 2,05 1,85 2,29 112,48 *

208178_x_at triple functional domain (PTPRF interacting) NM_007118 7204 gb:NM_007118.1 /DB_XREF=gi:6005921 /GEN=TRIO /FEA=FLmRNA /CNT=2 /TID=Hs.171957.0 /TIER=FL /STK=0 /UG=Hs.171957 /LL=7204 /DEF=Homo sapiens triple functional domain (PTPRF interacting) (TRIO), mRNA. /PROD=triple functional domain (PTPRF interacting) /FL=gb:NM_007118.1 gb:U42390.1270,61 18,65 551,35 9,15 2,04 1,82 2,3 280,74 *

1555384_a_at c-Mpl binding protein BC022377 113251 gb:BC022377.1 /DB_XREF=gi:18490864 /TID=Hs2.26613.3 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /LL=113251 /UG_GENE=LOC113251 /UG=Hs.26613 /DEF=Homo sapiens, Similar to c-Mpl binding protein, clone MGC:23960 IMAGE:4658493, mRNA, complete cds. /PROD=Similar to c-Mpl binding protein /FL=gb:BC022377.1156,51 8,48 319,5 4,16 2,04 1,87 2,25 162,99 *

221220_s_at SCY1-like 2 (S. cerevisiae) NM_017988 55681 gb:NM_017988.1 /DB_XREF=gi:8922217 /GEN=FLJ10074 /FEA=FLmRNA /CNT=2 /TID=Hs.71573.0 /TIER=FL /STK=0 /UG=Hs.71573 /LL=55681 /DEF=Homo sapiens hypothetical protein FLJ10074 (FLJ10074), mRNA. /PROD=hypothetical protein FLJ10074 /FL=gb:NM_017988.1168,91 13,68 342,63 6,74 2,03 1,78 2,35 173,72 *

1553304_at family with sequence similarity 61, member BNM_144703 149986 gb:NM_144703.1 /DB_XREF=gi:21389608 /TID=Hs2.158470.1 /CNT=4 /FEA=FLmRNA /TIER=FL /STK=1 /LL=149986 /UG_GENE=FLJ25473 /UG=Hs.158470 /UG_TITLE=hypothetical protein FLJ25473 /DEF=Homo sapiens hypothetical protein FLJ25473 (FLJ25473), mRNA. /FL=gb:NM_144703.1216,31 13,4 435,53 6,66 2,01 1,82 2,25 219,22 *

236207_at sperm specific antigen 2 BE083088 6744 gb:BE083088 /DB_XREF=gi:8473396 /DB_XREF=RC2-BT0642-030400-021-c05 /FEA=EST /CNT=14 /TID=Hs.116790.0 /TIER=ConsEnd /STK=0 /UG=Hs.116790 /UG_TITLE=ESTs, Weakly similar to KIAA0748 protein (H.sapiens)130,11 7,04 257,12 3,56 1,98 1,81 2,17 127,01 *

214052_x_at BAT2 domain containing 1 AW301305 23215 gb:AW301305 /DB_XREF=gi:6710982 /DB_XREF=xs75a07.x1 /CLONE=IMAGE:2775444 /FEA=EST /CNT=33 /TID=Hs.69559.0 /TIER=Stack /STK=31 /UG=Hs.69559 /LL=23215 /UG_GENE=KIAA1096 /UG_TITLE=KIAA1096 protein175,05 7,52 346,08 3,8 1,98 1,84 2,13 171,03 *

232198_at CDNA FLJ12676 fis, clone NT2RM4002383 BF509125 gb:BF509125 /DB_XREF=gi:11592423 /DB_XREF=UI-H-BI4-aou-g-09-0-UI.s1 /CLONE=IMAGE:3086392 /FEA=mRNA /CNT=12 /TID=Hs.134278.0 /TIER=ConsEnd /STK=6 /UG=Hs.134278 /UG_TITLE=Homo sapiens cDNA FLJ12676 fis, clone NT2RM4002383192,91 12,64 382,03 6,38 1,98 1,78 2,23 189,13 *

200917_s_at signal recognition particle receptor ('docking protein')BG474541 6734 gb:BG474541 /DB_XREF=gi:13406818 /DB_XREF=602517313F1 /CLONE=IMAGE:4649162 /FEA=FLmRNA /CNT=366 /TID=Hs.75730.0 /TIER=Stack /STK=9 /UG=Hs.75730 /LL=6734 /UG_GENE=SRPR /UG_TITLE=signal recognition particle receptor (docking protein) /FL=gb:NM_003139.1 gb:BC001162.1119,42 6,5 235,51 3,29 1,97 1,8 2,17 116,09 *

223888_s_at leucyl-tRNA synthetase AF151026 51520 gb:AF151026.1 /DB_XREF=gi:7106773 /FEA=FLmRNA /CNT=7 /TID=Hs.282278.0 /TIER=FL /STK=1 /UG=Hs.282278 /LL=51520 /UG_GENE=HSPC192 /DEF=Homo sapiens HSPC192 mRNA, complete cds. /PROD=HSPC192 /FL=gb:NM_016460.1 gb:AF151026.1501,62 14,81 988,61 7,51 1,97 1,88 2,07 486,99 *

241683_at HECT domain containing 1 AW207734 25831 gb:AW207734 /DB_XREF=gi:6507230 /DB_XREF=UI-H-BI2-age-h-01-0-UI.s1 /CLONE=IMAGE:2724312 /FEA=EST /CNT=7 /TID=Hs.322848.0 /TIER=ConsEnd /STK=1 /UG=Hs.322848 /UG_TITLE=ESTs, Weakly similar to coded for by C. elegans cDNA yk34b1.5 (C.elegans)109,47 6,08 215,03 3,09 1,96 1,79 2,17 105,56 *

213688_at calmodulin 1 (phosphorylase kinase, delta) N25325 801 gb:N25325 /DB_XREF=gi:1139475 /DB_XREF=yx55b03.s1 /CLONE=IMAGE:265613 /FEA=EST /CNT=28 /TID=Hs.177656.1 /TIER=Stack /STK=12 /UG=Hs.177656 /LL=801 /UG_GENE=CALM1 /UG_TITLE=calmodulin 1 (phosphorylase kinase, delta)454,37 11,48 883,27 5,91 1,94 1,86 2,03 428,9 *

205809_s_at Wiskott-Aldrich syndrome-like BE504979 8976 gb:BE504979 /DB_XREF=gi:9707387 /DB_XREF=hz38g08.x1 /CLONE=IMAGE:3210302 /FEA=FLmRNA /CNT=24 /TID=Hs.288830.0 /TIER=Stack /STK=10 /UG=Hs.288830 /LL=8976 /UG_GENE=WASL /UG_TITLE=Wiskott-Aldrich syndrome-like /FL=gb:D88460.1 gb:NM_003941.1778,76 26,87 1507,7 13,88 1,94 1,83 2,06 728,95 *

214007_s_at PTK9 protein tyrosine kinase 9 AW665024 5756 gb:AW665024 /DB_XREF=gi:7457569 /DB_XREF=hi86c09.x1 /CLONE=IMAGE:2979184 /FEA=EST /CNT=26 /TID=Hs.82643.1 /TIER=ConsEnd /STK=0 /UG=Hs.82643 /LL=5756 /UG_GENE=PTK9 /UG_TITLE=protein tyrosine kinase 9325,42 19,76 628,1 10,24 1,93 1,75 2,15 302,68 *

201208_s_at tumor necrosis factor, alpha-induced protein 1 (endothelial)BC001643 7126 gb:BC001643.1 /DB_XREF=gi:12804470 /FEA=FLmRNA /CNT=336 /TID=Hs.76090.0 /TIER=FL+Stack /STK=11 /UG=Hs.76090 /LL=7126 /UG_GENE=TNFAIP1 /DEF=Homo sapiens, tumor necrosis factor, alpha-induced protein 1 (endothelial), clone MGC:2317, mRNA, complete cds. /PROD=tumor necrosis factor, alpha-induced protein 1(endothelial) /FL=gb:M80783.1 gb:BC001643.1 gb:BC001949.1 gb:BC003694.1 gb:NM_021137.1122,62 15,49 236,18 8,04 1,93 1,58 2,45 113,56 *

208664_s_at tetratricopeptide repeat domain 3 AU131711 7267 gb:AU131711 /DB_XREF=gi:10992065 /DB_XREF=AU131711 /CLONE=NT2RP3003092 /FEA=FLmRNA /CNT=462 /TID=Hs.118174.2 /TIER=Stack /STK=13 /UG=Hs.118174 /LL=7267 /UG_GENE=TTC3 /UG_TITLE=tetratricopeptide repeat domain 3 /FL=gb:D84294.1289,27 6,4 558,85 3,31 1,93 1,86 2,01 269,58 *

202081_at immediate early response 2 NM_004907 9592 gb:NM_004907.1 /DB_XREF=gi:4758313 /GEN=ETR101 /FEA=FLmRNA /CNT=234 /TID=Hs.737.0 /TIER=FL+Stack /STK=89 /UG=Hs.737 /LL=9592 /DEF=Homo sapiens immediate early protein (ETR101), mRNA. /PROD=immediate early protein /FL=gb:BC003625.1 gb:NM_004907.1 gb:M62831.11053,57 12,89 2033,52 6,68 1,93 1,89 1,97 979,96 *

236957_at cell division cycle associated 2 AI248208 157313 gb:AI248208 /DB_XREF=gi:3843605 /DB_XREF=qh70a04.x1 /CLONE=IMAGE:1849998 /FEA=EST /CNT=9 /TID=Hs.117753.0 /TIER=ConsEnd /STK=2 /UG=Hs.117753 /UG_TITLE=ESTs, Weakly similar to A48666 cell proliferation antigen Ki-67, long form (H.sapiens)592,12 30,09 1140,7 15,62 1,93 1,77 2,11 548,58 *

40284_at forkhead box A2 AB028021 3170  Cluster Incl. AB028021:Homo sapiens HNF-3beta mRNA for hepatocyte nuclear factor-3 beta, complete cds /cds=(196,1569) /gb=AB028021 /gi=4958949 /ug=Hs.155651 /len=1944 115,53 3,03 222,27 1,57 1,92 1,84 2,01 106,74 *

220946_s_at huntingtin interacting protein B NM_014159 29072 gb:NM_014159.1 /DB_XREF=gi:7661773 /GEN=HSPC069 /FEA=FLmRNA /CNT=3 /TID=Hs.6947.0 /TIER=FL /STK=0 /UG=Hs.6947 /LL=29072 /DEF=Homo sapiens HSPC069 protein (HSPC069), mRNA. /PROD=HSPC069 protein /FL=gb:NM_014159.1 gb:AF161554.1204,73 14,4 393,12 7,5 1,92 1,71 2,18 188,4 *

89948_at Cluster Incl. AI743331:wg91f07.x1 Homo sapiens cDNA, 3 end /clone=IMAGE-2372485 /clone_end=3' /gb=AI743331 /gi=5111619 /ug=Hs.122258 /len=532AI743331 Cluster Incl. AI743331:wg91f07.x1 Homo sapiens cDNA, 3 end /clone=IMAGE-2372485 /clone_end=3' /gb=AI743331 /gi=5111619 /ug=Hs.122258 /len=532218,05 12,61 419,07 6,56 1,92 1,75 2,13 201,02 *

214316_x_at Calreticulin AI378706 811 gb:AI378706 /DB_XREF=gi:4188559 /DB_XREF=tb91f09.x1 /CLONE=IMAGE:2061737 /FEA=EST /CNT=13 /TID=Hs.16488.3 /TIER=Stack /STK=13 /UG=Hs.16488 /LL=811 /UG_GENE=CALR /UG_TITLE=calreticulin115,96 10,25 222 5,35 1,91 1,66 2,25 106,04 *

209344_at tropomyosin 4 BC002827 7171 gb:BC002827.1 /DB_XREF=gi:12803958 /FEA=FLmRNA /CNT=84 /TID=Hs.250641.0 /TIER=FL /STK=0 /UG=Hs.250641 /LL=7171 /UG_GENE=TPM4 /DEF=Homo sapiens, tropomyosin 4, clone MGC:3641, mRNA, complete cds. /PROD=tropomyosin 4 /FL=gb:NM_003290.1 gb:BC002827.1662,85 16,04 1268,42 8,38 1,91 1,84 2 605,57 *

212439_at inositol hexaphosphate kinase 1 BE614199 9807 gb:BE614199 /DB_XREF=gi:9895796 /DB_XREF=601504089T1 /CLONE=IMAGE:3905591 /FEA=mRNA /CNT=167 /TID=Hs.74579.0 /TIER=Stack /STK=63 /UG=Hs.74579 /LL=9807 /UG_GENE=KIAA0263 /UG_TITLE=KIAA0263 gene product165,04 18,52 312,84 9,77 1,9 1,59 2,34 147,8 *

224189_x_at ets homologous factor AF124438 26298 gb:AF124438.1 /DB_XREF=gi:4838431 /GEN=ESE-3 /FEA=FLmRNA /CNT=2 /TID=Hs.182339.1 /TIER=FL /STK=0 /UG=Hs.182339 /LL=26298 /DEF=Homo sapiens transcription factor ESE-3A (ESE-3) mRNA, complete cds. /PROD=transcription factor ESE-3A /FL=gb:AF124438.1336,33 15,29 637,75 8,06 1,9 1,76 2,05 301,42 *

242665_at formin-like 2 AL042120 114793 gb:AL042120 /DB_XREF=gi:5421465 /DB_XREF=DKFZp434C1120_r1 /CLONE=DKFZp434C1120 /FEA=EST /CNT=5 /TID=Hs.226801.0 /TIER=ConsEnd /STK=0 /UG=Hs.226801 /UG_TITLE=ESTs, Weakly similar to DIA2_HUMAN DIAPHANOUS PROTEIN HOMOLOG 2 (H.sapiens)265,33 13,48 503,42 7,11 1,9 1,74 2,08 238,09 *

208893_s_at dual specificity phosphatase 6 BC005047 1848 gb:BC005047.1 /DB_XREF=gi:13477170 /FEA=FLmRNA /CNT=257 /TID=Hs.180383.1 /TIER=FL+Stack /STK=33 /UG=Hs.180383 /LL=1848 /UG_GENE=DUSP6 /DEF=Homo sapiens, clone MGC:12852, mRNA, complete cds. /PROD=Unknown (protein for MGC:12852) /FL=gb:NM_001946.1 gb:AB013382.1 gb:BC003562.1 gb:BC003143.1 gb:BC005047.1680,19 36,29 1283,35 19,23 1,89 1,73 2,07 603,16 *

227248_at hypothetical protein FLJ21019 AL563218 79990 gb:AL563218 /DB_XREF=gi:12912403 /DB_XREF=AL563218 /CLONE=CS0DD001YG23 (3 prime) /FEA=mRNA /CNT=30 /TID=Hs.272848.0 /TIER=Stack /STK=18 /UG=Hs.272848 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp434G1310 (from clone DKFZp434G1310); partial cds117,46 8,53 221,44 4,53 1,89 1,68 2,15 103,98 *

204538_x_at nuclear pore complex interacting protein /// hypothetical protein LOC339047 /// similar to hypothetical protein LOC339047NM_006985339047 /// 440341 /// 9284gb:NM_006985.1 /DB_XREF=gi:5902013 /GEN=NPIP /FEA=FLmRNA /CNT=61 /TID=Hs.251928.0 /TIER=FL+Stack /STK=24 /UG=Hs.251928 /LL=9284 /DEF=Homo sapiens nuclear pore complex interacting protein (NPIP), mRNA. /PROD=nuclear pore complex interacting protein /FL=gb:NM_006985.1 gb:AF132984.1350,97 14,37 664,58 7,59 1,89 1,77 2,04 313,61 *

214474_at protein kinase, AMP-activated, beta 2 non-catalytic subunitNM_005399 5565 gb:NM_005399.1 /DB_XREF=gi:4885560 /GEN=PRKAB2 /FEA=FLmRNA /CNT=12 /TID=Hs.50732.0 /TIER=FL /STK=1 /UG=Hs.50732 /LL=5565 /DEF=Homo sapiens protein kinase, AMP-activated, beta 2 non-catalytic subunit (PRKAB2), mRNA. /PROD=protein kinase, AMP-activated, beta 2non-catalytic subunit /FL=gb:NM_005399.1315,87 9,65 590,13 5,17 1,87 1,78 1,97 274,26 *

204535_s_at RE1-silencing transcription factor AI978576 5978 gb:AI978576 /DB_XREF=gi:5803606 /DB_XREF=wq72c11.x1 /CLONE=IMAGE:2476820 /FEA=FLmRNA /CNT=60 /TID=Hs.227630.0 /TIER=Stack /STK=9 /UG=Hs.227630 /LL=5978 /UG_GENE=REST /UG_TITLE=RE1-silencing transcription factor /FL=gb:U22680.1 gb:U22314.1 gb:NM_005612.1116,13 2,16 217,39 1,15 1,87 1,81 1,93 101,26 *

202323_s_at acyl-Coenzyme A binding domain containing 3 AI636775 64746 gb:AI636775 /DB_XREF=gi:4688105 /DB_XREF=ts89h01.x1 /CLONE=IMAGE:2238481 /FEA=FLmRNA /CNT=153 /TID=Hs.6831.0 /TIER=Stack /STK=11 /UG=Hs.6831 /LL=64746 /UG_GENE=GCP60 /UG_TITLE=golgi resident protein GCP60 /FL=gb:AB043587.1 gb:NM_022735.1629,86 31,7 1175,34 16,99 1,87 1,72 2,04 545,48 *

1565765_x_at Hypothetical protein FLJ14834 AL832478 84935 gb:AL832478.1 /DB_XREF=gi:21733046 /TID=Hs2.377494.1 /CNT=4 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.377494 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp686E1619 (from clone DKFZp686E1619) /DEF=Homo sapiens mRNA; cDNA DKFZp686E1619 (from clone DKFZp686E1619).567,98 6,52 1059,66 3,5 1,87 1,83 1,9 491,68 *

204827_s_at cyclin F U17105 899 gb:U17105.1 /DB_XREF=gi:576780 /FEA=FLmRNA /CNT=44 /TID=Hs.1973.0 /TIER=FL /STK=3 /UG=Hs.1973 /LL=899 /UG_GENE=CCNF /DEF=Human cyclin F mRNA, complete cds. /PROD=cyclin F /FL=gb:NM_001761.1 gb:U17105.1163,7 14,82 303,67 7,99 1,86 1,6 2,19 139,97 *

1556651_at Wolf-Hirschhorn syndrome candidate 2 CA430403 7469 gb:CA430403 /DB_XREF=gi:24793129 /DB_XREF=UI-H-DF0-bev-b-05-0-UI.s1 /CLONE=UI-H-DF0-bev-b-05-0-UI /TID=Hs2.406972.1 /CNT=7 /FEA=mRNA /TIER=ConsEnd /STK=2 /UG=Hs.406972 /UG_TITLE=Homo sapiens cDNA FLJ40689 fis, clone THYMU2024207.188,71 3,72 350,64 2 1,86 1,8 1,92 161,93 *

243801_x_at Mitochondrial ribosomal protein L30 AA971709 51263 gb:AA971709 /DB_XREF=gi:3146999 /DB_XREF=op95b11.s1 /CLONE=IMAGE:1584573 /FEA=EST /CNT=3 /TID=Hs.128139.0 /TIER=ConsEnd /STK=3 /UG=Hs.128139 /UG_TITLE=ESTs437,8 15,42 811,31 8,32 1,85 1,75 1,97 373,51 *

221753_at slingshot homolog 1 (Drosophila) AI651213 54434 gb:AI651213 /DB_XREF=gi:4735192 /DB_XREF=wa98a11.x1 /CLONE=IMAGE:2304188 /FEA=mRNA /CNT=143 /TID=Hs.60377.0 /TIER=Stack /STK=12 /UG=Hs.60377 /LL=54434 /UG_GENE=KIAA1298 /UG_TITLE=KIAA1298 protein228,87 9,82 423,06 5,31 1,85 1,72 1,99 194,19 *

226543_at muted homolog (mouse) AI768114 63915 gb:AI768114 /DB_XREF=gi:5234623 /DB_XREF=wg81c08.x1 /CLONE=IMAGE:2371502 /FEA=mRNA /CNT=51 /TID=Hs.88977.0 /TIER=Stack /STK=12 /UG=Hs.88977 /LL=63915 /UG_GENE=DJ511E16.2 /UG_TITLE=hypothetical protein dJ511E16.2421,14 31,73 777,79 17,18 1,85 1,63 2,12 356,66 *

243648_at gb:AA280627 /DB_XREF=gi:1924737 /DB_XREF=zt11c11.s1 /CLONE=IMAGE:712820 /FEA=EST /CNT=6 /TID=Hs.57846.0 /TIER=ConsEnd /STK=1 /UG=Hs.57846 /UG_TITLE=ESTsAA280627 gb:AA280627 /DB_XREF=gi:1924737 /DB_XREF=zt11c11.s1 /CLONE=IMAGE:712820 /FEA=EST /CNT=6 /TID=Hs.57846.0 /TIER=ConsEnd /STK=1 /UG=Hs.57846 /UG_TITLE=ESTs640,5 23,21 1187,44 12,52 1,85 1,75 1,98 546,94 *

236940_at Transcribed locus, weakly similar to XP_539579.1 similar to Peptidyl-prolyl cis-trans isomerase E (PPIase E) (Rotamase E) (Cyclophilin E) (Cyclophilin 33) [Canis familiaris]W60647 gb:W60647 /DB_XREF=gi:1367620 /DB_XREF=zd27a02.s1 /CLONE=IMAGE:341834 /FEA=EST /CNT=6 /TID=Hs.27278.0 /TIER=ConsEnd /STK=5 /UG=Hs.27278 /UG_TITLE=ESTs, Weakly similar to A Chain A, Cyclophilin A (H.sapiens)192,53 6,38 355,75 3,46 1,85 1,75 1,96 163,22 *

233827_s_at suppressor of Ty 16 homolog (S. cerevisiae) AK024072 11198 gb:AK024072.1 /DB_XREF=gi:10436358 /FEA=mRNA /CNT=2 /TID=Hs.14963.1 /TIER=ConsEnd /STK=0 /UG=Hs.14963 /LL=11198 /UG_GENE=FACTP140 /UG_TITLE=chromatin-specific transcription elongation factor, 140 kDa subunit /DEF=Homo sapiens cDNA FLJ14010 fis, clone Y79AA1002433, highly similar to Homo sapiens chromatin-specific transcription elongation factor FACT 140 kDa subunit mRNA.1269,59 44,95 2339,72 24,39 1,84 1,74 1,96 1070,13 *

235507_at similar to hypothetical protein FLJ10883 AA461195 115294 gb:AA461195 /DB_XREF=gi:2186315 /DB_XREF=zx70f05.s1 /CLONE=IMAGE:796833 /FEA=EST /CNT=11 /TID=Hs.99580.0 /TIER=ConsEnd /STK=2 /UG=Hs.99580 /UG_TITLE=ESTs, Weakly similar to unnamed protein product (H.sapiens)394,92 26,84 726,91 14,58 1,84 1,65 2,08 331,98 *

213816_s_at met proto-oncogene (hepatocyte growth factor receptor)AA005141 4233 gb:AA005141 /DB_XREF=gi:1448644 /DB_XREF=zh95e08.s1 /CLONE=IMAGE:429062 /FEA=mRNA /CNT=36 /TID=Hs.285754.1 /TIER=Stack /STK=8 /UG=Hs.285754 /LL=4233 /UG_GENE=MET /UG_TITLE=met proto-oncogene (hepatocyte growth factor receptor)299,65 13,76 547,4 7,53 1,83 1,69 1,98 247,75 *



219679_s_at WW domain containing adaptor with coiled-coilNM_018604 51322 gb:NM_018604.1 /DB_XREF=gi:8924074 /GEN=PRO1741 /FEA=FLmRNA /CNT=21 /TID=Hs.306067.0 /TIER=FL /STK=0 /UG=Hs.306067 /LL=55468 /DEF=Homo sapiens hypothetical protein PRO1741 (PRO1741), mRNA. /PROD=hypothetical protein PRO1741 /FL=gb:AF116666.1 gb:NM_018604.1507,65 15,02 930,93 8,19 1,83 1,74 1,93 423,28 *

1316_at thyroid hormone receptor, alpha (erythroblastic leukemia viral (v-erb-a) oncogene homolog, avian)X55005 7067  X55005 /FEATURE=mRNA /DEFINITION=HSCERBAR Homo sapiens mRNA for thyroid hormone receptor alpha 1 THRA1, (c-erbA-1 gene) 238,7 15,78 435,26 8,65 1,82 1,64 2,05 196,56 *

233819_s_at zinc finger protein 294 AK023499 26046 gb:AK023499.1 /DB_XREF=gi:10435448 /FEA=mRNA /CNT=2 /TID=Hs.288773.1 /TIER=ConsEnd /STK=1 /UG=Hs.288773 /LL=26046 /UG_GENE=ZNF294 /UG_TITLE=zinc finger protein 294 /DEF=Homo sapiens cDNA FLJ13437 fis, clone PLACE1002625.404,36 16,97 734,69 9,34 1,82 1,69 1,96 330,33 *

1566887_x_at LOC441699 AY094612 441699 gb:AY094612.1 /DB_XREF=gi:21217409 /TID=Hs2.374678.1 /CNT=1 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.374678 /UG_TITLE=Homo sapiens multiple myeloma susceptibility mRNA sequence /DEF=Homo sapiens multiple myeloma susceptibility mRNA sequence.175,59 1,01 318,86 0,55 1,82 1,8 1,83 143,27 *

213813_x_at gb:AI345238 /DB_XREF=gi:4082444 /DB_XREF=tb81b07.x1 /CLONE=IMAGE:2060725 /FEA=EST /CNT=95 /TID=Hs.111334.5 /TIER=ConsEnd /STK=0 /UG=Hs.111334 /LL=2512 /UG_GENE=FTL /UG_TITLE=ferritin, light polypeptideAI345238 gb:AI345238 /DB_XREF=gi:4082444 /DB_XREF=tb81b07.x1 /CLONE=IMAGE:2060725 /FEA=EST /CNT=95 /TID=Hs.111334.5 /TIER=ConsEnd /STK=0 /UG=Hs.111334 /LL=2512 /UG_GENE=FTL /UG_TITLE=ferritin, light polypeptide398,03 21,09 724,43 11,59 1,82 1,67 2 326,41 *

221765_at gb:AI378044 /DB_XREF=gi:4187897 /DB_XREF=te67h09.x1 /CLONE=IMAGE:2091809 /FEA=EST /CNT=145 /TID=Hs.23703.0 /TIER=Stack /STK=21 /UG=Hs.23703 /UG_TITLE=ESTsAI378044 gb:AI378044 /DB_XREF=gi:4187897 /DB_XREF=te67h09.x1 /CLONE=IMAGE:2091809 /FEA=EST /CNT=145 /TID=Hs.23703.0 /TIER=Stack /STK=21 /UG=Hs.23703 /UG_TITLE=ESTs1274,84 39,6 2322,49 21,74 1,82 1,73 1,92 1047,65 *

202476_s_at tubulin, gamma complex associated protein 2 BF002130 10844 gb:BF002130 /DB_XREF=gi:10702405 /DB_XREF=7g99f03.x1 /CLONE=IMAGE:3314621 /FEA=FLmRNA /CNT=176 /TID=Hs.13386.0 /TIER=Stack /STK=26 /UG=Hs.13386 /LL=10844 /UG_GENE=GCP2 /UG_TITLE=gamma-tubulin complex protein 2 /FL=gb:BC005011.1 gb:AF042379.1 gb:NM_006659.1137,27 8,52 247,92 4,72 1,81 1,63 2,02 110,65 *

242352_at Nipped-B homolog (Drosophila) AW272262 25836 gb:AW272262 /DB_XREF=gi:6659292 /DB_XREF=xs07g07.x1 /CLONE=IMAGE:2768988 /FEA=EST /CNT=5 /TID=Hs.250468.0 /TIER=ConsEnd /STK=1 /UG=Hs.250468 /UG_TITLE=ESTs1006,58 30,5 1823,07 16,84 1,81 1,72 1,91 816,49 *

211159_s_at protein phosphatase 2, regulatory subunit B (B56), delta isoformAB000635 5528 gb:AB000635.1 /DB_XREF=gi:2189948 /FEA=FLmRNA /CNT=1 /TID=Hs.118244.1 /TIER=FL /STK=0 /UG=Hs.118244 /LL=5528 /UG_GENE=PPP2R5D /DEF=Homo sapiens mRNA for protein phosphatase 2A delta (B) regulatory subunit, delta3 isoform, complete cds. /PROD=protein phosphatase 2A delta (B) regulatorysubunit, delta3 isoform /FL=gb:AB000635.1253,94 6,66 457,44 3,7 1,8 1,72 1,89 203,5 *

220800_s_at tropomodulin 3 (ubiquitous) NM_014547 29766 gb:NM_014547.1 /DB_XREF=gi:7657648 /GEN=TMOD3 /FEA=FLmRNA /CNT=4 /TID=Hs.22826.0 /TIER=FL /STK=0 /UG=Hs.22826 /LL=29766 /DEF=Homo sapiens tropomodulin 3 (ubiquitous) (TMOD3), mRNA. /PROD=tropomodulin 3 (ubiquitous) /FL=gb:NM_014547.1 gb:AF237631.1274,27 15,44 493,75 8,58 1,8 1,64 1,99 219,48 *

218273_s_at protein phosphatase 2C, magnesium-dependent, catalytic subunitNM_018444 54704 gb:NM_018444.1 /DB_XREF=gi:8923959 /GEN=PDP /FEA=FLmRNA /CNT=111 /TID=Hs.22265.0 /TIER=FL+Stack /STK=16 /UG=Hs.22265 /LL=54704 /DEF=Homo sapiens pyruvate dehydrogenase phosphatase (PDP), mRNA. /PROD=pyruvate dehydrogenase phosphatase /FL=gb:NM_018444.1 gb:AF155661.1434,42 10,53 776,44 5,89 1,79 1,72 1,86 342,01 *

238419_at pleckstrin homology-like domain, family B, member 2T68150 90102 gb:T68150 /DB_XREF=gi:679298 /DB_XREF=yc28g11.r1 /CLONE=IMAGE:82052 /FEA=EST /CNT=21 /TID=Hs.296288.0 /TIER=ConsEnd /STK=0 /UG=Hs.296288 /UG_TITLE=ESTs, Weakly similar to KIAA0638 protein (H.sapiens)319,48 18,76 572,84 10,46 1,79 1,63 1,99 253,36 *

1570126_at Homo sapiens, clone IMAGE:5015646, mRNA BC033216 gb:BC033216.1 /DB_XREF=gi:23138760 /TID=Hs2.385483.1 /CNT=2 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.385483 /UG_TITLE=Homo sapiens, clone IMAGE:5015646, mRNA /DEF=Homo sapiens, clone IMAGE:5015646, mRNA.206,79 4,55 370,98 2,54 1,79 1,73 1,86 164,19 *

211949_s_at nucleolar and coiled-body phosphoprotein 1 AI355279 9221 gb:AI355279 /DB_XREF=gi:4095432 /DB_XREF=qt79f12.x1 /CLONE=IMAGE:1961519 /FEA=mRNA /CNT=426 /TID=Hs.75337.1 /TIER=Stack /STK=11 /UG=Hs.75337 /LL=9221 /UG_GENE=P130 /UG_TITLE=nucleolar phosphoprotein p130578,41 20,56 1027,18 11,58 1,78 1,67 1,89 448,76 *

219930_at Kruppel-like factor 8 NM_007250 11279 gb:NM_007250.1 /DB_XREF=gi:6005979 /GEN=KLF8 /FEA=FLmRNA /CNT=19 /TID=Hs.320861.0 /TIER=FL /STK=0 /UG=Hs.320861 /LL=11279 /DEF=Homo sapiens Kruppel-like factor 8 (KLF8), mRNA. /PROD=Kruppel-like factor 8 /FL=gb:U28282.1 gb:NM_007250.1209,81 5,09 374,33 2,85 1,78 1,71 1,86 164,52 *

213971_s_at suppressor of zeste 12 homolog (Drosophila) AI924660 23512 gb:AI924660 /DB_XREF=gi:5660624 /DB_XREF=wn74a05.x1 /CLONE=IMAGE:2451536 /FEA=EST /CNT=15 /TID=Hs.197803.1 /TIER=Stack /STK=8 /UG=Hs.197803 /LL=23512 /UG_GENE=KIAA0160 /UG_TITLE=KIAA0160 protein458,84 17,47 814,5 9,84 1,78 1,67 1,9 355,66 *

224227_s_at B double prime 1, subunit of RNA polymerase III transcription initiation factor IIIBAF298152 55814 gb:AF298152.1 /DB_XREF=gi:11096172 /FEA=FLmRNA /CNT=2 /TID=Hs.272808.0 /TIER=FL /STK=0 /UG=Hs.272808 /LL=55814 /UG_GENE=HSA238520 /DEF=Homo sapiens RNA polymerase III transcription initiation factor B short mRNA, complete cds. /PROD=RNA polymerase III transcription initiationfactor B short /FL=gb:AF298151.1 gb:AF298152.1219,13 8,75 389,9 4,92 1,78 1,66 1,91 170,77 *

223195_s_at sestrin 2 BF131886 83667 gb:BF131886 /DB_XREF=gi:10970926 /DB_XREF=601820836F1 /CLONE=IMAGE:4052768 /FEA=FLmRNA /CNT=131 /TID=Hs.8026.0 /TIER=Stack /STK=30 /UG=Hs.8026 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp761M02121 (from clone DKFZp761M02121); complete cds /FL=gb:AL136551.1243,22 11,08 433,84 6,21 1,78 1,65 1,93 190,63 *

1567224_at Lipoma cell line Li-538/SV40 ectopic sequence from HMGI-C fusion mRNA, 3' sequence.U29113 gb:U29113.1 /DB_XREF=gi:940058 /TID=Hs2.385267.1 /CNT=1 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.385267 /UG_TITLE=Human leiomyoma cell line LM-30.1SV40 ectopic sequence from HMGI-C fusion mRNA, 3 sequence, clone pCH110. /DEF=Human leiomyoma cell line LM-30.1SV40 ectopic sequence from HMGI-C fusion mRNA, 3 sequence, clone pCH110.252,03 19,6 447,95 11,03 1,78 1,56 2,05 195,92 *

218906_x_at likely ortholog of kinesin light chain 2 NM_022822 64837 gb:NM_022822.1 /DB_XREF=gi:12383061 /GEN=FLJ12387 /FEA=FLmRNA /CNT=59 /TID=Hs.280792.0 /TIER=FL /STK=0 /UG=Hs.280792 /LL=64837 /DEF=Homo sapiens hypothetical protein FLJ12387 similar to kinesin light chain (FLJ12387), mRNA. /PROD=hypothetical protein FLJ12387 similar to kinesinlight chain /FL=gb:NM_022822.1 gb:AL136864.1912,64 35,54 1615,49 20,08 1,77 1,66 1,9 702,86 *

226531_at hypothetical protein FLJ14466 AL530596 84876 gb:AL530596 /DB_XREF=gi:12794089 /DB_XREF=AL530596 /CLONE=CS0DD008YD03 (5 prime) /FEA=EST /CNT=55 /TID=Hs.55148.0 /TIER=Stack /STK=22 /UG=Hs.55148 /UG_TITLE=ESTs346,66 20,79 615,23 11,71 1,77 1,61 1,98 268,57 *

206383_s_at Ras-GTPase activating protein SH3 domain-binding protein 2NM_012297 9908 gb:NM_012297.1 /DB_XREF=gi:7110662 /GEN=KIAA0660 /FEA=FLmRNA /CNT=20 /TID=Hs.6727.0 /TIER=FL /STK=0 /UG=Hs.6727 /LL=9908 /DEF=Homo sapiens Ras-GTPase activating protein SH3 domain-binding protein 2 (KIAA0660), mRNA. /PROD=Ras-GTPase activating protein SH3 domain-bindingprotein 2 /FL=gb:AF053535.1 gb:AF051311.1 gb:NM_012297.1367,27 13,33 647,33 7,56 1,76 1,66 1,88 280,07 *

210057_at PI-3-kinase-related kinase SMG-1 U32581 23049 gb:U32581.2 /DB_XREF=gi:5542015 /FEA=FLmRNA /CNT=24 /TID=Hs.168052.0 /TIER=FL /STK=0 /UG=Hs.168052 /LL=23049 /UG_GENE=KIAA0421 /DEF=Homo sapiens lambdaiota protein kinase C-interacting protein mRNA, complete cds. /PROD=lambdaiota protein kinase C-interactingprotein /FL=gb:U32581.2239,35 5,69 420,6 3,24 1,76 1,69 1,83 181,26 *

212650_at EH domain binding protein 1 BF116032 23301 gb:BF116032 /DB_XREF=gi:10985508 /DB_XREF=7n76e11.x1 /CLONE=IMAGE:3570548 /FEA=mRNA /CNT=116 /TID=Hs.16218.0 /TIER=Stack /STK=12 /UG=Hs.16218 /LL=23301 /UG_GENE=KIAA0903 /UG_TITLE=KIAA0903 protein493,72 22,58 870,25 12,81 1,76 1,63 1,91 376,54 *

216074_x_at KIBRA protein AK001727 23286 gb:AK001727.1 /DB_XREF=gi:7023167 /FEA=mRNA /CNT=2 /TID=Hs.21543.2 /TIER=ConsEnd /STK=0 /UG=Hs.21543 /LL=23286 /UG_GENE=KIAA0869 /UG_TITLE=KIAA0869 protein /DEF=Homo sapiens cDNA FLJ10865 fis, clone NT2RP4001610, highly similar to Homo sapiens mRNA for KIAA0869 protein.202,72 15,23 353,93 8,72 1,75 1,54 2 151,21 *

1560020_at DnaJ (Hsp40) homolog, subfamily C, member 13BC043583 23317 gb:BC043583.1 /DB_XREF=gi:27694307 /TID=Hs2.379014.1 /CNT=5 /FEA=mRNA /TIER=ConsEnd /STK=0 /LL=285196 /UG_GENE=FLJ25863 /UG=Hs.379014 /UG_TITLE=hypothetical protein FLJ25863 /DEF=Homo sapiens, clone IMAGE:5229049, mRNA, partial cds.147,07 10,32 257,47 5,89 1,75 1,56 1,99 110,4 *

223546_x_at LUC7-like (S. cerevisiae) AY005111 55692 gb:AY005111.1 /DB_XREF=gi:10834837 /FEA=FLmRNA /CNT=29 /TID=Hs.16803.1 /TIER=FL+Stack /STK=13 /UG=Hs.16803 /LL=55692 /UG_GENE=LUC7L /DEF=Homo sapiens putative SR protein LUC7B1 mRNA, complete cds, alternatively spliced. /PROD=putative SR protein LUC7B1 /FL=gb:AY005111.1141,64 13,03 248,15 7,44 1,75 1,51 2,08 106,5 *

205717_x_at protocadherin gamma subfamily C, 3 /// protocadherin gamma subfamily B, 4 /// protocadherin gamma subfamily A, 8 /// protocadherin gamma subfamily A, 12 /// protocadherin gamma subfamily C, 5 /// protocadherin gamma subfamily C, 4 /// protocadherin gamma subfamily B, 7 /// protocadherin gamma subfamily B, 6 /// protocadherin gamma subfamily B, 5 /// protocadherin gamma subfamily B, 3 /// protocadherin gamma subfamily B, 2 /// protocadherin gamma subfamily B, 1 /// protocadherin gamma subfamily A, 11 /// protocadherin gamma subfamily A, 10 /// protocadherin gamma subfamily A, 9 /// protocadherin gamma subfamily A, 7 /// protocadherin gamma subfamily A, 6 /// protocadherin gamma subfamily A, 5 /// protocadherin gamma subfamily A, 4 /// protocadherin gamma subfamily A, 3 /// protocadherin gamma subfamily A, 2 /// protocadherin gamma subfamily A, 1NM_00258826025 /// 5098 /// 56097 /// 56098 /// 56099 /// 56100 /// 56101 /// 56102 /// 56103 /// 56104 /// 56105 /// 56106 /// 56107 /// 56108 /// 56109 /// 56110 /// 56111 /// 56112 /// 56113 /// 56114 /// 8641 /// 9708gb:NM_002588.1 /DB_XREF=gi:4505632 /GEN=PCDHGC3 /FEA=FLmRNA /CNT=33 /TID=Hs.173310.0 /TIER=FL /STK=0 /UG=Hs.173310 /LL=5098 /DEF=Homo sapiens protocadherin gamma subfamily C, 3 (PCDHGC3), mRNA. /PROD=protocadherin gamma subfamily C, 3 /FL=gb:AF152337.1 gb:L11373.1 gb:NM_002588.1269,78 13,66 470,97 7,83 1,75 1,6 1,91 201,19 *

1559436_x_at Arrestin, beta 2 AL832061 409 gb:AL832061.1 /DB_XREF=gi:21732602 /TID=Hs2.378764.1 /CNT=7 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.378764 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp313M2114 (from clone DKFZp313M2114) /DEF=Homo sapiens mRNA; cDNA DKFZp313M2114 (from clone DKFZp313M2114).553,94 9,95 963,02 5,73 1,74 1,69 1,79 409,08 *

237252_at thrombomodulin AW119113 7056 gb:AW119113 /DB_XREF=gi:6087697 /DB_XREF=xd89b09.x1 /CLONE=IMAGE:2604761 /FEA=EST /CNT=6 /TID=Hs.72092.0 /TIER=ConsEnd /STK=5 /UG=Hs.72092 /UG_TITLE=ESTs293,48 7,72 509,8 4,44 1,74 1,66 1,82 216,32 *

203950_s_at chloride channel 6 NM_001286 1185 gb:NM_001286.1 /DB_XREF=gi:4502872 /GEN=CLCN6 /FEA=FLmRNA /CNT=99 /TID=Hs.211614.2 /TIER=FL+Stack /STK=35 /UG=Hs.211614 /LL=1185 /DEF=Homo sapiens chloride channel 6 (CLCN6), transcript variant ClC-6a, mRNA. /PROD=chloride channel 6, isoform ClC-6a /FL=gb:NM_001286.1150,82 11,53 260,24 6,68 1,73 1,52 1,99 109,43 *

208892_s_at dual specificity phosphatase 6 BC003143 1848 gb:BC003143.1 /DB_XREF=gi:13111942 /FEA=FLmRNA /CNT=257 /TID=Hs.180383.1 /TIER=FL+Stack /STK=47 /UG=Hs.180383 /LL=1848 /UG_GENE=DUSP6 /DEF=Homo sapiens, dual specificity phosphatase 6, clone MGC:3789, mRNA, complete cds. /PROD=dual specificity phosphatase 6 /FL=gb:NM_001946.1 gb:AB013382.1 gb:BC003562.1 gb:BC003143.1 gb:BC005047.11024,56 23,17 1774,91 13,38 1,73 1,67 1,8 750,35 *

219850_s_at ets homologous factor NM_012153 26298 gb:NM_012153.1 /DB_XREF=gi:6912349 /GEN=EHF /FEA=FLmRNA /CNT=26 /TID=Hs.182339.0 /TIER=FL /STK=2 /UG=Hs.182339 /LL=26298 /DEF=Homo sapiens Ets homologous factor (EHF), mRNA. /PROD=ets homologous factor /FL=gb:NM_012153.1 gb:AF124439.1 gb:AF203977.1 gb:AF212848.1 gb:AF170583.1427,2 19,81 740,81 11,42 1,73 1,6 1,88 313,61 *

218969_at mitochondria-associated protein involved in granulocyte-macrophage colony-stimulating factor signal transductionNM_016069 51025 gb:NM_016069.1 /DB_XREF=gi:7705633 /GEN=LOC51025 /FEA=FLmRNA /CNT=82 /TID=Hs.16089.0 /TIER=FL+Stack /STK=65 /UG=Hs.16089 /LL=51025 /DEF=Homo sapiens CGI-136 protein (LOC51025), mRNA. /PROD=CGI-136 protein /FL=gb:NM_016069.1 gb:BC005024.1 gb:AF151894.1435,17 24,62 754,56 14,2 1,73 1,58 1,92 319,39 *

219560_at hypothetical protein FLJ21125 NM_024627 79680 gb:NM_024627.1 /DB_XREF=gi:13375851 /GEN=FLJ21125 /FEA=FLmRNA /CNT=28 /TID=Hs.36574.0 /TIER=FL /STK=6 /UG=Hs.36574 /LL=79680 /DEF=Homo sapiens hypothetical protein FLJ21125 (FLJ21125), mRNA. /PROD=hypothetical protein FLJ21125 /FL=gb:NM_024627.1155,95 18,7 269,9 10,81 1,73 1,43 2,17 113,95 *

224917_at gb:BF674052 /DB_XREF=gi:11947947 /DB_XREF=602137449F1 /CLONE=IMAGE:4273813 /FEA=EST /CNT=139 /TID=Hs.79572.4 /TIER=Stack /STK=13 /UG=Hs.79572 /LL=1509 /UG_GENE=CTSD /UG_TITLE=cathepsin D (lysosomal aspartyl protease)BF674052 gb:BF674052 /DB_XREF=gi:11947947 /DB_XREF=602137449F1 /CLONE=IMAGE:4273813 /FEA=EST /CNT=139 /TID=Hs.79572.4 /TIER=Stack /STK=13 /UG=Hs.79572 /LL=1509 /UG_GENE=CTSD /UG_TITLE=cathepsin D (lysosomal aspartyl protease)680,28 29,92 1179,19 17,26 1,73 1,61 1,88 498,91 *

201635_s_at fragile X mental retardation, autosomal homolog 1AI990766 8087 gb:AI990766 /DB_XREF=gi:5837647 /DB_XREF=ws23e06.x1 /CLONE=IMAGE:2498050 /FEA=FLmRNA /CNT=210 /TID=Hs.82712.0 /TIER=Stack /STK=14 /UG=Hs.82712 /LL=8087 /UG_GENE=FXR1 /UG_TITLE=fragile X mental retardation, autosomal homolog 1 /FL=gb:U25165.1 gb:NM_005087.12319,37 70,88 3981,39 41,29 1,72 1,63 1,81 1662,02 *

1553106_at hypothetical protein FLJ37562 NM_152409 134553 gb:NM_152409.1 /DB_XREF=gi:22748866 /TID=Hs2.406549.1 /CNT=63 /FEA=FLmRNA /TIER=FL /STK=1 /LL=134553 /UG_GENE=FLJ37562 /UG=Hs.406549 /UG_TITLE=hypothetical protein FLJ37562 /DEF=Homo sapiens hypothetical protein FLJ37562 (FLJ37562), mRNA. /FL=gb:NM_152409.1672,56 32,25 1158,05 18,73 1,72 1,59 1,88 485,49 *

212952_at Calreticulin AA910371 811 gb:AA910371 /DB_XREF=gi:3049661 /DB_XREF=ok83h10.s1 /CLONE=IMAGE:1520611 /FEA=EST /CNT=90 /TID=Hs.16488.2 /TIER=Stack /STK=72 /UG=Hs.16488 /LL=811 /UG_GENE=CALR /UG_TITLE=calreticulin484,62 28,6 829,42 16,71 1,71 1,55 1,9 344,8 *

202062_s_at sel-1 suppressor of lin-12-like (C. elegans) NM_005065 6400 gb:NM_005065.1 /DB_XREF=gi:4826995 /GEN=SEL1L /FEA=FLmRNA /CNT=181 /TID=Hs.181300.0 /TIER=FL /STK=0 /UG=Hs.181300 /LL=6400 /DEF=Homo sapiens sel-1 (suppressor of lin-12, C.elegans)-like (SEL1L), mRNA. /PROD=sel-1 (suppressor of lin-12, C.elegans)-like /FL=gb:AB020335.1 gb:U11037.1 gb:NM_005065.1 gb:AF052059.1321,08 11,31 548,84 6,62 1,71 1,61 1,82 227,76 *

226637_at Ubiquitin-conjugating enzyme E2H (UBC8 homolog, yeast)AA916831 7328 gb:AA916831 /DB_XREF=gi:3056223 /DB_XREF=on10e01.s1 /CLONE=IMAGE:1556280 /FEA=EST /CNT=103 /TID=Hs.28505.1 /TIER=Stack /STK=10 /UG=Hs.28505 /LL=7328 /UG_GENE=UBE2H /UG_TITLE=ubiquitin-conjugating enzyme E2H (homologous to yeast UBC8)144,92 10,05 247,6 5,88 1,71 1,52 1,94 102,68 *

1554916_a_at jerky homolog (mouse) BC043351 8629 gb:BC043351.1 /DB_XREF=gi:27694108 /TID=Hs2.142296.2 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=1 /LL=8629 /UG_GENE=JRK /UG=Hs.142296 /DEF=Homo sapiens, jerky homolog (mouse), clone MGC:49934 IMAGE:6156875, mRNA, complete cds. /PROD=jerky homolog (mouse) /FL=gb:BC043351.1195,23 9,35 334,75 5,45 1,71 1,58 1,87 139,52 *

229115_at dynein, cytoplasmic, heavy polypeptide 1 BF000332 1778 gb:BF000332 /DB_XREF=gi:10700607 /DB_XREF=7h26c02.x1 /CLONE=IMAGE:3317090 /FEA=EST /CNT=15 /TID=Hs.7720.0 /TIER=Stack /STK=8 /UG=Hs.7720 /LL=1778 /UG_GENE=DNCH1 /UG_TITLE=dynein, cytoplasmic, heavy polypeptide 1448,81 5,95 762,94 3,5 1,7 1,66 1,74 314,13 *

227849_at Retinitis pigmentosa 9 (autosomal dominant) BF438270 6100 gb:BF438270 /DB_XREF=gi:11450787 /DB_XREF=7q07b10.x1 /CLONE=IMAGE:3676770 /FEA=EST /CNT=47 /TID=Hs.292057.3 /TIER=Stack /STK=40 /UG=Hs.292057 /UG_TITLE=Homo sapiens PNAS-13 mRNA, complete cds143,99 7,44 244,5 4,38 1,7 1,56 1,86 100,51 *

1557258_a_at B-cell CLL/lymphoma 10 AA994334 8915 gb:AA994334 /DB_XREF=gi:3180879 /DB_XREF=ou33h10.s1 /CLONE=IMAGE:1628131 /TID=Hs2.135715.1 /CNT=10 /FEA=mRNA /TIER=ConsEnd /STK=1 /UG=Hs.135715 /UG_TITLE=Homo sapiens cDNA FLJ25924 fis, clone CBR05109.557,2 14,19 945,72 8,36 1,7 1,62 1,78 388,52 *

238628_s_at hematopoietic stem/progenitor cells 176 AW827150 51693 gb:AW827150 /DB_XREF=gi:7920846 /DB_XREF=xn05f10.y1 /CLONE=IMAGE:2692843 /FEA=EST /CNT=8 /TID=Hs.116876.1 /TIER=ConsEnd /STK=0 /UG=Hs.116876 /UG_TITLE=ESTs183,8 12,03 313,02 7,07 1,7 1,53 1,92 129,21 *

218550_s_at leucine rich repeat containing 20 NM_018205 55222 gb:NM_018205.1 /DB_XREF=gi:8922643 /GEN=FLJ10751 /FEA=FLmRNA /CNT=99 /TID=Hs.7778.1 /TIER=FL+Stack /STK=51 /UG=Hs.7778 /LL=55222 /DEF=Homo sapiens hypothetical protein FLJ10751 (FLJ10751), mRNA. /PROD=hypothetical protein FLJ10751 /FL=gb:NM_018205.1164,47 12,81 278,79 7,56 1,7 1,49 1,96 114,31 *

208790_s_at polymerase I and transcript release factor AF312393 284119 gb:AF312393.1 /DB_XREF=gi:11034808 /GEN=FKSG13 /FEA=FLmRNA /CNT=323 /TID=Hs.29759.0 /TIER=FL /STK=0 /UG=Hs.29759 /LL=22939 /DEF=Homo sapiens leucine-zipper protein FKSG13 (FKSG13) mRNA, complete cds. /PROD=leucine-zipper protein FKSG13 /FL=gb:AF312393.1552,19 38,43 939,84 22,58 1,7 1,52 1,93 387,65 *

227129_x_at hypothetical protein LOC284701 /// hypothetical gene supported by AK128780 /// FLJ45445 protein /// hypothetical gene supported by AK097080; AL117642; BC047304; BC054485AW006934284701 /// 388312 /// 399844 /// 441000gb:AW006934 /DB_XREF=gi:5855712 /DB_XREF=wt08b10.x1 /CLONE=IMAGE:2506843 /FEA=EST /CNT=32 /TID=Hs.326048.2 /TIER=Stack /STK=15 /UG=Hs.326048 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp434M0420 (from clone DKFZp434M0420)228,37 17,54 388,14 10,32 1,7 1,5 1,96 159,77 *

214870_x_at nuclear pore complex interacting protein /// hypothetical protein LOC339047 /// similar to hypothetical protein LOC339047AC002045339047 /// 440341 /// 9284gb:AC002045 /DB_XREF=gi:2951945 /FEA=DNA_2 /CNT=10 /TID=Hs.251928.3 /TIER=ConsEnd /STK=0 /UG=Hs.251928 /LL=9284 /UG_GENE=NPIP /UG_TITLE=nuclear pore complex interacting protein /DEF=Human Chromosome 16 BAC clone CIT987SK-A-589H1358,39 14,65 610,06 8,6 1,7 1,59 1,83 251,68 *



241223_x_at gb:AI821721 /DB_XREF=gi:5440800 /DB_XREF=ag49b02.x5 /CLONE=IMAGE:1126251 /FEA=EST /CNT=4 /TID=Hs.289000.0 /TIER=ConsEnd /STK=4 /UG=Hs.289000 /UG_TITLE=ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)AI821721 gb:AI821721 /DB_XREF=gi:5440800 /DB_XREF=ag49b02.x5 /CLONE=IMAGE:1126251 /FEA=EST /CNT=4 /TID=Hs.289000.0 /TIER=ConsEnd /STK=4 /UG=Hs.289000 /UG_TITLE=ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)1075,82 39,64 1832,87 23,27 1,7 1,6 1,82 757,05 *

211756_at parathyroid hormone-like hormone /// parathyroid hormone-like hormoneBC005961 5744 gb:BC005961.1 /DB_XREF=gi:13543620 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900797.268 /TIER=FL /STK=0 /DEF=Homo sapiens, parathyroid hormone-like hormone, clone MGC:14611, mRNA, complete cds. /PROD=parathyroid hormone-like hormone /FL=gb:BC005961.1429,51 14,41 723,82 8,55 1,69 1,59 1,79 294,31 *

213799_s_at protein tyrosine phosphatase, receptor type, ABF740139 5786 gb:BF740139 /DB_XREF=gi:12066815 /DB_XREF=7n13d11.x1 /CLONE=IMAGE:3564357 /FEA=mRNA /CNT=30 /TID=Hs.26045.1 /TIER=Stack /STK=8 /UG=Hs.26045 /LL=5786 /UG_GENE=PTPRA /UG_TITLE=protein tyrosine phosphatase, receptor type, A361,45 17,76 610,75 10,51 1,69 1,56 1,85 249,31 *

208947_s_at regulator of nonsense transcripts 1 U59323 5976 gb:U59323.1 /DB_XREF=gi:1633577 /GEN=HUPF1 /FEA=FLmRNA /CNT=232 /TID=Hs.12719.0 /TIER=FL+Stack /STK=23 /UG=Hs.12719 /LL=5976 /DEF=Human homolog of yeast UPF1 (HUPF1) mRNA, complete cds. /PROD=homolog of yeast UPF1 /FL=gb:U65533.1 gb:AF074016.1 gb:U59323.1 gb:NM_002911.1159,21 4,7 269,3 2,78 1,69 1,61 1,78 110,09 *

202509_s_at tumor necrosis factor, alpha-induced protein 2AI862445 7127 gb:AI862445 /DB_XREF=gi:5526552 /DB_XREF=td16e10.x1 /CLONE=IMAGE:2075850 /FEA=FLmRNA /CNT=159 /TID=Hs.101382.0 /TIER=Stack /STK=18 /UG=Hs.101382 /LL=7127 /UG_GENE=TNFAIP2 /UG_TITLE=tumor necrosis factor, alpha-induced protein 2 /FL=gb:M92357.1 gb:NM_006291.1145,88 12,62 247,13 7,45 1,69 1,47 1,99 101,25 *

32062_at leucine rich repeat containing 14 D25216 9684  Cluster Incl. D25216:Human mRNA for KIAA0014 gene, complete cds /cds=(146,1627) /gb=D25216 /gi=434774 /ug=Hs.155650 /len=5323 1217,42 8,93 2059,22 5,28 1,69 1,67 1,71 841,8 *

212492_s_at jumonji domain containing 2B AW237172 23030 gb:AW237172 /DB_XREF=gi:6569561 /DB_XREF=xm66e04.x1 /CLONE=IMAGE:2689182 /FEA=mRNA /CNT=167 /TID=Hs.301011.0 /TIER=Stack /STK=15 /UG=Hs.301011 /LL=23030 /UG_GENE=KIAA0876 /UG_TITLE=KIAA0876 protein205,67 16,22 346,55 9,63 1,69 1,48 1,95 140,88 *

223365_at DEAH (Asp-Glu-Ala-His) box polypeptide 37 BC004463 57647 gb:BC004463.1 /DB_XREF=gi:13325300 /FEA=FLmRNA /CNT=81 /TID=Hs.107382.0 /TIER=FL+Stack /STK=28 /UG=Hs.107382 /LL=57647 /UG_GENE=KIAA1517 /DEF=Homo sapiens, clone MGC:4322, mRNA, complete cds. /PROD=Unknown (protein for MGC:4322) /FL=gb:BC004463.1295,2 15,61 500,32 9,21 1,69 1,55 1,86 205,13 *

1560430_at NTPase, KAP family P-loop domain containing 1AK090919 284353 gb:AK090919.1 /DB_XREF=gi:21749172 /TID=Hs2.299256.1 /CNT=3 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.299256 /UG_TITLE=Homo sapiens cDNA FLJ33600 fis, clone BRAMY2013944. /DEF=Homo sapiens cDNA FLJ33600 fis, clone BRAMY2013944.230,72 6,97 390,89 4,11 1,69 1,61 1,79 160,17 *

212113_at Similar to microtubule-associated proteins 1A/1B light chain 3AI927479 387869 gb:AI927479 /DB_XREF=gi:5663443 /DB_XREF=wo90d06.x1 /CLONE=IMAGE:2462603 /FEA=EST /CNT=230 /TID=Hs.165590.1 /TIER=Stack /STK=10 /UG=Hs.165590 /LL=6207 /UG_GENE=RPS13 /UG_TITLE=ribosomal protein S13363,18 11,56 612,49 6,85 1,69 1,6 1,78 249,31 *

225920_at hypothetical protein LOC148413 /// similar to hypothetical protein LOC148413AW452640148413 /// 440746gb:AW452640 /DB_XREF=gi:6993416 /DB_XREF=UI-H-BI3-alu-f-02-0-UI.s1 /CLONE=IMAGE:3068690 /FEA=EST /CNT=70 /TID=Hs.182698.1 /TIER=Stack /STK=26 /UG=Hs.182698 /LL=55052 /UG_GENE=FLJ10024 /UG_TITLE=hypothetical protein FLJ10024578,75 24,56 980,9 14,49 1,69 1,58 1,83 402,16 *

244624_at ribosomal protein S27a /// similar to bA92K2.2 (similar to ubiquitin) /// similar to ribosomal protein S27aAW013893388720 /// 389425 /// 6233gb:AW013893 /DB_XREF=gi:5862650 /DB_XREF=UI-H-BI0-aad-b-04-0-UI.s1 /CLONE=IMAGE:2708695 /FEA=EST /CNT=6 /TID=Hs.311640.0 /TIER=ConsEnd /STK=1 /UG=Hs.311640 /UG_TITLE=ESTs241,57 2,06 408,06 1,22 1,69 1,66 1,71 166,49 *

207598_x_at X-ray repair complementing defective repair in Chinese hamster cells 2NM_005431 7516 gb:NM_005431.1 /DB_XREF=gi:4885656 /GEN=XRCC2 /FEA=FLmRNA /CNT=5 /TID=Hs.129727.0 /TIER=FL /STK=0 /UG=Hs.129727 /LL=7516 /DEF=Homo sapiens X-ray repair complementing defective repair in Chinese hamster cells 2 (XRCC2), mRNA. /PROD=X-ray repair cross complementing protein 2 /FL=gb:AF035587.1 gb:NM_005431.1194,1 12,06 325,44 7,19 1,68 1,51 1,88 131,34 *

224828_at cytoplasmic polyadenylation element binding protein 4AV704132 80315 gb:AV704132 /DB_XREF=gi:10721452 /DB_XREF=AV704132 /CLONE=ADBCXE06 /FEA=mRNA /CNT=144 /TID=Hs.301444.0 /TIER=Stack /STK=13 /UG=Hs.301444 /LL=80315 /UG_GENE=KIAA1673 /UG_TITLE=KIAA1673321,28 12,2 540,2 7,26 1,68 1,58 1,8 218,92 *

213485_s_at ATP-binding cassette, sub-family C (CFTR/MRP), member 10AK000002 89845 gb:AK000002.1 /DB_XREF=gi:7209304 /GEN=FLJ00002 /FEA=mRNA /CNT=43 /TID=Hs.55879.1 /TIER=Stack /STK=14 /UG=Hs.55879 /LL=65989 /DEF=Homo sapiens mRNA for FLJ00002 protein, partial cds. /PROD=FLJ00002 protein303,26 25,13 508,28 14,99 1,68 1,46 1,95 205,01 *

225009_at chemokine-like factor super family 4 AA191708 146223 gb:AA191708 /DB_XREF=gi:1780388 /DB_XREF=zp82d10.s1 /CLONE=IMAGE:626707 /FEA=mRNA /CNT=138 /TID=Hs.325825.0 /TIER=Stack /STK=14 /UG=Hs.325825 /UG_TITLE=Homo sapiens cDNA FLJ20848 fis, clone ADKA01732415,75 16,53 697,72 9,85 1,68 1,57 1,8 281,97 *

1561221_x_at Hypothetical LOC387905 BC036362 387905 gb:BC036362.1 /DB_XREF=gi:23272344 /TID=Hs2.385641.1 /CNT=2 /FEA=mRNA /TIER=ConsEnd /STK=1 /UG=Hs.385641 /UG_TITLE=Homo sapiens, clone IMAGE:4824569, mRNA /DEF=Homo sapiens, clone IMAGE:4824569, mRNA.168,92 4,25 283,48 2,53 1,68 1,61 1,75 114,56 *

1567985_at Similar to calreticulin AJ012500 441884 gb:AJ012500.1 /DB_XREF=gi:5441360 /TID=Hs2.383942.1 /CNT=1 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.383942 /UG_TITLE=Homo sapiens mRNA activated in tumor suppression, clone TSAP20 /DEF=Homo sapiens mRNA activated in tumor suppression, clone TSAP20.192,26 11,08 322,4 6,6 1,68 1,52 1,86 130,14 *

225899_x_at hypothetical protein LOC284701 /// hypothetical gene supported by AK128780 /// FLJ45445 protein /// hypothetical gene supported by AK093729; BX647918 /// similar to hypothetical protein LOC349114 /// hypothetical gene supported by AK097080; AL117642; BC047304; BC054485AL040396284701 /// 388312 /// 399844 /// 440470 /// 440740 /// 441000gb:AL040396 /DB_XREF=gi:5409348 /DB_XREF=DKFZp434A0514_s1 /CLONE=DKFZp434A0514 /FEA=EST /CNT=78 /TID=Hs.326048.0 /TIER=Stack /STK=36 /UG=Hs.326048 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp434M0420 (from clone DKFZp434M0420)287,08 12,32 481,38 7,35 1,68 1,56 1,81 194,3 *

213003_s_at gb:BF061054 /DB_XREF=gi:10819964 /DB_XREF=7i79f07.x1 /CLONE=IMAGE:3340933 /FEA=EST /CNT=365 /TID=Hs.76722.1 /TIER=Stack /STK=340 /UG=Hs.76722 /LL=1052 /UG_GENE=CEBPD /UG_TITLE=CCAATenhancer binding protein (CEBP), deltaBF061054 gb:BF061054 /DB_XREF=gi:10819964 /DB_XREF=7i79f07.x1 /CLONE=IMAGE:3340933 /FEA=EST /CNT=365 /TID=Hs.76722.1 /TIER=Stack /STK=340 /UG=Hs.76722 /LL=1052 /UG_GENE=CEBPD /UG_TITLE=CCAATenhancer binding protein (CEBP), delta377,64 4,25 636,16 2,52 1,68 1,65 1,72 258,52 *

221963_x_at Transcribed locus, strongly similar to XP_421205.1 thrombospondin 1 [Gallus gallus]BE999967 gb:BE999967 /DB_XREF=gi:10700243 /DB_XREF=7h15a06.x1 /CLONE=IMAGE:3316018 /FEA=EST /CNT=25 /TID=Hs.87409.1 /TIER=Stack /STK=11 /UG=Hs.87409 /LL=7057 /UG_GENE=THBS1 /UG_TITLE=thrombospondin 1468,11 26,68 785,12 15,9 1,68 1,52 1,86 317,02 *

204015_s_at dual specificity phosphatase 4 BC002671 1846 gb:BC002671.1 /DB_XREF=gi:12803670 /FEA=FLmRNA /CNT=105 /TID=Hs.2359.0 /TIER=FL+Stack /STK=9 /UG=Hs.2359 /LL=1846 /UG_GENE=DUSP4 /DEF=Homo sapiens, dual specificity phosphatase 4, clone MGC:3713, mRNA, complete cds. /PROD=dual specificity phosphatase 4 /FL=gb:NM_001394.2 gb:BC002671.1 gb:U48807.1 gb:U21108.1347,34 6,2 580,06 3,71 1,67 1,62 1,72 232,72 *

208891_at dual specificity phosphatase 6 BC003143 1848 gb:BC003143.1 /DB_XREF=gi:13111942 /FEA=FLmRNA /CNT=257 /TID=Hs.180383.1 /TIER=FL+Stack /STK=47 /UG=Hs.180383 /LL=1848 /UG_GENE=DUSP6 /DEF=Homo sapiens, dual specificity phosphatase 6, clone MGC:3789, mRNA, complete cds. /PROD=dual specificity phosphatase 6 /FL=gb:NM_001946.1 gb:AB013382.1 gb:BC003562.1 gb:BC003143.1 gb:BC005047.1851,57 11,66 1422,32 6,98 1,67 1,63 1,71 570,75 *

209996_x_at pericentriolar material 1 AA931266 5108 gb:AA931266 /DB_XREF=gi:3085652 /DB_XREF=om88f05.s1 /CLONE=IMAGE:1554273 /FEA=FLmRNA /CNT=33 /TID=Hs.315478.0 /TIER=Stack /STK=11 /UG=Hs.315478 /UG_TITLE=Homo sapiens, Similar to pericentriolar material 1, clone MGC:8458, mRNA, complete cds /FL=gb:BC000453.1180,18 7,84 301,15 4,69 1,67 1,55 1,81 120,97 *

202936_s_at SRY (sex determining region Y)-box 9 (campomelic dysplasia, autosomal sex-reversal)NM_000346 6662 gb:NM_000346.1 /DB_XREF=gi:4557852 /GEN=SOX9 /FEA=FLmRNA /CNT=136 /TID=Hs.2316.0 /TIER=FL+Stack /STK=39 /UG=Hs.2316 /LL=6662 /DEF=Homo sapiens SRY (sex determining region Y)-box 9 (campomelic dysplasia, autosomal sex-reversal) (SOX9), mRNA. /PROD=transcription factor SOX9 /FL=gb:NM_000346.1220,74 5,24 369,56 3,13 1,67 1,61 1,75 148,82 *

1555259_at Sterile alpha motif and leucine zipper containing kinase AZKAF465843 51776 gb:AF465843.1 /DB_XREF=gi:28194038 /GEN=HCCS-4 /TID=Hs2Affx.1.106 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /NOTE=sequence(s) not in UniGene /DEF=Homo sapiens cervical cancer suppressor gene-4 protein (HCCS-4) mRNA, complete cds. /PROD=cervical cancer suppressor gene-4 protein /FL=gb:AF465843.1188,22 7,2 315,13 4,3 1,67 1,57 1,79 126,92 *

239742_at Tubby like protein 4 H15278 56995 gb:H15278 /DB_XREF=gi:880098 /DB_XREF=ym30e12.s1 /CLONE=IMAGE:49597 /FEA=EST /CNT=7 /TID=Hs.31319.0 /TIER=ConsEnd /STK=0 /UG=Hs.31319 /UG_TITLE=ESTs323,64 18,1 541,55 10,82 1,67 1,52 1,85 217,91 *

235009_at family with sequence similarity 44, member A AI049791 259282 gb:AI049791 /DB_XREF=gi:3298908 /DB_XREF=an33f11.x1 /CLONE=IMAGE:1700493 /FEA=EST /CNT=27 /TID=Hs.205442.0 /TIER=ConsEnd /STK=1 /UG=Hs.205442 /UG_TITLE=ESTs, Weakly similar to AF117610 1 inner centromere protein INCENP (M.musculus)354,92 11,65 592,58 6,98 1,67 1,58 1,77 237,66 *

208297_s_at ecotropic viral integration site 5 /// similar to EVI-5 homologNM_005665 440593 /// 7813gb:NM_005665.1 /DB_XREF=gi:5031932 /GEN=EVI5 /FEA=FLmRNA /CNT=2 /TID=Hs.179747.0 /TIER=FL /STK=0 /UG=Hs.179747 /LL=7813 /DEF=Homo sapiens ecotropic viral integration site 5 (EVI5), mRNA. /PROD=ecotropic viral integration site 5 /FL=gb:AF042345.1 gb:NM_005665.1401,16 13,11 667,98 7,87 1,67 1,57 1,77 266,82 *

216858_x_at gb:AL080112.1 /DB_XREF=gi:5262539 /FEA=mRNA /CNT=1 /TID=Hs.332731.0 /TIER=ConsEnd /STK=0 /UG=Hs.332731 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp586H0722 (from clone DKFZp586H0722) /DEF=Homo sapiens mRNA; cDNA DKFZp586H0722 (from clone DKFZp586H0722).AL080112 gb:AL080112.1 /DB_XREF=gi:5262539 /FEA=mRNA /CNT=1 /TID=Hs.332731.0 /TIER=ConsEnd /STK=0 /UG=Hs.332731 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp586H0722 (from clone DKFZp586H0722) /DEF=Homo sapiens mRNA; cDNA DKFZp586H0722 (from clone DKFZp586H0722).318,44 10,23 531,37 6,13 1,67 1,58 1,77 212,94 *

202600_s_at nuclear receptor interacting protein 1 AI824012 8204 gb:AI824012 /DB_XREF=gi:5444683 /DB_XREF=wj29e06.x1 /CLONE=IMAGE:2404258 /FEA=FLmRNA /CNT=141 /TID=Hs.155017.0 /TIER=Stack /STK=21 /UG=Hs.155017 /LL=8204 /UG_GENE=NRIP1 /UG_TITLE=nuclear receptor interacting protein 1 /FL=gb:NM_003489.1397,15 19,82 660,5 11,92 1,66 1,53 1,82 263,35 *

214869_x_at GTPase activating protein and VPS9 domains 1AK021533 26130 gb:AK021533.1 /DB_XREF=gi:10432733 /FEA=mRNA /CNT=14 /TID=Hs.306601.0 /TIER=ConsEnd /STK=1 /UG=Hs.306601 /UG_TITLE=Homo sapiens cDNA FLJ11471 fis, clone HEMBA1001675, weakly similar to VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS9 /DEF=Homo sapiens cDNA FLJ11471 fis, clone HEMBA1001675, weakly similar to VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS9.1036,93 14,72 1724,83 8,85 1,66 1,62 1,71 687,9 *

208721_s_at anaphase promoting complex subunit 5 BF967271 51433 gb:BF967271 /DB_XREF=gi:12334486 /DB_XREF=602287103F1 /CLONE=IMAGE:4374504 /FEA=FLmRNA /CNT=390 /TID=Hs.7101.0 /TIER=Stack /STK=8 /UG=Hs.7101 /LL=51433 /UG_GENE=APC5 /UG_TITLE=anaphase-promoting complex subunit 5 /FL=gb:BC001950.1 gb:AF191339.1 gb:NM_016237.1 gb:BC001081.1443,31 14,22 736,34 8,56 1,66 1,57 1,76 293,03 *

242895_x_at Ring finger protein 39 R63837 80352 gb:R63837 /DB_XREF=gi:835716 /DB_XREF=yi36g04.s1 /CLONE=IMAGE:141366 /FEA=EST /CNT=3 /TID=Hs.177147.0 /TIER=ConsEnd /STK=3 /UG=Hs.177147 /UG_TITLE=ESTs313,21 4,23 520,9 2,55 1,66 1,62 1,7 207,7 *

1564362_x_at hypothetical protein MGC46336 AK096248 283933 gb:AK096248.1 /DB_XREF=gi:21755691 /TID=Hs2.381893.2 /CNT=1 /FEA=mRNA /TIER=ConsEnd /STK=0 /LL=283933 /UG_GENE=MGC46336 /UG=Hs.381893 /UG_TITLE=hypothetical protein MGC46336 /DEF=Homo sapiens cDNA FLJ38929 fis, clone NT2NE2013019.275,8 12,28 457,87 7,4 1,66 1,54 1,8 182,08 *

207679_at paired box gene 3 (Waardenburg syndrome 1)NM_000438 5077 gb:NM_000438.2 /DB_XREF=gi:6654637 /GEN=PAX3 /FEA=FLmRNA /CNT=4 /TID=Hs.198.0 /TIER=FL /STK=0 /UG=Hs.198 /LL=5077 /DEF=Homo sapiens paired box gene 3 (Waardenburg syndrome 1) (PAX3), transcript variant PAX3A, mRNA. /PROD=paired box gene 3, isoform PAX3A /FL=gb:NM_000438.2191,36 5,27 315,96 3,19 1,65 1,57 1,73 124,6 *

204275_at small optic lobes homolog (Drosophila) AI796687 6650 gb:AI796687 /DB_XREF=gi:5362150 /DB_XREF=wh59f02.x1 /CLONE=IMAGE:2385051 /FEA=FLmRNA /CNT=72 /TID=Hs.55836.0 /TIER=Stack /STK=35 /UG=Hs.55836 /LL=6650 /UG_GENE=SOLH /UG_TITLE=small optic lobes (Drosophila) homolog /FL=gb:U85647.1 gb:NM_005632.1301,65 8,61 496,39 5,23 1,65 1,57 1,73 194,73 *

215568_x_at Lysophospholipase II AL031295 11313 gb:AL031295 /DB_XREF=gi:4376011 /FEA=DNA_2 /CNT=4 /TID=Hs.283655.1 /TIER=ConsEnd /STK=0 /UG=Hs.283655 /LL=11313 /UG_GENE=LYPLA2 /UG_TITLE=lysophospholipase II /DEF=Human DNA sequence from clone 886K2 on chromosome 1p35.1-36.12 Contains elongin A (RNA polymerase II elongation factor), hydroxymethylglutaryl-CoA lyase, GALE (UDP-galactose-4-epimerase) ESTs, GSS, STS, CpG island1186,35 8,03 1952,71 4,88 1,65 1,63 1,67 766,35 *

216222_s_at myosin X AI561354 4651 gb:AI561354 /DB_XREF=gi:4511695 /DB_XREF=tq48e02.x1 /CLONE=IMAGE:2212058 /FEA=mRNA /CNT=2 /TID=Hs.61638.1 /TIER=ConsEnd /STK=1 /UG=Hs.61638 /LL=4651 /UG_GENE=MYO10 /UG_TITLE=myosin X1119,93 23,31 1841,96 14,18 1,64 1,59 1,71 722,03 *

209136_s_at ubiquitin specific protease 10 BG390445 9100 gb:BG390445 /DB_XREF=gi:13283893 /DB_XREF=602416083F1 /CLONE=IMAGE:4524309 /FEA=FLmRNA /CNT=195 /TID=Hs.78829.0 /TIER=Stack /STK=9 /UG=Hs.78829 /LL=9100 /UG_GENE=USP10 /UG_TITLE=ubiquitin specific protease 10 /FL=gb:BC000263.1544 18,94 891,1 11,56 1,64 1,54 1,74 347,1 *

41387_r_at jumonji domain containing 3 AB002344 23135  Cluster Incl. AB002344:Human mRNA for KIAA0346 gene, partial cds /cds=(0,4852) /gb=AB002344 /gi=2280479 /ug=Hs.103915 /len=6121 266,5 9,22 437,06 5,62 1,64 1,55 1,75 170,56 *

1555947_at chromosome 9 open reading frame 10 AU116818 23196 gb:AU116818 /DB_XREF=gi:10931740 /DB_XREF=AU116818 /CLONE=HEMBA1000069 /TID=Hs2.376640.1 /CNT=24 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.376640 /UG_TITLE=Homo sapiens cDNA FLJ34466 fis, clone HLUNG2003162.202,67 9,25 333,23 5,63 1,64 1,52 1,79 130,55 *

222456_s_at epithelial protein lost in neoplasm beta BF197289 51474 gb:BF197289 /DB_XREF=gi:11086213 /DB_XREF=hr78b10.x1 /CLONE=IMAGE:3134587 /FEA=FLmRNA /CNT=226 /TID=Hs.10706.0 /TIER=Stack /STK=11 /UG=Hs.10706 /LL=51474 /UG_GENE=EPLIN /UG_TITLE=epithelial protein lost in neoplasm beta /FL=gb:BC001247.1 gb:AL136911.1 gb:NM_016357.1 gb:AF198454.1475,32 15,41 778,91 9,4 1,64 1,55 1,74 303,59 *

224775_at hypothetical protein FLJ10006 AW451291 55677 gb:AW451291 /DB_XREF=gi:6992067 /DB_XREF=UI-H-BI3-alh-f-04-0-UI.s1 /CLONE=IMAGE:2736895 /FEA=mRNA /CNT=169 /TID=Hs.5570.0 /TIER=Stack /STK=9 /UG=Hs.5570 /LL=55677 /UG_GENE=FLJ10006 /UG_TITLE=hypothetical protein FLJ10006265,47 20,22 434,6 12,35 1,64 1,44 1,89 169,13 *

202124_s_at amyotrophic lateral sclerosis 2 (juvenile) chromosome region, candidate 3AV705253 66008 gb:AV705253 /DB_XREF=gi:10722559 /DB_XREF=AV705253 /CLONE=ADBBQF03 /FEA=FLmRNA /CNT=253 /TID=Hs.154248.0 /TIER=Stack /STK=47 /UG=Hs.154248 /LL=66008 /UG_GENE=ALS2CR3 /UG_TITLE=amyotrophic lateral sclerosis 2 (juvenile) chromosome region, candidate 3 /FL=gb:AB038951.1 gb:NM_015049.1395,41 13,44 648,31 8,19 1,64 1,55 1,74 252,9 *

233702_x_at CDNA: FLJ20946 fis, clone ADSE01819 AK024599 gb:AK024599.1 /DB_XREF=gi:10436912 /FEA=mRNA /CNT=2 /TID=Hs.306696.0 /TIER=ConsEnd /STK=0 /UG=Hs.306696 /UG_TITLE=Homo sapiens cDNA: FLJ20946 fis, clone ADSE01819 /DEF=Homo sapiens cDNA: FLJ20946 fis, clone ADSE01819.796,23 25,19 1306,18 15,36 1,64 1,55 1,74 509,95 *

215615_x_at Arginine-glutamic acid dipeptide (RE) repeats AU148274 473 gb:AU148274 /DB_XREF=gi:11009795 /DB_XREF=AU148274 /CLONE=MAMMA1003089 /FEA=mRNA /CNT=4 /TID=Hs.301201.0 /TIER=ConsEnd /STK=1 /UG=Hs.301201 /UG_TITLE=Homo sapiens cDNA FLJ14152 fis, clone MAMMA10030891770,15 17,12 2887,77 10,5 1,63 1,6 1,66 1117,62 *

204680_s_at Rap guanine nucleotide exchange factor (GEF) 5AI263837 9771 gb:AI263837 /DB_XREF=gi:3872040 /DB_XREF=qi10g07.x1 /CLONE=IMAGE:1856124 /FEA=FLmRNA /CNT=161 /TID=Hs.80620.0 /TIER=Stack /STK=8 /UG=Hs.80620 /LL=9771 /UG_GENE=KIAA0277 /UG_TITLE=guanine nucleotide exchange factor for Rap1; M-Ras-regulated GEF /FL=gb:NM_012294.1 gb:D87467.1187,93 8,41 306,73 5,15 1,63 1,51 1,77 118,8 *

241642_x_at tousled-like kinase 1 AI791189 9874 gb:AI791189 /DB_XREF=gi:5338905 /DB_XREF=nt73h07.y5 /CLONE=IMAGE:1204189 /FEA=EST /CNT=7 /TID=Hs.192722.0 /TIER=ConsEnd /STK=0 /UG=Hs.192722 /UG_TITLE=ESTs, Moderately similar to ALU5_HUMAN ALU SUBFAMILY SC SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)198,19 4,35 322,23 2,67 1,63 1,57 1,69 124,03 *

1555058_a_at lysophosphatidylglycerol acyltransferase 1 BC034621 9926 gb:BC034621.1 /DB_XREF=gi:22902214 /TID=Hs2.3610.2 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=9926 /UG_GENE=KIAA0205 /UG=Hs.3610 /DEF=Homo sapiens, similar to KIAA0205 gene product, clone MGC:43049 IMAGE:4839400, mRNA, complete cds. /PROD=similar to KIAA0205 gene product /FL=gb:BC034621.1869,55 47,59 1420,84 29,13 1,63 1,49 1,81 551,29 *



233487_s_at leucine rich repeat containing 8 AK024649 56262 gb:AK024649.1 /DB_XREF=gi:10436976 /FEA=mRNA /CNT=3 /TID=Hs.173484.1 /TIER=ConsEnd /STK=0 /UG=Hs.173484 /LL=56262 /UG_GENE=KIAA1437 /UG_TITLE=hypothetical protein FLJ10337 /DEF=Homo sapiens cDNA: FLJ20996 fis, clone CAE02576.490,6 19,18 802 11,73 1,63 1,53 1,75 311,4 *

237475_x_at CH5400 AI151104 gb:AI151104 /DB_XREF=gi:3679573 /DB_XREF=qb48d05.x1 /CLONE=IMAGE:1703337 /FEA=EST /CNT=5 /TID=Hs.22529.0 /TIER=ConsEnd /STK=5 /UG=Hs.22529 /UG_TITLE=ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)763,99 15,78 1241,97 9,7 1,63 1,57 1,69 477,97 *

209457_at dual specificity phosphatase 5 U16996 1847 gb:U16996.1 /DB_XREF=gi:642012 /FEA=FLmRNA /CNT=101 /TID=Hs.2128.0 /TIER=FL /STK=0 /UG=Hs.2128 /LL=1847 /UG_GENE=DUSP5 /DEF=Human protein tyrosine phosphatase mRNA, complete cds. /PROD=protein tyrosine phosphatase /FL=gb:NM_004419.2 gb:U15932.2 gb:U16996.1284,06 15,92 459,15 9,85 1,62 1,47 1,79 175,09 *

213944_x_at guanine nucleotide binding protein (G protein), alpha 11 (Gq class)BG236220 2767 gb:BG236220 /DB_XREF=gi:12750151 /DB_XREF=naf25h11.x1 /CLONE=IMAGE:4142085 /FEA=EST /CNT=17 /TID=Hs.323067.0 /TIER=Stack /STK=15 /UG=Hs.323067 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp434J194 (from clone DKFZp434J194)212,05 14,33 344,33 8,82 1,62 1,45 1,84 132,28 *

205787_x_at KIAA0663 gene product AI803216 9877 gb:AI803216 /DB_XREF=gi:5368688 /DB_XREF=tc15d10.x1 /CLONE=IMAGE:2063923 /FEA=FLmRNA /CNT=26 /TID=Hs.17969.0 /TIER=Stack /STK=10 /UG=Hs.17969 /LL=9877 /UG_GENE=KIAA0663 /UG_TITLE=KIAA0663 gene product /FL=gb:AB014563.1 gb:NM_014827.1808,73 14,32 1311,44 8,83 1,62 1,57 1,67 502,71 *

201793_x_at chromosome 1 open reading frame 16 BF509099 9887 gb:BF509099 /DB_XREF=gi:11592397 /DB_XREF=UI-H-BI4-aou-e-05-0-UI.s1 /CLONE=IMAGE:3086288 /FEA=FLmRNA /CNT=188 /TID=Hs.15087.0 /TIER=Stack /STK=10 /UG=Hs.15087 /LL=9887 /UG_GENE=KIAA0250 /UG_TITLE=KIAA0250 gene product /FL=gb:NM_014837.1 gb:D87437.1422,43 12,67 684,55 7,82 1,62 1,54 1,71 262,12 *

212886_at DKFZP434C171 protein AL080169 26112 gb:AL080169.1 /DB_XREF=gi:5262637 /GEN=DKFZp434C171 /FEA=mRNA /CNT=84 /TID=Hs.209100.0 /TIER=Stack /STK=10 /UG=Hs.209100 /LL=26112 /DEF=Homo sapiens mRNA; cDNA DKFZp434C171 (from clone DKFZp434C171); partial cds. /PROD=hypothetical protein308,27 19,33 498,58 11,95 1,62 1,45 1,82 190,32 *

201299_s_at MOB1, Mps One Binder kinase activator-like 1B (yeast)NM_018221 55233 gb:NM_018221.1 /DB_XREF=gi:8922670 /GEN=FLJ10788 /FEA=FLmRNA /CNT=285 /TID=Hs.196437.0 /TIER=FL+Stack /STK=10 /UG=Hs.196437 /LL=55233 /DEF=Homo sapiens hypothetical protein FLJ10788 (FLJ10788), mRNA. /PROD=hypothetical protein FLJ10788 /FL=gb:AB016839.1 gb:NM_018221.1 gb:BC003398.12013,26 74,8 3261,59 46,17 1,62 1,52 1,73 1248,33 *

209346_s_at phosphatidylinositol 4-kinase type II BC003167 55361 gb:BC003167.1 /DB_XREF=gi:13111988 /FEA=FLmRNA /CNT=124 /TID=Hs.25300.0 /TIER=FL+Stack /STK=9 /UG=Hs.25300 /LL=55361 /UG_GENE=PI4KII /DEF=Homo sapiens, Similar to hypothetical protein FLJ11105, clone MGC:4395, mRNA, complete cds. /PROD=Similar to hypothetical protein FLJ11105 /FL=gb:BC003167.1211,82 18,2 344,08 11,21 1,62 1,41 1,91 132,26 *

1558080_s_at hypothetical protein LOC144871 BG913589 144871 gb:BG913589 /DB_XREF=gi:14294065 /DB_XREF=602811175F1 /CLONE=IMAGE:4943226 /TID=Hs2.429981.1 /CNT=17 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.429981 /UG_TITLE=Homo sapiens clone IMAGE:943037, mRNA sequence496,28 15,22 805,97 9,37 1,62 1,54 1,72 309,68 *

201041_s_at dual specificity phosphatase 1 NM_004417 1843 gb:NM_004417.2 /DB_XREF=gi:7108342 /GEN=DUSP1 /FEA=FLmRNA /CNT=409 /TID=Hs.171695.0 /TIER=FL+Stack /STK=99 /UG=Hs.171695 /LL=1843 /DEF=Homo sapiens dual specificity phosphatase 1 (DUSP1), mRNA. /PROD=dual specificity phosphatase 1 /FL=gb:NM_004417.21517,13 43,77 2446,62 27,14 1,61 1,53 1,7 929,5 *

209701_at type 1 tumor necrosis factor receptor shedding aminopeptidase regulatorD16217 51752 gb:D16217.1 /DB_XREF=gi:303598 /GEN=CAST /FEA=FLmRNA /CNT=46 /TID=Hs.279607.2 /TIER=ConsEnd /STK=0 /UG=Hs.279607 /LL=831 /DEF=Human mRNA for calpastatin, complete cds. /PROD=calpastatin /FL=gb:D16217.1339,66 11,4 547,72 7,07 1,61 1,52 1,71 208,06 *

49679_s_at hypothetical LOC400843 AA243774 400843 Cluster Incl. AA243774:zr67d03.r1 Homo sapiens cDNA, 5 end /clone=IMAGE-668453 /clone_end=5' /gb=AA243774 /gi=1874594 /ug=Hs.235164 /len=533375,97 15,77 606,8 9,77 1,61 1,5 1,74 230,83 *

232596_at gb:AL354829 /DB_XREF=gi:8670914 /FEA=DNA_1 /CNT=5 /TID=Hs.122164.0 /TIER=ConsEnd /STK=1 /UG=Hs.122164 /LL=81624 /UG_GENE=DKFZP434C0931 /UG_TITLE=diaphanous (Drosophila, homolog) 3 /DEF=Human DNA sequence from clone RP11-218B22 on chromosome 13. Contains the 3 end of the gene for a novel protein similar to mouse diaphenous-related formin (DIA2), ESTs, STSs and GSSsAL354829 gb:AL354829 /DB_XREF=gi:8670914 /FEA=DNA_1 /CNT=5 /TID=Hs.122164.0 /TIER=ConsEnd /STK=1 /UG=Hs.122164 /LL=81624 /UG_GENE=DKFZP434C0931 /UG_TITLE=diaphanous (Drosophila, homolog) 3 /DEF=Human DNA sequence from clone RP11-218B22 on chromosome 13. Contains the 3 end of the gene for a novel protein similar to mouse diaphenous-related formin (DIA2), ESTs, STSs and GSSs809,99 31,07 1304,72 19,29 1,61 1,51 1,73 494,73 *

201791_s_at 7-dehydrocholesterol reductase NM_001360 1717 gb:NM_001360.1 /DB_XREF=gi:4503320 /GEN=DHCR7 /FEA=FLmRNA /CNT=239 /TID=Hs.11806.0 /TIER=FL+Stack /STK=83 /UG=Hs.11806 /LL=1717 /DEF=Homo sapiens 7-dehydrocholesterol reductase (DHCR7), mRNA. /PROD=7-dehydrocholesterol reductase /FL=gb:NM_001360.1 gb:AF034544.1 gb:BC000054.1 gb:AF096305.1 gb:AF067127.11514,57 26,2 2429,52 16,33 1,6 1,56 1,65 914,95 *

200841_s_at glutamyl-prolyl-tRNA synthetase AI142677 2058 gb:AI142677 /DB_XREF=gi:3659036 /DB_XREF=ok33h03.s1 /CLONE=IMAGE:1509653 /FEA=FLmRNA /CNT=367 /TID=Hs.55921.0 /TIER=Stack /STK=9 /UG=Hs.55921 /LL=2058 /UG_GENE=EPRS /UG_TITLE=glutamyl-prolyl-tRNA synthetase /FL=gb:NM_004446.1776,89 30,77 1239,32 19,29 1,6 1,49 1,71 462,42 *

204863_s_at interleukin 6 signal transducer (gp130, oncostatin M receptor)BE856546 3572 gb:BE856546 /DB_XREF=gi:10369675 /DB_XREF=7f64a11.x1 /CLONE=IMAGE:3299420 /FEA=FLmRNA /CNT=66 /TID=Hs.82065.0 /TIER=Stack /STK=14 /UG=Hs.82065 /LL=3572 /UG_GENE=IL6ST /UG_TITLE=interleukin 6 signal transducer (gp130, oncostatin M receptor) /FL=gb:NM_002184.1 gb:M57230.1471,76 20,68 755,1 12,92 1,6 1,48 1,73 283,34 *

211000_s_at interleukin 6 signal transducer (gp130, oncostatin M receptor)AB015706 3572 gb:AB015706.1 /DB_XREF=gi:4972293 /GEN=gp130 /FEA=FLmRNA /CNT=2 /TID=Hs.82065.1 /TIER=FL /STK=0 /UG=Hs.82065 /LL=3572 /DEF=Homo sapiens mRNA for gp130 of the rheumatoid arthritis antigenic peptide-bearing soluble form (gp130-RAPS), complete cds. /PROD=gp130 of the rheumatoid arthritis antigenicpeptide-bearing soluble form (gp130-RAPS) /FL=gb:AB015706.1278,73 15 447,16 9,35 1,6 1,46 1,77 168,44 *

216450_x_at tumor rejection antigen (gp96) 1 AK025862 7184 gb:AK025862.1 /DB_XREF=gi:10438505 /FEA=mRNA /CNT=1 /TID=Hs.288528.0 /TIER=ConsEnd /STK=0 /UG=Hs.288528 /UG_TITLE=Homo sapiens cDNA: FLJ22209 fis, clone HRC01496 /DEF=Homo sapiens cDNA: FLJ22209 fis, clone HRC01496.1011,99 18,88 1614,33 11,83 1,6 1,54 1,65 602,34 *

218565_at chromosome 9 open reading frame 114 BG223334 51490 gb:BG223334 /DB_XREF=gi:12708855 /DB_XREF=naf79d11.x1 /CLONE=IMAGE:4170285 /FEA=FLmRNA /CNT=86 /TID=Hs.224137.0 /TIER=Stack /STK=17 /UG=Hs.224137 /LL=51490 /UG_GENE=HSPC109 /UG_TITLE=hypothetical protein /FL=gb:NM_016390.1 gb:AF161459.1223,7 15,27 357,72 9,55 1,6 1,42 1,81 134,02 *

37170_at BMP2 inducible kinase AB015331 55589  Cluster Incl. AB015331:Homo sapiens HRIHFB2017 mRNA, partial cds /cds=(0,650) /gb=AB015331 /gi=3970851 /ug=Hs.108903 /len=1064 192,03 5,45 306,7 3,41 1,6 1,52 1,68 114,67 *

216490_x_at similar to dJ408B20.3 (novel protein similar to 60S acidic ribosomal protein P2 (RPLP2))AL133267 442175 gb:AL133267 /DB_XREF=gi:10185396 /FEA=DNA_2 /CNT=1 /TID=Hs.302087.0 /TIER=ConsEnd /STK=0 /UG=Hs.302087 /UG_TITLE=Human DNA sequence from clone RP3-408B20 on chromosome 6 Contains ESTs, STSs and GSSs. Contains a gene and two pseudogenes for novel 7 transmembrane receptors (olfactory family) and a gene for a novel protein similar to 60S acidic ribosomal protein P2 (RPLP2) /DEF=Human DNA sequence from clone RP3-408B20 on chromosome 6 Contains ESTs, STSs and GSSs. Contains a gene and two pseudogenes for novel 7 transmembrane receptors (olfactory family) and a gene for a novel protein similar to 60S acidic ribosomal protei...499,61 5,94 797,34 3,72 1,6 1,56 1,63 297,73 *

214974_x_at chemokine (C-X-C motif) ligand 5 AK026546 6374 gb:AK026546.1 /DB_XREF=gi:10439427 /FEA=mRNA /CNT=11 /TID=Hs.287716.0 /TIER=ConsEnd /STK=0 /UG=Hs.287716 /UG_TITLE=Homo sapiens cDNA: FLJ22893 fis, clone KAT04792 /DEF=Homo sapiens cDNA: FLJ22893 fis, clone KAT04792.416,83 1,12 663,82 0,7 1,59 1,59 1,6 246,99 *

1557227_s_at translocated promoter region (to activated MET oncogene)AW235355 7175 gb:AW235355 /DB_XREF=gi:6567744 /DB_XREF=xm55h10.x1 /CLONE=IMAGE:2688163 /TID=Hs2.433856.1 /CNT=7 /FEA=mRNA /TIER=ConsEnd /STK=1 /UG=Hs.433856 /UG_TITLE=Human tpr mRNA 5-end704,59 32,74 1118,33 20,63 1,59 1,47 1,73 413,74 *

204047_s_at phosphatase and actin regulator 2 AW295193 9749 gb:AW295193 /DB_XREF=gi:6701829 /DB_XREF=UI-H-BI2-aib-f-02-0-UI.s1 /CLONE=IMAGE:2728827 /FEA=FLmRNA /CNT=78 /TID=Hs.102471.0 /TIER=Stack /STK=8 /UG=Hs.102471 /LL=9749 /UG_GENE=KIAA0680 /UG_TITLE=KIAA0680 gene product /FL=gb:AB014580.1 gb:NM_014721.1180,3 18,38 286,46 11,57 1,59 1,34 1,93 106,15 *

223295_s_at LUC7-like (S. cerevisiae) BE049621 55692 gb:BE049621 /DB_XREF=gi:8366676 /DB_XREF=xw91d07.x1 /CLONE=IMAGE:2835373 /FEA=FLmRNA /CNT=82 /TID=Hs.16803.2 /TIER=Stack /STK=9 /UG=Hs.16803 /LL=55692 /UG_GENE=LUC7L /UG_TITLE=LUC7 (S. cerevisiae)-like /FL=gb:BC003194.1303,63 13,78 481,58 8,69 1,59 1,47 1,72 177,95 *

242608_x_at Zinc finger protein 410 AW517479 57862 gb:AW517479 /DB_XREF=gi:7155561 /DB_XREF=xq10a09.x1 /CLONE=IMAGE:2750200 /FEA=EST /CNT=4 /TID=Hs.171949.0 /TIER=ConsEnd /STK=3 /UG=Hs.171949 /UG_TITLE=ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)285,16 9,45 452,36 5,96 1,59 1,5 1,68 167,19 *

228633_s_at LYST-interacting protein LIP8 AI668799 116840 gb:AI668799 /DB_XREF=gi:4833573 /DB_XREF=wc14d05.x1 /CLONE=IMAGE:2315145 /FEA=EST /CNT=21 /TID=Hs.25700.0 /TIER=Stack /STK=11 /UG=Hs.25700 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp434M0435 (from clone DKFZp434M0435)268,6 12,74 426,6 8,02 1,59 1,46 1,73 158 *

241418_at Hypothetical LOC344887 AI819386 344887 gb:AI819386 /DB_XREF=gi:5438465 /DB_XREF=wj79e08.x1 /CLONE=IMAGE:2409062 /FEA=EST /CNT=7 /TID=Hs.164175.0 /TIER=ConsEnd /STK=4 /UG=Hs.164175 /UG_TITLE=ESTs183,73 11,22 292,46 7,05 1,59 1,43 1,78 108,74 *

217878_s_at cell division cycle 27 AI203880 996 gb:AI203880 /DB_XREF=gi:3756486 /DB_XREF=qf77g07.x1 /CLONE=IMAGE:1756092 /FEA=FLmRNA /CNT=189 /TID=Hs.172405.0 /TIER=Stack /STK=8 /UG=Hs.172405 /LL=996 /UG_GENE=CDC27 /UG_TITLE=cell division cycle 27 /FL=gb:NM_001256.12264,65 71,18 3573,72 45,11 1,58 1,49 1,67 1309,07 *

215541_s_at diaphanous homolog 1 (Drosophila) AK023345 1729 gb:AK023345.1 /DB_XREF=gi:10435238 /FEA=mRNA /CNT=3 /TID=Hs.26584.2 /TIER=ConsEnd /STK=0 /UG=Hs.26584 /LL=1729 /UG_GENE=DIAPH1 /UG_TITLE=diaphanous (Drosophila, homolog) 1 /DEF=Homo sapiens cDNA FLJ13283 fis, clone OVARC1001113, highly similar to Homo sapiens diaphanous 1 (HDIA1) mRNA.880,97 21,74 1393,07 13,75 1,58 1,51 1,65 512,1 *

202176_at excision repair cross-complementing rodent repair deficiency, complementation group 3 (xeroderma pigmentosum group B complementing)NM_000122 2071 gb:NM_000122.1 /DB_XREF=gi:4557562 /GEN=ERCC3 /FEA=FLmRNA /CNT=185 /TID=Hs.77929.0 /TIER=FL+Stack /STK=95 /UG=Hs.77929 /LL=2071 /DEF=Homo sapiens excision repair cross-complementing rodent repair deficiency, complementation group 3 (xeroderma pigmentosum group B complementing) (ERCC3), mRNA. /PROD=excision repair cross-complementing rodentrepair deficiency, complementation group 3 (xerodermapigmentosum group B complementing) /FL=gb:M31899.1 gb:NM_000122.1385,51 25,31 610,93 15,97 1,58 1,42 1,79 225,42 *

202118_s_at copine III AA541758 8895 gb:AA541758 /DB_XREF=gi:2288192 /DB_XREF=ni87d05.s1 /CLONE=IMAGE:983817 /FEA=FLmRNA /CNT=222 /TID=Hs.14158.0 /TIER=Stack /STK=9 /UG=Hs.14158 /LL=8895 /UG_GENE=CPNE3 /UG_TITLE=copine III /FL=gb:AB014536.1 gb:NM_003909.1 gb:AF077226.21145,62 36,82 1812,82 23,27 1,58 1,5 1,68 667,2 *

203463_s_at epsin 2 H05668 22905 gb:H05668 /DB_XREF=gi:869220 /DB_XREF=yl75e11.s1 /CLONE=IMAGE:43677 /FEA=FLmRNA /CNT=113 /TID=Hs.7407.0 /TIER=Stack /STK=8 /UG=Hs.7407 /LL=22905 /UG_GENE=KIAA1065 /UG_TITLE=KIAA1065 protein /FL=gb:AB028988.1 gb:NM_014964.1 gb:AF062085.1487,8 9,23 771,79 5,83 1,58 1,53 1,64 283,98 *

217678_at solute carrier family 7, (cationic amino acid transporter, y+ system) member 11AA488687 23657 gb:AA488687 /DB_XREF=gi:2216118 /DB_XREF=ab38f03.s1 /CLONE=IMAGE:843101 /FEA=EST /CNT=6 /TID=Hs.284235.0 /TIER=ConsEnd /STK=1 /UG=Hs.284235 /UG_TITLE=ESTs681,23 25,66 1073,15 16,29 1,58 1,48 1,69 391,92 *

221985_at DRE1 protein AW006750 54800 gb:AW006750 /DB_XREF=gi:5855528 /DB_XREF=wr28h09.x1 /CLONE=IMAGE:2489057 /FEA=mRNA /CNT=41 /TID=Hs.246875.1 /TIER=Stack /STK=8 /UG=Hs.246875 /LL=54800 /UG_GENE=FLJ20059 /UG_TITLE=hypothetical protein FLJ20059419,42 13,71 661,62 8,69 1,58 1,49 1,67 242,2 *

222027_at Nuclear ubiquitous casein kinase and cyclin-dependent kinase substrateAW515443 64710 gb:AW515443 /DB_XREF=gi:7153525 /DB_XREF=xu70e08.x1 /CLONE=IMAGE:2807078 /FEA=EST /CNT=35 /TID=Hs.118064.2 /TIER=ConsEnd /STK=0 /UG=Hs.118064 /LL=64710 /UG_GENE=NUCKS /UG_TITLE=similar to rat nuclear ubiquitous casein kinase 2879,23 36,05 1391,62 22,78 1,58 1,47 1,71 512,39 *

228986_at oxysterol binding protein-like 8 AW978375 114882 gb:AW978375 /DB_XREF=gi:8169640 /DB_XREF=EST390484 /FEA=EST /CNT=24 /TID=Hs.321129.0 /TIER=ConsEnd /STK=0 /UG=Hs.321129 /UG_TITLE=ESTs, Weakly similar to predicted using Genefinder (C.elegans)1103,15 32,78 1745,08 20,72 1,58 1,5 1,67 641,94 *

239486_at Transcribed locus BG111636 gb:BG111636 /DB_XREF=gi:12605142 /DB_XREF=602282682F1 /CLONE=IMAGE:4369892 /FEA=EST /CNT=7 /TID=Hs.188751.0 /TIER=ConsEnd /STK=0 /UG=Hs.188751 /UG_TITLE=ESTs657,21 17,21 1037,11 10,9 1,58 1,51 1,65 379,89 *

208624_s_at eukaryotic translation initiation factor 4 gamma, 1BE966878 1981 gb:BE966878 /DB_XREF=gi:11772751 /DB_XREF=601660888R1 /CLONE=IMAGE:3915909 /FEA=FLmRNA /CNT=468 /TID=Hs.211568.1 /TIER=Stack /STK=13 /UG=Hs.211568 /LL=1981 /UG_GENE=EIF4G1 /UG_TITLE=eukaryotic translation initiation factor 4 gamma, 1 /FL=gb:AF104913.11788,42 34,7 2816,04 22,04 1,57 1,52 1,63 1027,61 *

212240_s_at phosphoinositide-3-kinase, regulatory subunit 1 (p85 alpha)AI679268 5295 gb:AI679268 /DB_XREF=gi:4889450 /DB_XREF=tu62e04.x1 /CLONE=IMAGE:2255646 /FEA=mRNA /CNT=219 /TID=Hs.6241.0 /TIER=Stack /STK=10 /UG=Hs.6241 /LL=5295 /UG_GENE=PIK3R1 /UG_TITLE=phosphoinositide-3-kinase, regulatory subunit, polypeptide 1 (p85 alpha)647,28 13,9 1016,78 8,85 1,57 1,51 1,63 369,49 *

203759_at ST3 beta-galactoside alpha-2,3-sialyltransferase 4NM_006278 6484 gb:NM_006278.1 /DB_XREF=gi:5454057 /GEN=SIAT4C /FEA=FLmRNA /CNT=83 /TID=Hs.75268.0 /TIER=FL+Stack /STK=36 /UG=Hs.75268 /LL=6484 /DEF=Homo sapiens sialyltransferase 4C (beta-galactosidase alpha-2,3-sialytransferase) (SIAT4C), mRNA. /PROD=sialyltransferase 4C (beta-galactosidasealpha-2,3-sialytransferase) /FL=gb:NM_006278.1 gb:L23767.1253,16 21,98 398,24 13,98 1,57 1,36 1,85 145,09 *

213494_s_at YY1 transcription factor AA748649 7528 gb:AA748649 /DB_XREF=gi:2788607 /DB_XREF=ny10b11.s1 /CLONE=IMAGE:1271325 /FEA=EST /CNT=90 /TID=Hs.97496.1 /TIER=Stack /STK=12 /UG=Hs.97496 /LL=7528 /UG_GENE=YY1 /UG_TITLE=YY1 transcription factor349,6 10,28 549,45 6,54 1,57 1,49 1,66 199,84 *

215553_x_at WD repeat domain 45 AK024315 11152 gb:AK024315.1 /DB_XREF=gi:10436666 /FEA=mRNA /CNT=3 /TID=Hs.300694.0 /TIER=ConsEnd /STK=0 /UG=Hs.300694 /UG_TITLE=Homo sapiens cDNA FLJ14253 fis, clone OVARC1001376 /DEF=Homo sapiens cDNA FLJ14253 fis, clone OVARC1001376.543,13 5,85 853,61 3,72 1,57 1,54 1,6 310,48 *

241955_at HECT domain containing 1 BE243270 25831 gb:BE243270 /DB_XREF=gi:9095005 /DB_XREF=TCAAP3D0917 /CLONE=TCAAP0917 /FEA=EST /CNT=5 /TID=Hs.314346.0 /TIER=ConsEnd /STK=0 /UG=Hs.314346 /UG_TITLE=ESTs, Weakly similar to 26S proteasome subunit p28 (H.sapiens)1378,06 48,74 2165,46 31,02 1,57 1,48 1,68 787,4 *

204324_s_at golgi phosphoprotein 4 NM_014498 27333 gb:NM_014498.1 /DB_XREF=gi:7657137 /GEN=GPP130 /FEA=FLmRNA /CNT=79 /TID=Hs.143600.0 /TIER=FL /STK=0 /UG=Hs.143600 /LL=27333 /DEF=Homo sapiens type II Golgi membrane protein (GPP130), mRNA. /PROD=type II Golgi membrane protein /FL=gb:NM_014498.1 gb:U55853.1688,29 7,3 1077,18 4,66 1,57 1,54 1,59 388,89 *

224469_s_at chromosome 14 open reading frame 151 /// chromosome 14 open reading frame 151BC006173 84800 gb:BC006173.1 /DB_XREF=gi:13544085 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900892.1010 /TIER=FL /STK=0 /DEF=Homo sapiens, clone MGC:13251, mRNA, complete cds. /PROD=Unknown (protein for MGC:13251) /FL=gb:BC006173.1438,57 9,25 690,41 5,88 1,57 1,52 1,64 251,84 *

238547_at hypothetical protein MGC39389 AI972367 124790 gb:AI972367 /DB_XREF=gi:5769193 /DB_XREF=wr37e03.x1 /CLONE=IMAGE:2489884 /FEA=EST /CNT=9 /TID=Hs.56382.0 /TIER=ConsEnd /STK=0 /UG=Hs.56382 /UG_TITLE=ESTs, Weakly similar to HEXIM1 protein (H.sapiens)192,74 2,56 302,89 1,63 1,57 1,54 1,61 110,15 *

243724_at gb:AW979182 /DB_XREF=gi:8170469 /DB_XREF=EST391292 /FEA=EST /CNT=5 /TID=Hs.294132.0 /TIER=ConsEnd /STK=0 /UG=Hs.294132 /UG_TITLE=ESTsAW979182 gb:AW979182 /DB_XREF=gi:8170469 /DB_XREF=EST391292 /FEA=EST /CNT=5 /TID=Hs.294132.0 /TIER=ConsEnd /STK=0 /UG=Hs.294132 /UG_TITLE=ESTs182,08 1,7 285,72 1,08 1,57 1,54 1,6 103,63 *

242979_at Transcribed locus AI474666 gb:AI474666 /DB_XREF=gi:4327711 /DB_XREF=tm35e04.x1 /CLONE=IMAGE:2160126 /FEA=EST /CNT=5 /TID=Hs.257786.0 /TIER=ConsEnd /STK=2 /UG=Hs.257786 /UG_TITLE=ESTs183,08 12,1 287,44 7,7 1,57 1,4 1,78 104,36 *



227547_at Transcribed locus, weakly similar to XP_496299.1 hypothetical protein LOC148206 [Homo sapiens]AA824321 gb:AA824321 /DB_XREF=gi:2896391 /DB_XREF=aj30c11.s1 /CLONE=1391828 /FEA=EST /CNT=32 /TID=Hs.79013.0 /TIER=Stack /STK=21 /UG=Hs.79013 /UG_TITLE=ESTs210,38 5,03 329,77 3,21 1,57 1,5 1,64 119,39 *

209164_s_at cytochrome b-561 BC002976 1534 gb:BC002976.1 /DB_XREF=gi:12804234 /FEA=FLmRNA /CNT=442 /TID=Hs.153028.2 /TIER=FL /STK=0 /UG=Hs.153028 /LL=1534 /UG_GENE=CYB561 /DEF=Homo sapiens, Similar to cytochrome b-561, clone MGC:2190, mRNA, complete cds. /PROD=Similar to cytochrome b-561 /FL=gb:BC002976.1252,24 12,25 394,08 7,84 1,56 1,44 1,71 141,83 *

211074_at folate receptor 1 (adult) /// folate receptor 1 (adult)AF000381 2348 gb:AF000381.1 /DB_XREF=gi:2565195 /FEA=FLmRNA /CNT=1 /TID=HsAffx.901120.761 /TIER=FL /STK=0 /DEF=Homo sapiens non-functional folate binding protein mRNA, complete cds. /PROD=non-functional folate binding protein /FL=gb:AF000381.1413,11 9,49 643,71 6,09 1,56 1,5 1,62 230,6 *

211094_s_at neurofibromin 1 (neurofibromatosis, von Recklinghausen disease, Watson disease)D12625 4763 gb:D12625.1 /DB_XREF=gi:219939 /GEN=NF1 /FEA=FLmRNA /CNT=1 /TID=Hs.93207.2 /TIER=FL /STK=0 /UG=Hs.93207 /LL=4763 /DEF=Human mRNA for NF1 protein isoform (neurofibromin isoform), complete cds. /PROD=NF1 protein isoform /FL=gb:D12625.1350,79 11,5 548,53 7,35 1,56 1,48 1,66 197,74 *

221830_at RAP2A, member of RAS oncogene family AI302106 5911 gb:AI302106 /DB_XREF=gi:3961452 /DB_XREF=qn57h10.x1 /CLONE=IMAGE:1902403 /FEA=FLmRNA /CNT=84 /TID=Hs.301746.0 /TIER=Stack /STK=30 /UG=Hs.301746 /LL=5911 /UG_GENE=RAP2A /UG_TITLE=RAP2A, member of RAS oncogene family /FL=gb:NM_021033.1525,11 25,59 820,07 16,39 1,56 1,44 1,71 294,96 *

201070_x_at splicing factor 3b, subunit 1, 155kDa AI739389 23451 gb:AI739389 /DB_XREF=gi:5101370 /DB_XREF=wi29f09.x1 /CLONE=IMAGE:2391689 /FEA=FLmRNA /CNT=314 /TID=Hs.13453.0 /TIER=Stack /STK=37 /UG=Hs.13453 /LL=23451 /UG_GENE=SF3B1 /UG_TITLE=splicing factor 3b, subunit 1, 155kD /FL=gb:NM_012433.1 gb:AF054284.1820,19 48,48 1277,13 31,13 1,56 1,41 1,74 456,94 *

223584_s_at kelch repeat and BTB (POZ) domain containing 2BF000166 25948 gb:BF000166 /DB_XREF=gi:10700441 /DB_XREF=7h18g03.x1 /CLONE=IMAGE:3316372 /FEA=FLmRNA /CNT=24 /TID=Hs.20237.0 /TIER=Stack /STK=8 /UG=Hs.20237 /LL=25948 /UG_GENE=DKFZP566C134 /UG_TITLE=DKFZP566C134 protein /FL=gb:AF151831.1432,52 9,06 673,5 5,82 1,56 1,5 1,62 240,99 *

221649_s_at peter pan homolog (Drosophila) BC000535 56342 gb:BC000535.1 /DB_XREF=gi:12653526 /FEA=FLmRNA /CNT=3 /TID=Hs.65302.1 /TIER=FL /STK=0 /UG=Hs.65302 /LL=56342 /UG_GENE=PPAN /DEF=Homo sapiens, clone MGC:3007, mRNA, complete cds. /PROD=Unknown (protein for MGC:3007) /FL=gb:BC000535.1554,65 11,41 867,77 7,29 1,56 1,51 1,62 313,13 *

1558822_at AT rich interactive domain 1B (SWI1-like) AF147412 57492 gb:AF147412.1 /DB_XREF=gi:4761763 /TID=Hs2.396929.1 /CNT=8 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.396929 /UG_TITLE=Homo sapiens full length insert cDNA clone YP59C02 /DEF=Homo sapiens full length insert cDNA clone YP59C02.309,91 1,98 481,93 1,28 1,56 1,54 1,57 172,01 *

211993_at WNK lysine deficient protein kinase 1 /// WNK lysine deficient protein kinase 1AI768512 65125 gb:AI768512 /DB_XREF=gi:5235021 /DB_XREF=wh22g07.x1 /CLONE=IMAGE:2381532 /FEA=FLmRNA /CNT=397 /TID=Hs.184592.0 /TIER=Stack /STK=9 /UG=Hs.184592 /LL=65125 /UG_GENE=PRKWNK1 /UG_TITLE=protein kinase, lysine deficient 1 /FL=gb:NM_018979.1988,07 52,37 1541,73 33,56 1,56 1,42 1,72 553,67 *

225954_s_at midnolin AL512725 90007 gb:AL512725.1 /DB_XREF=gi:12224868 /FEA=mRNA /CNT=57 /TID=Hs.300870.1 /TIER=Stack /STK=26 /UG=Hs.300870 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp547M072 (from clone DKFZp547M072) /DEF=Homo sapiens mRNA; cDNA DKFZp547M072 (from clone DKFZp547M072).656,36 9,87 1022,35 6,33 1,56 1,52 1,6 366 *

227633_at gb:AA056145 /DB_XREF=gi:1548483 /DB_XREF=zf55c11.r1 /CLONE=IMAGE:380852 /FEA=EST /CNT=28 /TID=Hs.279903.1 /TIER=Stack /STK=17 /UG=Hs.279903 /LL=6009 /UG_GENE=RHEB2 /UG_TITLE=Ras homolog enriched in brain 2AA056145 gb:AA056145 /DB_XREF=gi:1548483 /DB_XREF=zf55c11.r1 /CLONE=IMAGE:380852 /FEA=EST /CNT=28 /TID=Hs.279903.1 /TIER=Stack /STK=17 /UG=Hs.279903 /LL=6009 /UG_GENE=RHEB2 /UG_TITLE=Ras homolog enriched in brain 2259,52 6,52 405,64 4,17 1,56 1,5 1,64 146,12 *

204470_at chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating activity, alpha)NM_001511 2919 gb:NM_001511.1 /DB_XREF=gi:4504152 /GEN=GRO1 /FEA=FLmRNA /CNT=58 /TID=Hs.789.0 /TIER=FL+Stack /STK=30 /UG=Hs.789 /LL=2919 /DEF=Homo sapiens GRO1 oncogene (melanoma growth stimulating activity, alpha) (GRO1), mRNA. /PROD=GRO1 oncogene (melanoma growth stimulatingactivity, alpha) /FL=gb:NM_001511.1393,79 8,3 608,84 5,37 1,55 1,49 1,61 215,04 *

203752_s_at jun D proto-oncogene NM_005354 3727 gb:NM_005354.2 /DB_XREF=gi:10938013 /GEN=JUND /FEA=FLmRNA /CNT=113 /TID=Hs.2780.0 /TIER=FL /STK=5 /UG=Hs.2780 /LL=3727 /DEF=Homo sapiens jun D proto-oncogene (JUND), mRNA. /PROD=jun D proto-oncogene /FL=gb:NM_005354.2832,18 18,05 1292,39 11,62 1,55 1,49 1,62 460,21 *

215498_s_at mitogen-activated protein kinase kinase 3 /// mitogen-activated protein kinase kinase 3AA780381 5606 gb:AA780381 /DB_XREF=gi:2839712 /DB_XREF=aa67a09.s1 /CLONE=IMAGE:825976 /FEA=DNA /CNT=3 /TID=Hs.180533.2 /TIER=ConsEnd /STK=1 /UG=Hs.180533 /LL=5606 /UG_GENE=MAP2K3 /UG_TITLE=mitogen-activated protein kinase kinase 3428,34 17,22 665,81 11,08 1,55 1,45 1,67 237,46 *

201039_s_at RAD23 homolog A (S. cerevisiae) BF572938 5886 gb:BF572938 /DB_XREF=gi:11646661 /DB_XREF=602078949F2 /CLONE=IMAGE:4253100 /FEA=FLmRNA /CNT=429 /TID=Hs.180455.0 /TIER=Stack /STK=50 /UG=Hs.180455 /LL=5886 /UG_GENE=RAD23A /UG_TITLE=RAD23 (S. cerevisiae) homolog A /FL=gb:D21235.1 gb:NM_005053.1805,69 49,31 1245,48 31,9 1,55 1,39 1,73 439,79 *

201085_s_at SON DNA binding protein AA664291 6651 gb:AA664291 /DB_XREF=gi:2618282 /DB_XREF=ac08d09.s1 /CLONE=IMAGE:855857 /FEA=FLmRNA /CNT=298 /TID=Hs.92909.0 /TIER=Stack /STK=18 /UG=Hs.92909 /LL=6651 /UG_GENE=SON /UG_TITLE=SON DNA binding protein /FL=gb:NM_003103.11418,29 87,93 2202,65 56,62 1,55 1,4 1,74 784,36 *

214305_s_at splicing factor 3b, subunit 1, 155kDa AW003030 23451 gb:AW003030 /DB_XREF=gi:5849868 /DB_XREF=wq61e04.x1 /CLONE=IMAGE:2475774 /FEA=EST /CNT=9 /TID=Hs.13453.3 /TIER=Stack /STK=8 /UG=Hs.13453 /LL=23451 /UG_GENE=SF3B1 /UG_TITLE=splicing factor 3b, subunit 1, 155kD1105,65 48,8 1715,34 31,45 1,55 1,44 1,68 609,69 *

203899_s_at calcitonin gene-related peptide-receptor component proteinNM_014478 27297 gb:NM_014478.1 /DB_XREF=gi:7656976 /GEN=CGRP-RCP /FEA=FLmRNA /CNT=62 /TID=Hs.300684.0 /TIER=FL /STK=0 /UG=Hs.300684 /LL=27297 /DEF=Homo sapiens calcitonin gene-related peptide-receptor component protein (CGRP-RCP), mRNA. /PROD=calcitonin gene-related peptide-receptorcomponent protein /FL=gb:BC000783.1 gb:NM_014478.1 gb:U51134.1 gb:AF073792.1404,25 21,85 627,29 14,08 1,55 1,41 1,71 223,04 *

46665_at sema domain, immunoglobulin domain (Ig), transmembrane domain (TM) and short cytoplasmic domain, (semaphorin) 4CAI949392 54910 Cluster Incl. AI949392:wq11a04.x1 Homo sapiens cDNA, 3 end /clone=IMAGE-2470926 /clone_end=3' /gb=AI949392 /gi=5741790 /ug=Hs.7188 /len=596443,14 14,68 687,54 9,46 1,55 1,46 1,65 244,4 *

223907_s_at PIN2-interacting protein 1 AF205718 54984 gb:AF205718.1 /DB_XREF=gi:10504237 /GEN=LPTS /FEA=FLmRNA /CNT=7 /TID=Hs.99829.0 /TIER=FL /STK=1 /UG=Hs.99829 /LL=54984 /DEF=Homo sapiens hepatocellular carcinoma-related putative tumor suppressor (LPTS) mRNA, complete cds. /PROD=hepatocellular carcinoma-related putative tumorsuppressor /FL=gb:AF205718.1304,96 19,1 472,06 12,34 1,55 1,39 1,74 167,1 *

206460_at transmembrane protein SHREW1 NM_018836 55966 gb:NM_018836.1 /DB_XREF=gi:9055277 /GEN=MOT8 /FEA=FLmRNA /CNT=19 /TID=Hs.25924.0 /TIER=FL /STK=3 /UG=Hs.25924 /LL=55966 /DEF=Homo sapiens hypothetical protein (MOT8), mRNA. /PROD=hypothetical protein /FL=gb:NM_018836.1 gb:AF175409.1377,52 16,46 584,62 10,63 1,55 1,44 1,68 207,11 *

237333_at Syncoilin, intermediate filament 1 T90771 81493 gb:T90771 /DB_XREF=gi:722684 /DB_XREF=yd48c07.s1 /CLONE=IMAGE:111468 /FEA=EST /CNT=7 /TID=Hs.308800.0 /TIER=ConsEnd /STK=5 /UG=Hs.308800 /UG_TITLE=ESTs, Weakly similar to ALU6_HUMAN ALU SUBFAMILY SP SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)447,42 17,7 694,45 11,4 1,55 1,45 1,67 247,03 *

224346_at gb:AF116671.1 /DB_XREF=gi:7959840 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900476.314 /TIER=FL /STK=0 /DEF=Homo sapiens PRO1853 mRNA, complete cds. /PROD=PRO1853 /FL=gb:AF116671.1AF116671 gb:AF116671.1 /DB_XREF=gi:7959840 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900476.314 /TIER=FL /STK=0 /DEF=Homo sapiens PRO1853 mRNA, complete cds. /PROD=PRO1853 /FL=gb:AF116671.1184,33 9,03 285,96 5,82 1,55 1,43 1,7 101,63 *

202859_x_at interleukin 8 NM_000584 3576 gb:NM_000584.1 /DB_XREF=gi:10834977 /GEN=IL8 /FEA=FLmRNA /CNT=368 /TID=Hs.624.0 /TIER=FL+Stack /STK=80 /UG=Hs.624 /LL=3576 /DEF=Homo sapiens interleukin 8 (IL8), mRNA. /PROD=interleukin 8 /FL=gb:M17017.1 gb:M26383.1 gb:NM_000584.11034,62 9,12 1589,1 5,93 1,54 1,51 1,56 554,49 *

201831_s_at vesicle docking protein p115 BE875592 8615 gb:BE875592 /DB_XREF=gi:10324368 /DB_XREF=601487031F1 /CLONE=IMAGE:3889710 /FEA=FLmRNA /CNT=247 /TID=Hs.325948.0 /TIER=Stack /STK=13 /UG=Hs.325948 /LL=8615 /UG_GENE=P115 /UG_TITLE=vesicle docking protein p115 /FL=gb:NM_003715.1 gb:D86326.1998,24 18,84 1538,44 12,22 1,54 1,49 1,59 540,2 *

223196_s_at sestrin 2 AL136551 83667 gb:AL136551.1 /DB_XREF=gi:13276608 /GEN=DKFZp761M02121 /FEA=FLmRNA /CNT=131 /TID=Hs.8026.0 /TIER=FL+Stack /STK=38 /UG=Hs.8026 /DEF=Homo sapiens mRNA; cDNA DKFZp761M02121 (from clone DKFZp761M02121); complete cds. /PROD=hypothetical protein /FL=gb:AL136551.1358,79 6,28 551,91 4,08 1,54 1,49 1,59 193,12 *

230188_at hypothetical protein LOC348938 AW138350 348938 gb:AW138350 /DB_XREF=gi:6142668 /DB_XREF=UI-H-BI1-adb-c-09-0-UI.s1 /CLONE=IMAGE:2716049 /FEA=mRNA /CNT=29 /TID=Hs.4285.0 /TIER=Stack /STK=14 /UG=Hs.4285 /UG_TITLE=Homo sapiens cDNA: FLJ22505 fis, clone HRC11681, highly similar to AF131815 Homo sapiens clone 25196 mRNA sequence242,24 12,46 373,38 8,08 1,54 1,41 1,69 131,15 *

213926_s_at HIV-1 Rev binding protein AI742626 3267 gb:AI742626 /DB_XREF=gi:5110914 /DB_XREF=wg44c03.x1 /CLONE=IMAGE:2367940 /FEA=EST /CNT=44 /TID=Hs.171545.1 /TIER=ConsEnd /STK=0 /UG=Hs.171545 /LL=3267 /UG_GENE=HRB /UG_TITLE=HIV-1 Rev binding protein262,67 9,31 401,53 6,09 1,53 1,44 1,63 138,86 *

215628_x_at Protein phosphatase 2 (formerly 2A), catalytic subunit, alpha isoformAL049285 5515 gb:AL049285.1 /DB_XREF=gi:4500045 /FEA=mRNA /CNT=3 /TID=Hs.302053.0 /TIER=ConsEnd /STK=0 /UG=Hs.302053 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp564M193 (from clone DKFZp564M193) /DEF=Homo sapiens mRNA; cDNA DKFZp564M193 (from clone DKFZp564M193).238,53 18,37 364,21 12,03 1,53 1,34 1,77 125,69 *

204611_s_at protein phosphatase 2, regulatory subunit B (B56), beta isoformNM_006244 5526 gb:NM_006244.1 /DB_XREF=gi:5453951 /GEN=PPP2R5B /FEA=FLmRNA /CNT=74 /TID=Hs.75199.0 /TIER=FL+Stack /STK=37 /UG=Hs.75199 /LL=5526 /DEF=Homo sapiens protein phosphatase 2, regulatory subunit B (B56), beta isoform (PPP2R5B), mRNA. /PROD=protein phosphatase 2, regulatory subunit B(B56), beta isoform /FL=gb:L42374.1 gb:NM_006244.1204,68 1,46 313,99 0,95 1,53 1,51 1,55 109,31 *

212332_at retinoblastoma-like 2 (p130) BF110947 5934 gb:BF110947 /DB_XREF=gi:10940637 /DB_XREF=7n30f02.x1 /CLONE=IMAGE:3566330 /FEA=FLmRNA /CNT=171 /TID=Hs.79362.0 /TIER=Stack /STK=15 /UG=Hs.79362 /LL=5934 /UG_GENE=RBL2 /UG_TITLE=retinoblastoma-like 2 (p130) /FL=gb:NM_005611.1236,18 9,02 361,83 5,89 1,53 1,43 1,64 125,64 *

243256_at MAP kinase interacting serine/threonine kinase 1AW796364 8569 gb:AW796364 /DB_XREF=gi:7848234 /DB_XREF=PM1-UM0028-160200-001-d08 /FEA=EST /CNT=5 /TID=Hs.187665.0 /TIER=ConsEnd /STK=0 /UG=Hs.187665 /UG_TITLE=ESTs206,99 6,8 316,77 4,44 1,53 1,44 1,63 109,79 *

203055_s_at Rho guanine nucleotide exchange factor (GEF) 1NM_004706 9138 gb:NM_004706.1 /DB_XREF=gi:4759189 /GEN=ARHGEF1 /FEA=FLmRNA /CNT=110 /TID=Hs.252280.0 /TIER=FL+Stack /STK=23 /UG=Hs.252280 /LL=9138 /DEF=Homo sapiens Rho guanine nucleotide exchange factor (GEF) 1 (ARHGEF1), mRNA. /PROD=Rho guanine nucleotide exchange factor (GEF) 1 /FL=gb:BC005155.1 gb:NM_004706.1355,4 7,12 543,55 4,65 1,53 1,48 1,59 188,15 *

32094_at carbohydrate (chondroitin 6) sulfotransferase 3AB017915 9469  Cluster Incl. AB017915:Homo sapiens mRNA for condoroitin 6-sulfotransferase, complete cds /cds=(440,1879) /gb=AB017915 /gi=4115403 /ug=Hs.158304 /len=6961 519,12 16,35 793,82 10,69 1,53 1,45 1,62 274,7 *

223577_x_at PRO1073 protein AA827878 29005 gb:AA827878 /DB_XREF=gi:2900241 /DB_XREF=od56g09.s1 /CLONE=IMAGE:1372000 /FEA=FLmRNA /CNT=30 /TID=Hs.6975.0 /TIER=Stack /STK=12 /UG=Hs.6975 /LL=29005 /UG_GENE=PRO1073 /UG_TITLE=PRO1073 protein /FL=gb:AF119905.1 gb:AF113016.11394,16 38,72 2132,25 25,32 1,53 1,46 1,61 738,09 *

221501_x_at hypothetical protein LOC339047 AF229069 339047 gb:AF229069.1 /DB_XREF=gi:8980670 /FEA=FLmRNA /CNT=171 /TID=Hs.251928.1 /TIER=FL+Stack /STK=54 /UG=Hs.251928 /LL=9284 /UG_GENE=NPIP /DEF=Homo sapiens KIAA0220-like protein mRNA, complete cds. /PROD=KIAA0220-like protein /FL=gb:AF229069.1462,09 13,27 708,55 8,65 1,53 1,46 1,62 246,46 *

239046_at Transcribed locus AA322245 gb:AA322245 /DB_XREF=gi:1974572 /DB_XREF=EST24853 /FEA=EST /CNT=7 /TID=Hs.290165.0 /TIER=ConsEnd /STK=0 /UG=Hs.290165 /UG_TITLE=ESTs423,67 12,56 648,01 8,21 1,53 1,45 1,61 224,34 *

206562_s_at casein kinase 1, alpha 1 NM_001892 1452 gb:NM_001892.1 /DB_XREF=gi:4503088 /GEN=CSNK1A1 /FEA=FLmRNA /CNT=12 /TID=Hs.283738.0 /TIER=FL /STK=0 /UG=Hs.283738 /LL=1452 /DEF=Homo sapiens casein kinase 1, alpha 1 (CSNK1A1), mRNA. /PROD=casein kinase 1, alpha 1 /FL=gb:NM_001892.1 gb:L37042.13154,25 170,1 4800,2 111,77 1,52 1,39 1,68 1645,95 *

213957_s_at centrosome-associated protein 350 AA635523 9857 gb:AA635523 /DB_XREF=gi:2559365 /DB_XREF=nr36c06.s1 /CLONE=IMAGE:1170058 /FEA=mRNA /CNT=25 /TID=Hs.92200.1 /TIER=ConsEnd /STK=1 /UG=Hs.92200 /LL=9857 /UG_GENE=KIAA0480 /UG_TITLE=KIAA0480 gene product362,39 15,99 551,65 10,5 1,52 1,41 1,65 189,26 *

222439_s_at thyroid hormone receptor associated protein 3BE967048 9967 gb:BE967048 /DB_XREF=gi:11773092 /DB_XREF=601660780R1 /CLONE=IMAGE:3915883 /FEA=FLmRNA /CNT=182 /TID=Hs.108319.0 /TIER=Stack /STK=19 /UG=Hs.108319 /LL=9967 /UG_GENE=TRAP150 /UG_TITLE=thyroid hormone receptor-associated protein, 150 kDa subunit /FL=gb:NM_005119.1 gb:AF117756.12812,98 100,61 4262,67 66,39 1,52 1,42 1,62 1449,69 *

205018_s_at muscleblind-like 2 (Drosophila) NM_005757 10150 gb:NM_005757.2 /DB_XREF=gi:9665257 /GEN=MBLL /FEA=FLmRNA /CNT=50 /TID=Hs.184340.0 /TIER=FL /STK=0 /UG=Hs.184340 /LL=10150 /DEF=Homo sapiens C3H-type zinc finger protein; similar to D. melanogaster muscleblind B protein (MBLL), mRNA. /PROD=C3H-type zinc finger protein /FL=gb:NM_005757.2 gb:AF061261.1274,8 9,85 416,55 6,5 1,52 1,42 1,62 141,76 *

208003_s_at nuclear factor of activated T-cells 5, tonicity-responsiveNM_006599 10725 gb:NM_006599.1 /DB_XREF=gi:5729944 /GEN=NFAT5 /FEA=FLmRNA /CNT=3 /TID=Hs.86998.0 /TIER=FL /STK=0 /UG=Hs.86998 /LL=10725 /DEF=Homo sapiens nuclear factor of activated T-cells 5, tonicity-resonsive (NFAT5), mRNA. /PROD=nuclear factor of activated T-cells 5,tonicity-resonsive /FL=gb:AF163836.1 gb:AB020634.1 gb:NM_006599.1381,83 21,95 581,15 14,42 1,52 1,38 1,69 199,32 *

212553_at KIAA0460 protein AK026120 23248 gb:AK026120.1 /DB_XREF=gi:10438867 /FEA=mRNA /CNT=93 /TID=Hs.29956.0 /TIER=Stack /STK=41 /UG=Hs.29956 /LL=23248 /UG_GENE=KIAA0460 /UG_TITLE=KIAA0460 protein /DEF=Homo sapiens cDNA: FLJ22467 fis, clone HRC10345.693,41 10,26 1050,72 6,77 1,52 1,48 1,56 357,31 *

218030_at G protein-coupled receptor kinase interactor 1NM_014030 28964 gb:NM_014030.1 /DB_XREF=gi:7661711 /GEN=GIT1 /FEA=FLmRNA /CNT=175 /TID=Hs.318339.0 /TIER=FL+Stack /STK=64 /UG=Hs.318339 /LL=28964 /DEF=Homo sapiens G protein-coupled receptor kinase-interactor 1 (GIT1), mRNA. /PROD=G protein-coupled receptor kinase-interactor 1 /FL=gb:NM_014030.1 gb:AF124490.11063,76 10,05 1616,5 6,61 1,52 1,49 1,55 552,74 *

219742_at proline rich 7 (synaptic) NM_030567 80758 gb:NM_030567.1 /DB_XREF=gi:13386473 /GEN=MGC10772 /FEA=FLmRNA /CNT=21 /TID=Hs.130316.0 /TIER=FL /STK=0 /UG=Hs.130316 /LL=80758 /DEF=Homo sapiens hypothetical protein MGC10772 (MGC10772), mRNA. /PROD=hypothetical protein MGC10772 /FL=gb:NM_030567.1 gb:BC004261.1218,88 7,32 333,74 4,8 1,52 1,44 1,62 114,86 *

233543_s_at hypothetical protein FLJ13614 AK021582 84142 gb:AK021582.1 /DB_XREF=gi:10432790 /FEA=mRNA /CNT=2 /TID=Hs.3385.4 /TIER=ConsEnd /STK=0 /UG=Hs.3385 /LL=51023 /UG_GENE=LOC51023 /UG_TITLE=CGI-134 protein /DEF=Homo sapiens cDNA FLJ11520 fis, clone HEMBA1002381.204,58 15,24 310,29 10,05 1,52 1,33 1,75 105,71 *

1565641_at Chromosome 16 open reading frame 45 BE503823 89927 gb:BE503823 /DB_XREF=gi:9706231 /DB_XREF=hv83e07.x1 /CLONE=IMAGE:3180036 /TID=Hs2.282211.1 /CNT=6 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.282211 /UG_TITLE=Homo sapiens cDNA FLJ35604 fis, clone SPLEN2009315.213,69 7,71 324,64 5,08 1,52 1,43 1,62 110,95 *

241706_at gb:AA431782 /DB_XREF=gi:2115490 /DB_XREF=zw80f01.s1 /CLONE=IMAGE:782521 /FEA=EST /CNT=10 /TID=Hs.98760.0 /TIER=ConsEnd /STK=1 /UG=Hs.98760 /UG_TITLE=ESTs, Weakly similar to CNE3_HUMAN COPINE III (H.sapiens)AA431782 gb:AA431782 /DB_XREF=gi:2115490 /DB_XREF=zw80f01.s1 /CLONE=IMAGE:782521 /FEA=EST /CNT=10 /TID=Hs.98760.0 /TIER=ConsEnd /STK=1 /UG=Hs.98760 /UG_TITLE=ESTs, Weakly similar to CNE3_HUMAN COPINE III (H.sapiens)435,02 4,81 661,42 3,16 1,52 1,49 1,55 226,4 *

239452_at Transcribed locus AI088640 gb:AI088640 /DB_XREF=gi:3427699 /DB_XREF=qb14h03.x1 /CLONE=IMAGE:1696277 /FEA=EST /CNT=7 /TID=Hs.24286.0 /TIER=ConsEnd /STK=4 /UG=Hs.24286 /UG_TITLE=ESTs311,4 4,47 473,15 2,94 1,52 1,48 1,56 161,75 *



209661_at kinesin family member C3 BC001211 3801 gb:BC001211.1 /DB_XREF=gi:12654738 /FEA=FLmRNA /CNT=81 /TID=Hs.23131.0 /TIER=FL+Stack /STK=29 /UG=Hs.23131 /LL=3801 /UG_GENE=KIFC3 /DEF=Homo sapiens, kinesin family member C3, clone MGC:3226, mRNA, complete cds. /PROD=kinesin family member C3 /FL=gb:BC001211.1 gb:NM_005550.1 gb:AF004426.1385,54 5,95 583,84 3,93 1,51 1,47 1,56 198,3 *

209039_x_at EH-domain containing 1 AF001434 10938 gb:AF001434.1 /DB_XREF=gi:2529706 /GEN=HPAST /FEA=FLmRNA /CNT=263 /TID=Hs.155119.1 /TIER=FL+Stack /STK=77 /UG=Hs.155119 /LL=10938 /DEF=Human Hpast (HPAST) mRNA, complete cds. /PROD=Hpast /FL=gb:AF001434.1622,46 4 937,89 2,66 1,51 1,49 1,52 315,43 *

1558747_at structural maintenance of chromosomes flexible hinge domain containing 1AA336502 23347 gb:AA336502 /DB_XREF=gi:1988874 /DB_XREF=EST41250 /TID=Hs2.334573.1 /CNT=11 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.334573 /UG_TITLE=Homo sapiens, clone IMAGE:4285740, mRNA255,98 24,84 385,64 16,49 1,51 1,28 1,81 129,66 *

207253_s_at ubinuclein 1 NM_016936 29855 gb:NM_016936.1 /DB_XREF=gi:9055373 /GEN=UBN1 /FEA=FLmRNA /CNT=5 /TID=Hs.21479.0 /TIER=FL /STK=0 /UG=Hs.21479 /LL=29855 /DEF=Homo sapiens ubinuclein 1 (UBN1), mRNA. /PROD=ubinuclein 1 /FL=gb:NM_016936.1 gb:AF108460.1529,85 6,61 799,3 4,38 1,51 1,48 1,54 269,44 *

222626_at chromosome 13 open reading frame 10 T79937 64062 gb:T79937 /DB_XREF=gi:698446 /DB_XREF=yd85b06.s1 /CLONE=IMAGE:114995 /FEA=FLmRNA /CNT=86 /TID=Hs.39140.0 /TIER=Stack /STK=8 /UG=Hs.39140 /LL=64062 /UG_GENE=SE70-2 /UG_TITLE=cutaneous T-cell lymphoma tumor antigen se70-2 /FL=gb:BC000791.1 gb:NM_022118.1 gb:AF273052.1314,98 10,66 476,88 7,04 1,51 1,43 1,61 161,9 *

218762_at zinc finger protein 574 NM_022752 64763 gb:NM_022752.1 /DB_XREF=gi:12232416 /GEN=FLJ22059 /FEA=FLmRNA /CNT=86 /TID=Hs.13323.0 /TIER=FL+Stack /STK=22 /UG=Hs.13323 /LL=64763 /DEF=Homo sapiens hypothetical protein FLJ22059 (FLJ22059), mRNA. /PROD=hypothetical protein FLJ22059 /FL=gb:BC001184.1 gb:NM_022752.1201,11 12,33 302,97 8,19 1,51 1,35 1,69 101,86 *

227292_at hypothetical protein BC007540 AI866590 144097 gb:AI866590 /DB_XREF=gi:5530697 /DB_XREF=tz51e03.x1 /CLONE=IMAGE:2292124 /FEA=mRNA /CNT=33 /TID=Hs.63405.0 /TIER=Stack /STK=17 /UG=Hs.63405 /UG_TITLE=Homo sapiens, clone IMAGE:3621749, mRNA, partial cds751,66 15,73 1135,15 10,42 1,51 1,46 1,57 383,49 *

1558723_at hypothetical protein LOC284014 AK095567 284014 gb:AK095567.1 /DB_XREF=gi:21754849 /TID=Hs2.131035.1 /CNT=12 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.131035 /UG_TITLE=Homo sapiens cDNA FLJ25190 fis, clone CBR09567. /DEF=Homo sapiens cDNA FLJ38248 fis, clone FCBBF2007556.248,55 4,49 374,37 2,98 1,51 1,46 1,56 125,82 *

1555742_at gb:U92817.1 /DB_XREF=gi:2465327 /TID=Hs2Affx.1.451 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /NOTE=sequence(s) not in UniGene /DEF=Homo sapiens unnamed HERV-H protein mRNA, complete cds. /PROD=unnamed HERV-H protein /FL=gb:U92817.1U92817 gb:U92817.1 /DB_XREF=gi:2465327 /TID=Hs2Affx.1.451 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /NOTE=sequence(s) not in UniGene /DEF=Homo sapiens unnamed HERV-H protein mRNA, complete cds. /PROD=unnamed HERV-H protein /FL=gb:U92817.1236,75 14,3 358,24 9,45 1,51 1,36 1,69 121,49 *

213384_x_at phospholipase C, beta 3 (phosphatidylinositol-specific)Z37544 5331 gb:Z37544 /DB_XREF=gi:609185 /FEA=DNA /CNT=39 /TID=Hs.37121.0 /TIER=Stack /STK=10 /UG=Hs.37121 /LL=5331 /UG_GENE=PLCB3 /UG_TITLE=phospholipase C, beta 3 (phosphatidylinositol-specific) /DEF=H.sapiens gene for phospholipase C beta 3, exon 1818,37 43,35 1226,29 28,93 1,5 1,37 1,65 407,93 *

1569188_s_at Ribosomal protein L10 BC021806 6134 gb:BC021806.1 /DB_XREF=gi:21284401 /TID=Hs2.435775.1 /CNT=8 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.435775 /UG_TITLE=Homo sapiens, clone IMAGE:4499390, mRNA /DEF=Homo sapiens, clone IMAGE:4499390, mRNA.218,61 2,5 327,73 1,67 1,5 1,47 1,53 109,12 *

1558924_s_at restin (Reed-Steinberg cell-expressed intermediate filament-associated protein)BF673049 6249 gb:BF673049 /DB_XREF=gi:11946944 /DB_XREF=602152949F1 /CLONE=IMAGE:4293805 /TID=Hs2.432908.1 /CNT=6 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.432908 /UG_TITLE=Homo sapiens cytoplasmic linker protein CLIP-170 mRNA, CLIP(11+35) isoform, partial cds701,61 25,73 1052,67 17,15 1,5 1,41 1,61 351,06 *

202241_at tribbles homolog 1 (Drosophila) NM_025195 10221 gb:NM_025195.1 /DB_XREF=gi:13399327 /GEN=C8FW /FEA=FLmRNA /CNT=184 /TID=Hs.7837.0 /TIER=FL+Stack /STK=96 /UG=Hs.7837 /LL=10221 /DEF=Homo sapiens phosphoprotein regulated by mitogenic pathways (C8FW), mRNA. /PROD=G-protein-coupled receptor induced protein /FL=gb:AF205437.1 gb:NM_025195.1398,99 24,89 598,68 16,59 1,5 1,35 1,69 199,69 *

220511_s_at deleted in liver cancer 1 NM_024767 10395 gb:NM_024767.1 /DB_XREF=gi:13376110 /GEN=FLJ21120 /FEA=FLmRNA /CNT=5 /TID=Hs.133546.0 /TIER=FL /STK=0 /UG=Hs.133546 /LL=79824 /DEF=Homo sapiens hypothetical protein FLJ21120 (FLJ21120), mRNA. /PROD=hypothetical protein FLJ21120 /FL=gb:NM_024767.1282,03 1,81 423,15 1,21 1,5 1,48 1,52 141,13 *

223578_x_at PRO1073 protein AF113016 29005 gb:AF113016.1 /DB_XREF=gi:6642755 /FEA=FLmRNA /CNT=30 /TID=Hs.6975.0 /TIER=FL /STK=0 /UG=Hs.6975 /LL=29005 /UG_GENE=PRO1073 /DEF=Homo sapiens PRO1073 mRNA, complete cds. /PROD=PRO1073 /FL=gb:AF119905.1 gb:AF113016.1459,87 25,17 690,97 16,75 1,5 1,37 1,66 231,1 *

227152_at hypothetical protein FLJ10652 AI979334 55196 gb:AI979334 /DB_XREF=gi:5804353 /DB_XREF=wu03g02.x1 /CLONE=IMAGE:2515922 /FEA=mRNA /CNT=40 /TID=Hs.323822.0 /TIER=Stack /STK=8 /UG=Hs.323822 /UG_TITLE=Homo sapiens mRNA for KIAA1551 protein, partial cds515,04 13,09 772,52 8,73 1,5 1,43 1,57 257,48 *

230629_s_at E1A binding protein p400 AI809582 57634 gb:AI809582 /DB_XREF=gi:5396148 /DB_XREF=wf31b02.x1 /CLONE=IMAGE:2357163 /FEA=EST /CNT=10 /TID=Hs.14291.0 /TIER=Stack /STK=9 /UG=Hs.14291 /UG_TITLE=ESTs, Highly similar to KIAA1498 protein (H.sapiens)388,43 8,59 584,39 5,71 1,5 1,45 1,57 195,96 *

221705_s_at hypothetical protein FLJ21168 /// hypothetical protein FLJ21168BC005934 80143 gb:BC005934.1 /DB_XREF=gi:13543553 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900774.974 /TIER=FL /STK=0 /DEF=Homo sapiens, hypothetical protein FLJ21168, clone MGC:14549, mRNA, complete cds. /PROD=hypothetical protein FLJ21168 /FL=gb:BC005934.1208,31 3,37 312,27 2,25 1,5 1,46 1,54 103,95 *

221789_x_at ras homolog gene family, member T2 AK024450 89941 gb:AK024450.1 /DB_XREF=gi:10440413 /GEN=FLJ00042 /FEA=mRNA /CNT=96 /TID=Hs.21497.0 /TIER=Stack /STK=53 /UG=Hs.21497 /DEF=Homo sapiens mRNA for FLJ00042 protein, partial cds. /PROD=FLJ00042 protein225,48 4,87 337,62 3,25 1,5 1,44 1,56 112,14 *

213865_at discoidin, CUB and LCCL domain containing 2 AI378788 131566 gb:AI378788 /DB_XREF=gi:4188641 /DB_XREF=tc67b04.x1 /CLONE=IMAGE:2069647 /FEA=mRNA /CNT=31 /TID=Hs.153445.0 /TIER=Stack /STK=8 /UG=Hs.153445 /UG_TITLE=Human mRNA for unknown product, partial cds726,47 11,44 1086,3 7,65 1,5 1,45 1,54 359,83 *

222252_x_at gb:AK023354.1 /DB_XREF=gi:10435253 /FEA=mRNA /CNT=1 /TID=Hs.283739.1 /TIER=ConsEnd /STK=0 /UG=Hs.283739 /LL=56893 /UG_GENE=A1U /UG_TITLE=ataxin-1 ubiquitin-like interacting protein /DEF=Homo sapiens cDNA FLJ13292 fis, clone OVARC1001180, weakly similar to UBIQUITIN-LIKE PROTEIN DSK2.AK023354 gb:AK023354.1 /DB_XREF=gi:10435253 /FEA=mRNA /CNT=1 /TID=Hs.283739.1 /TIER=ConsEnd /STK=0 /UG=Hs.283739 /LL=56893 /UG_GENE=A1U /UG_TITLE=ataxin-1 ubiquitin-like interacting protein /DEF=Homo sapiens cDNA FLJ13292 fis, clone OVARC1001180, weakly similar to UBIQUITIN-LIKE PROTEIN DSK2.1534,24 19,06 2299,3 12,71 1,5 1,47 1,53 765,06 *

203311_s_at ADP-ribosylation factor 6 M57763 382 gb:M57763.1 /DB_XREF=gi:178988 /GEN=hARF6 /FEA=FLmRNA /CNT=91 /TID=Hs.89474.0 /TIER=FL /STK=0 /UG=Hs.89474 /LL=382 /DEF=Human ADP-ribosylation factor (hARF6) mRNA, complete cds. /PROD=ADP-ribosylation factor /FL=gb:M57763.1 gb:NM_001663.2 gb:BC002952.11011,7 19,35 675,38 28,99 -1,5 -1,39 -1,62 -336,32 *

214893_x_at hyperpolarization activated cyclic nucleotide-gated potassium channel 2AI421964 610 gb:AI421964 /DB_XREF=gi:4267895 /DB_XREF=tf40a10.x1 /CLONE=IMAGE:2098650 /FEA=DNA /CNT=13 /TID=Hs.124161.1 /TIER=ConsEnd /STK=1 /UG=Hs.124161 /LL=610 /UG_GENE=HCN2 /UG_TITLE=hyperpolarization activated cyclic nucleotide-gated potassium channel 2392,36 0,72 262 1,07 -1,5 -1,49 -1,51 -130,36 *

1555730_a_at cofilin 1 (non-muscle) D00682 1072 gb:D00682.1 /DB_XREF=gi:219544 /TID=Hs2.180370.2 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /LL=1072 /UG_GENE=CFL1 /UG=Hs.180370 /DEF=Homo sapiens mRNA for cofilin, complete cds. /PROD=cofilin /FL=gb:D00682.12500,76 16,7 1669,67 25,02 -1,5 -1,46 -1,54 -831,1 *

206635_at cholinergic receptor, nicotinic, beta polypeptide 2 (neuronal)NM_000748 1141 gb:NM_000748.1 /DB_XREF=gi:4502832 /GEN=CHRNB2 /FEA=FLmRNA /CNT=14 /TID=Hs.2306.0 /TIER=FL /STK=0 /UG=Hs.2306 /LL=1141 /DEF=Homo sapiens cholinergic receptor, nicotinic, beta polypeptide 2 (neuronal) (CHRNB2), mRNA. /PROD=cholinergic receptor, nicotinic, betapolypeptide 2 (neuronal) /FL=gb:NM_000748.1 gb:U62437.1374,11 4,5 248,72 6,77 -1,5 -1,43 -1,58 -125,39 *

206284_x_at clathrin, light polypeptide (Lcb) NM_001834 1212 gb:NM_001834.1 /DB_XREF=gi:4502900 /GEN=CLTB /FEA=FLmRNA /CNT=17 /TID=Hs.73919.1 /TIER=FL /STK=1 /UG=Hs.73919 /LL=1212 /DEF=Homo sapiens clathrin, light polypeptide (Lcb) (CLTB), transcript variant nonbrain, mRNA. /PROD=clathrin, light polypeptide B (Lcb) isoform a /FL=gb:NM_001834.1 gb:M20470.11108,93 22,96 740,9 34,37 -1,5 -1,38 -1,63 -368,03 *

209126_x_at keratin 6B L42612 3854 gb:L42612.1 /DB_XREF=gi:908804 /GEN=KRT6F /FEA=FLmRNA /CNT=442 /TID=Hs.111758.0 /TIER=FL /STK=0 /UG=Hs.111758 /LL=3853 /DEF=Homo sapiens keratin 6 isoform K6f (KRT6F) mRNA, complete cds. /PROD=keratin type II /FL=gb:L42612.1 gb:L42611.1 gb:NM_005554.14167,88 22,43 2774,85 33,69 -1,5 -1,47 -1,54 -1393,03 *

204734_at keratin 15 NM_002275 3866 gb:NM_002275.1 /DB_XREF=gi:4504914 /GEN=KRT15 /FEA=FLmRNA /CNT=76 /TID=Hs.80342.0 /TIER=FL+Stack /STK=27 /UG=Hs.80342 /LL=3866 /DEF=Homo sapiens keratin 15 (KRT15), mRNA. /PROD=keratin 15 /FL=gb:NM_002275.1 gb:BC002641.16447,3 72,12 4305,98 107,98 -1,5 -1,43 -1,57 -2141,32 *

227312_at Syntrophin, beta 2 (dystrophin-associated protein A1, 59kDa, basic component 2)AI694536 6645 gb:AI694536 /DB_XREF=gi:4971876 /DB_XREF=wd72d12.x1 /CLONE=IMAGE:2337143 /FEA=EST /CNT=27 /TID=Hs.59489.0 /TIER=Stack /STK=14 /UG=Hs.59489 /UG_TITLE=ESTs538,57 11,47 359,57 17,19 -1,5 -1,38 -1,64 -179 *

202658_at peroxisomal biogenesis factor 11B NM_003846 8799 gb:NM_003846.1 /DB_XREF=gi:4505718 /GEN=PEX11B /FEA=FLmRNA /CNT=112 /TID=Hs.83023.0 /TIER=FL+Stack /STK=39 /UG=Hs.83023 /LL=8799 /DEF=Homo sapiens peroxisomal biogenesis factor 11B (PEX11B), mRNA. /PROD=peroxisomal biogenesis factor 11B /FL=gb:AF093670.1 gb:NM_003846.1 gb:AB018080.1738,5 15,83 491,14 23,8 -1,5 -1,38 -1,65 -247,37 *

236416_at Rho guanine nucleotide exchange factor (GEF) 7AI681617 8874 gb:AI681617 /DB_XREF=gi:4891799 /DB_XREF=tx38d08.x1 /CLONE=IMAGE:2271855 /FEA=EST /CNT=5 /TID=Hs.13625.0 /TIER=ConsEnd /STK=5 /UG=Hs.13625 /UG_TITLE=ESTs362,25 0,75 241,74 1,12 -1,5 -1,49 -1,51 -120,51 *

1554148_a_at solute carrier family 33 (acetyl-CoA transporter), member 1BC014416 9197 gb:BC014416.1 /DB_XREF=gi:15680145 /TID=Hs2.285176.2 /CNT=31 /FEA=FLmRNA /TIER=FL /STK=3 /LL=9197 /UG_GENE=SLC33A1 /UG=Hs.285176 /DEF=Homo sapiens, Similar to acetyl-Coenzyme A transporter, clone MGC:20012 IMAGE:4559958, mRNA, complete cds. /PROD=Similar to acetyl-Coenzyme A transporter /FL=gb:BC014416.1630,5 10,16 420,77 15,23 -1,5 -1,41 -1,6 -209,73 *

210288_at killer cell lectin-like receptor subfamily G, member 1AF081675 10219 gb:AF081675.1 /DB_XREF=gi:3421400 /FEA=FLmRNA /CNT=13 /TID=Hs.146322.0 /TIER=FL /STK=0 /UG=Hs.146322 /LL=10219 /UG_GENE=KLRG1 /DEF=Homo sapiens ITIM-containing receptor MAFA-L mRNA, complete cds. /PROD=ITIM-containing receptor MAFA-L /FL=gb:AF097358.1 gb:NM_005810.1 gb:AF034952.1 gb:AF081675.1998,23 2,42 667,7 3,62 -1,5 -1,48 -1,51 -330,53 *

218388_at 6-phosphogluconolactonase NM_012088 25796 gb:NM_012088.1 /DB_XREF=gi:6912585 /GEN=PGLS /FEA=FLmRNA /CNT=130 /TID=Hs.100071.0 /TIER=FL+Stack /STK=26 /UG=Hs.100071 /LL=25796 /DEF=Homo sapiens 6-phosphogluconolactonase (PGLS), mRNA. /PROD=6-phosphogluconolactonase /FL=gb:NM_012088.1898,04 16,77 600,32 25,09 -1,5 -1,39 -1,62 -297,72 *

224582_s_at Nuclear ubiquitous casein kinase and cyclin-dependent kinase substrateH09085 64710 gb:H09085 /DB_XREF=gi:873907 /DB_XREF=yl97c03.s1 /CLONE=IMAGE:46374 /FEA=EST /CNT=454 /TID=Hs.306117.3 /TIER=Stack /STK=8 /UG=Hs.306117 /UG_TITLE=Homo sapiens clone FLC0675 PRO2870 mRNA, complete cds1120,91 11,44 745,92 17,2 -1,5 -1,44 -1,57 -374,99 *

221477_s_at hypothetical protein MGC5618 BF575213 79099 gb:BF575213 /DB_XREF=gi:11648925 /DB_XREF=602133624F1 /CLONE=IMAGE:4288756 /FEA=FLmRNA /CNT=392 /TID=Hs.177781.0 /TIER=Stack /STK=8 /UG=Hs.177781 /UG_TITLE=Homo sapiens, clone MGC:5618, mRNA, complete cds /FL=gb:BC001980.12647,62 5,75 1764,44 8,63 -1,5 -1,49 -1,51 -883,18 *

233380_s_at RUN and FYVE domain containing 1 AA429145 80230 gb:AA429145 /DB_XREF=gi:2110687 /DB_XREF=zw19d02.r1 /CLONE=IMAGE:769731 /FEA=mRNA /CNT=3 /TID=Hs.306769.0 /TIER=ConsEnd /STK=0 /UG=Hs.306769 /UG_TITLE=Homo sapiens cDNA: FLJ21465 fis, clone COL04784425,54 5,5 283,97 8,25 -1,5 -1,42 -1,58 -141,58 *

222278_at hypothetical LOC389393 AW969655 389393 gb:AW969655 /DB_XREF=gi:8159499 /DB_XREF=EST381732 /FEA=EST /CNT=9 /TID=Hs.168386.0 /TIER=ConsEnd /STK=0 /UG=Hs.168386 /UG_TITLE=ESTs407,61 0,83 270,91 1,25 -1,5 -1,49 -1,52 -136,7 *

237355_at Similar to Zgc:85944 protein AW448981 390468 gb:AW448981 /DB_XREF=gi:6989757 /DB_XREF=UI-H-BI3-ake-c-02-0-UI.s1 /CLONE=IMAGE:2734058 /FEA=EST /CNT=6 /TID=Hs.257100.0 /TIER=ConsEnd /STK=5 /UG=Hs.257100 /UG_TITLE=ESTs322,49 0,89 214,99 1,33 -1,5 -1,48 -1,52 -107,5 *

202576_s_at DEAD (Asp-Glu-Ala-As) box polypeptide 19 /// DEAD (Asp-Glu-Ala-As) box polypeptide 19-like /// DDX19-DDX19L proteinAL55325411269 /// 544314 /// 55308gb:AL553254 /DB_XREF=gi:12892919 /DB_XREF=AL553254 /CLONE=CS0DI073YF07 (3 prime) /FEA=FLmRNA /CNT=145 /TID=Hs.226396.0 /TIER=Stack /STK=11 /UG=Hs.226396 /LL=55308 /UG_GENE=FLJ11126 /UG_TITLE=hypothetical protein FLJ11126 /FL=gb:BC005162.1 gb:NM_018332.11748,77 12,15 1167,34 18,2 -1,5 -1,46 -1,54 -581,43 *

228168_at ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9) isoform 3AU153583 518 gb:AU153583 /DB_XREF=gi:11015104 /DB_XREF=AU153583 /CLONE=NT2RP3003493 /FEA=EST /CNT=19 /TID=Hs.429.2 /TIER=Stack /STK=19 /UG=Hs.429 /LL=518 /UG_GENE=ATP5G3 /UG_TITLE=ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9) isoform 3403,21 8,59 266,86 12,98 -1,51 -1,39 -1,65 -136,35 *

201971_s_at ATPase, H+ transporting, lysosomal 70kDa, V1 subunit ANM_001690 523 gb:NM_001690.1 /DB_XREF=gi:4502304 /GEN=ATP6A1 /FEA=FLmRNA /CNT=215 /TID=Hs.281866.0 /TIER=FL /STK=0 /UG=Hs.281866 /LL=523 /DEF=Homo sapiens ATPase, H+ transporting, lysosomal (vacuolar proton pump), alpha polypeptide, 70kD, isoform 1 (ATP6A1), mRNA. /PROD=ATPase, H+ transporting, lysosomal (vacuolarproton pump), alpha polypeptide, 70kD, isoform 1 /FL=gb:AF113129.1 gb:L09235.1 gb:NM_001690.1498,31 17,33 330,24 26,15 -1,51 -1,32 -1,75 -168,07 *

205595_at desmoglein 3 (pemphigus vulgaris antigen) NM_001944 1830 gb:NM_001944.1 /DB_XREF=gi:4503404 /GEN=DSG3 /FEA=FLmRNA /CNT=41 /TID=Hs.1925.0 /TIER=FL /STK=0 /UG=Hs.1925 /LL=1830 /DEF=Homo sapiens desmoglein 3 (pemphigus vulgaris antigen) (DSG3), mRNA. /PROD=desmoglein 3 preproprotein /FL=gb:NM_001944.1 gb:M76482.1857,89 11,06 566,28 16,75 -1,51 -1,44 -1,6 -291,61 *

202363_at sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican)AF231124 6695 gb:AF231124.1 /DB_XREF=gi:7248844 /FEA=FLmRNA /CNT=190 /TID=Hs.93029.0 /TIER=FL+Stack /STK=68 /UG=Hs.93029 /LL=6695 /UG_GENE=SPOCK /DEF=Homo sapiens testican-1 mRNA, complete cds. /PROD=testican-1 /FL=gb:NM_004598.1 gb:AF231124.1629,7 6,38 417,89 9,62 -1,51 -1,45 -1,57 -211,81 *

1558254_s_at SFRS protein kinase 2 BU155802 6733 gb:BU155802 /DB_XREF=gi:22669334 /DB_XREF=AGENCOURT_7977478 /CLONE=IMAGE:6164380 /TID=Hs2.380021.1 /CNT=11 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.380021 /UG_TITLE=Homo sapiens cDNA FLJ35658 fis, clone SPLEN2013923.340,78 4,6 225,78 6,95 -1,51 -1,43 -1,6 -115,01 *

219924_s_at zinc finger protein 258 NM_007167 9204 gb:NM_007167.1 /DB_XREF=gi:6005977 /GEN=ZNF258 /FEA=FLmRNA /CNT=16 /TID=Hs.301637.0 /TIER=FL /STK=0 /UG=Hs.301637 /LL=9204 /DEF=Homo sapiens zinc finger protein 258 (ZNF258), mRNA. /PROD=zinc finger protein 258 /FL=gb:AF055470.1 gb:NM_007167.1889,09 10,59 589,02 15,99 -1,51 -1,44 -1,59 -300,07 *

214553_s_at cyclic AMP phosphoprotein, 19 kD NM_006628 10776 gb:NM_006628.1 /DB_XREF=gi:5729731 /GEN=ARPP-19 /FEA=FLmRNA /CNT=3 /TID=Hs.7351.1 /TIER=FL /STK=0 /UG=Hs.7351 /LL=10776 /DEF=Homo sapiens cyclic AMP phosphoprotein, 19 kD (ARPP-19), mRNA. /PROD=cyclic AMP phosphoprotein, 19 kD /FL=gb:NM_006628.1478,5 9,99 317,79 15,04 -1,51 -1,39 -1,64 -160,71 *

231771_at gap junction protein, beta 6 (connexin 30) AI694073 10804 gb:AI694073 /DB_XREF=gi:4971413 /DB_XREF=wc82e02.x1 /CLONE=IMAGE:2325146 /FEA=FLmRNA /CNT=19 /TID=Hs.48956.0 /TIER=ConsEnd /STK=3 /UG=Hs.48956 /LL=10804 /UG_GENE=GJB6 /UG_TITLE=gap junction protein, beta 6 (connexin 30) /FL=gb:NM_006783.1496,33 2,05 329,16 3,1 -1,51 -1,48 -1,53 -167,17 *

213935_at abhydrolase domain containing 5 AF007132 51099 gb:AF007132.1 /DB_XREF=gi:2852606 /FEA=mRNA /CNT=24 /TID=Hs.184019.0 /TIER=Stack /STK=14 /UG=Hs.184019 /UG_TITLE=Homo sapiens clone 23551 mRNA sequence /DEF=Homo sapiens clone 23551 mRNA sequence.323,92 3,74 214,01 5,65 -1,51 -1,44 -1,59 -109,9 *

222531_s_at chromosome 14 open reading frame 108 AW137526 55745 gb:AW137526 /DB_XREF=gi:6141844 /DB_XREF=UI-H-BI1-acv-g-09-0-UI.s1 /CLONE=IMAGE:2715833 /FEA=FLmRNA /CNT=122 /TID=Hs.106210.0 /TIER=Stack /STK=18 /UG=Hs.106210 /LL=55745 /UG_GENE=FLJ10813 /UG_TITLE=hypothetical protein FLJ10813 /FL=gb:NM_018229.1 gb:AL136685.11430,28 34,47 947,89 52,01 -1,51 -1,37 -1,67 -482,39 *



218752_at U11/U12 snRNP 20K NM_019103 55954 gb:NM_019103.1 /DB_XREF=gi:9506862 /GEN=LOC55954 /FEA=FLmRNA /CNT=98 /TID=Hs.38628.0 /TIER=FL+Stack /STK=74 /UG=Hs.38628 /LL=55954 /DEF=Homo sapiens hypothetical protein (LOC55954), mRNA. /PROD=hypothetical protein /FL=gb:NM_019103.1517,18 8,24 342,99 12,42 -1,51 -1,41 -1,61 -174,19 *

223735_at ADP-ribosylation factor-like 6 AL136815 84100 gb:AL136815.1 /DB_XREF=gi:12053140 /GEN=DKFZp434L1123 /FEA=FLmRNA /CNT=13 /TID=Hs.182133.0 /TIER=FL /STK=0 /UG=Hs.182133 /DEF=Homo sapiens mRNA; cDNA DKFZp434L1123 (from clone DKFZp434L1123); complete cds. /PROD=hypothetical protein /FL=gb:AL136815.1384,04 4,05 255,07 6,1 -1,51 -1,44 -1,57 -128,98 *

227835_at Hypothetical gene supported by AL713796 T86830 389831 gb:T86830 /DB_XREF=gi:715182 /DB_XREF=yd81b07.s1 /CLONE=IMAGE:114613 /FEA=EST /CNT=27 /TID=Hs.90424.0 /TIER=Stack /STK=10 /UG=Hs.90424 /UG_TITLE=Homo sapiens cDNA: FLJ23285 fis, clone HEP09071389,11 6,93 256,97 10,5 -1,51 -1,41 -1,63 -132,14 *

204645_at cyclin T2 NM_001241 905 gb:NM_001241.1 /DB_XREF=gi:4502628 /GEN=CCNT2 /FEA=FLmRNA /CNT=67 /TID=Hs.155478.0 /TIER=FL /STK=0 /UG=Hs.155478 /LL=905 /DEF=Homo sapiens cyclin T2 (CCNT2), mRNA. /PROD=cyclin T2 /FL=gb:AF048731.1 gb:NM_001241.1391,79 10,54 258,42 15,98 -1,52 -1,36 -1,7 -133,37 *

204305_at mitochondrial intermediate peptidase NM_005932 4285 gb:NM_005932.1 /DB_XREF=gi:5174566 /GEN=MIPEP /FEA=FLmRNA /CNT=88 /TID=Hs.68583.0 /TIER=FL+Stack /STK=24 /UG=Hs.68583 /LL=4285 /DEF=Homo sapiens mitochondrial intermediate peptidase (MIPEP), nuclear gene encoding mitochondrial protein, mRNA. /PROD=mitochondrial intermediate peptidase /FL=gb:U80034.1 gb:NM_005932.1763,09 27,2 502,25 41,32 -1,52 -1,32 -1,78 -260,83 *

213465_s_at protein phosphatase 1, regulatory subunit 7 BF718769 5510 gb:BF718769 /DB_XREF=gi:12019514 /DB_XREF=KEST72 /CLONE=S90413.NIH-107-R.ab1 /FEA=EST /CNT=34 /TID=Hs.36587.1 /TIER=Stack /STK=22 /UG=Hs.36587 /LL=5510 /UG_GENE=PPP1R7 /UG_TITLE=protein phosphatase 1, regulatory subunit 71602,18 6,09 1051,2 9,29 -1,52 -1,5 -1,55 -550,98 *

216899_s_at src family associated phosphoprotein 2 AC003999 8935 gb:AC003999 /DB_XREF=gi:2772566 /FEA=DNA /CNT=1 /TID=Hs.52644.1 /TIER=ConsEnd /STK=0 /UG=Hs.52644 /LL=8935 /UG_GENE=SKAP-HOM /UG_TITLE=SKAP55 homologue /DEF=Human PAC clone RP5-1139P1 from 7p15-p21407,77 4,74 268,2 7,2 -1,52 -1,45 -1,6 -139,57 *

210852_s_at aminoadipate-semialdehyde synthase AF229180 10157 gb:AF229180.1 /DB_XREF=gi:7264723 /FEA=FLmRNA /CNT=2 /TID=Hs.184168.1 /TIER=FL /STK=0 /UG=Hs.184168 /LL=10157 /UG_GENE=LKRSDH /DEF=Homo sapiens alpha-aminoadipate semialdehyde synthase mRNA, complete cds. /PROD=alpha-aminoadipate semialdehyde synthase /FL=gb:AF229180.1363,49 5,7 238,99 8,66 -1,52 -1,43 -1,63 -124,5 *

201264_at coatomer protein complex, subunit epsilon NM_007263 11316 gb:NM_007263.1 /DB_XREF=gi:6005734 /GEN=COPE /FEA=FLmRNA /CNT=422 /TID=Hs.10326.0 /TIER=FL+Stack /STK=174 /UG=Hs.10326 /LL=11316 /DEF=Homo sapiens coatomer protein complex, subunit epsilon (COPE), mRNA. /PROD=coatomer protein complex, subunit epsilon /FL=gb:AL136928.1 gb:BC003155.1 gb:NM_007263.1396,64 9 260,3 13,72 -1,52 -1,39 -1,68 -136,34 *

214449_s_at ras homolog gene family, member Q NM_012249 23433 gb:NM_012249.1 /DB_XREF=gi:6912695 /GEN=TC10 /FEA=FLmRNA /CNT=19 /TID=Hs.250697.0 /TIER=FL /STK=0 /UG=Hs.250697 /LL=23433 /DEF=Homo sapiens ras-like protein (TC10), mRNA. /PROD=ras-like protein /FL=gb:NM_012249.1 gb:M31470.1607,36 8,07 400,75 12,23 -1,52 -1,44 -1,6 -206,61 *

214581_x_at tumor necrosis factor receptor superfamily, member 21BE568134 27242 gb:BE568134 /DB_XREF=gi:9811854 /DB_XREF=601341661F1 /CLONE=IMAGE:3683823 /FEA=FLmRNA /CNT=70 /TID=Hs.159651.0 /TIER=ConsEnd /STK=0 /UG=Hs.159651 /LL=27242 /UG_GENE=DR6 /UG_TITLE=death receptor 6 /FL=gb:NM_014452.1 gb:AF068868.1566,61 3,4 371,89 5,18 -1,52 -1,49 -1,56 -194,72 *

212032_s_at prostate tumor overexpressed gene 1 AL046054 53635 gb:AL046054 /DB_XREF=gi:5936153 /DB_XREF=DKFZp434D2072_r1 /CLONE=DKFZp434D2072 /FEA=mRNA /CNT=289 /TID=Hs.19555.0 /TIER=Stack /STK=100 /UG=Hs.19555 /LL=53635 /UG_GENE=PTOV1 /UG_TITLE=prostate tumor over expressed gene 1542,77 7,59 357,53 11,52 -1,52 -1,43 -1,61 -185,24 *

221781_s_at DnaJ (Hsp40) homolog, subfamily C, member 10BG168666 54431 gb:BG168666 /DB_XREF=gi:12675369 /DB_XREF=602319904F1 /CLONE=IMAGE:4415256 /FEA=mRNA /CNT=129 /TID=Hs.1098.0 /TIER=Stack /STK=15 /UG=Hs.1098 /LL=54431 /UG_GENE=DKFZP434J1813 /UG_TITLE=DKFZp434J1813 protein614,5 6,47 403,21 9,85 -1,52 -1,46 -1,59 -211,29 *

228397_at Hypothetical protein FLJ20618 AW082208 55000 gb:AW082208 /DB_XREF=gi:6037360 /DB_XREF=xb64a04.x1 /CLONE=IMAGE:2581038 /FEA=EST /CNT=20 /TID=Hs.19175.0 /TIER=Stack /STK=15 /UG=Hs.19175 /UG_TITLE=ESTs377,18 5,09 248,51 7,72 -1,52 -1,44 -1,61 -128,68 *

230943_at SRY (sex determining region Y)-box 17 AI821669 64321 gb:AI821669 /DB_XREF=gi:5440748 /DB_XREF=zu39g09.x5 /CLONE=IMAGE:740416 /FEA=EST /CNT=8 /TID=Hs.98367.0 /TIER=Stack /STK=8 /UG=Hs.98367 /UG_TITLE=ESTs297,66 2,24 196,11 3,4 -1,52 -1,47 -1,57 -101,55 *

228536_at hypothetical protein BC004337 AA574240 90826 gb:AA574240 /DB_XREF=gi:2348755 /DB_XREF=nl78f10.s1 /CLONE=IMAGE:1056811 /FEA=mRNA /CNT=39 /TID=Hs.29645.0 /TIER=Stack /STK=16 /UG=Hs.29645 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp761C029 (from clone DKFZp761C029); partial cds385,53 4,36 253 6,64 -1,52 -1,45 -1,6 -132,53 *

203442_x_at hypothetical protein FLJ35827 AA478965 256364 gb:AA478965 /DB_XREF=gi:2207599 /DB_XREF=zv18e01.s1 /CLONE=IMAGE:754008 /FEA=FLmRNA /CNT=96 /TID=Hs.173043.0 /TIER=Stack /STK=25 /UG=Hs.173043 /LL=9219 /UG_GENE=MTA1L1 /UG_TITLE=metastasis-associated 1-like 1 /FL=gb:AB016591.1 gb:NM_004739.1 gb:AF295807.1448,3 5,07 295,37 7,7 -1,52 -1,45 -1,59 -152,93 *

225062_at hypothetical gene supported by AL713796 BF667120 389831 gb:BF667120 /DB_XREF=gi:11941015 /DB_XREF=602121902F1 /CLONE=IMAGE:4278865 /FEA=mRNA /CNT=118 /TID=Hs.90424.1 /TIER=Stack /STK=11 /UG=Hs.90424 /UG_TITLE=Homo sapiens cDNA: FLJ23285 fis, clone HEP09071595,34 9,89 392,77 14,99 -1,52 -1,42 -1,63 -202,57 *

231975_s_at gb:AK002183.1 /DB_XREF=gi:7023905 /FEA=mRNA /CNT=23 /TID=Hs.285885.1 /TIER=ConsEnd /STK=0 /UG=Hs.285885 /UG_TITLE=Homo sapiens cDNA FLJ11321 fis, clone PLACE1010324 /DEF=Homo sapiens cDNA FLJ11321 fis, clone PLACE1010324.AK002183 gb:AK002183.1 /DB_XREF=gi:7023905 /FEA=mRNA /CNT=23 /TID=Hs.285885.1 /TIER=ConsEnd /STK=0 /UG=Hs.285885 /UG_TITLE=Homo sapiens cDNA FLJ11321 fis, clone PLACE1010324 /DEF=Homo sapiens cDNA FLJ11321 fis, clone PLACE1010324.369,96 5,66 243,86 8,59 -1,52 -1,43 -1,62 -126,09 *

214578_s_at gb:AV683882 /DB_XREF=gi:10285745 /DB_XREF=AV683882 /CLONE=GKCAIC05 /FEA=FLmRNA /CNT=87 /TID=Hs.17820.2 /TIER=ConsEnd /STK=0 /UG=Hs.17820 /LL=6093 /UG_GENE=ROCK1 /UG_TITLE=Rho-associated, coiled-coil containing protein kinase 1 /FL=gb:U43195.1 gb:NM_005406.1AV683882 gb:AV683882 /DB_XREF=gi:10285745 /DB_XREF=AV683882 /CLONE=GKCAIC05 /FEA=FLmRNA /CNT=87 /TID=Hs.17820.2 /TIER=ConsEnd /STK=0 /UG=Hs.17820 /LL=6093 /UG_GENE=ROCK1 /UG_TITLE=Rho-associated, coiled-coil containing protein kinase 1 /FL=gb:U43195.1 gb:NM_005406.11412,66 20,38 927,65 31,04 -1,52 -1,44 -1,62 -485,01 *

1553551_s_at gb:NM_173709.1 /DB_XREF=gi:27754201 /GEN=MTND2 /TID=Hs2Affx.1.29 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /NOTE=sequence(s) not in UniGene /DEF=Homo sapiens NADH dehydrogenase 2 (MTND2), nuclear gene encoding mitochondrial protein, mRNA. /PROD=NADH dehydrogenase 2 /FL=gb:NM_173709.1NM_173709 gb:NM_173709.1 /DB_XREF=gi:27754201 /GEN=MTND2 /TID=Hs2Affx.1.29 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /NOTE=sequence(s) not in UniGene /DEF=Homo sapiens NADH dehydrogenase 2 (MTND2), nuclear gene encoding mitochondrial protein, mRNA. /PROD=NADH dehydrogenase 2 /FL=gb:NM_173709.110209,61 88,49 6725,65 134,33 -1,52 -1,47 -1,57 -3483,96 *

201850_at capping protein (actin filament), gelsolin-like NM_001747 822 gb:NM_001747.1 /DB_XREF=gi:4502560 /GEN=CAPG /FEA=FLmRNA /CNT=265 /TID=Hs.82422.0 /TIER=FL+Stack /STK=106 /UG=Hs.82422 /LL=822 /DEF=Homo sapiens capping protein (actin filament), gelsolin-like (CAPG), mRNA. /PROD=capping protein (actin filament), gelsolin-like /FL=gb:BC000728.1 gb:NM_001747.1 gb:M94345.11600,5 21,89 1046,43 33,48 -1,53 -1,45 -1,62 -554,07 *

213581_at programmed cell death 2 BF446180 5134 gb:BF446180 /DB_XREF=gi:11511318 /DB_XREF=7p33e08.x1 /CLONE=IMAGE:3647703 /FEA=EST /CNT=32 /TID=Hs.41639.2 /TIER=Stack /STK=23 /UG=Hs.41639 /LL=5134 /UG_GENE=PDCD2 /UG_TITLE=programmed cell death 21115,84 13,28 727,07 20,38 -1,53 -1,46 -1,61 -388,77 *

203329_at protein tyrosine phosphatase, receptor type, MNM_002845 5797 gb:NM_002845.1 /DB_XREF=gi:4506318 /GEN=PTPRM /FEA=FLmRNA /CNT=117 /TID=Hs.154151.0 /TIER=FL /STK=0 /UG=Hs.154151 /LL=5797 /DEF=Homo sapiens protein tyrosine phosphatase, receptor type, M (PTPRM), mRNA. /PROD=protein tyrosine phosphatase, receptor type, mupolypeptide /FL=gb:NM_002845.1355,01 2,54 231,61 3,89 -1,53 -1,49 -1,58 -123,4 *

227164_at Splicing factor, arginine/serine-rich 1 (splicing factor 2, alternate splicing factor)AL521786 6426 gb:AL521786 /DB_XREF=gi:12785279 /DB_XREF=AL521786 /CLONE=CS0DB003YK13 (3 prime) /FEA=EST /CNT=34 /TID=Hs.44949.0 /TIER=Stack /STK=17 /UG=Hs.44949 /UG_TITLE=ESTs504,96 1,57 329,75 2,41 -1,53 -1,51 -1,55 -175,2 *

214168_s_at tight junction protein 1 (zona occludens 1) AA813018 7082 gb:AA813018 /DB_XREF=gi:2883082 /DB_XREF=aj44b11.s1 /CLONE=1393149 /FEA=EST /CNT=14 /TID=Hs.74614.1 /TIER=Stack /STK=8 /UG=Hs.74614 /LL=7082 /UG_GENE=TJP1 /UG_TITLE=tight junction protein 1 (zona occludens 1)599,37 12,31 392,13 18,82 -1,53 -1,41 -1,67 -207,24 *

226268_at RAB21, member RAS oncogene family AI309554 23011 gb:AI309554 /DB_XREF=gi:4004425 /DB_XREF=qo65g11.x1 /CLONE=IMAGE:1913444 /FEA=EST /CNT=52 /TID=Hs.154697.0 /TIER=Stack /STK=8 /UG=Hs.154697 /UG_TITLE=ESTs521,75 5,5 341,88 8,4 -1,53 -1,46 -1,6 -179,87 *

219201_s_at twisted gastrulation homolog 1 (Drosophila) NM_020648 57045 gb:NM_020648.1 /DB_XREF=gi:10190663 /GEN=TSG /FEA=FLmRNA /CNT=47 /TID=Hs.247302.0 /TIER=FL+Stack /STK=16 /UG=Hs.247302 /LL=57045 /DEF=Homo sapiens twisted gastrulation (TSG), mRNA. /PROD=twisted gastrulation /FL=gb:NM_020648.1 gb:AF196834.1 gb:AF294628.1477,13 6,97 312,44 10,65 -1,53 -1,44 -1,63 -164,69 *

231867_at odz, odd Oz/ten-m homolog 2 (Drosophila) AB032953 57451 gb:AB032953.1 /DB_XREF=gi:6329762 /GEN=KIAA1127 /FEA=mRNA /CNT=32 /TID=Hs.173560.0 /TIER=ConsEnd /STK=2 /UG=Hs.173560 /LL=57451 /DEF=Homo sapiens mRNA for KIAA1127 protein, partial cds. /PROD=KIAA1127 protein678,48 10,79 442,05 16,56 -1,53 -1,44 -1,64 -236,42 *

219469_at dynein, cytoplasmic, heavy polypeptide 2 NM_024606 79659 gb:NM_024606.1 /DB_XREF=gi:13375812 /GEN=FLJ11756 /FEA=FLmRNA /CNT=33 /TID=Hs.27497.0 /TIER=FL /STK=3 /UG=Hs.27497 /LL=79659 /DEF=Homo sapiens hypothetical protein FLJ11756 (FLJ11756), mRNA. /PROD=hypothetical protein FLJ11756 /FL=gb:NM_024606.1599,28 8,93 391,2 13,69 -1,53 -1,44 -1,63 -208,09 *

226506_at hypothetical protein FLJ13710 AI742570 79875 gb:AI742570 /DB_XREF=gi:5110858 /DB_XREF=wg55e12.x1 /CLONE=IMAGE:2369038 /FEA=EST /CNT=64 /TID=Hs.23136.0 /TIER=Stack /STK=45 /UG=Hs.23136 /UG_TITLE=ESTs329,16 8,22 214,91 12,58 -1,53 -1,38 -1,71 -114,25 *

238863_x_at Transcribed locus, weakly similar to NP_055301.1 neuronal thread protein AD7c-NTP [Homo sapiens]AI524240 gb:AI524240 /DB_XREF=gi:4438375 /DB_XREF=th11d12.x1 /CLONE=IMAGE:2117975 /FEA=EST /CNT=9 /TID=Hs.72322.0 /TIER=ConsEnd /STK=1 /UG=Hs.72322 /UG_TITLE=ESTs758,01 6,94 495,23 10,62 -1,53 -1,47 -1,59 -262,78 *

209275_s_at ceroid-lipofuscinosis, neuronal 3, juvenile (Batten, Spielmeyer-Vogt disease)AF015593 1201 gb:AF015593.1 /DB_XREF=gi:4102728 /GEN=CLN3 /FEA=FLmRNA /CNT=146 /TID=Hs.194660.2 /TIER=FL /STK=0 /UG=Hs.194660 /LL=1201 /DEF=Homo sapiens CLN3 protein (CLN3) mRNA, complete cds. /PROD=CLN3 protein /FL=gb:AF077966.1 gb:AF077956.1 gb:AF077971.1 gb:AF077962.1 gb:AF077958.1 gb:AF077957.1 gb:AF077959.1 gb:AF077961.1 gb:BC002394.1 gb:U32680.1 gb:AF015593.1 gb:NM_000086.1 gb:AF078169.1 gb:BC004433.1290,41 4,5 188,43 6,93 -1,54 -1,45 -1,65 -101,99 *

242363_at Dynein, cytoplasmic, intermediate polypeptide 2BF592008 1781 gb:BF592008 /DB_XREF=gi:11684332 /DB_XREF=7o35e09.x1 /CLONE=IMAGE:3576280 /FEA=EST /CNT=6 /TID=Hs.87372.1 /TIER=ConsEnd /STK=1 /UG=Hs.87372 /UG_TITLE=ESTs580,55 21,22 375,77 32,78 -1,54 -1,33 -1,82 -204,79 *

205770_at glutathione reductase NM_000637 2936 gb:NM_000637.1 /DB_XREF=gi:10835188 /GEN=GSR /FEA=FLmRNA /CNT=28 /TID=Hs.121524.0 /TIER=FL /STK=0 /UG=Hs.121524 /LL=2936 /DEF=Homo sapiens glutathione reductase (GSR), mRNA. /PROD=glutathione reductase /FL=gb:AF228704.1 gb:NM_000637.1811,68 10,38 526,54 16,01 -1,54 -1,46 -1,63 -285,14 *

214359_s_at heat shock 90kDa protein 1, beta AI218219 3326 gb:AI218219 /DB_XREF=gi:3798034 /DB_XREF=qh17h11.x1 /CLONE=IMAGE:1844997 /FEA=EST /CNT=11 /TID=Hs.74335.1 /TIER=Stack /STK=8 /UG=Hs.74335 /LL=3326 /UG_GENE=HSPCB /UG_TITLE=heat shock 90kD protein 1, beta2823,84 30,58 1836,02 47,04 -1,54 -1,47 -1,61 -987,82 *

213680_at keratin 6B AI831452 3854 gb:AI831452 /DB_XREF=gi:5452123 /DB_XREF=wj49b03.x1 /CLONE=IMAGE:2406125 /FEA=EST /CNT=35 /TID=Hs.111758.1 /TIER=Stack /STK=19 /UG=Hs.111758 /LL=3853 /UG_GENE=KRT6A /UG_TITLE=keratin 6A880,63 10,29 573,03 15,82 -1,54 -1,46 -1,62 -307,6 *

203466_at MpV17 transgene, murine homolog, glomerulosclerosisNM_002437 4358 gb:NM_002437.1 /DB_XREF=gi:4505240 /GEN=MPV17 /FEA=FLmRNA /CNT=98 /TID=Hs.75659.0 /TIER=FL+Stack /STK=43 /UG=Hs.75659 /LL=4358 /DEF=Homo sapiens MpV17 transgene, murine homolog, glomerulosclerosis (MPV17), mRNA. /PROD=MpV17 transgene, murine homolog,glomerulosclerosis /FL=gb:BC001115.1 gb:NM_002437.1677,44 7,46 440,31 11,48 -1,54 -1,47 -1,61 -237,13 *

217457_s_at RAP1, GTP-GDP dissociation stimulator 1 X63465 5910 gb:X63465.1 /DB_XREF=gi:32079 /GEN=hGDS /FEA=mRNA /CNT=1 /TID=Hs.7940.1 /TIER=ConsEnd /STK=0 /UG=Hs.7940 /LL=5910 /DEF=H.sapiens hGDS mRNA for smg GDS. /PROD=smg GDS773,84 1,47 501,95 2,27 -1,54 -1,53 -1,55 -271,89 *

201006_at peroxiredoxin 2 NM_005809 7001 gb:NM_005809.1 /DB_XREF=gi:5902725 /GEN=PRDX2 /FEA=FLmRNA /CNT=484 /TID=Hs.146354.0 /TIER=FL+Stack /STK=197 /UG=Hs.146354 /LL=7001 /DEF=Homo sapiens peroxiredoxin 2 (PRDX2), mRNA. /PROD=peroxiredoxin 2 /FL=gb:NM_005809.1 gb:BC000452.1 gb:BC003022.1548,59 4,7 356,49 7,24 -1,54 -1,48 -1,6 -192,09 *

212041_at ATPase, H+ transporting, lysosomal 38kDa, V0 subunit d isoform 1AL566172 9114 gb:AL566172 /DB_XREF=gi:12918279 /DB_XREF=AL566172 /CLONE=CS0DF022YE19 (3 prime) /FEA=mRNA /CNT=250 /TID=Hs.106876.0 /TIER=Stack /STK=49 /UG=Hs.106876 /LL=9114 /UG_GENE=ATP6D /UG_TITLE=ATPase, H+ transporting, lysosomal (vacuolar proton pump), member D1296,04 26,56 843,8 40,8 -1,54 -1,41 -1,68 -452,25 *

217847_s_at thyroid hormone receptor associated protein 3NM_005119 9967 gb:NM_005119.1 /DB_XREF=gi:4827039 /GEN=TRAP150 /FEA=FLmRNA /CNT=182 /TID=Hs.108319.0 /TIER=FL /STK=0 /UG=Hs.108319 /LL=9967 /DEF=Homo sapiens thyroid hormone receptor-associated protein, 150 kDa subunit (TRAP150), mRNA. /PROD=thyroid hormone receptor-associated protein, 150kDa subunit /FL=gb:NM_005119.1 gb:AF117756.1380,11 5,99 246,61 9,24 -1,54 -1,44 -1,65 -133,49 *

216071_x_at mediator of RNA polymerase II transcription, subunit 12 homolog (yeast)AF132033 9968 gb:AF132033 /DB_XREF=gi:5524202 /FEA=DNA /CNT=2 /TID=Hs.211607.3 /TIER=ConsEnd /STK=0 /UG=Hs.211607 /LL=9968 /UG_GENE=TNRC11 /UG_TITLE=trinucleotide repeat containing 11 (THR-associated protein, 230 kDa subunit) /DEF=Homo sapiens OPA-containing protein (HOPA) gene, complete cds1659,53 5,91 1076,25 9,11 -1,54 -1,52 -1,57 -583,27 *

202955_s_at ADP-ribosylation factor guanine nucleotide-exchange factor 1(brefeldin A-inhibited)AF084520 10565 gb:AF084520.1 /DB_XREF=gi:5052120 /FEA=FLmRNA /CNT=136 /TID=Hs.94631.0 /TIER=FL /STK=0 /UG=Hs.94631 /LL=10565 /UG_GENE=BIG1 /DEF=Homo sapiens brefeldin A-inhibited guanine nucleotide-exchange protein 1 mRNA, complete cds. /PROD=brefeldin A-inhibited guaninenucleotide-exchange protein 1 /FL=gb:AF111162.1 gb:NM_006421.2 gb:AF084520.1337,03 1,79 218,63 2,76 -1,54 -1,51 -1,58 -118,4 *

217188_s_at chromosome 14 open reading frame 1 AC007182 11161 gb:AC007182 /DB_XREF=gi:5708446 /FEA=DNA_3 /CNT=1 /TID=Hs.15106.1 /TIER=ConsEnd /STK=0 /UG=Hs.15106 /LL=11161 /UG_GENE=C14ORF1 /UG_TITLE=chromosome 14 open reading frame 1 /DEF=untitled687,55 8,96 447,24 13,77 -1,54 -1,46 -1,63 -240,31 *

222478_at chromosome 13 open reading frame 9 AL576924 51028 gb:AL576924 /DB_XREF=gi:12939548 /DB_XREF=AL576924 /CLONE=CS0DI081YD10 (3 prime) /FEA=FLmRNA /CNT=140 /TID=Hs.146324.0 /TIER=Stack /STK=21 /UG=Hs.146324 /LL=51028 /UG_GENE=LOC51028 /UG_TITLE=CGI-145 protein /FL=gb:NM_016075.1 gb:AF151903.11214,1 13,73 786,01 21,21 -1,54 -1,47 -1,62 -428,09 *

226888_at Casein kinase 1, gamma 1 BG104860 53944 gb:BG104860 /DB_XREF=gi:12598706 /DB_XREF=602311643F1 /CLONE=IMAGE:4421363 /FEA=EST /CNT=39 /TID=Hs.15936.0 /TIER=Stack /STK=26 /UG=Hs.15936 /UG_TITLE=ESTs564,99 9,67 366,12 14,92 -1,54 -1,44 -1,66 -198,86 *

218437_s_at leucine zipper transcription factor-like 1 NM_020347 54585 gb:NM_020347.1 /DB_XREF=gi:9966792 /GEN=LZTFL1 /FEA=FLmRNA /CNT=108 /TID=Hs.30824.0 /TIER=FL /STK=4 /UG=Hs.30824 /LL=54585 /DEF=Homo sapiens leucine zipper transcription factor-like 1 (LZTFL1), mRNA. /PROD=leucine zipper transcription factor-like 1 /FL=gb:NM_020347.1299,84 1,5 194,63 2,31 -1,54 -1,51 -1,57 -105,21 *

219527_at hypothetical protein FLJ20605 NM_017898 54996 gb:NM_017898.1 /DB_XREF=gi:8923560 /GEN=FLJ20605 /FEA=FLmRNA /CNT=51 /TID=Hs.4932.0 /TIER=FL /STK=0 /UG=Hs.4932 /LL=54996 /DEF=Homo sapiens hypothetical protein FLJ20605 (FLJ20605), mRNA. /PROD=hypothetical protein FLJ20605 /FL=gb:NM_017898.1293,97 3,34 191,51 5,12 -1,54 -1,46 -1,61 -102,47 *

1554679_a_at lysosomal associated protein transmembrane 4 betaAF317417 55353 gb:AF317417.1 /DB_XREF=gi:14582684 /GEN=LAPTM4beta /TID=Hs2.296398.2 /CNT=5 /FEA=FLmRNA /TIER=FL /STK=1 /LL=55353 /UG=Hs.296398 /DEF=Homo sapiens lysosomal-associated transmembrane protein 4 beta (LAPTM4beta) mRNA, complete cds. /PROD=lysosomal-associated transmembrane protein 4beta /FL=gb:AF317417.1981,94 15,97 638,04 24,57 -1,54 -1,44 -1,65 -343,91 *



218584_at hypothetical protein FLJ21127 NM_024549 79600 gb:NM_024549.1 /DB_XREF=gi:13375712 /GEN=FLJ21127 /FEA=FLmRNA /CNT=90 /TID=Hs.11500.0 /TIER=FL+Stack /STK=69 /UG=Hs.11500 /LL=79600 /DEF=Homo sapiens hypothetical protein FLJ21127 (FLJ21127), mRNA. /PROD=hypothetical protein FLJ21127 /FL=gb:NM_024549.1380,62 5,36 246,47 8,28 -1,54 -1,46 -1,64 -134,15 *

234945_at family with sequence similarity 54, member A AL138828 113115 gb:AL138828 /DB_XREF=gi:10443374 /FEA=DNA_3 /CNT=1 /TID=Hs.121536.1 /TIER=ConsEnd /STK=0 /UG=Hs.121536 /UG_TITLE=Human DNA sequence from clone RP11-472E5 on chromosome 6. Contains ESTs and STSs. Contains the 3 part of the gene for high-affinity cAMP-specific 3,5-cyclic phosphodiesterase (EC 3.1.4.17, rolipram-insensitive phosphodiesterase type 7) and a novel gene /DEF=Human DNA sequence from clone RP11-472E5 on chromosome 6. Contains ESTs and STSs. Contains the 3 part of the gene for high-affinity cAMP-specific 3,5-cyclic phosphodiesterase (EC 3.1.4.17, rolipram-insensitive phosphodiesterase type 7) and a no...379,91 4,34 247,41 6,66 -1,54 -1,46 -1,61 -132,5 *

225328_at F-box protein 32 N21643 114907 gb:N21643 /DB_XREF=gi:1126813 /DB_XREF=yx60h10.s1 /CLONE=IMAGE:266179 /FEA=EST /CNT=113 /TID=Hs.6630.0 /TIER=Stack /STK=29 /UG=Hs.6630 /UG_TITLE=Homo sapiens cDNA FLJ13329 fis, clone OVARC1001795344,57 1,05 224,38 1,61 -1,54 -1,52 -1,56 -120,19 *

227270_at hypothetical protein LOC285550 BF593037 285550 gb:BF593037 /DB_XREF=gi:11685361 /DB_XREF=naa30h03.x1 /CLONE=IMAGE:3258077 /FEA=EST /CNT=31 /TID=Hs.309657.0 /TIER=Stack /STK=9 /UG=Hs.309657 /UG_TITLE=ESTs, Weakly similar to AF205600 1 transposase-like protein (H.sapiens)354,65 4,58 229,95 7,06 -1,54 -1,46 -1,63 -124,7 *

238656_at Transcribed locus, strongly similar to XP_517922.1 similar to RAD50 homolog isoform 1; RAD50 (S. cerevisiae) homolog [Pan troglodytes]AA877043 gb:AA877043 /DB_XREF=gi:2986120 /DB_XREF=nz43e08.s1 /CLONE=IMAGE:1290566 /FEA=EST /CNT=10 /TID=Hs.272173.0 /TIER=ConsEnd /STK=0 /UG=Hs.272173 /UG_TITLE=ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAMILY J SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)325,59 7,53 211,86 11,58 -1,54 -1,4 -1,7 -113,73 *

211558_s_at deoxyhypusine synthase U26266 1725 gb:U26266.1 /DB_XREF=gi:1373016 /FEA=FLmRNA /CNT=2 /TID=Hs.79064.2 /TIER=FL /STK=0 /UG=Hs.79064 /LL=1725 /UG_GENE=DHPS /DEF=Human deoxyhypusine synthase mRNA, complete cds. /PROD=deoxyhypusine synthase /FL=gb:NM_013406.1 gb:U26266.1297,17 7,11 191,16 11,06 -1,55 -1,41 -1,73 -106,01 *

210233_at interleukin 1 receptor accessory protein AF167343 3556 gb:AF167343.1 /DB_XREF=gi:8050486 /GEN=IL1RAP /FEA=FLmRNA /CNT=16 /TID=Hs.173880.1 /TIER=FL /STK=0 /UG=Hs.173880 /LL=3556 /DEF=Homo sapiens soluble interleukin-1 receptor accessory protein (IL1RAP) mRNA, complete cds. /PROD=soluble interleukin-1 receptor accessoryprotein /FL=gb:AF167343.1328,29 6,17 212,43 9,53 -1,55 -1,43 -1,68 -115,85 *

201234_at integrin-linked kinase NM_004517 3611 gb:NM_004517.1 /DB_XREF=gi:4758605 /GEN=ILK /FEA=FLmRNA /CNT=239 /TID=Hs.6196.0 /TIER=FL+Stack /STK=108 /UG=Hs.6196 /LL=3611 /DEF=Homo sapiens integrin-linked kinase (ILK), mRNA. /PROD=integrin-linked kinase /FL=gb:U40282.1 gb:NM_004517.1847,8 12,04 548,32 18,62 -1,55 -1,46 -1,64 -299,48 *

206544_x_at SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2NM_003070 6595 gb:NM_003070.1 /DB_XREF=gi:4507068 /GEN=SMARCA2 /FEA=FLmRNA /CNT=11 /TID=Hs.198296.0 /TIER=FL /STK=0 /UG=Hs.198296 /LL=6595 /DEF=Homo sapiens SWISNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2 (SMARCA2), mRNA. /PROD=SWISNF related, matrix associated, actindependent regulator of chromatin, subfamily a, member 2 /FL=gb:NM_003070.1 gb:D26155.1607,64 6,38 391,37 9,91 -1,55 -1,49 -1,63 -216,27 *

216697_at Triple functional domain (PTPRF interacting) AL161955 7204 gb:AL161955.1 /DB_XREF=gi:7328007 /FEA=mRNA /CNT=1 /TID=Hs.306491.0 /TIER=ConsEnd /STK=0 /UG=Hs.306491 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp434H0229 (from clone DKFZp434H0229) /DEF=Homo sapiens mRNA; cDNA DKFZp434H0229 (from clone DKFZp434H0229).1022,7 1,54 660,24 2,39 -1,55 -1,54 -1,56 -362,46 *

217799_x_at ubiquitin-conjugating enzyme E2H (UBC8 homolog, yeast)NM_003344 7328 gb:NM_003344.1 /DB_XREF=gi:4507782 /GEN=UBE2H /FEA=FLmRNA /CNT=352 /TID=Hs.28505.0 /TIER=FL+Stack /STK=16 /UG=Hs.28505 /LL=7328 /DEF=Homo sapiens ubiquitin-conjugating enzyme E2H (homologous to yeast UBC8) (UBE2H), mRNA. /PROD=ubiquitin-conjugating enzyme E2H (homologous toyeast UBC8) /FL=gb:NM_003344.11629,11 25,51 1050,68 39,55 -1,55 -1,45 -1,66 -578,42 *

211238_at a disintegrin and metalloproteinase domain 7 AF215824 8756 gb:AF215824.1 /DB_XREF=gi:12004291 /GEN=ADAM7 /FEA=FLmRNA /CNT=2 /TID=Hs.166003.0 /TIER=FL /STK=0 /UG=Hs.166003 /LL=8756 /DEF=Homo sapiens a disintegrin and metalloproteinase 7 (ADAM7) mRNA, complete cds. /PROD=a disintegrin and metalloproteinase 7 /FL=gb:AF215824.11762,71 5,85 1140,49 9,04 -1,55 -1,52 -1,57 -622,22 *

203404_at armadillo repeat containing, X-linked 2 NM_014782 9823 gb:NM_014782.1 /DB_XREF=gi:7662161 /GEN=KIAA0512 /FEA=FLmRNA /CNT=95 /TID=Hs.48924.0 /TIER=FL /STK=3 /UG=Hs.48924 /LL=9823 /DEF=Homo sapiens KIAA0512 gene product (KIAA0512), mRNA. /PROD=KIAA0512 gene product /FL=gb:NM_014782.1 gb:AB011084.1363,7 4,24 235,06 6,57 -1,55 -1,47 -1,63 -128,64 *

1554352_s_at c-myc promoter binding protein BC041706 10260 gb:BC041706.1 /DB_XREF=gi:27469518 /TID=Hs2.145631.1 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=2 /LL=10260 /UG_GENE=IRLB /UG=Hs.145631 /DEF=Homo sapiens, Similar to KIAA0476 gene product, clone MGC:48955 IMAGE:5530033, mRNA, complete cds. /PROD=Similar to KIAA0476 gene product /FL=gb:BC041706.1492,38 5,31 316,91 8,26 -1,55 -1,48 -1,63 -175,47 *

202784_s_at nicotinamide nucleotide transhydrogenase NM_012343 23530 gb:NM_012343.1 /DB_XREF=gi:6912535 /GEN=NNT /FEA=FLmRNA /CNT=157 /TID=Hs.18136.0 /TIER=FL /STK=0 /UG=Hs.18136 /LL=23530 /DEF=Homo sapiens nicotinamide nucleotide transhydrogenase (NNT), mRNA. /PROD=nicotinamide nucleotide transhydrogenase /FL=gb:NM_012343.1 gb:U40490.1605,3 5,15 389,8 7,99 -1,55 -1,5 -1,61 -215,49 *

218036_x_at NMD3 homolog (S. cerevisiae) NM_015938 51068 gb:NM_015938.1 /DB_XREF=gi:7705711 /GEN=LOC51068 /FEA=FLmRNA /CNT=155 /TID=Hs.181022.0 /TIER=FL /STK=1 /UG=Hs.181022 /LL=51068 /DEF=Homo sapiens CGI-07 protein (LOC51068), mRNA. /PROD=CGI-07 protein /FL=gb:NM_015938.1 gb:AF132941.1941,35 18,44 606,5 28,62 -1,55 -1,43 -1,69 -334,84 *

211376_s_at chromosome 10 open reading frame 86 BC005212 54780 gb:BC005212.1 /DB_XREF=gi:13528824 /FEA=FLmRNA /CNT=1 /TID=Hs.258798.1 /TIER=FL /STK=0 /UG=Hs.258798 /LL=54780 /UG_GENE=FLJ20003 /DEF=Homo sapiens, Similar to hypothetical protein FLJ20003, clone MGC:12228, mRNA, complete cds. /PROD=Similar to hypothetical protein FLJ20003 /FL=gb:BC005212.11214,43 29,66 784,22 45,93 -1,55 -1,4 -1,73 -430,21 *

224373_s_at 6-pyruvoyl-tetrahydropterin synthase/dimerization cofactor of hepatocyte nuclear factor 1 alpha (TCF1) 2 /// 6-pyruvoyl-tetrahydropterin synthase/dimerization cofactor of hepatocyte nuclear factor 1 alpha (TCF1) 2AF253979 84105 gb:AF253979.1 /DB_XREF=gi:12005804 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900538.757 /TIER=FL /STK=0 /DEF=Homo sapiens DC24 mRNA, complete cds. /PROD=DC24 /FL=gb:AF253979.116477,91 148,17 10602,71 230,28 -1,55 -1,5 -1,62 -5875,2 *

1556429_a_at unknown MGC21654 product BC026969 93594 gb:BC026969.1 /DB_XREF=gi:20071617 /TID=Hs2.170268.1 /CNT=7 /FEA=mRNA /TIER=ConsEnd /STK=3 /UG=Hs.170268 /UG_TITLE=Homo sapiens, clone IMAGE:5116073, mRNA, partial cds /DEF=Homo sapiens, clone IMAGE:5116073, mRNA, partial cds.309,64 4,65 199,28 7,23 -1,55 -1,46 -1,66 -110,36 *

227119_at CCR4-NOT transcription complex, subunit 6-likeBF103856 246175 gb:BF103856 /DB_XREF=gi:10886295 /DB_XREF=601647362F1 /CLONE=IMAGE:3931550 /FEA=EST /CNT=29 /TID=Hs.238809.0 /TIER=Stack /STK=21 /UG=Hs.238809 /UG_TITLE=ESTs393,01 4,84 253,34 7,5 -1,55 -1,47 -1,64 -139,67 *

212969_x_at hypothetical protein FLJ35827 BE222618 256364 gb:BE222618 /DB_XREF=gi:8909936 /DB_XREF=hu49a11.x1 /CLONE=IMAGE:3173372 /FEA=EST /CNT=70 /TID=Hs.173043.1 /TIER=Stack /STK=15 /UG=Hs.173043 /LL=9219 /UG_GENE=MTA1L1 /UG_TITLE=metastasis-associated 1-like 1434,33 3,88 279,7 6,03 -1,55 -1,5 -1,61 -154,63 *

223443_s_at hypothetical protein LOC51321 /// hypothetical protein FLJ32065BC003669 201283 /// 51321gb:BC003669.1 /DB_XREF=gi:13277529 /FEA=FLmRNA /CNT=51 /TID=Hs.268122.1 /TIER=FL /STK=0 /UG=Hs.268122 /LL=51321 /UG_GENE=LOC51321 /DEF=Homo sapiens, clone MGC:12196, mRNA, complete cds. /PROD=Unknown (protein for MGC:12196) /FL=gb:BC003669.1560,48 4,06 362,26 6,29 -1,55 -1,5 -1,6 -198,22 *

216383_at ribosomal protein L18a /// similar to ribosomal protein L18a; 60S ribosomal protein L18aU52111 347544 /// 6142gb:U52111 /DB_XREF=gi:8331754 /FEA=DNA_2 /CNT=1 /TID=Hs.283952.0 /TIER=ConsEnd /STK=0 /UG=Hs.283952 /UG_TITLE=Homo sapiens X28 region near ALD locus containing dual specificity phosphatase 9 (DUSP9), ribosomal protein L18a (RPL18a), Ca2+Calmodulin-dependent protein kinase I (CAMKI), creatine transporter (CRTR), CDM protein (CDM), adrenoleukodystrophy protein (ALD), plexin-related protein (PLXB3), muscle-specific serine kinase (MSSK), NAD-isocitrate dehydrogenase (IDH), translocon-associated protein delta (TRAP), and LU1 protein (LU1) genes, complete cds; and CCp pseudogene /DEF=Homo sapiens X28 region near ALD locus containing dual specificity phosphatase 9 (DUSP9), ribosomal protein L18a (RPL18a), Ca2+Calmodulin-dependent protein kinase I (CAMKI), creatine transporter (CRTR), CDM protein (CDM), adrenoleukodystrophy pro...465,48 7,2 299,95 11,17 -1,55 -1,45 -1,66 -165,53 *

205750_at biphenyl hydrolase-like (serine hydrolase; breast epithelial mucin-associated antigen)NM_004332 670 gb:NM_004332.1 /DB_XREF=gi:4757861 /GEN=BPHL /FEA=FLmRNA /CNT=29 /TID=Hs.7298.0 /TIER=FL /STK=6 /UG=Hs.7298 /LL=670 /DEF=Homo sapiens biphenyl hydrolase-like (serine hydrolase; breast epithelial mucin-associated antigen) (BPHL), mRNA. /PROD=biphenyl hydrolase-like /FL=gb:NM_004332.1681,1 18,76 435,65 29,34 -1,56 -1,39 -1,77 -245,46 *

205196_s_at adaptor-related protein complex 1, sigma 1 subunitNM_001283 1174 gb:NM_001283.1 /DB_XREF=gi:4557470 /GEN=AP1S1 /FEA=FLmRNA /CNT=47 /TID=Hs.57600.0 /TIER=FL /STK=0 /UG=Hs.57600 /LL=1174 /DEF=Homo sapiens adaptor-related protein complex 1, sigma 1 subunit (AP1S1), mRNA. /PROD=adaptor-related protein complex 1, sigma 1subunit /FL=gb:AB015319.1 gb:NM_001283.1633,26 11,69 406,33 18,22 -1,56 -1,44 -1,69 -226,93 *

227677_at Janus kinase 3 (a protein tyrosine kinase, leukocyte)BF512748 3718 gb:BF512748 /DB_XREF=gi:11597927 /DB_XREF=UI-H-BW1-amm-e-07-0-UI.s1 /CLONE=IMAGE:3070548 /FEA=EST /CNT=29 /TID=Hs.58643.0 /TIER=Stack /STK=16 /UG=Hs.58643 /UG_TITLE=ESTs, Highly similar to JAK3B (H.sapiens)522,59 3,83 335,21 5,97 -1,56 -1,51 -1,61 -187,38 *

210102_at loss of heterozygosity, 11, chromosomal region 2, gene ABC001234 4013 gb:BC001234.1 /DB_XREF=gi:12654782 /FEA=FLmRNA /CNT=19 /TID=Hs.152944.1 /TIER=FL+Stack /STK=11 /UG=Hs.152944 /LL=4013 /UG_GENE=LOH11CR2A /DEF=Homo sapiens, Similar to loss of heterozygosity, 11, chromosomal region 2, gene A, clone MGC:4904, mRNA, complete cds. /PROD=Similar to loss of heterozygosity, 11,chromosomal region 2, gene A /FL=gb:BC001234.1493,11 10,61 315,94 16,57 -1,56 -1,43 -1,72 -177,17 *

212016_s_at polypyrimidine tract binding protein 1 AA679988 5725 gb:AA679988 /DB_XREF=gi:2656455 /DB_XREF=ag51f11.s1 /CLONE=IMAGE:1126509 /FEA=DNA /CNT=321 /TID=Hs.172550.3 /TIER=Stack /STK=12 /UG=Hs.172550 /LL=5725 /UG_GENE=PTB /UG_TITLE=polypyrimidine tract binding protein (heterogeneous nuclear ribonucleoprotein I)484,39 3,65 311,22 5,69 -1,56 -1,51 -1,61 -173,16 *

211536_x_at mitogen-activated protein kinase kinase kinase 7AB009358 6885 gb:AB009358.2 /DB_XREF=gi:8978251 /FEA=FLmRNA /CNT=2 /TID=Hs.7510.1 /TIER=FL /STK=0 /UG=Hs.7510 /LL=6885 /UG_GENE=MAP3K7 /DEF=Homo sapiens mRNA for TGF-beta activated kinase 1c, complete cds. /PROD=TGF-beta activated kinase 1c /FL=gb:AB009358.2340,12 10,63 217,87 16,59 -1,56 -1,37 -1,8 -122,25 *

242879_x_at V-akt murine thymoma viral oncogene homolog 3 (protein kinase B, gamma)AI939442 10000 gb:AI939442 /DB_XREF=gi:5678405 /DB_XREF=tf11h12.x5 /CLONE=IMAGE:2095943 /FEA=EST /CNT=3 /TID=Hs.161189.0 /TIER=ConsEnd /STK=3 /UG=Hs.161189 /UG_TITLE=ESTs302,34 3,78 193,93 5,9 -1,56 -1,48 -1,65 -108,42 *

230926_s_at KIAA1229 protein AW452022 57489 gb:AW452022 /DB_XREF=gi:6992798 /DB_XREF=UI-H-BI3-alm-f-05-0-UI.s1 /CLONE=IMAGE:2737304 /FEA=EST /CNT=8 /TID=Hs.71109.0 /TIER=Stack /STK=8 /UG=Hs.71109 /LL=57489 /UG_GENE=KIAA1229 /UG_TITLE=KIAA1229 protein308,04 3,69 197,42 5,76 -1,56 -1,48 -1,65 -110,62 *

225631_at KIAA1706 protein BE501865 80820 gb:BE501865 /DB_XREF=gi:9704273 /DB_XREF=hw36b12.x1 /CLONE=IMAGE:3184991 /FEA=mRNA /CNT=94 /TID=Hs.29002.0 /TIER=Stack /STK=40 /UG=Hs.29002 /LL=80820 /UG_GENE=KIAA1706 /UG_TITLE=KIAA1706 protein494,59 3,7 317,21 5,77 -1,56 -1,51 -1,61 -177,38 *

1553929_at N-acylsphingosine amidohydrolase (alkaline ceramidase) 3NM_133492 125981 gb:NM_133492.1 /DB_XREF=gi:19424127 /GEN=LOC125981 /TID=Hs2.352609.1 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=0 /LL=125981 /UG=Hs.352609 /DEF=Homo sapiens alkaline ceramidase (LOC125981), mRNA. /PROD=alkaline ceramidase /FL=gb:AF347024.1 gb:NM_133492.11737,15 4,07 1114,84 6,35 -1,56 -1,54 -1,57 -622,31 *

208596_s_at UDP glycosyltransferase 1 family, polypeptide A10 /// UDP glycosyltransferase 1 family, polypeptide A8 /// UDP glycosyltransferase 1 family, polypeptide A7 /// UDP glycosyltransferase 1 family, polypeptide A6 /// UDP glycosyltransferase 1 family, polypeptide A5 /// UDP glycosyltransferase 1 family, polypeptide A9 /// UDP glycosyltransferase 1 family, polypeptide A4 /// UDP glycosyltransferase 1 family, polypeptide A1 /// UDP glycosyltransferase 1 family, polypeptide A3NM_01909354575 /// 54576 /// 54577 /// 54578 /// 54579 /// 54600 /// 54657 /// 54658 /// 54659gb:NM_019093.1 /DB_XREF=gi:13487899 /GEN=UGT1A3 /FEA=FLmRNA /CNT=2 /TID=Hs.326543.0 /TIER=FL /STK=0 /UG=Hs.326543 /LL=54659 /DEF=Homo sapiens UDP glycosyltransferase 1 family, polypeptide A3 (UGT1A3), mRNA. /PROD=UDP glycosyltransferase 1 family, polypeptideA3 /FL=gb:NM_019093.1436,2 13 279,2 20,3 -1,56 -1,38 -1,79 -157 *

206042_x_at small nuclear ribonucleoprotein polypeptide N /// SNRPN upstream reading frameNM_022804 6638 /// 8926 gb:NM_022804.1 /DB_XREF=gi:13027654 /GEN=SNURF /FEA=FLmRNA /CNT=24 /TID=Hs.58606.0 /TIER=FL+Stack /STK=9 /UG=Hs.58606 /LL=8926 /DEF=Homo sapiens SNRPN upstream reading frame (SNURF), transcript variant 2, mRNA. /PROD=SNRPN upstream reading frame protein /FL=gb:AF101044.1 gb:NM_022804.1 gb:NM_005678.2722,59 9,99 463,29 15,59 -1,56 -1,47 -1,66 -259,3 *

239973_at Full-length cDNA clone CS0DJ013YE21 of T cells (Jurkat cell line) Cot 10-normalized of Homo sapiens (human)AW450675 gb:AW450675 /DB_XREF=gi:6991451 /DB_XREF=UI-H-BI3-akx-g-10-0-UI.s1 /CLONE=IMAGE:2735827 /FEA=EST /CNT=4 /TID=Hs.212709.0 /TIER=ConsEnd /STK=4 /UG=Hs.212709 /UG_TITLE=ESTs466,75 2,07 298,67 3,23 -1,56 -1,53 -1,59 -168,08 *

1555852_at gb:AI375915 /DB_XREF=gi:4175905 /DB_XREF=tc14c11.x1 /CLONE=IMAGE:2063828 /TID=Hs2.436555.1 /CNT=41 /FEA=mRNA /TIER=Stack /STK=16 /UG=Hs.436555 /UG_TITLE=Homo sapiens cDNA FLJ36661 fis, clone UTERU2002736.AI375915 gb:AI375915 /DB_XREF=gi:4175905 /DB_XREF=tc14c11.x1 /CLONE=IMAGE:2063828 /TID=Hs2.436555.1 /CNT=41 /FEA=mRNA /TIER=Stack /STK=16 /UG=Hs.436555 /UG_TITLE=Homo sapiens cDNA FLJ36661 fis, clone UTERU2002736.383,31 6,08 245,87 9,49 -1,56 -1,46 -1,67 -137,44 *

215719_x_at Fas (TNF receptor superfamily, member 6) X83493 355 gb:X83493.1 /DB_XREF=gi:971457 /FEA=mRNA /CNT=4 /TID=Hs.82359.2 /TIER=ConsEnd /STK=0 /UG=Hs.82359 /LL=355 /UG_GENE=TNFRSF6 /UG_TITLE=tumor necrosis factor receptor superfamily, member 6 /DEF=H.sapiens mRNA for FasApo-1 (clone pCRTM11-FasdeltaTM).852,85 3,91 544,57 6,13 -1,57 -1,54 -1,6 -308,28 *

225805_at Heterogeneous nuclear ribonucleoprotein U (scaffold attachment factor A)AW137669 3192 gb:AW137669 /DB_XREF=gi:6141987 /DB_XREF=UI-H-BI1-adc-e-01-0-UI.s1 /CLONE=IMAGE:2716488 /FEA=EST /CNT=60 /TID=Hs.6616.0 /TIER=Stack /STK=8 /UG=Hs.6616 /UG_TITLE=ESTs625,69 10,61 398,83 16,64 -1,57 -1,46 -1,69 -226,85 *

201604_s_at protein phosphatase 1, regulatory (inhibitor) subunit 12ANM_002480 4659 gb:NM_002480.1 /DB_XREF=gi:4505316 /GEN=MYPT1 /FEA=FLmRNA /CNT=207 /TID=Hs.16533.0 /TIER=FL /STK=6 /UG=Hs.16533 /LL=4659 /DEF=Homo sapiens myosin phosphatase, target subunit 1 (MYPT1), mRNA. /PROD=myosin phosphatase target subunit 1 /FL=gb:NM_002480.11446,95 10,4 922,04 16,33 -1,57 -1,52 -1,62 -524,91 *

218129_s_at nuclear transcription factor Y, beta NM_006166 4801 gb:NM_006166.2 /DB_XREF=gi:11496976 /GEN=NFYB /FEA=FLmRNA /CNT=132 /TID=Hs.84928.0 /TIER=FL /STK=0 /UG=Hs.84928 /LL=4801 /DEF=Homo sapiens nuclear transcription factor Y, beta (NFYB), mRNA. /PROD=nuclear transcription factor Y, beta /FL=gb:NM_006166.2 gb:L06145.1 gb:BC005316.1 gb:BC005317.1751,03 15,48 477,56 24,35 -1,57 -1,44 -1,73 -273,46 *

217356_s_at phosphoglycerate kinase 1 S81916 5230 gb:S81916.1 /DB_XREF=gi:1470308 /FEA=mRNA /CNT=1 /TID=Hs.169313.0 /TIER=ConsEnd /STK=0 /UG=Hs.169313 /DEF=phosphoglycerate kinase {alternatively spliced} (human, phosphoglycerate kinase deficient patient with episodes of muscl, mRNA Partial Mutant, 307 nt). /PROD=phosphoglycerate kinase5680,24 24,07 3623,67 37,72 -1,57 -1,54 -1,6 -2056,56 *

216175_at Polymerase (DNA directed), delta 2, regulatory subunit 50kDaAK025276 5425 gb:AK025276.1 /DB_XREF=gi:10437759 /FEA=mRNA /CNT=2 /TID=Hs.306791.0 /TIER=ConsEnd /STK=0 /UG=Hs.306791 /UG_TITLE=Homo sapiens cDNA: FLJ21623 fis, clone COL07915 /DEF=Homo sapiens cDNA: FLJ21623 fis, clone COL07915.276,3 1,61 176,2 2,53 -1,57 -1,53 -1,61 -100,1 *

203210_s_at replication factor C (activator 1) 5, 36.5kDa NM_007370 5985 gb:NM_007370.1 /DB_XREF=gi:6677722 /GEN=RFC5 /FEA=FLmRNA /CNT=127 /TID=Hs.171075.0 /TIER=FL /STK=0 /UG=Hs.171075 /LL=5985 /DEF=Homo sapiens replication factor C (activator 1) 5 (36.5kD) (RFC5), mRNA. /PROD=replication factor C (activator 1) 5 (36.5kD) /FL=gb:BC001866.1 gb:NM_007370.1 gb:L07540.1544,19 12,62 345,86 19,85 -1,57 -1,43 -1,75 -198,33 *

210372_s_at tumor protein D52-like 1 AF208012 7164 gb:AF208012.1 /DB_XREF=gi:12246900 /GEN=TPD52L2 /FEA=FLmRNA /CNT=10 /TID=Hs.16611.1 /TIER=FL /STK=0 /UG=Hs.16611 /LL=7164 /DEF=Homo sapiens tumor protein D52-like 2 (TPD52L2) mRNA, complete cds. /PROD=tumor protein D52-like 2 /FL=gb:AF208012.1896,02 16,45 569,29 25,89 -1,57 -1,46 -1,71 -326,73 *

201813_s_at TBC1 domain family, member 5 AI654161 9779 gb:AI654161 /DB_XREF=gi:4738140 /DB_XREF=ty62e04.x1 /CLONE=IMAGE:2283678 /FEA=FLmRNA /CNT=225 /TID=Hs.115740.0 /TIER=Stack /STK=36 /UG=Hs.115740 /LL=9779 /UG_GENE=KIAA0210 /UG_TITLE=KIAA0210 gene product /FL=gb:NM_014744.1 gb:D86965.1399,14 7,09 254,45 11,13 -1,57 -1,45 -1,7 -144,7 *

209316_s_at HBS1-like (S. cerevisiae) BC001465 10767 gb:BC001465.1 /DB_XREF=gi:12655212 /FEA=FLmRNA /CNT=112 /TID=Hs.221040.0 /TIER=FL /STK=1 /UG=Hs.221040 /LL=10767 /UG_GENE=HBS1L /DEF=Homo sapiens, HBS1 (S. cerevisiae)-like, clone MGC:1869, mRNA, complete cds. /PROD=HBS1 (S. cerevisiae)-like /FL=gb:BC001465.1 gb:U87791.1 gb:NM_006620.12448,85 15,61 1562,14 24,47 -1,57 -1,53 -1,61 -886,71 *

223400_s_at polybromo 1 AF197569 55193 gb:AF197569.1 /DB_XREF=gi:11385353 /GEN=BAF180 /FEA=FLmRNA /CNT=57 /TID=Hs.44143.2 /TIER=ConsEnd /STK=0 /UG=Hs.44143 /LL=55193 /DEF=Homo sapiens BAF180 (BAF180) mRNA, complete cds. /PROD=BAF180 /FL=gb:AF197569.1305,11 6,53 193,79 10,28 -1,57 -1,44 -1,74 -111,32 *

214941_s_at formin binding protein 3 AA675900 55660 gb:AA675900 /DB_XREF=gi:2775247 /DB_XREF=g02504r /CLONE=g02504 /FEA=mRNA /CNT=8 /TID=Hs.119325.1 /TIER=ConsEnd /STK=0 /UG=Hs.119325 /LL=25768 /UG_GENE=HYPA /UG_TITLE=Huntingtin-interacting protein A1282,77 12 817,43 18,83 -1,57 -1,51 -1,64 -465,33 *

213312_at chromosome 6 open reading frame 162 NM_020425 57150 gb:NM_020425.1 /DB_XREF=gi:10092684 /GEN=DKFZP586E1923 /FEA=FLmRNA /CNT=55 /TID=Hs.70769.0 /TIER=FL+Stack /STK=14 /UG=Hs.70769 /LL=57150 /DEF=Homo sapiens hypothetical protein DKFZp586E1923 (DKFZP586E1923), mRNA. /PROD=hypothetical protein DKFZp586E1923 /FL=gb:NM_020425.1451,86 11,74 287,57 18,45 -1,57 -1,41 -1,77 -164,28 *



228429_x_at kinesin family member 9 BG168764 64147 gb:BG168764 /DB_XREF=gi:12675467 /DB_XREF=602320050F1 /CLONE=IMAGE:4415173 /FEA=EST /CNT=37 /TID=Hs.105187.2 /TIER=Stack /STK=36 /UG=Hs.105187 /LL=64147 /UG_GENE=KIF9 /UG_TITLE=kinesin protein 9 gene478,54 2,61 305,02 4,1 -1,57 -1,53 -1,61 -173,51 *

1553708_at hypothetical protein MGC16075 NM_032761 84847 gb:NM_032761.1 /DB_XREF=gi:14249403 /TID=Hs2.334508.1 /CNT=11 /FEA=FLmRNA /TIER=FL /STK=0 /LL=84847 /UG_GENE=MGC16075 /UG=Hs.334508 /UG_TITLE=hypothetical protein MGC16075 /DEF=Homo sapiens hypothetical protein MGC16075 (MGC16075), mRNA. /FL=gb:BC007354.1 gb:NM_032761.1495,92 9,24 315,63 14,52 -1,57 -1,45 -1,71 -180,29 *

1557055_s_at hypothetical protein LOC284591 BC042880 284591 gb:BC042880.1 /DB_XREF=gi:27503010 /TID=Hs2.436154.1 /CNT=17 /FEA=mRNA /TIER=ConsEnd /STK=1 /UG=Hs.436154 /UG_TITLE=Homo sapiens, clone IMAGE:5313366, mRNA /DEF=Homo sapiens, clone IMAGE:5313366, mRNA.700,67 16,89 446,49 26,5 -1,57 -1,42 -1,75 -254,18 *

208229_at gb:NM_022975.1 /DB_XREF=gi:13186264 /GEN=FGFR2 /FEA=FLmRNA /CNT=2 /TID=Hs.278581.6 /TIER=FL /STK=0 /UG=Hs.278581 /LL=2263 /DEF=Homo sapiens fibroblast growth factor receptor 2 (bacteria-expressed kinase, keratinocyte growth factor receptor, craniofacial dysostosis 1, Crouzon syndrome, Pfeiffer syndrome, Jackson-Weiss syndrome) (FGFR2), transcript variant 8, mRNA. /PROD=fibroblast growth factor receptor 2, isoform 8precursor /FL=gb:NM_022975.1NM_022975 gb:NM_022975.1 /DB_XREF=gi:13186264 /GEN=FGFR2 /FEA=FLmRNA /CNT=2 /TID=Hs.278581.6 /TIER=FL /STK=0 /UG=Hs.278581 /LL=2263 /DEF=Homo sapiens fibroblast growth factor receptor 2 (bacteria-expressed kinase, keratinocyte growth factor receptor, craniofacial dysostosis 1, Crouzon syndrome, Pfeiffer syndrome, Jackson-Weiss syndrome) (FGFR2), transcript variant 8, mRNA. /PROD=fibroblast growth factor receptor 2, isoform 8precursor /FL=gb:NM_022975.1287,59 3,54 183,24 5,55 -1,57 -1,49 -1,66 -104,35 *

1554241_at coagulation factor C homolog, cochlin (Limulus polyphemus)BC007230 1690 gb:BC007230.1 /DB_XREF=gi:13938218 /TID=Hs2.21016.2 /CNT=21 /FEA=FLmRNA /TIER=FL /STK=2 /LL=1690 /UG_GENE=COCH /UG=Hs.21016 /DEF=Homo sapiens, coagulation factor C (Limulus polyphemus) homology (cochlin), clone MGC:15268 IMAGE:2824361, mRNA, complete cds. /PROD=coagulation factor C (Limulus polyphemus)homology (cochlin) /FL=gb:BC007230.11275,38 8,18 809,06 12,89 -1,58 -1,53 -1,62 -466,32 *

207590_s_at FSH primary response (LRPR1 homolog, rat) 1NM_006733 2491 gb:NM_006733.1 /DB_XREF=gi:5803018 /GEN=FSHPRH1 /FEA=FLmRNA /CNT=3 /TID=Hs.123122.0 /TIER=FL /STK=1 /UG=Hs.123122 /LL=2491 /DEF=Homo sapiens FSH primary response (LRPR1, rat) homolog 1 (FSHPRH1), mRNA. /PROD=FSH primary response (LRPR1, rat) homolog 1 /FL=gb:NM_006733.1593,65 6,52 375,11 10,32 -1,58 -1,51 -1,66 -218,54 *

204867_at GTP cyclohydrolase I feedback regulator NM_005258 2644 gb:NM_005258.2 /DB_XREF=gi:6382072 /GEN=GCHFR /FEA=FLmRNA /CNT=42 /TID=Hs.83081.0 /TIER=FL+Stack /STK=13 /UG=Hs.83081 /LL=2644 /DEF=Homo sapiens GTP cyclohydrolase I feedback regulatory protein (GCHFR), mRNA. /PROD=GTP cyclohydrolase I feedback regulatoryprotein /FL=gb:NM_005258.2287,78 1,3 181,58 2,06 -1,58 -1,55 -1,62 -106,2 *

205157_s_at keratin 17 NM_000422 3872 gb:NM_000422.1 /DB_XREF=gi:4557700 /GEN=KRT17 /FEA=FLmRNA /CNT=75 /TID=Hs.2785.0 /TIER=FL /STK=4 /UG=Hs.2785 /LL=3872 /DEF=Homo sapiens keratin 17 (KRT17), mRNA. /PROD=keratin 17 /FL=gb:NM_000422.15296,25 84,63 3350 133,79 -1,58 -1,48 -1,7 -1946,25 *

212741_at monoamine oxidase A AA923354 4128 gb:AA923354 /DB_XREF=gi:3070663 /DB_XREF=ol46a12.s1 /CLONE=IMAGE:1526494 /FEA=EST /CNT=94 /TID=Hs.183109.1 /TIER=Stack /STK=36 /UG=Hs.183109 /LL=4128 /UG_GENE=MAOA /UG_TITLE=monoamine oxidase A1687,9 14,09 1067,07 22,28 -1,58 -1,53 -1,64 -620,83 *

203226_s_at sarcoma amplified sequence AL514076 6302 gb:AL514076 /DB_XREF=gi:12777570 /DB_XREF=AL514076 /CLONE=CL0BA004ZB05 (5 prime) /FEA=FLmRNA /CNT=108 /TID=Hs.50984.0 /TIER=Stack /STK=10 /UG=Hs.50984 /LL=6302 /UG_GENE=SAS /UG_TITLE=sarcoma amplified sequence /FL=gb:U01160.1 gb:NM_005981.1459,92 11,81 291,97 18,6 -1,58 -1,41 -1,77 -167,95 *

201527_at ATPase, H+ transporting, lysosomal 14kDa, V1 subunit FNM_004231 9296 gb:NM_004231.1 /DB_XREF=gi:4757819 /GEN=ATP6S14 /FEA=FLmRNA /CNT=287 /TID=Hs.78089.0 /TIER=FL+Stack /STK=135 /UG=Hs.78089 /LL=9296 /DEF=Homo sapiens ATPase, vacuolar, 14 kD (ATP6S14), mRNA. /PROD=ATPase, vacuolar, 14 kD /FL=gb:D49400.1 gb:NM_004231.11503,16 30,57 951,41 48,29 -1,58 -1,45 -1,73 -551,75 *

225294_s_at trafficking protein particle complex 1 BG340967 58485 gb:BG340967 /DB_XREF=gi:13147405 /DB_XREF=602462690F1 /CLONE=IMAGE:4575335 /FEA=EST /CNT=97 /TID=Hs.24379.1 /TIER=Stack /STK=73 /UG=Hs.24379 /LL=58485 /UG_GENE=MUM2 /UG_TITLE=MUM2 protein324,82 10,77 205,15 17,05 -1,58 -1,38 -1,85 -119,68 *

221573_at chromosome 7 open reading frame 25 BC000769 79020 gb:BC000769.1 /DB_XREF=gi:12653950 /FEA=FLmRNA /CNT=71 /TID=Hs.59594.0 /TIER=FL /STK=0 /UG=Hs.59594 /LL=79020 /UG_GENE=MGC2821 /DEF=Homo sapiens, clone MGC:2821, mRNA, complete cds. /PROD=Unknown (protein for MGC:2821) /FL=gb:BC000769.1 gb:BC001845.1 gb:NM_024054.1281,59 5,11 178,58 8,06 -1,58 -1,46 -1,71 -103,01 *

222393_s_at Mak3 homolog (S. cerevisiae) AU149868 80218 gb:AU149868 /DB_XREF=gi:11011389 /DB_XREF=AU149868 /CLONE=NT2RP2000782 /FEA=FLmRNA /CNT=344 /TID=Hs.288932.0 /TIER=Stack /STK=9 /UG=Hs.288932 /LL=80218 /UG_GENE=FLJ13194 /UG_TITLE=hypothetical protein FLJ13194 /FL=gb:NM_025146.12255,57 27,22 1424,4 43,1 -1,58 -1,5 -1,67 -831,17 *

1554489_a_at p10-binding protein BC016050 80321 gb:BC016050.1 /DB_XREF=gi:16359168 /TID=Hs2.42315.2 /CNT=10 /FEA=FLmRNA /TIER=FL /STK=1 /LL=80321 /UG_GENE=BITE /UG=Hs.42315 /DEF=Homo sapiens, Similar to p10-binding protein, clone MGC:22949 IMAGE:4858367, mRNA, complete cds. /PROD=Similar to p10-binding protein /FL=gb:BC016050.1860,23 12,86 544,11 20,33 -1,58 -1,48 -1,69 -316,13 *

1552486_s_at lactamase, beta NM_171846 114294 gb:NM_171846.1 /DB_XREF=gi:26051232 /GEN=LACTB /TID=Hs2.374554.2 /CNT=14 /FEA=FLmRNA /TIER=FL /STK=3 /LL=114294 /UG=Hs.374554 /DEF=Homo sapiens lactamase, beta (LACTB), transcript variant 2, nuclear gene encoding mitochondrial protein, mRNA. /PROD=lactamase, beta isoform b /FL=gb:NM_171846.1420,82 5,78 267,16 9,1 -1,58 -1,48 -1,68 -153,66 *

235433_at chromosome X open reading frame 33 BG290639 139322 gb:BG290639 /DB_XREF=gi:13047803 /DB_XREF=602388924F1 /CLONE=IMAGE:4517981 /FEA=EST /CNT=11 /TID=Hs.153992.0 /TIER=ConsEnd /STK=0 /UG=Hs.153992 /UG_TITLE=ESTs373,47 6,82 236,23 10,78 -1,58 -1,46 -1,72 -137,24 *

208310_s_at chromosome 7 open reading frame 28A /// chromosome 7 open reading frame 28BNM_007085221960 /// 51622gb:NM_007085.1 /DB_XREF=gi:5901955 /GEN=FSTL1 /FEA=FLmRNA /CNT=2 /TID=Hs.296267.0 /TIER=FL /STK=0 /UG=Hs.296267 /LL=11167 /DEF=Homo sapiens follistatin-like 1 (FSTL1), mRNA. /PROD=follistatin-like 1 /FL=gb:NM_007085.1 gb:D89937.11505,04 18,46 952,3 29,18 -1,58 -1,5 -1,67 -552,73 *

209805_at PMS2 postmeiotic segregation increased 2 (S. cerevisiae) /// PMS2-C terminal-likeU14658 441194 /// 5395gb:U14658.1 /DB_XREF=gi:557469 /GEN=hPMS2 /FEA=FLmRNA /CNT=47 /TID=Hs.177548.0 /TIER=FL /STK=1 /UG=Hs.177548 /LL=5395 /UG_TITLE=postmeiotic segregation increased (S. cerevisiae) 2 /DEF=Human DNA mismatch repair gene homologue (hPMS2) mRNA, complete cds. /FL=gb:NM_000535.2 gb:U14658.1366,59 3,74 232,18 5,91 -1,58 -1,51 -1,65 -134,42 *

235917_at Transcribed locus AI950319 gb:AI950319 /DB_XREF=gi:5742629 /DB_XREF=wp08d07.x1 /CLONE=IMAGE:2464237 /FEA=EST /CNT=9 /TID=Hs.155685.0 /TIER=ConsEnd /STK=6 /UG=Hs.155685 /UG_TITLE=ESTs416,41 2,61 263,39 4,12 -1,58 -1,54 -1,63 -153,01 *

201122_x_at eukaryotic translation initiation factor 5A BC000751 1984 gb:BC000751.1 /DB_XREF=gi:12653914 /FEA=FLmRNA /CNT=339 /TID=Hs.119140.0 /TIER=FL+Stack /STK=72 /UG=Hs.119140 /LL=1984 /UG_GENE=EIF5A /DEF=Homo sapiens, eukaryotic translation initiation factor 5A, clone MGC:2453, mRNA, complete cds. /PROD=eukaryotic translation initiation factor 5A /FL=gb:BC000751.1 gb:BC001832.1 gb:NM_001970.1 gb:M23419.15180,79 34,01 3254,16 54,15 -1,59 -1,55 -1,64 -1926,63 *

210904_s_at interleukin 13 receptor, alpha 1 U81380 3597 gb:U81380.2 /DB_XREF=gi:5174767 /FEA=FLmRNA /CNT=2 /TID=Hs.285115.1 /TIER=FL /STK=1 /UG=Hs.285115 /LL=3597 /UG_GENE=IL13RA1 /DEF=Human interleukin-13 receptor soluble form mRNA, complete cds. /PROD=interleukin-13 receptor soluble form /FL=gb:U81380.2599,76 12,09 377,93 19,19 -1,59 -1,45 -1,74 -221,83 *

203417_at microfibrillar-associated protein 2 NM_017459 4237 gb:NM_017459.1 /DB_XREF=gi:9665258 /GEN=MFAP2 /FEA=FLmRNA /CNT=135 /TID=Hs.83551.0 /TIER=FL+Stack /STK=87 /UG=Hs.83551 /LL=4237 /DEF=Homo sapiens microfibrillar-associated protein 2 (MFAP2), transcript variant 1, mRNA. /PROD=microfibrillar-associated protein 2 precursor /FL=gb:NM_002403.2 gb:NM_017459.1 gb:U19718.1594,64 5,12 374,19 8,13 -1,59 -1,53 -1,65 -220,46 *

201476_s_at ribonucleotide reductase M1 polypeptide AI692974 6240 gb:AI692974 /DB_XREF=gi:4970314 /DB_XREF=wd36e03.x1 /CLONE=IMAGE:2330236 /FEA=FLmRNA /CNT=321 /TID=Hs.2934.0 /TIER=Stack /STK=14 /UG=Hs.2934 /LL=6240 /UG_GENE=RRM1 /UG_TITLE=ribonucleotide reductase M1 polypeptide /FL=gb:NM_001033.1653,73 17,22 410,21 27,44 -1,59 -1,42 -1,8 -243,52 *

216591_s_at succinate dehydrogenase complex, subunit C, integral membrane protein, 15kDaAF080579 6391 gb:AF080579 /DB_XREF=gi:3406740 /FEA=DNA /CNT=1 /TID=Hs.247725.0 /TIER=ConsEnd /STK=0 /UG=Hs.247725 /UG_TITLE=Homo sapiens integral membrane protein subunit of complex II (CII-3) pseudogene, complete sequence /DEF=Homo sapiens integral membrane protein subunit of complex II (CII-3) pseudogene, complete sequence1279,11 11,87 804,24 18,87 -1,59 -1,53 -1,66 -474,87 *

210317_s_at tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, epsilon polypeptideU28936 7531 gb:U28936.1 /DB_XREF=gi:984318 /FEA=FLmRNA /CNT=9 /TID=Hs.79474.2 /TIER=FL /STK=0 /UG=Hs.79474 /LL=7531 /UG_GENE=YWHAE /DEF=Human epsilon 14-3-3 protein mRNA, complete cds. /PROD=epsilon 14-3-3 protein /FL=gb:U28936.1610,12 6 383,8 9,54 -1,59 -1,52 -1,66 -226,33 *

216266_s_at ADP-ribosylation factor guanine nucleotide-exchange factor 1(brefeldin A-inhibited)AK025637 10565 gb:AK025637.1 /DB_XREF=gi:10438216 /FEA=mRNA /CNT=2 /TID=Hs.94631.1 /TIER=ConsEnd /STK=0 /UG=Hs.94631 /LL=10565 /UG_GENE=BIG1 /UG_TITLE=brefeldin A-inhibited guanine nucleotide-exchange protein 1 /DEF=Homo sapiens cDNA: FLJ21984 fis, clone HEP06222, highly similar to AF111162 Homo sapiens guanine nucleotide exchange factor mRNA.478,38 6,67 300,38 10,62 -1,59 -1,5 -1,7 -178 *

210028_s_at origin recognition complex, subunit 3-like (yeast)AF125507 23595 gb:AF125507.1 /DB_XREF=gi:4337055 /GEN=ORC3 /FEA=FLmRNA /CNT=26 /TID=Hs.74420.0 /TIER=FL /STK=0 /UG=Hs.74420 /LL=23595 /DEF=Homo sapiens origin recognition complex subunit 3 (ORC3) mRNA, complete cds. /PROD=origin recognition complex subunit 3 /FL=gb:AF093535.1 gb:NM_012381.1 gb:AF125507.1 gb:AL080116.1 gb:U50950.1 gb:AF135044.12734,82 9,9 1721,91 15,73 -1,59 -1,56 -1,61 -1012,91 *

223649_s_at CGI-69 protein AF317711 51629 gb:AF317711.1 /DB_XREF=gi:12620399 /FEA=FLmRNA /CNT=25 /TID=Hs.237924.1 /TIER=FL /STK=0 /UG=Hs.237924 /LL=51629 /UG_GENE=LOC51629 /DEF=Homo sapiens mitochondrial carrier protein CGI-69 long form mRNA, complete cds. /PROD=mitochondrial carrier protein CGI-69 long form /FL=gb:AF317711.11134,36 10,26 712,16 16,34 -1,59 -1,53 -1,66 -422,19 *

218787_x_at CWF19-like 1, cell cycle control (S. pombe) NM_018294 55280 gb:NM_018294.1 /DB_XREF=gi:8922811 /GEN=FLJ10998 /FEA=FLmRNA /CNT=52 /TID=Hs.78110.0 /TIER=FL /STK=3 /UG=Hs.78110 /LL=55280 /DEF=Homo sapiens hypothetical protein FLJ10998 (FLJ10998), mRNA. /PROD=hypothetical protein FLJ10998 /FL=gb:NM_018294.1464,27 3,11 292,08 4,94 -1,59 -1,54 -1,64 -172,19 *

1555334_s_at solute carrier family 30 (zinc transporter), member 5AF439324 64924 gb:AF439324.1 /DB_XREF=gi:19071290 /GEN=ZTL1 /TID=Hs2Affx.1.207 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /NOTE=sequence(s) not in UniGene /DEF=Homo sapiens zinc transporter ZTL1 (ZTL1) mRNA, complete cds. /PROD=zinc transporter ZTL1 /FL=gb:AF439324.1487,44 9,41 306,04 14,98 -1,59 -1,46 -1,74 -181,41 *

225659_at hypothetical protein LOC339745 BF516590 339745 gb:BF516590 /DB_XREF=gi:11601769 /DB_XREF=UI-H-BW1-aod-g-01-0-UI.s1 /CLONE=IMAGE:3084480 /FEA=EST /CNT=82 /TID=Hs.125790.1 /TIER=Stack /STK=14 /UG=Hs.125790 /LL=79442 /UG_GENE=LRRC2 /UG_TITLE=leucine-rich repeat-containing 2414,94 3,03 261,44 4,81 -1,59 -1,54 -1,64 -153,51 *

228791_at Hypothetical protein MGC61550 BF434655 348110 gb:BF434655 /DB_XREF=gi:11446943 /DB_XREF=7p02f01.x1 /CLONE=IMAGE:3644688 /FEA=EST /CNT=15 /TID=Hs.6734.0 /TIER=Stack /STK=9 /UG=Hs.6734 /UG_TITLE=ESTs384,56 11,57 242,39 18,36 -1,59 -1,4 -1,83 -142,17 *

229227_at FLJ45244 protein BF511219 400242 gb:BF511219 /DB_XREF=gi:11594517 /DB_XREF=UI-H-BI4-aoi-f-08-0-UI.s1 /CLONE=IMAGE:3085190 /FEA=EST /CNT=13 /TID=Hs.25373.0 /TIER=Stack /STK=9 /UG=Hs.25373 /UG_TITLE=ESTs378,06 4,06 237,92 6,45 -1,59 -1,52 -1,67 -140,14 *

233732_at MRNA; cDNA DKFZp566O134 (from clone DKFZp566O134)AL137445 gb:AL137445.1 /DB_XREF=gi:6808016 /FEA=mRNA /CNT=2 /TID=Hs.306460.0 /TIER=ConsEnd /STK=0 /UG=Hs.306460 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp566O134 (from clone DKFZp566O134) /DEF=Homo sapiens mRNA; cDNA DKFZp566O134 (from clone DKFZp566O134).704,26 0,71 443,91 1,12 -1,59 -1,58 -1,59 -260,35 *

214505_s_at four and a half LIM domains 1 AF220153 2273 gb:AF220153.1 /DB_XREF=gi:6942192 /GEN=FHL1 /FEA=FLmRNA /CNT=5 /TID=Hs.239069.2 /TIER=FL /STK=1 /UG=Hs.239069 /LL=2273 /DEF=Homo sapiens four and a half LIM domains 1 protein isoform C (FHL1) mRNA, complete cds, alternatively spliced. /PROD=four and a half LIM domains 1 protein isoform C /FL=gb:AF220153.1402,66 4,3 251,29 6,89 -1,6 -1,53 -1,68 -151,37 *

202592_at biogenesis of lysosome-related organelles complex-1, subunit 1NM_001487 2647 gb:NM_001487.1 /DB_XREF=gi:4503954 /GEN=GCN5L1 /FEA=FLmRNA /CNT=153 /TID=Hs.94672.0 /TIER=FL+Stack /STK=72 /UG=Hs.94672 /LL=2647 /DEF=Homo sapiens GCN5 (general control of amino-acid synthesis, yeast, homolog)-like 1 (GCN5L1), mRNA. /PROD=GCN5 (general control of amino-acid synthesis,yeast, homolog)-like 1 /FL=gb:NM_001487.1 gb:D64007.1473,76 11,4 296,43 18,22 -1,6 -1,44 -1,79 -177,33 *

201644_at tissue specific transplantation antigen P35B NM_003313 7264 gb:NM_003313.2 /DB_XREF=gi:6598326 /GEN=TSTA3 /FEA=FLmRNA /CNT=195 /TID=Hs.264428.0 /TIER=FL+Stack /STK=97 /UG=Hs.264428 /LL=7264 /DEF=Homo sapiens tissue specific transplantation antigen P35B (TSTA3), mRNA. /PROD=tissue specific transplantation antigen P35B /FL=gb:NM_003313.2 gb:U58766.1 gb:BC001941.1923,93 6,04 578,13 9,65 -1,6 -1,55 -1,65 -345,79 *

204453_at zinc finger protein 84 (HPF2) NM_003428 7637 gb:NM_003428.1 /DB_XREF=gi:4508036 /GEN=ZNF84 /FEA=FLmRNA /CNT=55 /TID=Hs.9450.0 /TIER=FL+Stack /STK=23 /UG=Hs.9450 /LL=7637 /DEF=Homo sapiens zinc finger protein 84 (HPF2) (ZNF84), mRNA. /PROD=zinc finger protein 84 (HPF2) /FL=gb:NM_003428.1 gb:M27878.1309,28 5,85 193,19 9,36 -1,6 -1,47 -1,75 -116,08 *

204871_at transcription termination factor, mitochondrialNM_006980 7978 gb:NM_006980.1 /DB_XREF=gi:5902009 /GEN=MTERF /FEA=FLmRNA /CNT=49 /TID=Hs.97996.0 /TIER=FL+Stack /STK=28 /UG=Hs.97996 /LL=7978 /DEF=Homo sapiens transcription termination factor, mitochondrial (MTERF), mRNA. /PROD=transcription termination factor, mitochondrial /FL=gb:NM_006980.1 gb:BC000965.2496,89 5,74 310,75 9,17 -1,6 -1,52 -1,69 -186,14 *

208811_s_at DnaJ (Hsp40) homolog, subfamily B, member 6AF080569 10049 gb:AF080569.1 /DB_XREF=gi:4322314 /GEN=HSJ2 /FEA=FLmRNA /CNT=284 /TID=Hs.181195.1 /TIER=FL /STK=0 /UG=Hs.181195 /LL=10049 /DEF=Homo sapiens DnaJ-like 2 protein (HSJ2) mRNA, complete cds. /PROD=DnaJ-like 2 protein /FL=gb:AB015799.1 gb:NM_005494.1 gb:AF080569.1 gb:AL136707.1 gb:AF060703.1 gb:BC000177.2 gb:AF075601.1 gb:AB014888.12000,36 24,96 1251,73 39,89 -1,6 -1,51 -1,69 -748,63 *

1555167_s_at pre-B-cell colony enhancing factor 1 BC020691 10135 gb:BC020691.1 /DB_XREF=gi:18089094 /TID=Hs2.239138.2 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=10135 /UG_GENE=PBEF /UG=Hs.239138 /DEF=Homo sapiens, Similar to pre-B-cell colony-enhancing factor, clone MGC:22427 IMAGE:4717726, mRNA, complete cds. /PROD=Similar to pre-B-cell colony-enhancing factor /FL=gb:BC020691.1342,95 7,26 214,82 11,58 -1,6 -1,46 -1,76 -128,14 *

242916_at centrosomal protein 1 AA642477 11064 gb:AA642477 /DB_XREF=gi:2567695 /DB_XREF=ns26b08.s1 /CLONE=IMAGE:1184727 /FEA=EST /CNT=3 /TID=Hs.191649.0 /TIER=ConsEnd /STK=3 /UG=Hs.191649 /UG_TITLE=ESTs345,19 1,32 215,41 2,11 -1,6 -1,58 -1,63 -129,78 *

214507_s_at exosome component 2 NM_014285 23404 gb:NM_014285.1 /DB_XREF=gi:7657527 /GEN=RRP4 /FEA=FLmRNA /CNT=5 /TID=Hs.211973.1 /TIER=FL /STK=0 /UG=Hs.211973 /LL=23404 /DEF=Homo sapiens homolog of Yeast RRP4 (ribosomal RNA processing 4), 3-5-exoribonuclease (RRP4), mRNA. /PROD=homolog of Yeast RRP4 (ribosomal RNA processing4), 3-5-exoribonuclease /FL=gb:NM_014285.1437,11 9,92 272,97 15,88 -1,6 -1,45 -1,78 -164,14 *

219260_s_at S-phase 2 protein NM_015362 23587 gb:NM_015362.1 /DB_XREF=gi:7661725 /GEN=HSPC002 /FEA=FLmRNA /CNT=39 /TID=Hs.76907.0 /TIER=FL+Stack /STK=23 /UG=Hs.76907 /LL=23587 /DEF=Homo sapiens HSPC002 protein (HSPC002), mRNA. /PROD=HSPC002 protein /FL=gb:NM_015362.1 gb:AF070658.1519,59 5,3 325,32 8,47 -1,6 -1,53 -1,67 -194,27 *

228091_at Syntaxin 17 AI800609 55014 gb:AI800609 /DB_XREF=gi:5366169 /DB_XREF=wg12e06.x1 /CLONE=IMAGE:2364898 /FEA=EST /CNT=21 /TID=Hs.16488.1 /TIER=Stack /STK=17 /UG=Hs.16488 /LL=811 /UG_GENE=CALR /UG_TITLE=calreticulin714,32 5,78 446,28 9,25 -1,6 -1,54 -1,66 -268,05 *

221447_s_at glycosyltransferase 8 domain containing 2 /// glycosyltransferase 8 domain containing 2NM_031302 83468 gb:NM_031302.1 /DB_XREF=gi:13775225 /GEN=LOC83468 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900230.1100 /TIER=FL /STK=0 /DEF=Homo sapiens gycosyltransferase (LOC83468), mRNA. /PROD=gycosyltransferase /FL=gb:NM_031302.1353,72 9,62 221,42 15,37 -1,6 -1,42 -1,82 -132,3 *

1570523_s_at APG10 autophagy 10-like (S. cerevisiae) AF318326 83734 gb:AF318326.1 /DB_XREF=gi:18027743 /GEN=pp12616 /TID=Hs2.436246.1 /CNT=1 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.436246 /DEF=Homo sapiens pp12616 mRNA, complete cds. /PROD=unknown424,93 6,43 265,01 10,31 -1,6 -1,5 -1,72 -159,93 *

212891_s_at growth arrest and DNA-damage-inducible, gamma interacting protein 1BF972185 90480 gb:BF972185 /DB_XREF=gi:12339400 /DB_XREF=602240836F1 /CLONE=IMAGE:4329272 /FEA=mRNA /CNT=112 /TID=Hs.83135.1 /TIER=Stack /STK=52 /UG=Hs.83135 /UG_TITLE=Homo sapiens, Similar to RIKEN cDNA 2310040G17 gene, clone IMAGE:3615328, mRNA, partial cds1673,41 3,43 1048,46 5,47 -1,6 -1,58 -1,61 -624,95 *

225832_s_at KCCR13L BE795104 221955 gb:BE795104 /DB_XREF=gi:10216302 /DB_XREF=601592633F1 /CLONE=IMAGE:3946640 /FEA=EST /CNT=60 /TID=Hs.131899.1 /TIER=ConsEnd /STK=0 /UG=Hs.131899 /UG_TITLE=ESTs, Weakly similar to T00370 hypothetical protein KIAA0659 (H.sapiens)304,02 6,14 189,85 9,83 -1,6 -1,47 -1,76 -114,17 *



222987_s_at transmembrane protein 9 NM_016456 252839 gb:NM_016456.1 /DB_XREF=gi:7705998 /GEN=LOC51235 /FEA=FLmRNA /CNT=324 /TID=Hs.181444.0 /TIER=FL+Stack /STK=15 /UG=Hs.181444 /LL=51235 /DEF=Homo sapiens hypothetical protein (LOC51235), mRNA. /PROD=hypothetical protein /FL=gb:NM_016456.1 gb:BC001106.1 gb:AF151020.1 gb:AL136600.11250,97 8,32 781,74 13,31 -1,6 -1,55 -1,65 -469,23 *

225200_at zinc finger, CSL domain containing 2 AU151106 285381 gb:AU151106 /DB_XREF=gi:11012627 /DB_XREF=AU151106 /CLONE=NT2RP2004399 /FEA=mRNA /CNT=112 /TID=Hs.264915.0 /TIER=Stack /STK=29 /UG=Hs.264915 /UG_TITLE=Homo sapiens cDNA FLJ12908 fis, clone NT2RP2004399486,64 8,22 303,23 13,2 -1,6 -1,49 -1,74 -183,41 *

216918_s_at dystonin AL096710 667 gb:AL096710 /DB_XREF=gi:5738652 /FEA=DNA /CNT=1 /TID=Hs.620.1 /TIER=ConsEnd /STK=0 /UG=Hs.620 /LL=667 /UG_GENE=BPAG1 /UG_TITLE=bullous pemphigoid antigen 1 (230240kD) /DEF=Human DNA sequence from clone RP1-61B2 on chromosome 6p11.2-12.3 Contains isoforms 1 and 3 of BPAG1 (bullous pemphigoid antigen 1 (230240kD), an exon of a gene similar to murine MACF cytoskeletal protein, STSs and GSSs1539,89 20,62 955,32 33,24 -1,61 -1,52 -1,72 -584,57 *

226160_at hexose-6-phosphate dehydrogenase (glucose 1-dehydrogenase)AW138757 9563 gb:AW138757 /DB_XREF=gi:6143075 /DB_XREF=UI-H-BI1-add-h-12-0-UI.s1 /CLONE=IMAGE:2716655 /FEA=mRNA /CNT=54 /TID=Hs.261734.0 /TIER=Stack /STK=14 /UG=Hs.261734 /UG_TITLE=Homo sapiens cDNA: FLJ22807 fis, clone KAIA2887273,78 4,8 170,52 7,7 -1,61 -1,49 -1,74 -103,26 *

200988_s_at proteasome (prosome, macropain) activator subunit 3 (PA28 gamma; Ki)NM_005789 10197 gb:NM_005789.1 /DB_XREF=gi:5031996 /GEN=PSME3 /FEA=FLmRNA /CNT=330 /TID=Hs.152978.0 /TIER=FL /STK=0 /UG=Hs.152978 /LL=10197 /DEF=Homo sapiens proteasome (prosome, macropain) activator subunit 3 (PA28 gamma; Ki) (PSME3), mRNA. /PROD=proteasome (prosome, macropain) activatorsubunit 3 (PA28 gamma; Ki) /FL=gb:NM_005789.1 gb:U11292.1632,24 9,35 392,84 15,05 -1,61 -1,51 -1,72 -239,4 *

203779_s_at epithelial V-like antigen 1 NM_005797 10205 gb:NM_005797.1 /DB_XREF=gi:5032246 /GEN=EVA1 /FEA=FLmRNA /CNT=99 /TID=Hs.116651.0 /TIER=FL /STK=1 /UG=Hs.116651 /LL=10205 /DEF=Homo sapiens epithelial V-like antigen 1 (EVA1), mRNA. /PROD=epithelial V-like antigen 1 precursor /FL=gb:AF304447.1 gb:AF275945.1 gb:NM_005797.1 gb:AF030455.1311,37 3,74 193,83 6 -1,61 -1,52 -1,7 -117,54 *

220773_s_at gephyrin NM_020806 10243 gb:NM_020806.1 /DB_XREF=gi:10880982 /GEN=GPH /FEA=FLmRNA /CNT=3 /TID=Hs.13405.0 /TIER=FL /STK=0 /UG=Hs.13405 /LL=10243 /DEF=Homo sapiens gephyrin (GPH), mRNA. /PROD=gephryin /FL=gb:NM_020806.1406,75 8,06 252,44 12,99 -1,61 -1,48 -1,77 -154,31 *

218382_s_at U2 (RNU2) small nuclear RNA auxiliary factor 2NM_007279 11338 gb:NM_007279.1 /DB_XREF=gi:6005925 /GEN=U2AF65 /FEA=FLmRNA /CNT=108 /TID=Hs.7655.0 /TIER=FL /STK=0 /UG=Hs.7655 /LL=11338 /DEF=Homo sapiens U2 small nuclear ribonucleoprotein auxiliary factor (65kD) (U2AF65), mRNA. /PROD=U2 small nuclear ribonucleoprotein auxiliaryfactor (65kD) /FL=gb:NM_007279.1322,31 10,83 200,73 17,39 -1,61 -1,39 -1,89 -121,59 *

222991_s_at ubiquilin 1 AL136643 29979 gb:AL136643.1 /DB_XREF=gi:12052811 /GEN=DKFZp564L023 /FEA=FLmRNA /CNT=315 /TID=Hs.9589.0 /TIER=FL /STK=0 /UG=Hs.9589 /LL=29979 /DEF=Homo sapiens mRNA; cDNA DKFZp564L023 (from clone DKFZp564L023); complete cds. /PROD=hypothetical protein /FL=gb:NM_013438.1 gb:AF293384.1 gb:AL136643.1 gb:AF176069.11965,12 40,48 1220,91 65,16 -1,61 -1,47 -1,77 -744,21 *

1552617_a_at ring finger and WD repeat domain 2 NM_022457 64326 gb:NM_022457.4 /DB_XREF=gi:21359962 /TID=Hs2.105737.1 /CNT=61 /FEA=FLmRNA /TIER=FL /STK=2 /LL=64326 /UG_GENE=COP1 /UG=Hs.105737 /UG_TITLE=constitutive photomorphogenic protein /DEF=Homo sapiens constitutive photomorphogenic protein (COP1), mRNA. /FL=gb:AF508940.1 gb:NM_022457.4887,03 8,24 552,65 13,23 -1,61 -1,54 -1,68 -334,38 *

226104_at Ring finger protein 170 AI052736 81790 gb:AI052736 /DB_XREF=gi:3308727 /DB_XREF=oz27c01.x1 /CLONE=IMAGE:1676544 /FEA=EST /CNT=55 /TID=Hs.22629.0 /TIER=Stack /STK=23 /UG=Hs.22629 /UG_TITLE=ESTs278,46 5,01 172,72 8,07 -1,61 -1,49 -1,76 -105,74 *

214727_at breast cancer 2, early onset X95152 675 gb:X95152 /DB_XREF=gi:1171546 /FEA=DNA /CNT=33 /TID=Hs.34012.1 /TIER=ConsEnd /STK=0 /UG=Hs.34012 /LL=675 /UG_GENE=BRCA2 /UG_TITLE=breast cancer 2, early onset /DEF=H.sapiens brca2 gene exon 2 (and joined coding region)379,2 5,13 234,01 8,31 -1,62 -1,52 -1,73 -145,19 *

211080_s_at NIMA (never in mitosis gene a)-related kinase 2 /// NIMA (never in mitosis gene a)-related kinase 2Z25425 4751 gb:Z25425.1 /DB_XREF=gi:405728 /FEA=FLmRNA /CNT=1 /TID=HsAffx.901131.705 /TIER=FL /STK=0 /DEF=H.sapiens protein-serinethreonine kinase gene, complete CDS. /PROD=protein-serinethreonine kinase /FL=gb:Z25425.1659,52 17,53 407,04 28,4 -1,62 -1,44 -1,84 -252,48 *

210004_at oxidised low density lipoprotein (lectin-like) receptor 1AF035776 4973 gb:AF035776.1 /DB_XREF=gi:3941299 /FEA=FLmRNA /CNT=36 /TID=Hs.77729.0 /TIER=FL /STK=1 /UG=Hs.77729 /LL=4973 /UG_GENE=OLR1 /DEF=Homo sapiens oxidized low-density lipoprotein receptor mRNA, complete cds. /PROD=oxidized low-density lipoprotein receptor /FL=gb:NM_002543.1 gb:AB010710.1 gb:AF035776.1961,22 15,69 593,56 25,4 -1,62 -1,5 -1,75 -367,67 *

200695_at protein phosphatase 2 (formerly 2A), regulatory subunit A (PR 65), alpha isoformNM_014225 5518 gb:NM_014225.1 /DB_XREF=gi:7657474 /GEN=PPP2R1A /FEA=FLmRNA /CNT=483 /TID=Hs.173902.0 /TIER=FL /STK=6 /UG=Hs.173902 /LL=5518 /DEF=Homo sapiens protein phosphatase 2 (formerly 2A), regulatory subunit A (PR 65), alpha isoform (PPP2R1A), mRNA. /PROD=protein phosphatase 2 (formerly 2A), regulatorysubunit A (PR 65), alpha isoform /FL=gb:NM_014225.1 gb:J02902.1333,99 5,87 206,41 9,5 -1,62 -1,5 -1,76 -127,58 *

200964_at ubiquitin-activating enzyme E1 (A1S9T and BN75 temperature sensitivity complementing)NM_003334 7317 gb:NM_003334.1 /DB_XREF=gi:4507762 /GEN=UBE1 /FEA=FLmRNA /CNT=316 /TID=Hs.2055.0 /TIER=FL+Stack /STK=181 /UG=Hs.2055 /LL=7317 /DEF=Homo sapiens ubiquitin-activating enzyme E1 (A1S9T and BN75 temperature sensitivity complementing) (UBE1), mRNA. /PROD=ubiquitin-activating enzyme E1 (A1S9T and BN75temperature sensitivity complementing) /FL=gb:NM_003334.1 gb:M58028.1368,55 12,8 227,82 20,71 -1,62 -1,39 -1,92 -140,72 *

228967_at Putative translation initiation factor BE964053 10209 gb:BE964053 /DB_XREF=gi:11767521 /DB_XREF=601657531R1 /CLONE=IMAGE:3875887 /FEA=EST /CNT=19 /TID=Hs.6052.0 /TIER=Stack /STK=12 /UG=Hs.6052 /UG_TITLE=ESTs, Weakly similar to ALU5_HUMAN ALU SUBFAMILY SC SEQUENCE CONTAMINATION WARNING ENTRY (H.sapiens)275,99 4,18 170,82 6,76 -1,62 -1,51 -1,74 -105,16 *

227912_s_at Exosome component 3 AA747303 51010 gb:AA747303 /DB_XREF=gi:2787261 /DB_XREF=nx88b12.s1 /CLONE=IMAGE:1269311 /FEA=EST /CNT=42 /TID=Hs.177677.1 /TIER=Stack /STK=31 /UG=Hs.177677 /LL=51010 /UG_GENE=RRP40 /UG_TITLE=exosome component Rrp40367,07 5,15 226,73 8,34 -1,62 -1,52 -1,73 -140,34 *

1558014_s_at male sterility domain containing 2 BG261090 84188 gb:BG261090 /DB_XREF=gi:12770906 /DB_XREF=602372718F1 /CLONE=IMAGE:4480468 /TID=Hs2.418339.1 /CNT=25 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.418339 /UG_TITLE=Homo sapiens cDNA FLJ33561 fis, clone BRAMY2009693, highly similar to Torpedo marmorata mRNA for male sterility protein 2-like protein.701,41 5,81 432,44 9,42 -1,62 -1,56 -1,69 -268,97 *

235428_at Transcribed locus, strongly similar to XP_511361.1 similar to ribosomal protein L23a; 60S ribosomal protein L23a; cDNA sequence BC029892 [Pan troglodytes]H78106 gb:H78106 /DB_XREF=gi:1056195 /DB_XREF=yu83g09.s1 /CLONE=IMAGE:240448 /FEA=EST /CNT=13 /TID=Hs.104480.0 /TIER=ConsEnd /STK=2 /UG=Hs.104480 /UG_TITLE=ESTs372,3 5,52 229,66 8,95 -1,62 -1,52 -1,74 -142,64 *

205195_at adaptor-related protein complex 1, sigma 1 subunitNM_001283 1174 gb:NM_001283.1 /DB_XREF=gi:4557470 /GEN=AP1S1 /FEA=FLmRNA /CNT=47 /TID=Hs.57600.0 /TIER=FL /STK=0 /UG=Hs.57600 /LL=1174 /DEF=Homo sapiens adaptor-related protein complex 1, sigma 1 subunit (AP1S1), mRNA. /PROD=adaptor-related protein complex 1, sigma 1subunit /FL=gb:AB015319.1 gb:NM_001283.1492,8 8,2 302,93 13,33 -1,63 -1,51 -1,76 -189,87 *

209428_s_at zinc finger protein-like 1 BG420865 7542 gb:BG420865 /DB_XREF=gi:13327371 /DB_XREF=602452067F1 /CLONE=IMAGE:4590353 /FEA=FLmRNA /CNT=113 /TID=Hs.155165.0 /TIER=Stack /STK=19 /UG=Hs.155165 /LL=7542 /UG_GENE=ZFPL1 /UG_TITLE=zinc finger protein-like 1 /FL=gb:AF030291.1 gb:NM_006782.1 gb:AF043611.1 gb:AF001891.1265,29 2,37 162,35 3,87 -1,63 -1,57 -1,71 -102,94 *

215832_x_at phosphatidylinositol binding clathrin assembly proteinAV722190 8301 gb:AV722190 /DB_XREF=gi:10824430 /DB_XREF=AV722190 /CLONE=HTBAMF09 /FEA=mRNA /CNT=2 /TID=Hs.7885.2 /TIER=ConsEnd /STK=0 /UG=Hs.7885 /LL=8301 /UG_GENE=PICALM /UG_TITLE=phosphatidylinositol binding clathrin assembly protein490,51 13,03 300,89 21,24 -1,63 -1,45 -1,86 -189,61 *

204899_s_at sin3-associated polypeptide, 30kDa BF247098 8819 gb:BF247098 /DB_XREF=gi:11162171 /DB_XREF=601854541F1 /CLONE=IMAGE:4074154 /FEA=FLmRNA /CNT=56 /TID=Hs.20985.0 /TIER=Stack /STK=16 /UG=Hs.20985 /LL=8819 /UG_GENE=SAP30 /UG_TITLE=sin3-associated polypeptide, 30kD /FL=gb:AF055993.1 gb:NM_003864.1292,63 5,76 179,05 9,42 -1,63 -1,49 -1,8 -113,58 *

218261_at adaptor-related protein complex 1, mu 2 subunitNM_005498 10053 gb:NM_005498.2 /DB_XREF=gi:9506796 /GEN=AP1M2 /FEA=FLmRNA /CNT=145 /TID=Hs.18894.0 /TIER=FL+Stack /STK=63 /UG=Hs.18894 /LL=10053 /DEF=Homo sapiens adaptor-related protein complex 1, mu 2 subunit (AP1M2), mRNA. /PROD=adaptor-related protein complex 1, mu 2 subunit /FL=gb:BC003612.1 gb:AF020797.2 gb:BC005021.1 gb:BC003387.1 gb:NM_005498.2280,44 3,88 172,08 6,32 -1,63 -1,53 -1,74 -108,36 *

231850_x_at KIAA1712 AB051499 80817 gb:AB051499.1 /DB_XREF=gi:12697968 /GEN=KIAA1712 /FEA=mRNA /CNT=41 /TID=Hs.29798.1 /TIER=ConsEnd /STK=2 /UG=Hs.29798 /LL=80817 /DEF=Homo sapiens mRNA for KIAA1712 protein, partial cds. /PROD=KIAA1712 protein772,04 6,06 473,14 9,88 -1,63 -1,57 -1,69 -298,9 *

211228_s_at RAD17 homolog (S. pombe) AF085736 5884 gb:AF085736.1 /DB_XREF=gi:3641288 /GEN=RAD17 /FEA=FLmRNA /CNT=1 /TID=Hs.16184.1 /TIER=FL /STK=0 /UG=Hs.16184 /LL=5884 /DEF=Homo sapiens RF-Cactivator 1 homolog (RAD17) mRNA, complete cds. /PROD=RF-Cactivator 1 homolog /FL=gb:AF085736.1543,1 6,78 330,77 11,13 -1,64 -1,55 -1,74 -212,33 *

211537_x_at mitogen-activated protein kinase kinase kinase 7AF218074 6885 gb:AF218074.1 /DB_XREF=gi:6746614 /GEN=TAK1 /FEA=FLmRNA /CNT=2 /TID=Hs.7510.3 /TIER=FL /STK=0 /UG=Hs.7510 /LL=6885 /DEF=Homo sapiens TGF beta-activated kinase splice variant d (TAK1) mRNA, complete cds. /PROD=TGF beta-activated kinase splice variant d /FL=gb:AF218074.1476,8 4,94 290,1 8,12 -1,64 -1,57 -1,73 -186,69 *

210978_s_at transgelin 2 BC002616 8407 gb:BC002616.1 /DB_XREF=gi:12803566 /FEA=FLmRNA /CNT=2 /TID=Hs.75725.1 /TIER=FL /STK=0 /UG=Hs.75725 /LL=8407 /UG_GENE=TAGLN2 /DEF=Homo sapiens, transgelin 2, clone MGC:2989, mRNA, complete cds. /PROD=transgelin 2 /FL=gb:BC002616.12214,82 27,29 1352 44,71 -1,64 -1,55 -1,74 -862,82 *

208456_s_at related RAS viral (r-ras) oncogene homolog 2 NM_012250 22800 gb:NM_012250.1 /DB_XREF=gi:6912697 /GEN=TC21 /FEA=FLmRNA /CNT=10 /TID=Hs.206097.1 /TIER=FL /STK=0 /UG=Hs.206097 /LL=22800 /DEF=Homo sapiens oncogene TC21 (TC21), mRNA. /PROD=oncogene TC21 /FL=gb:NM_012250.1 gb:M31468.12585,99 11,85 1575,04 19,45 -1,64 -1,61 -1,68 -1010,95 *

222242_s_at kallikrein 5 AF243527 25818 gb:AF243527 /DB_XREF=gi:11244757 /FEA=DNA_12 /CNT=1 /TID=Hs.50915.1 /TIER=ConsEnd /STK=0 /UG=Hs.50915 /LL=25818 /UG_GENE=KLK5 /UG_TITLE=kallikrein 5 /DEF=Homo sapiens serine protease gene cluster, complete sequence783,86 13,32 477,62 21,87 -1,64 -1,52 -1,78 -306,25 *

228124_at chromosome 20 open reading frame 22 AW303865 26090 gb:AW303865 /DB_XREF=gi:6713554 /DB_XREF=xr24d12.x1 /CLONE=IMAGE:2761079 /FEA=EST /CNT=23 /TID=Hs.236522.1 /TIER=Stack /STK=19 /UG=Hs.236522 /LL=26090 /UG_GENE=DKFZP434P106 /UG_TITLE=DKFZP434P106 protein262,47 6,25 160,29 10,23 -1,64 -1,47 -1,84 -102,18 *

229113_s_at hypothetical protein FLJ31031 W16779 199990 gb:W16779 /DB_XREF=gi:1291160 /DB_XREF=zb16d08.r1 /CLONE=IMAGE:302223 /FEA=EST /CNT=15 /TID=Hs.78793.2 /TIER=Stack /STK=9 /UG=Hs.78793 /LL=5590 /UG_GENE=PRKCZ /UG_TITLE=protein kinase C, zeta534,21 6,12 325,67 10,03 -1,64 -1,56 -1,73 -208,54 *

227052_at Hypothetical protein LOC201895 AI810669 201895 gb:AI810669 /DB_XREF=gi:5397235 /DB_XREF=tu19f03.x1 /CLONE=IMAGE:2251517 /FEA=EST /CNT=38 /TID=Hs.44829.0 /TIER=Stack /STK=23 /UG=Hs.44829 /UG_TITLE=ESTs1643,8 16,48 1004,22 26,98 -1,64 -1,56 -1,72 -639,58 *

201718_s_at erythrocyte membrane protein band 4.1-like 2BF511685 2037 gb:BF511685 /DB_XREF=gi:11594983 /DB_XREF=UI-H-BI4-aom-c-09-0-UI.s1 /CLONE=IMAGE:3085432 /FEA=FLmRNA /CNT=241 /TID=Hs.7857.0 /TIER=Stack /STK=18 /UG=Hs.7857 /LL=2037 /UG_GENE=EPB41L2 /UG_TITLE=erythrocyte membrane protein band 4.1-like 2 /FL=gb:NM_001431.1 gb:AF027299.1412,31 7,4 249,71 12,23 -1,65 -1,52 -1,8 -162,6 *

210153_s_at malic enzyme 2, NAD(+)-dependent, mitochondrialM55905 4200 gb:M55905.1 /DB_XREF=gi:187299 /GEN=NAD(P)+ -dependent malic enzyme /FEA=FLmRNA /CNT=21 /TID=Hs.75342.1 /TIER=FL /STK=1 /UG=Hs.75342 /LL=4200 /DEF=Human mitochondrial NAD(P)+ dependent malic enzyme mRNA, complete cds. /PROD=mitochondrial NAD(P)+ -dependent malic enzyme /FL=gb:NM_002396.2 gb:M55905.1597,6 9,84 361,81 16,26 -1,65 -1,53 -1,79 -235,79 *

230764_at Chromosome 9 open reading frame 5 BF109998 23731 gb:BF109998 /DB_XREF=gi:10939688 /DB_XREF=7l73d07.x1 /CLONE=IMAGE:3527077 /FEA=EST /CNT=10 /TID=Hs.21627.0 /TIER=Stack /STK=8 /UG=Hs.21627 /UG_TITLE=ESTs265,46 1,2 160,93 1,99 -1,65 -1,61 -1,69 -104,53 *

214790_at SUMO1/sentrin specific protease 6 AK001406 26054 gb:AK001406.1 /DB_XREF=gi:7022642 /FEA=mRNA /CNT=16 /TID=Hs.27197.1 /TIER=ConsEnd /STK=7 /UG=Hs.27197 /LL=26054 /UG_GENE=KIAA0797 /UG_TITLE=SUMO-1-specific protease /DEF=Homo sapiens cDNA FLJ10544 fis, clone NT2RP2001601, highly similar to Homo sapiens mRNA for KIAA0797 protein.256,93 3,29 155,58 5,43 -1,65 -1,56 -1,76 -101,36 *

219078_at G patch domain containing 2 NM_018040 55105 gb:NM_018040.1 /DB_XREF=gi:8922312 /GEN=FLJ10252 /FEA=FLmRNA /CNT=49 /TID=Hs.53913.0 /TIER=FL+Stack /STK=16 /UG=Hs.53913 /LL=55105 /DEF=Homo sapiens hypothetical protein FLJ10252 (FLJ10252), mRNA. /PROD=hypothetical protein FLJ10252 /FL=gb:NM_018040.1292,8 6,32 177 10,46 -1,65 -1,5 -1,84 -115,8 *

225942_at neurolysin (metallopeptidase M3 family) AB033052 57486 gb:AB033052.1 /DB_XREF=gi:6330675 /GEN=KIAA1226 /FEA=mRNA /CNT=84 /TID=Hs.22151.1 /TIER=ConsEnd /STK=0 /UG=Hs.22151 /LL=57486 /DEF=Homo sapiens mRNA for KIAA1226 protein, partial cds. /PROD=KIAA1226 protein277,47 4,28 168,29 7,06 -1,65 -1,53 -1,78 -109,18 *

205321_at eukaryotic translation initiation factor 2, subunit 3 gamma, 52kDaNM_001415 1968 gb:NM_001415.1 /DB_XREF=gi:4503506 /GEN=EIF2S3 /FEA=FLmRNA /CNT=39 /TID=Hs.211539.0 /TIER=FL /STK=0 /UG=Hs.211539 /LL=1968 /DEF=Homo sapiens eukaryotic translation initiation factor 2, subunit 3 (gamma, 52kD) (EIF2S3), mRNA. /PROD=eukaryotic translation initiation factor 2,subunit 3 (gamma, 52kD) /FL=gb:L19161.1 gb:NM_001415.11377,37 12 829,98 19,91 -1,66 -1,59 -1,73 -547,4 *

1554885_a_at primase, polypeptide 2A, 58kDa BC017833 5558 gb:BC017833.1 /DB_XREF=gi:17389608 /TID=Hs2.74519.2 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=1 /LL=5558 /UG_GENE=PRIM2A /UG=Hs.74519 /DEF=Homo sapiens, Similar to primase, polypeptide 2A (58kD), clone MGC:22486 IMAGE:4307922, mRNA, complete cds. /PROD=Similar to primase, polypeptide 2A (58kD) /FL=gb:BC017833.1454,83 5,22 274,08 8,66 -1,66 -1,57 -1,76 -180,75 *

202129_s_at RIO kinase 3 (yeast) /// RIO kinase 3 (yeast) AW006290 8780 gb:AW006290 /DB_XREF=gi:5855068 /DB_XREF=wq69f11.x1 /CLONE=IMAGE:2476557 /FEA=FLmRNA /CNT=160 /TID=Hs.209061.0 /TIER=Stack /STK=15 /UG=Hs.209061 /LL=8780 /UG_GENE=SUDD /UG_TITLE=sudD (suppressor of bimD6, Aspergillus nidulans) homolog /FL=gb:NM_003831.1 gb:AF013591.1900,22 8,92 543,18 14,79 -1,66 -1,58 -1,74 -357,04 *

1554464_a_at cartilage associated protein BC008745 10491 gb:BC008745.1 /DB_XREF=gi:14250580 /TID=Hs2.155481.2 /CNT=12 /FEA=FLmRNA /TIER=FL /STK=1 /LL=10491 /UG_GENE=CRTAP /UG=Hs.155481 /DEF=Homo sapiens, cartilage associated protein, clone MGC:1926 IMAGE:3347384, mRNA, complete cds. /PROD=cartilage associated protein /FL=gb:BC008745.11284,23 11,89 775,21 19,7 -1,66 -1,59 -1,73 -509,02 *

233809_at Huntingtin interacting protein K AK022435 25764 gb:AK022435.1 /DB_XREF=gi:10433829 /FEA=mRNA /CNT=2 /TID=Hs.287524.0 /TIER=ConsEnd /STK=0 /UG=Hs.287524 /UG_TITLE=Homo sapiens cDNA FLJ12373 fis, clone MAMMA1002454 /DEF=Homo sapiens cDNA FLJ12373 fis, clone MAMMA1002454.294,79 6,35 177,16 10,57 -1,66 -1,5 -1,86 -117,63 *

202407_s_at PRP31 pre-mRNA processing factor 31 homolog (yeast)BF342707 26121 gb:BF342707 /DB_XREF=gi:11289729 /DB_XREF=602013660F1 /CLONE=IMAGE:4149542 /FEA=FLmRNA /CNT=288 /TID=Hs.183438.0 /TIER=Stack /STK=90 /UG=Hs.183438 /LL=26121 /UG_GENE=DKFZP566J153 /UG_TITLE=DKFZP566J153 protein /FL=gb:NM_015629.1 gb:AL050369.1336,85 8,16 203,18 13,52 -1,66 -1,48 -1,87 -133,67 *

236694_at Chromosome Y open reading frame 15A AW468885 246126 gb:AW468885 /DB_XREF=gi:7038991 /DB_XREF=hd30a03.x1 /CLONE=IMAGE:2910988 /FEA=EST /CNT=5 /TID=Hs.88527.0 /TIER=ConsEnd /STK=5 /UG=Hs.88527 /UG_TITLE=ESTs, Moderately similar to unnamed protein product (H.sapiens)417,88 6,27 251,04 10,44 -1,66 -1,55 -1,79 -166,84 *

205355_at acyl-Coenzyme A dehydrogenase, short/branched chainNM_001609 36 gb:NM_001609.1 /DB_XREF=gi:4501858 /GEN=ACADSB /FEA=FLmRNA /CNT=46 /TID=Hs.81934.0 /TIER=FL+Stack /STK=8 /UG=Hs.81934 /LL=36 /DEF=Homo sapiens acyl-Coenzyme A dehydrogenase, shortbranched chain (ACADSB), nuclear gene encoding mitochondrial protein, mRNA. /PROD=acyl-Coenzyme A dehydrogenase, shortbranchedchain precursor /FL=gb:U12778.1 gb:NM_001609.1435,63 6,31 261,21 10,52 -1,67 -1,56 -1,79 -174,43 *

210818_s_at BTB and CNC homology 1, basic leucine zipper transcription factor 1AF026199 571 gb:AF026199.1 /DB_XREF=gi:2565399 /GEN=BACH1 /FEA=FLmRNA /CNT=2 /TID=Hs.154276.1 /TIER=FL /STK=0 /UG=Hs.154276 /LL=571 /DEF=Homo sapiens transcription regulator protein (BACH1) mRNA, complete cds. /PROD=transcription regulator protein /FL=gb:AF026199.1404,63 2,58 242,83 4,3 -1,67 -1,62 -1,72 -161,81 *

235747_at Solute carrier family 25 (mitochondrial carrier; Graves disease autoantigen), member 16AI305170 8034 gb:AI305170 /DB_XREF=gi:3988811 /DB_XREF=ql84h09.x1 /CLONE=IMAGE:1879073 /FEA=EST /CNT=10 /TID=Hs.140996.0 /TIER=ConsEnd /STK=4 /UG=Hs.140996 /UG_TITLE=ESTs309,03 10,06 185,56 16,75 -1,67 -1,43 -1,97 -123,46 *



201781_s_at aryl hydrocarbon receptor interacting protein AL558532 9049 gb:AL558532 /DB_XREF=gi:12903142 /DB_XREF=AL558532 /CLONE=CS0DJ006YJ15 (5 prime) /FEA=FLmRNA /CNT=241 /TID=Hs.75305.0 /TIER=Stack /STK=10 /UG=Hs.75305 /LL=9049 /UG_GENE=AIP /UG_TITLE=aryl hydrocarbon receptor-interacting protein /FL=gb:NM_003977.1 gb:U78521.1 gb:U31913.1594,33 6,41 355,98 10,71 -1,67 -1,59 -1,76 -238,35 *

201378_s_at ubiquitin associated protein 2-like NM_014847 9898 gb:NM_014847.1 /DB_XREF=gi:7661941 /GEN=KIAA0144 /FEA=FLmRNA /CNT=206 /TID=Hs.8127.0 /TIER=FL+Stack /STK=65 /UG=Hs.8127 /LL=9898 /DEF=Homo sapiens KIAA0144 gene product (KIAA0144), mRNA. /PROD=KIAA0144 gene product /FL=gb:D63478.1 gb:NM_014847.1408,74 8,1 244,48 13,55 -1,67 -1,52 -1,85 -164,27 *

207079_s_at mediator of RNA polymerase II transcription, subunit 6 homolog (yeast)NM_005466 10001 gb:NM_005466.1 /DB_XREF=gi:4885480 /GEN=MED6 /FEA=FLmRNA /CNT=7 /TID=Hs.167738.0 /TIER=FL /STK=4 /UG=Hs.167738 /LL=10001 /DEF=Homo sapiens RNA polymerase II transcriptional regulation mediator (Med6, S. cerevisiae, homolog of) (MED6), mRNA. /PROD=RNA polymerase II transcriptional regulationmediator (Med6, S. cerevisiae, homolog of) /FL=gb:U78082.1 gb:NM_005466.1960,19 10,33 574,88 17,26 -1,67 -1,59 -1,76 -385,31 *

219326_s_at UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 1NM_006577 10678 gb:NM_006577.2 /DB_XREF=gi:9845237 /GEN=BETA3GNT /FEA=FLmRNA /CNT=43 /TID=Hs.48730.0 /TIER=FL /STK=0 /UG=Hs.48730 /LL=10678 /DEF=Homo sapiens beta-1,3-N-acetylglucosaminyltransferase (BETA3GNT), mRNA. /PROD=beta-1,3-N-acetylglucosaminyltransferase /FL=gb:NM_006577.2 gb:AF288208.1 gb:AF092051.2271,97 8,06 162,82 13,46 -1,67 -1,46 -1,95 -109,15 *

223103_at START domain containing 10 AF151810 10809 gb:AF151810.1 /DB_XREF=gi:4929572 /FEA=FLmRNA /CNT=309 /TID=Hs.84700.0 /TIER=FL+Stack /STK=219 /UG=Hs.84700 /LL=58501 /UG_GENE=CGI-52 /DEF=Homo sapiens CGI-52 protein mRNA, complete cds. /PROD=CGI-52 protein /FL=gb:AF151810.1476,81 4,35 286,21 7,25 -1,67 -1,59 -1,74 -190,61 *

212280_x_at APG4 autophagy 4 homolog B (S. cerevisiae) AA532726 23192 gb:AA532726 /DB_XREF=gi:2278302 /DB_XREF=nj21e02.s1 /CLONE=IMAGE:993146 /FEA=mRNA /CNT=199 /TID=Hs.272586.1 /TIER=Stack /STK=66 /UG=Hs.272586 /LL=23192 /UG_GENE=KIAA0943 /UG_TITLE=KIAA0943 protein288,18 3,44 172,27 5,75 -1,67 -1,58 -1,78 -115,91 *

223879_s_at oxidation resistance 1 AF309387 55074 gb:AF309387.1 /DB_XREF=gi:10954045 /GEN=OXR1 /FEA=FLmRNA /CNT=5 /TID=Hs.169111.1 /TIER=FL /STK=0 /UG=Hs.169111 /LL=55074 /DEF=Homo sapiens oxidation protection protein (OXR1) mRNA, complete cds. /PROD=oxidation protection protein /FL=gb:AF309387.1490,05 3,07 293,44 5,13 -1,67 -1,62 -1,72 -196,61 *

235559_at hypothetical protein FLJ22374 AI539542 84182 gb:AI539542 /DB_XREF=gi:4453677 /DB_XREF=tp32c02.x1 /CLONE=IMAGE:2189474 /FEA=EST /CNT=10 /TID=Hs.143810.0 /TIER=ConsEnd /STK=0 /UG=Hs.143810 /UG_TITLE=ESTs347,64 0,95 208,5 1,58 -1,67 -1,65 -1,69 -139,14 *

208232_x_at gb:L12260.1 /DB_XREF=gi:292047 /FEA=FLmRNA /CNT=2 /TID=Hs.172816.1 /TIER=ConsEnd /STK=0 /UG=Hs.172816 /LL=3084 /UG_GENE=NRG1 /DEF=Human recombinant glial growth factor 2 mRNA, complete cds and flanking regions. /PROD=recombinant glial growth factor 2 /FL=gb:L12260.1 gb:NM_013962.1L12260 gb:L12260.1 /DB_XREF=gi:292047 /FEA=FLmRNA /CNT=2 /TID=Hs.172816.1 /TIER=ConsEnd /STK=0 /UG=Hs.172816 /LL=3084 /UG_GENE=NRG1 /DEF=Human recombinant glial growth factor 2 mRNA, complete cds and flanking regions. /PROD=recombinant glial growth factor 2 /FL=gb:L12260.1 gb:NM_013962.1827,1 4,07 495,28 6,8 -1,67 -1,63 -1,71 -331,82 *

210186_s_at FK506 binding protein 1A, 12kDa BC005147 2280 gb:BC005147.1 /DB_XREF=gi:13477342 /FEA=FLmRNA /CNT=19 /TID=Hs.752.1 /TIER=FL+Stack /STK=8 /UG=Hs.752 /LL=2280 /UG_GENE=FKBP1A /DEF=Homo sapiens, FK506-binding protein 1A (12kD), clone MGC:2167, mRNA, complete cds. /PROD=FK506-binding protein 1A (12kD) /FL=gb:BC005147.11717,25 16,17 1024,44 27,11 -1,68 -1,6 -1,76 -692,81 *

215708_s_at primase, polypeptide 2A, 58kDa AL121975 5558 gb:AL121975 /DB_XREF=gi:9663355 /FEA=DNA_1 /CNT=4 /TID=Hs.74519.1 /TIER=ConsEnd /STK=0 /UG=Hs.74519 /LL=5558 /UG_GENE=PRIM2A /UG_TITLE=primase, polypeptide 2A (58kD) /DEF=Human DNA sequence from clone RP3-422B11 on chromosome 6p11.2-12.3 Contains ESTs, STSs and GSSs. Contains part of the PRIM2A gene for two isoforms of DNA primase large subunit (polypeptide 2A, p58)363,42 3,18 216,01 5,35 -1,68 -1,61 -1,76 -147,41 *

209754_s_at thymopoietin AF113682 7112 gb:AF113682.1 /DB_XREF=gi:6855608 /FEA=FLmRNA /CNT=69 /TID=Hs.11355.2 /TIER=FL /STK=0 /UG=Hs.11355 /LL=7112 /UG_GENE=TMPO /DEF=Homo sapiens clone FLB3436 PRO0868 mRNA, complete cds. /PROD=PRO0868 /FL=gb:U09087.1 gb:AF113682.1599,73 5,74 356,32 9,67 -1,68 -1,61 -1,77 -243,41 *

209488_s_at RNA binding protein with multiple splicing D84109 11030 gb:D84109.1 /DB_XREF=gi:1669550 /GEN=RBP-MS /FEA=FLmRNA /CNT=89 /TID=Hs.80248.1 /TIER=FL+Stack /STK=39 /UG=Hs.80248 /LL=11030 /DEF=Homo sapiens mRNA for RBP-MStype 3, complete cds. /PROD=RBP-MStype 3 /FL=gb:BC003608.1 gb:D84109.1311,5 0,62 185,47 1,05 -1,68 -1,66 -1,7 -126,03 *

211801_x_at mitofusin 1 AF329637 55669 gb:AF329637.1 /DB_XREF=gi:12744895 /FEA=FLmRNA /CNT=2 /TID=Hs.197877.2 /TIER=FL /STK=0 /UG=Hs.197877 /LL=55669 /UG_GENE=FLJ20693 /DEF=Homo sapiens mitofusin 1 mRNA, nuclear gene for mitochondrial protein, complete cds. /PROD=mitofusin 1 precursor /FL=gb:AF329637.1539,81 9,18 320,87 15,44 -1,68 -1,55 -1,83 -218,94 *

221423_s_at golgi membrane protein SB140 /// golgi membrane protein SB140NM_030799 81555 gb:NM_030799.1 /DB_XREF=gi:13540583 /GEN=AF140225 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900070.1077 /TIER=FL /STK=0 /DEF=Homo sapiens hypothetical protein AF140225 (AF140225), mRNA. /PROD=hypothetical protein AF140225 /FL=gb:NM_030799.11080,28 3,75 644,7 6,28 -1,68 -1,65 -1,7 -435,59 *

202516_s_at discs, large homolog 1 (Drosophila) NM_004087 1739 gb:NM_004087.1 /DB_XREF=gi:4758161 /GEN=DLG1 /FEA=FLmRNA /CNT=150 /TID=Hs.154294.0 /TIER=FL /STK=0 /UG=Hs.154294 /LL=1739 /DEF=Homo sapiens discs, large (Drosophila) homolog 1 (DLG1), mRNA. /PROD=discs, large (Drosophila) homolog 1 /FL=gb:NM_004087.1 gb:U13896.1284,38 3,19 167,84 5,41 -1,69 -1,6 -1,79 -116,54 *

213562_s_at squalene epoxidase BF979497 6713 gb:BF979497 /DB_XREF=gi:12346816 /DB_XREF=602288121F1 /CLONE=IMAGE:4373861 /FEA=EST /CNT=34 /TID=Hs.71465.1 /TIER=ConsEnd /STK=0 /UG=Hs.71465 /LL=6713 /UG_GENE=SQLE /UG_TITLE=squalene epoxidase1043,67 8,6 616,48 14,56 -1,69 -1,63 -1,77 -427,19 *

219072_at B-cell CLL/lymphoma 7C NM_004765 9274 gb:NM_004765.1 /DB_XREF=gi:4757843 /GEN=BCL7C /FEA=FLmRNA /CNT=39 /TID=Hs.303197.0 /TIER=FL+Stack /STK=21 /UG=Hs.303197 /LL=9274 /DEF=Homo sapiens B-cell CLLlymphoma 7C (BCL7C), mRNA. /PROD=B-cell CLLlymphoma 7C /FL=gb:NM_004765.1558,28 6,97 330,22 11,78 -1,69 -1,59 -1,8 -228,06 *

209732_at C-type lectin domain family 2, member B BC005254 9976 gb:BC005254.1 /DB_XREF=gi:13528920 /FEA=FLmRNA /CNT=70 /TID=Hs.85201.0 /TIER=FL+Stack /STK=18 /UG=Hs.85201 /LL=9976 /UG_GENE=CLECSF2 /DEF=Homo sapiens, Similar to C-type (calcium dependent, carbohydrate-recognition domain) lectin, superfamily member 2 (activation-induced), clone MGC:12289, mRNA, complete cds. /PROD=Similar to C-type (calcium dependent,carbohydrate-recognition domain) lectin, superfamilymember 2 (activation-induced) /FL=gb:BC005254.1 gb:AB015628.1 gb:NM_005127.12729,5 15,37 1611,86 26,03 -1,69 -1,65 -1,74 -1117,64 *

212170_at RNA binding motif protein 12 BF447705 10137 gb:BF447705 /DB_XREF=gi:11512843 /DB_XREF=7q94d07.x1 /CLONE=IMAGE:3706021 /FEA=mRNA /CNT=219 /TID=Hs.180895.0 /TIER=Stack /STK=33 /UG=Hs.180895 /LL=10137 /UG_GENE=KIAA0765 /UG_TITLE=putative brain nuclearly-targeted protein367,02 2,83 216,72 4,79 -1,69 -1,63 -1,76 -150,3 *

214493_s_at InaD-like (Drosophila) NM_005799 10207 gb:NM_005799.1 /DB_XREF=gi:5031790 /GEN=INADL /FEA=FLmRNA /CNT=8 /TID=Hs.321197.1 /TIER=FL /STK=0 /UG=Hs.321197 /LL=10207 /DEF=Homo sapiens PDZ domain protein (Drosophila inaD-like) (INADL), mRNA. /PROD=PDZ domain protein (Drosophila inaD-like) /FL=gb:NM_005799.1294,72 6,54 174,52 11,04 -1,69 -1,52 -1,9 -120,2 *

203871_at SUMO1/sentrin/SMT3 specific protease 3 NM_015670 26168 gb:NM_015670.1 /DB_XREF=gi:7661681 /GEN=SENP3 /FEA=FLmRNA /CNT=80 /TID=Hs.118926.0 /TIER=FL+Stack /STK=27 /UG=Hs.118926 /LL=26168 /DEF=Homo sapiens sentrinSUMO-specific protease 3 (SENP3), mRNA. /PROD=sentrinSUMO-specific protease 3 /FL=gb:AY008763.1 gb:AL050283.1 gb:NM_015670.1605,29 12,82 358,39 21,65 -1,69 -1,53 -1,89 -246,9 *

220285_at chromosome 9 open reading frame 77 NM_016014 51104 gb:NM_016014.1 /DB_XREF=gi:7705780 /GEN=LOC51104 /FEA=FLmRNA /CNT=9 /TID=Hs.124831.0 /TIER=FL /STK=1 /UG=Hs.124831 /LL=51104 /DEF=Homo sapiens CGI-67 protein (LOC51104), mRNA. /PROD=CGI-67 protein /FL=gb:NM_016014.1 gb:AF151825.1285,77 2,19 169,5 3,69 -1,69 -1,62 -1,75 -116,27 *

234942_s_at deoxynucleotidyltransferase, terminal, interacting protein 1AK025220 116092 gb:AK025220.1 /DB_XREF=gi:10437688 /FEA=mRNA /CNT=1 /TID=Hs.108319.2 /TIER=ConsEnd /STK=0 /UG=Hs.108319 /LL=9967 /UG_GENE=TRAP150 /UG_TITLE=thyroid hormone receptor-associated protein, 150 kDa subunit /DEF=Homo sapiens cDNA: FLJ21567 fis, clone COL06490, highly similar to AF117756 Homo sapiens thyroid hormone receptor-associated protein complex component TRAP150 mRNA.1194,23 9,9 706,69 16,73 -1,69 -1,62 -1,76 -487,54 *

200041_s_at HLA-B associated transcript 1 /// HLA-B associated transcript 1NM_004640 7919 gb:NM_004640.1 /DB_XREF=gi:4758111 /GEN=D6S81E /FEA=FLmRNA /CNT=238 /TID=Hs.55296.0 /TIER=FL+Stack /STK=52 /UG=Hs.55296 /LL=7919 /DEF=Homo sapiens HLA-B associated transcript-1 (D6S81E), mRNA. /PROD=HLA-B associated transcript-1 /FL=gb:NM_004640.1 gb:BC004350.1926,23 6,28 543,71 10,71 -1,7 -1,65 -1,76 -382,52 *

219015_s_at glycosyltransferase 28 domain containing 1 NM_018466 55849 gb:NM_018466.1 /DB_XREF=gi:8923933 /GEN=MDS031 /FEA=FLmRNA /CNT=90 /TID=Hs.110853.0 /TIER=FL+Stack /STK=11 /UG=Hs.110853 /LL=55849 /DEF=Homo sapiens uncharacterized hematopoietic stemprogenitor cells protein MDS031 (MDS031), mRNA. /PROD=uncharacterized hematopoietic stemprogenitorcells protein MDS031 /FL=gb:AF220051.1 gb:NM_018466.1 gb:BC005336.1560,14 7,42 330,01 12,59 -1,7 -1,59 -1,82 -230,13 *

221966_at chromosome 11 hypothetical protein ORF4 AA813194 56834 gb:AA813194 /DB_XREF=gi:2883179 /DB_XREF=ai80g12.s1 /CLONE=1377190 /FEA=EST /CNT=21 /TID=Hs.25274.1 /TIER=Stack /STK=8 /UG=Hs.25274 /LL=56834 /UG_GENE=LOC56834 /UG_TITLE=chromosome 11 hypothetical protein ORF41769,24 11,64 1041,79 19,77 -1,7 -1,64 -1,76 -727,45 *

214256_at ATPase, Class V, type 10A AB011138 57194 gb:AB011138.1 /DB_XREF=gi:3043655 /GEN=KIAA0566 /FEA=mRNA /CNT=12 /TID=Hs.44697.0 /TIER=ConsEnd /STK=0 /UG=Hs.44697 /LL=10080 /DEF=Homo sapiens mRNA for KIAA0566 protein, partial cds. /PROD=KIAA0566 protein338,83 3,66 198,87 6,24 -1,7 -1,62 -1,8 -139,96 *

1562836_at DEAD (Asp-Glu-Ala-Asp) box polypeptide 6 AK021715 1656 gb:AK021715.1 /DB_XREF=gi:10432954 /TID=Hs2.271541.1 /CNT=2 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.271541 /UG_TITLE=Homo sapiens cDNA FLJ11653 fis, clone HEMBA1004538. /DEF=Homo sapiens cDNA FLJ11653 fis, clone HEMBA1004538.264,21 2,66 154,24 4,55 -1,71 -1,63 -1,8 -109,97 *

200008_s_at GDP dissociation inhibitor 2 /// GDP dissociation inhibitor 2D13988 2665 gb:D13988.1 /DB_XREF=gi:285974 /FEA=FLmRNA /CNT=485 /TID=Hs.56845.0 /TIER=FL /STK=1 /UG=Hs.56845 /LL=2665 /UG_GENE=GDI2 /DEF=Human rab GDI mRNA, complete cds. /PROD=human rab GDI /FL=gb:D13988.1 gb:NM_001494.2 gb:BC005145.13849,45 33,37 2254,34 56,98 -1,71 -1,64 -1,79 -1595,11 *

211799_x_at Major histocompatibility complex, class I, C U62824 3107 gb:U62824.1 /DB_XREF=gi:1575443 /GEN=HLA-Cw*1701 /FEA=FLmRNA /CNT=5 /TID=Hs.287811.0 /TIER=FL /STK=0 /UG=Hs.287811 /DEF=Homo sapiens HLA class I heavy chain (HLA-Cw*1701) mRNA, complete cds. /PROD=HLA class I heavy chain /FL=gb:U62824.11241,18 20,1 726,6 34,33 -1,71 -1,58 -1,86 -514,59 *

242277_at Phosphatase and actin regulator 2 AW880875 9749 gb:AW880875 /DB_XREF=gi:8042885 /DB_XREF=QV0-OT0033-070300-152-f10 /FEA=EST /CNT=6 /TID=Hs.295243.0 /TIER=ConsEnd /STK=0 /UG=Hs.295243 /UG_TITLE=ESTs252,42 4,4 147,61 7,53 -1,71 -1,57 -1,87 -104,81 *

203961_at nebulette AL157398 10529 gb:AL157398 /DB_XREF=gi:10045326 /FEA=FLmRNA /CNT=132 /TID=Hs.5025.0 /TIER=Stack /STK=35 /UG=Hs.5025 /LL=10529 /UG_GENE=NEBL /UG_TITLE=nebulette /DEF=Human DNA sequence from clone RP11-56H7 on chromosome 10. Contains ESTs, STSs and GSSs. Contains the gene for the nebulette protein (NEBL, actin-binding Z-disc protein) /FL=gb:NM_006393.1277,69 3,08 162,79 5,26 -1,71 -1,61 -1,81 -114,89 *

210829_s_at single-stranded DNA binding protein 2 AF077048 23635 gb:AF077048.1 /DB_XREF=gi:4689143 /FEA=FLmRNA /CNT=3 /TID=Hs.169833.1 /TIER=FL /STK=0 /UG=Hs.169833 /LL=23635 /UG_GENE=SSBP2 /DEF=Homo sapiens single strand DNA-binding protein mRNA, complete cds. /PROD=single strand DNA-binding protein /FL=gb:AF077048.1504,18 4,33 294,47 7,42 -1,71 -1,64 -1,79 -209,72 *

211002_s_at tripartite motif-containing 29 AF230389 23650 gb:AF230389.1 /DB_XREF=gi:12275865 /FEA=FLmRNA /CNT=2 /TID=Hs.82237.1 /TIER=FL /STK=1 /UG=Hs.82237 /LL=23650 /UG_GENE=ATDC /DEF=Homo sapiens tripartite motif protein TRIM29 beta mRNA, complete cds. /PROD=tripartite motif protein TRIM29 beta /FL=gb:AF230389.1423,29 8,83 247,06 15,13 -1,71 -1,55 -1,91 -176,23 *

222699_s_at pleckstrin homology domain containing, family F (with FYVE domain) member 2BF439250 79666 gb:BF439250 /DB_XREF=gi:11451767 /DB_XREF=nab61g06.x1 /CLONE=IMAGE:3270347 /FEA=FLmRNA /CNT=88 /TID=Hs.29724.0 /TIER=Stack /STK=8 /UG=Hs.29724 /LL=79666 /UG_GENE=FLJ13187 /UG_TITLE=hypothetical protein FLJ13187 /FL=gb:NM_024613.1633,23 8,42 371,33 14,37 -1,71 -1,6 -1,83 -261,9 *

1553515_at helicase/primase complex protein NM_138336 150678 gb:NM_138336.1 /DB_XREF=gi:19923882 /TID=Hs2.432892.1 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=150678 /UG_GENE=LOC150678 /UG=Hs.432892 /UG_TITLE=helicaseprimase complex protein /DEF=Homo sapiens helicaseprimase complex protein (LOC150678), mRNA. /FL=gb:NM_138336.1752,07 1,74 440,69 2,98 -1,71 -1,69 -1,73 -311,39 *

239169_at RAD52 homolog B (S. cerevisiae) AA761980 201299 gb:AA761980 /DB_XREF=gi:2810910 /DB_XREF=nz15h03.s1 /CLONE=IMAGE:1287893 /FEA=EST /CNT=7 /TID=Hs.194411.0 /TIER=ConsEnd /STK=4 /UG=Hs.194411 /UG_TITLE=ESTs350,34 3,21 205,18 5,49 -1,71 -1,63 -1,79 -145,16 *

214845_s_at calumenin AF257659 813 gb:AF257659.1 /DB_XREF=gi:8515717 /FEA=mRNA /CNT=11 /TID=Hs.302073.0 /TIER=ConsEnd /STK=0 /UG=Hs.302073 /DEF=Homo sapiens crocalbin-like protein mRNA, partial cds. /PROD=crocalbin-like protein411,28 5,51 239,45 9,46 -1,72 -1,61 -1,84 -171,83 *

223758_s_at general transcription factor IIH, polypeptide 2, 44kDaBC005345 2966 gb:BC005345.1 /DB_XREF=gi:13529148 /FEA=FLmRNA /CNT=9 /TID=Hs.191356.1 /TIER=FL /STK=0 /UG=Hs.191356 /LL=2966 /UG_GENE=GTF2H2 /DEF=Homo sapiens, Similar to general transcription factor IIH, polypeptide 2 (44kD subunit), clone MGC:12438, mRNA, complete cds. /PROD=Similar to general transcription factor IIH,polypeptide 2 (44kD subunit) /FL=gb:BC005345.1497,32 3,54 288,97 6,08 -1,72 -1,66 -1,79 -208,35 *

1554768_a_at MAD2 mitotic arrest deficient-like 1 (yeast) AF394735 4085 gb:AF394735.1 /DB_XREF=gi:25229109 /GEN=MAD2L1 /TID=Hs2.79078.2 /CNT=4 /FEA=FLmRNA /TIER=FL /STK=1 /LL=4085 /UG=Hs.79078 /DEF=Homo sapiens MAD2 mitotic arrest deficient-like 1 variant (MAD2L1) mRNA, complete cds. /PROD=MAD2 mitotic arrest deficient-like 1 variant /FL=gb:AF394735.12657,68 17,14 1542,34 29,53 -1,72 -1,67 -1,78 -1115,34 *

223115_at cofactor required for Sp1 transcriptional activation, subunit 6, 77kDaAK001674 9440 gb:AK001674.1 /DB_XREF=gi:7023076 /FEA=FLmRNA /CNT=125 /TID=Hs.22630.1 /TIER=Stack /STK=9 /UG=Hs.22630 /LL=9440 /UG_GENE=CRSP6 /UG_TITLE=cofactor required for Sp1 transcriptional activation, subunit 6 (77kD) /DEF=Homo sapiens cDNA FLJ10812 fis, clone NT2RP4000975. /FL=gb:AF105421.1386,5 4,76 224,72 8,18 -1,72 -1,62 -1,84 -161,78 *

212528_at DNA segment, Chr 15, Wayne State University 75, expressedAI348009 27351 gb:AI348009 /DB_XREF=gi:4085215 /DB_XREF=qp61b09.x1 /CLONE=IMAGE:1927481 /FEA=DNA_5 /CNT=140 /TID=Hs.12421.0 /TIER=Stack /STK=47 /UG=Hs.12421 /LL=27351 /UG_GENE=DJ347H13.4 /UG_TITLE=hypothetical protein246,22 3,31 142,74 5,71 -1,72 -1,61 -1,85 -103,48 *

1553661_a_at HUS1 checkpoint homolog b (S. pombe) NM_148959 135458 gb:NM_148959.1 /DB_XREF=gi:22507373 /GEN=HUS1b /TID=Hs2.165831.1 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=1 /LL=135458 /UG=Hs.165831 /DEF=Homo sapiens similar to HUS1 checkpoint homolog (S. pombe); HUS1 (S. pombe) checkpoint homolog (HUS1b), mRNA. /PROD=similar to HUS1 checkpoint homolog (S. pombe);HUS1 (S. pombe) checkpoint homolog /FL=gb:AF508547.1 gb:NM_148959.1254,55 2,12 148,29 3,63 -1,72 -1,65 -1,79 -106,26 *

201866_s_at nuclear receptor subfamily 3, group C, member 1 (glucocorticoid receptor)NM_000176 2908 gb:NM_000176.1 /DB_XREF=gi:4504132 /GEN=NR3C1 /FEA=FLmRNA /CNT=227 /TID=Hs.75772.0 /TIER=FL+Stack /STK=12 /UG=Hs.75772 /LL=2908 /DEF=Homo sapiens nuclear receptor subfamily 3, group C, member 1 (NR3C1), mRNA. /PROD=nuclear receptor subfamily 3, group C, member 1 /FL=gb:NM_000176.1 gb:M10901.1768,56 12,15 445,37 20,96 -1,73 -1,59 -1,88 -323,2 *

225575_at Leukemia inhibitory factor receptor AI680541 3977 gb:AI680541 /DB_XREF=gi:4890723 /DB_XREF=tw82c09.x1 /CLONE=IMAGE:2266192 /FEA=EST /CNT=83 /TID=Hs.23767.2 /TIER=Stack /STK=31 /UG=Hs.23767 /LL=79647 /UG_GENE=FLJ12666 /UG_TITLE=hypothetical protein FLJ12666360,89 4,19 208,55 7,25 -1,73 -1,63 -1,84 -152,34 *

206166_s_at chloride channel, calcium activated, family member 2AF043977 9635 gb:AF043977.1 /DB_XREF=gi:5138899 /GEN=hCLCA2 /FEA=FLmRNA /CNT=23 /TID=Hs.241551.0 /TIER=FL /STK=2 /UG=Hs.241551 /LL=9635 /DEF=Homo sapiens calcium-activated chloride channel-2 (hCLCA2) mRNA, complete cds. /PROD=calcium-activated chloride channel-2 /FL=gb:AB026833.1 gb:NM_006536.2 gb:AF043977.1 gb:AF127980.1269,11 1,75 155,96 3,02 -1,73 -1,67 -1,79 -113,16 *

212595_s_at DAZ associated protein 2 AL534321 9802 gb:AL534321 /DB_XREF=gi:12797814 /DB_XREF=AL534321 /CLONE=CS0DF004YB03 (5 prime) /FEA=EST /CNT=136 /TID=Hs.75416.1 /TIER=Stack /STK=8 /UG=Hs.75416 /LL=9802 /UG_GENE=DAZAP2 /UG_TITLE=DAZ associated protein 2978,95 10,62 565,58 18,38 -1,73 -1,64 -1,83 -413,37 *

226882_x_at WD repeat domain 4 AI861913 10785 gb:AI861913 /DB_XREF=gi:5526020 /DB_XREF=td17g05.x1 /CLONE=IMAGE:2075960 /FEA=mRNA /CNT=42 /TID=Hs.143638.2 /TIER=Stack /STK=9 /UG=Hs.143638 /LL=10785 /UG_GENE=WDR4 /UG_TITLE=WD repeat domain 4370,69 8,48 214,37 14,67 -1,73 -1,54 -1,96 -156,32 *

228824_s_at leukotriene B4 12-hydroxydehydrogenase BE566894 22949 gb:BE566894 /DB_XREF=gi:9810614 /DB_XREF=601341011F1 /CLONE=IMAGE:3683306 /FEA=DNA_2 /CNT=24 /TID=Hs.114670.0 /TIER=Stack /STK=19 /UG=Hs.114670 /UG_TITLE=Human DNA sequence from clone RP11-16L21 on chromosome 9. Contains the gene for NADP-dependent leukotriene B4 12-hydroxydehydrogenase, the gene for a novel DnaJ domain protein similar to Drosophila, C. elegans and Arabidopsis predicted proteins, the GNG10 gene for guanine nucleotide binding protein 10, a novel gene, ESTs, STSs, GSSs and six CpG islands1772,94 23,66 1021,89 41,06 -1,73 -1,62 -1,86 -751,05 *



202736_s_at LSM4 homolog, U6 small nuclear RNA associated (S. cerevisiae)AA112507 25804 gb:AA112507 /DB_XREF=gi:1665056 /DB_XREF=zm28c01.r1 /CLONE=IMAGE:526944 /FEA=FLmRNA /CNT=189 /TID=Hs.76719.0 /TIER=Stack /STK=14 /UG=Hs.76719 /LL=25804 /UG_GENE=LSM4 /UG_TITLE=U6 snRNA-associated Sm-like protein /FL=gb:BC003652.1 gb:NM_012321.1 gb:AF251218.1 gb:BC000387.1 gb:AF182290.1 gb:AF117235.12381,4 27,56 1372,82 47,82 -1,73 -1,64 -1,85 -1008,59 *

213872_at Chromosome 6 open reading frame 62 BE465032 81688 gb:BE465032 /DB_XREF=gi:9510807 /DB_XREF=hv76g09.x1 /CLONE=IMAGE:3179392 /FEA=EST /CNT=34 /TID=Hs.173685.1 /TIER=Stack /STK=15 /UG=Hs.173685 /LL=81688 /UG_GENE=FLJ12619 /UG_TITLE=hypothetical protein FLJ126191089,63 12,07 629,39 20,89 -1,73 -1,64 -1,84 -460,24 *

239431_at toll-like receptor adaptor molecule 2 AI400110 353376 gb:AI400110 /DB_XREF=gi:4243197 /DB_XREF=tg62b11.x1 /CLONE=IMAGE:2113341 /FEA=EST /CNT=7 /TID=Hs.184418.0 /TIER=ConsEnd /STK=1 /UG=Hs.184418 /UG_TITLE=ESTs246,82 5,93 142,68 10,25 -1,73 -1,54 -1,97 -104,15 *

241887_at CDNA FLJ41537 fis, clone BRTHA2017985 AI370381 gb:AI370381 /DB_XREF=gi:4149134 /DB_XREF=qv76h06.x1 /CLONE=IMAGE:1987547 /FEA=EST /CNT=6 /TID=Hs.128841.0 /TIER=ConsEnd /STK=0 /UG=Hs.128841 /UG_TITLE=ESTs366,95 6,17 211,83 10,68 -1,73 -1,59 -1,9 -155,12 *

205627_at cytidine deaminase NM_001785 978 gb:NM_001785.1 /DB_XREF=gi:11386156 /GEN=CDA /FEA=FLmRNA /CNT=32 /TID=Hs.72924.0 /TIER=FL+Stack /STK=10 /UG=Hs.72924 /LL=978 /DEF=Homo sapiens cytidine deaminase (CDA), mRNA. /PROD=cytidine deaminase /FL=gb:L27943.1 gb:NM_001785.1240,62 7,64 137,92 13,34 -1,74 -1,49 -2,09 -102,71 *

204384_at golgi autoantigen, golgin subfamily a, 2 NM_004486 2801 gb:NM_004486.1 /DB_XREF=gi:4758451 /GEN=GOLGA2 /FEA=FLmRNA /CNT=66 /TID=Hs.169055.0 /TIER=FL /STK=5 /UG=Hs.169055 /LL=2801 /DEF=Homo sapiens golgi autoantigen, golgin subfamily a, 2 (GOLGA2), mRNA. /PROD=golgi autoantigen, golgin subfamily a, 2 /FL=gb:L06147.1 gb:AF248953.1 gb:NM_004486.1316,36 3,72 182,27 6,46 -1,74 -1,63 -1,85 -134,08 *

204128_s_at replication factor C (activator 1) 3, 38kDa NM_002915 5983 gb:NM_002915.1 /DB_XREF=gi:4506488 /GEN=RFC3 /FEA=FLmRNA /CNT=89 /TID=Hs.115474.0 /TIER=FL /STK=0 /UG=Hs.115474 /LL=5983 /DEF=Homo sapiens replication factor C (activator 1) 3 (38kD) (RFC3), mRNA. /PROD=replication factor C (activator 1) 3 (38kD) /FL=gb:BC000149.2 gb:L07541.1 gb:NM_002915.1801,62 9,42 461,07 16,38 -1,74 -1,64 -1,85 -340,55 *

205071_x_at X-ray repair complementing defective repair in Chinese hamster cells 4AB017445 7518 gb:AB017445.1 /DB_XREF=gi:12081904 /GEN=XRCC4 /FEA=FLmRNA /CNT=48 /TID=Hs.150930.0 /TIER=FL /STK=0 /UG=Hs.150930 /LL=7518 /UG_TITLE=X-ray repair complementing defective repair in Chinese hamster cells 4 /DEF=Homo sapiens XRCC4 mRNA, complete cds. /FL=gb:AB017445.1 gb:NM_003401.2 gb:NM_022406.1 gb:U40622.1701,19 5,75 404,09 9,98 -1,74 -1,66 -1,81 -297,1 *

224173_s_at mitochondrial ribosomal protein L30 BC000217 51263 gb:BC000217.1 /DB_XREF=gi:12652920 /FEA=FLmRNA /CNT=1 /TID=Hs.12094.1 /TIER=FL /STK=0 /UG=Hs.12094 /LL=51263 /UG_GENE=LOC51263 /DEF=Homo sapiens, Similar to hypothetical protein, clone MGC:3314, mRNA, complete cds. /PROD=Similar to hypothetical protein /FL=gb:BC000217.1471,87 4,04 271,76 7,01 -1,74 -1,66 -1,82 -200,1 *

221268_s_at sphingosine-1-phosphate phosphatase 1 /// sphingosine-1-phosphate phosphatase 1NM_030791 81537 gb:NM_030791.1 /DB_XREF=gi:13540568 /GEN=LOC81537 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900063.54 /TIER=FL /STK=0 /DEF=Homo sapiens sphingosine-1-phosphatase (LOC81537), mRNA. /PROD=sphingosine-1-phosphatase /FL=gb:NM_030791.11218,32 8,09 699,37 14,1 -1,74 -1,68 -1,8 -518,96 *

220033_at gb:NM_024601.1 /DB_XREF=gi:13375802 /GEN=FLJ21031 /FEA=FLmRNA /CNT=12 /TID=Hs.25982.0 /TIER=FL+Stack /STK=8 /UG=Hs.25982 /LL=79653 /DEF=Homo sapiens hypothetical protein FLJ21031 (FLJ21031), mRNA. /PROD=hypothetical protein FLJ21031 /FL=gb:NM_024601.1NM_024601 gb:NM_024601.1 /DB_XREF=gi:13375802 /GEN=FLJ21031 /FEA=FLmRNA /CNT=12 /TID=Hs.25982.0 /TIER=FL+Stack /STK=8 /UG=Hs.25982 /LL=79653 /DEF=Homo sapiens hypothetical protein FLJ21031 (FLJ21031), mRNA. /PROD=hypothetical protein FLJ21031 /FL=gb:NM_024601.1270 9,04 155,5 15,69 -1,74 -1,47 -2,1 -114,5 *

213470_s_at heterogeneous nuclear ribonucleoprotein H1 (H)BF983406 3187 gb:BF983406 /DB_XREF=gi:12386218 /DB_XREF=602307011F1 /CLONE=IMAGE:4398315 /FEA=EST /CNT=45 /TID=Hs.245710.2 /TIER=ConsEnd /STK=0 /UG=Hs.245710 /LL=3187 /UG_GENE=HNRPH1 /UG_TITLE=heterogeneous nuclear ribonucleoprotein H1 (H)522,59 6,83 299,13 11,93 -1,75 -1,63 -1,88 -223,45 *

1554417_s_at anterior pharynx defective 1 homolog A (C. elegans)AY113699 51107 gb:AY113699.1 /DB_XREF=gi:25989509 /GEN=PSF /TID=Hs2.108408.3 /CNT=25 /FEA=FLmRNA /TIER=FL /STK=1 /LL=51107 /UG=Hs.108408 /DEF=Homo sapiens presenilin stabilization factor b (PSF) mRNA, complete cds; alternatively spliced. /PROD=presenilin stabilization factor b /FL=gb:AY113699.1478,88 8,22 273,5 14,4 -1,75 -1,6 -1,92 -205,38 *

213882_at Beta-amyloid binding protein precursor AA012917 83941 gb:AA012917 /DB_XREF=gi:1473944 /DB_XREF=ze27c03.s1 /CLONE=IMAGE:360196 /FEA=EST /CNT=23 /TID=Hs.180532.5 /TIER=Stack /STK=11 /UG=Hs.180532 /LL=2821 /UG_GENE=GPI /UG_TITLE=glucose phosphate isomerase253,98 5,98 145,39 10,45 -1,75 -1,55 -1,99 -108,59 *

1555679_a_at reticulon 4 interacting protein 1 AF439711 84816 gb:AF439711.1 /DB_XREF=gi:17046446 /TID=Hs2.155839.2 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /LL=84816 /UG_GENE=RTN4IP1 /UG=Hs.155839 /DEF=Homo sapiens NOGO-interacting mitochondrial protein short isoform mRNA, complete cds, alternatively spliced; nuclear gene for mitochondrial product. /PROD=NOGO-interacting mitochondrial protein shortisoform /FL=gb:AF439711.1252,49 3,67 144,68 6,41 -1,75 -1,62 -1,89 -107,81 *

225400_at chromosome 1 open reading frame 19 BF111780 116461 gb:BF111780 /DB_XREF=gi:10941470 /DB_XREF=7l35e01.x1 /CLONE=IMAGE:3523297 /FEA=mRNA /CNT=86 /TID=Hs.32058.1 /TIER=Stack /STK=8 /UG=Hs.32058 /UG_TITLE=Homo sapiens C1orf19 mRNA, partial cds432,26 10,43 246,86 18,26 -1,75 -1,55 -2 -185,4 *

1552417_a_at neural precursor cell expressed, developmentally down-regulated 1NM_152905 121441 gb:NM_152905.1 /DB_XREF=gi:23097253 /GEN=NEDD1 /TID=Hs2.14456.1 /CNT=21 /FEA=FLmRNA /TIER=FL /STK=4 /LL=121441 /UG=Hs.14456 /DEF=Homo sapiens neural precursor cell expressed, developmentally down-regulated 1 (NEDD1), mRNA. /PROD=neural precursor cell expressed, developmentallydown-regulated 1 /FL=gb:BC027605.1 gb:NM_152905.1458,2 10,13 262,15 17,71 -1,75 -1,56 -1,98 -196,05 *

214896_at MRNA full length insert cDNA clone EUROIMAGE 29222AL109671 gb:AL109671.1 /DB_XREF=gi:5689802 /FEA=mRNA /CNT=15 /TID=Hs.140833.0 /TIER=ConsEnd /STK=0 /UG=Hs.140833 /UG_TITLE=Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 29222 /DEF=Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 29222.292,12 1,06 166,68 1,86 -1,75 -1,72 -1,79 -125,44 *

202604_x_at a disintegrin and metalloproteinase domain 10NM_001110 102 gb:NM_001110.1 /DB_XREF=gi:4557250 /GEN=ADAM10 /FEA=FLmRNA /CNT=172 /TID=Hs.172028.0 /TIER=FL /STK=0 /UG=Hs.172028 /LL=102 /DEF=Homo sapiens a disintegrin and metalloproteinase domain 10 (ADAM10), mRNA. /PROD=a disintegrin and metalloprotease domain 10 /FL=gb:AF009615.1 gb:NM_001110.1376,18 6,49 213,98 11,4 -1,76 -1,61 -1,93 -162,19 *

203806_s_at Fanconi anemia, complementation group A /// Fanconi anemia, complementation group ANM_000135 2175 gb:NM_000135.1 /DB_XREF=gi:4503654 /GEN=FANCA /FEA=FLmRNA /CNT=88 /TID=Hs.284153.0 /TIER=FL /STK=0 /UG=Hs.284153 /LL=2175 /DEF=Homo sapiens Fanconi anemia, complementation group A (FANCA), mRNA. /PROD=Fanconi anemia, complementation group A /FL=gb:NM_000135.1264,38 3,58 149,98 6,32 -1,76 -1,64 -1,9 -114,4 *

201028_s_at CD99 antigen U82164 4267 gb:U82164.1 /DB_XREF=gi:2149134 /GEN=CD99 /FEA=FLmRNA /CNT=319 /TID=Hs.177543.0 /TIER=FL /STK=0 /UG=Hs.177543 /LL=4267 /DEF=Human transmembrane protein CD99 type II mRNA, complete cds. /PROD=CD99 typeII /FL=gb:BC002584.1 gb:NM_002414.1 gb:M16279.1 gb:BC003147.1 gb:U82164.1498,09 8,09 282,53 14,26 -1,76 -1,62 -1,93 -215,57 *

216765_at Mitogen-activated protein kinase kinase 5 AK025177 5607 gb:AK025177.1 /DB_XREF=gi:10437640 /FEA=mRNA /CNT=1 /TID=Hs.306778.0 /TIER=ConsEnd /STK=0 /UG=Hs.306778 /UG_TITLE=Homo sapiens cDNA: FLJ21524 fis, clone COL05921 /DEF=Homo sapiens cDNA: FLJ21524 fis, clone COL05921.285,34 1,05 162,08 1,84 -1,76 -1,73 -1,8 -123,26 *

211749_s_at vesicle-associated membrane protein 3 (cellubrevin) /// vesicle-associated membrane protein 3 (cellubrevin)BC005941 9341 gb:BC005941.1 /DB_XREF=gi:13543573 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900781.986 /TIER=FL /STK=0 /DEF=Homo sapiens, Similar to vesicle-associated membrane protein 3, clone MGC:14563, mRNA, complete cds. /PROD=Similar to vesicle-associated membrane protein3 /FL=gb:BC005941.11891,39 12,39 1073,04 21,85 -1,76 -1,7 -1,83 -818,35 *

214657_s_at Trophoblast-derived noncoding RNA AU134977 283131 gb:AU134977 /DB_XREF=gi:10995516 /DB_XREF=AU134977 /CLONE=PLACE1000926 /FEA=mRNA /CNT=172 /TID=Hs.322149.0 /TIER=ConsEnd /STK=0 /UG=Hs.322149 /UG_TITLE=Human clone 137308 mRNA, partial cds355,57 3,75 202,55 6,59 -1,76 -1,66 -1,86 -153,02 *

1559161_at Hypothetical protein LOC284804 AI871356 284804 gb:AI871356 /DB_XREF=gi:5545405 /DB_XREF=wl81b08.x1 /CLONE=IMAGE:2431287 /TID=Hs2.239116.1 /CNT=6 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.239116 /UG_TITLE=Homo sapiens cDNA FLJ38294 fis, clone FCBBF3010211.252,14 2,09 143,08 3,68 -1,76 -1,69 -1,84 -109,06 *

1569952_x_at Homo sapiens, Similar to syndecan binding protein (syntenin), clone IMAGE:4814292, mRNABC030617 gb:BC030617.1 /DB_XREF=gi:21040444 /TID=Hs2.382655.1 /CNT=3 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.382655 /UG_TITLE=Homo sapiens, Similar to syndecan binding protein (syntenin), clone IMAGE:4814292, mRNA /DEF=Homo sapiens, Similar to syndecan binding protein (syntenin), clone IMAGE:4814292, mRNA.515,91 2,78 293,97 4,87 -1,76 -1,71 -1,81 -221,95 *

209761_s_at SP110 nuclear body protein AA969194 3431 gb:AA969194 /DB_XREF=gi:3144374 /DB_XREF=op51c02.s1 /CLONE=IMAGE:1580354 /FEA=FLmRNA /CNT=73 /TID=Hs.38125.2 /TIER=Stack /STK=22 /UG=Hs.38125 /LL=3436 /UG_GENE=IFI75 /UG_TITLE=interferon-induced protein 75, 52kD /FL=gb:AF280094.1268,82 5,84 152,07 10,32 -1,77 -1,58 -2 -116,75 *

209041_s_at ubiquitin-conjugating enzyme E2G 2 (UBC7 homolog, yeast)BG395660 7327 gb:BG395660 /DB_XREF=gi:13289108 /DB_XREF=602458292F1 /CLONE=IMAGE:4580782 /FEA=FLmRNA /CNT=203 /TID=Hs.192853.0 /TIER=Stack /STK=11 /UG=Hs.192853 /LL=7327 /UG_GENE=UBE2G2 /UG_TITLE=ubiquitin-conjugating enzyme E2G 2 (homologous to yeast UBC7) /FL=gb:NM_003343.1 gb:BC001738.1 gb:AF032456.1331,08 5,05 186,96 8,94 -1,77 -1,63 -1,93 -144,12 *

220183_s_at nudix (nucleoside diphosphate linked moiety X)-type motif 6NM_007083 11162 gb:NM_007083.1 /DB_XREF=gi:11095442 /GEN=NUDT6 /FEA=FLmRNA /CNT=13 /TID=Hs.323664.0 /TIER=FL /STK=5 /UG=Hs.323664 /LL=11162 /DEF=Homo sapiens nudix (nucleoside diphosphate linked moiety X)-type motif 6 (NUDT6), mRNA. /PROD=nudix (nucleoside diphosphate linked moietyX)-type motif 6 /FL=gb:NM_007083.1 gb:AF019632.2255,92 6,32 144,32 11,21 -1,77 -1,56 -2,04 -111,6 *

91703_at EH domain binding protein 1-like 1 AA149545 254102 Cluster Incl. AA149545:zl28g08.r1 Homo sapiens cDNA, 5 end /clone=IMAGE-503294 /clone_end=5' /gb=AA149545 /gi=1720346 /ug=Hs.131885 /len=582233,04 6,04 131,8 10,69 -1,77 -1,55 -2,05 -101,24 *

226458_at CDNA FLJ30340 fis, clone BRACE2007411 AL559202 gb:AL559202 /DB_XREF=gi:12904469 /DB_XREF=AL559202 /CLONE=CS0DJ012YP02 (5 prime) /FEA=EST /CNT=57 /TID=Hs.7572.0 /TIER=Stack /STK=24 /UG=Hs.7572 /UG_TITLE=ESTs785,99 8,04 443,34 14,25 -1,77 -1,68 -1,88 -342,65 *

216252_x_at Fas (TNF receptor superfamily, member 6) Z70519 355 gb:Z70519.1 /DB_XREF=gi:1418817 /FEA=mRNA /CNT=3 /TID=Hs.82359.1 /TIER=ConsEnd /STK=0 /UG=Hs.82359 /LL=355 /UG_GENE=TNFRSF6 /DEF=H.sapiens FASApo 1 mRNA for FAS soluble protein (clone FAS Exo4Del). /PROD=FAS soluble protein683,52 6,96 384,02 12,4 -1,78 -1,69 -1,88 -299,5 *

1554930_a_at fucosyltransferase 8 (alpha (1,6) fucosyltransferase)AB049740 2530 gb:AB049740.2 /DB_XREF=gi:18265337 /TID=Hs2.118722.3 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=1 /LL=2530 /UG_GENE=FUT8 /UG=Hs.118722 /DEF=Homo sapiens mRNA for alpha 1,6-fucosyltransferase, complete cds. /PROD=alpha 1,6-fucosyltransferase /FL=gb:AB049740.2256,49 5,17 144,48 9,18 -1,78 -1,6 -1,99 -112,02 *

207935_s_at keratin 13 NM_002274 3860 gb:NM_002274.1 /DB_XREF=gi:4504910 /GEN=KRT13 /FEA=FLmRNA /CNT=3 /TID=Hs.74070.0 /TIER=FL /STK=0 /UG=Hs.74070 /LL=3860 /DEF=Homo sapiens keratin 13 (KRT13), mRNA. /PROD=keratin 13 /FL=gb:NM_002274.1317,75 2,3 178,26 4,09 -1,78 -1,71 -1,86 -139,48 *

210318_at retinol binding protein 3, interstitial J03912 5949 gb:J03912.1 /DB_XREF=gi:186542 /GEN=RBP3 /FEA=FLmRNA /CNT=20 /TID=Hs.857.0 /TIER=FL /STK=1 /UG=Hs.857 /LL=5949 /DEF=Human interstitial retinol binding protein (IRBP) mRNA, complete cds. /PROD=retinol-binding protein /FL=gb:J03912.1 gb:M22453.1 gb:NM_002900.1238,86 0,34 134,27 0,6 -1,78 -1,77 -1,79 -104,58 *

207827_x_at synuclein, alpha (non A4 component of amyloid precursor)L36675 6622 gb:L36675.1 /DB_XREF=gi:556213 /GEN=NACP /FEA=FLmRNA /CNT=5 /TID=Hs.76930.0 /TIER=FL /STK=0 /UG=Hs.76930 /LL=6622 /DEF=Human (clone 2-4) synuclein (NACP) mRNA, complete cds. /PROD=synuclein /FL=gb:NM_007308.1 gb:L36675.1 gb:D31839.1255,35 7,58 143,46 13,48 -1,78 -1,53 -2,12 -111,9 *

228630_at Zinc finger protein 84 (HPF2) W92744 7637 gb:W92744 /DB_XREF=gi:1421916 /DB_XREF=zd92g07.s1 /CLONE=IMAGE:356988 /FEA=EST /CNT=26 /TID=Hs.22664.0 /TIER=Stack /STK=24 /UG=Hs.22664 /UG_TITLE=ESTs247,87 4,99 139,1 8,89 -1,78 -1,6 -2 -108,77 *

223847_s_at endoplasmic reticulum-golgi intermediate compartment 32 kDa proteinAF267855 57222 gb:AF267855.1 /DB_XREF=gi:12006036 /FEA=FLmRNA /CNT=7 /TID=Hs.180428.0 /TIER=FL /STK=0 /UG=Hs.180428 /LL=57222 /UG_GENE=KIAA1181 /DEF=Homo sapiens HT034 mRNA, complete cds. /PROD=HT034 /FL=gb:AF267855.1444,09 0,67 249,56 1,2 -1,78 -1,76 -1,79 -194,53 *

226002_at GRB2-associated binding protein 1 AK022142 2549 gb:AK022142.1 /DB_XREF=gi:10433472 /FEA=mRNA /CNT=68 /TID=Hs.239706.1 /TIER=ConsEnd /STK=0 /UG=Hs.239706 /LL=2549 /UG_GENE=GAB1 /UG_TITLE=GRB2-associated binding protein 1 /DEF=Homo sapiens cDNA FLJ12080 fis, clone HEMBB1002477, highly similar to Human Grb2-associated binder-1 mRNA.268,24 5,78 150,16 10,32 -1,79 -1,6 -2,02 -118,08 *

227905_s_at 5-azacytidine induced 2 BF000175 64343 gb:BF000175 /DB_XREF=gi:10700450 /DB_XREF=7h18h06.x1 /CLONE=IMAGE:3316379 /FEA=EST /CNT=22 /TID=Hs.164478.3 /TIER=Stack /STK=13 /UG=Hs.164478 /LL=64343 /UG_GENE=FLJ21939 /UG_TITLE=hypothetical protein FLJ21939 similar to 5-azacytidine induced gene 2392,47 10,66 218,68 19,14 -1,79 -1,56 -2,11 -173,79 *

215430_at glycerol kinase 2 AA757089 2712 gb:AA757089 /DB_XREF=gi:2804952 /DB_XREF=ah55e05.s1 /CLONE=1309568 /FEA=mRNA /CNT=8 /TID=Hs.98008.0 /TIER=ConsEnd /STK=0 /UG=Hs.98008 /UG_TITLE=H.sapiens mRNA for glycerol kinase testis specific 2317,12 0,76 176,58 1,37 -1,8 -1,77 -1,82 -140,53 *

211574_s_at membrane cofactor protein (CD46, trophoblast-lymphocyte cross-reactive antigen)D84105 4179 gb:D84105.1 /DB_XREF=gi:1256700 /FEA=FLmRNA /CNT=1 /TID=Hs.83532.2 /TIER=FL /STK=0 /UG=Hs.83532 /LL=4179 /UG_GENE=MCP /DEF=Human CD46 mRNA, complete cds. /PROD=CD46 /FL=gb:D84105.1342,37 10,34 189,7 18,66 -1,8 -1,54 -2,17 -152,67 *

235344_at Protein phosphatase 1A (formerly 2C), magnesium-dependent, alpha isoformBG288054 5494 gb:BG288054 /DB_XREF=gi:13042506 /DB_XREF=602387842F1 /CLONE=IMAGE:4516571 /FEA=EST /CNT=12 /TID=Hs.86022.0 /TIER=ConsEnd /STK=0 /UG=Hs.86022 /UG_TITLE=ESTs242,57 3,87 134,87 6,97 -1,8 -1,65 -1,97 -107,7 *

210285_x_at Wilms tumor 1 associated protein BC000383 9589 gb:BC000383.1 /DB_XREF=gi:12653228 /FEA=FLmRNA /CNT=13 /TID=Hs.119.1 /TIER=FL /STK=0 /UG=Hs.119 /LL=9589 /UG_GENE=KIAA0105 /DEF=Homo sapiens, Wilms tumour 1-associating protein, clone MGC:8419, mRNA, complete cds. /PROD=Wilms tumour 1-associating protein /FL=gb:BC000383.1 gb:BC004432.1477,25 6 264,71 10,82 -1,8 -1,68 -1,94 -212,54 *

212179_at chromosome 6 open reading frame 111 AW157501 25957 gb:AW157501 /DB_XREF=gi:6228902 /DB_XREF=au83a02.x1 /CLONE=IMAGE:2782826 /FEA=mRNA /CNT=189 /TID=Hs.18368.2 /TIER=Stack /STK=23 /UG=Hs.18368 /LL=25957 /UG_GENE=DKFZP564B0769 /UG_TITLE=DKFZP564B0769 protein260,69 3,39 144,5 6,11 -1,8 -1,68 -1,94 -116,19 *

233555_s_at sulfatase 2 AL034418 55959 gb:AL034418 /DB_XREF=gi:11546048 /FEA=DNA_4 /CNT=2 /TID=Hs.43857.1 /TIER=ConsEnd /STK=1 /UG=Hs.43857 /LL=55959 /UG_GENE=KIAA1247 /UG_TITLE=similar to glucosamine-6-sulfatases /DEF=Human DNA sequence from clone RP5-1049G16 on chromosome 20q12-13.2. Contains the 3 end of the NCOA3 gene for nuclear receptor coactivator 3 (thyroid hormone receptor activator molecule TRAM-1, Receptor-Associated Coactivator RAC3, Amplified In Br...425,19 1,44 235,83 2,59 -1,8 -1,77 -1,84 -189,35 *

238469_at Chromosome 6 open reading frame 155 BE620374 79940 gb:BE620374 /DB_XREF=gi:9891312 /DB_XREF=601483561F1 /CLONE=IMAGE:3886167 /FEA=EST /CNT=13 /TID=Hs.233276.0 /TIER=ConsEnd /STK=0 /UG=Hs.233276 /UG_TITLE=ESTs259,75 5,25 144,51 9,43 -1,8 -1,61 -2,02 -115,24 *

229128_s_at Acidic (leucine-rich) nuclear phosphoprotein 32 family, member EAI697657 81611 gb:AI697657 /DB_XREF=gi:4985568 /DB_XREF=we16a07.x1 /CLONE=IMAGE:2341236 /FEA=EST /CNT=18 /TID=Hs.71331.1 /TIER=Stack /STK=14 /UG=Hs.71331 /LL=81611 /UG_GENE=MGC5350 /UG_TITLE=hypothetical protein MGC53501339,26 21,83 746,04 39,19 -1,8 -1,65 -1,97 -593,23 *

211676_s_at interferon gamma receptor 1 /// interferon gamma receptor 1AF056979 3459 gb:AF056979.1 /DB_XREF=gi:13562048 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900467.971 /TIER=FL /STK=0 /DEF=Homo sapiens clone YAN1 interferon-gamma receptor mRNA, complete cds. /PROD=interferon-gamma receptor /FL=gb:AF056979.11489,99 17,77 822,64 32,19 -1,81 -1,7 -1,94 -667,35 *

214484_s_at opioid receptor, sigma 1 AF226604 10280 gb:AF226604.1 /DB_XREF=gi:7582319 /FEA=FLmRNA /CNT=6 /TID=Hs.24447.1 /TIER=FL /STK=2 /UG=Hs.24447 /LL=10280 /UG_GENE=SR-BP1 /DEF=Homo sapiens sigma 1 receptor beta variant mRNA, complete cds, alternatively spliced. /PROD=sigma 1 receptor beta variant /FL=gb:AF226604.1352,79 5,69 194,6 10,32 -1,81 -1,66 -1,99 -158,19 *



207993_s_at calcium binding protein P22 NM_007236 11261 gb:NM_007236.1 /DB_XREF=gi:6005730 /GEN=CHP /FEA=FLmRNA /CNT=2 /TID=Hs.85301.0 /TIER=FL /STK=0 /UG=Hs.85301 /LL=11261 /DEF=Homo sapiens calcium binding protein P22 (CHP), mRNA. /PROD=calcium binding protein P22 /FL=gb:U61538.1 gb:NM_007236.1370,39 3,52 204,51 6,38 -1,81 -1,72 -1,91 -165,88 *

202748_at guanylate binding protein 2, interferon-inducible /// guanylate binding protein 2, interferon-inducibleNM_004120 2634 gb:NM_004120.2 /DB_XREF=gi:6996011 /GEN=GBP2 /FEA=FLmRNA /CNT=107 /TID=Hs.171862.0 /TIER=FL /STK=1 /UG=Hs.171862 /LL=2634 /DEF=Homo sapiens guanylate binding protein 2, interferon-inducible (GBP2), mRNA. /PROD=guanylate binding protein 2,interferon-inducible /FL=gb:M55543.1 gb:NM_004120.2320,1 7,45 176,19 13,54 -1,82 -1,6 -2,09 -143,91 *

210154_at malic enzyme 2, NAD(+)-dependent, mitochondrialM55905 4200 gb:M55905.1 /DB_XREF=gi:187299 /GEN=NAD(P)+ -dependent malic enzyme /FEA=FLmRNA /CNT=21 /TID=Hs.75342.1 /TIER=FL /STK=1 /UG=Hs.75342 /LL=4200 /DEF=Human mitochondrial NAD(P)+ dependent malic enzyme mRNA, complete cds. /PROD=mitochondrial NAD(P)+ -dependent malic enzyme /FL=gb:NM_002396.2 gb:M55905.1229,25 4,41 126,17 8,02 -1,82 -1,64 -2,04 -103,09 *

210935_s_at WD repeat domain 1 AF274954 9948 gb:AF274954.1 /DB_XREF=gi:12751070 /FEA=FLmRNA /CNT=2 /TID=Hs.326791.0 /TIER=FL /STK=0 /UG=Hs.326791 /DEF=Homo sapiens PNAS-29 mRNA, complete cds. /PROD=PNAS-29 /FL=gb:AF274954.1305,53 3,34 167,98 6,07 -1,82 -1,71 -1,94 -137,54 *

1555240_s_at guanine nucleotide binding protein (G protein), gamma 12AF493879 55970 gb:AF493879.1 /DB_XREF=gi:20147650 /GEN=GNG12 /TID=Hs2.8107.2 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=55970 /UG=Hs.8107 /DEF=Homo sapiens guanine nucleotide binding protein gamma 12 (GNG12) mRNA, complete cds. /PROD=guanine nucleotide binding protein gamma 12 /FL=gb:AF493879.11389,7 17,99 764,54 32,69 -1,82 -1,69 -1,96 -625,16 *

214164_x_at carbonic anhydrase XII BF752277 771 gb:BF752277 /DB_XREF=gi:12078953 /DB_XREF=RC3-BN0428-201100-011-c11 /FEA=EST /CNT=13 /TID=Hs.5344.1 /TIER=Stack /STK=9 /UG=Hs.5344 /LL=164 /UG_GENE=AP1G1 /UG_TITLE=adaptor-related protein complex 1, gamma 1 subunit270,24 4,51 148,03 8,24 -1,83 -1,67 -2,02 -122,2 *

216607_s_at cytochrome P450, family 51, subfamily A, polypeptide 1U40053 1595 gb:U40053 /DB_XREF=gi:1184068 /FEA=DNA /CNT=1 /TID=Hs.226213.1 /TIER=ConsEnd /STK=0 /UG=Hs.226213 /LL=1595 /UG_GENE=CYP51 /UG_TITLE=cytochrome P450, 51 (lanosterol 14-alpha-demethylase) /DEF=Human lanosterol 14-alpha demethylase (CYP51P2) processed pseudogene, complete cds850,6 13,55 465,08 24,77 -1,83 -1,67 -2,01 -385,52 *

200722_s_at membrane component, chromosome 11, surface marker 1BG258784 4076 gb:BG258784 /DB_XREF=gi:12768600 /DB_XREF=602378049F1 /CLONE=IMAGE:4508820 /FEA=FLmRNA /CNT=333 /TID=Hs.278672.0 /TIER=Stack /STK=17 /UG=Hs.278672 /LL=4076 /UG_GENE=M11S1 /UG_TITLE=membrane component, chromosome 11, surface marker 1 /FL=gb:BC001731.1 gb:NM_005898.1958,68 6,74 523,05 12,35 -1,83 -1,76 -1,91 -435,63 *

223181_at chromosome 18 open reading frame 55 BC000892 29090 gb:BC000892.1 /DB_XREF=gi:12654148 /FEA=FLmRNA /CNT=111 /TID=Hs.7922.0 /TIER=FL+Stack /STK=25 /UG=Hs.7922 /LL=29090 /UG_GENE=HSPC154 /DEF=Homo sapiens, HSPC154 protein, clone MGC:4897, mRNA, complete cds. /PROD=HSPC154 protein /FL=gb:BC000892.1 gb:NM_014177.1 gb:AF161503.1578,65 3,25 315,89 5,95 -1,83 -1,77 -1,89 -262,76 *

244107_at gb:AW189097 /DB_XREF=gi:6463533 /DB_XREF=xk99h09.x1 /CLONE=IMAGE:2674913 /FEA=EST /CNT=3 /TID=Hs.166597.0 /TIER=ConsEnd /STK=3 /UG=Hs.166597 /UG_TITLE=ESTsAW189097 gb:AW189097 /DB_XREF=gi:6463533 /DB_XREF=xk99h09.x1 /CLONE=IMAGE:2674913 /FEA=EST /CNT=3 /TID=Hs.166597.0 /TIER=ConsEnd /STK=3 /UG=Hs.166597 /UG_TITLE=ESTs252,73 4,48 138,37 8,18 -1,83 -1,66 -2,03 -114,35 *

233851_s_at torsin family 3, member A AJ299441 64222 gb:AJ299441.1 /DB_XREF=gi:11061448 /GEN=ADIR /FEA=mRNA /CNT=2 /TID=Hs.26267.1 /TIER=ConsEnd /STK=1 /UG=Hs.26267 /LL=64222 /DEF=Homo sapiens mRNA for ATP-dependant interferon response protein 2 (ADIR gene). /PROD=ADIR2233,26 5,08 126,71 9,35 -1,84 -1,63 -2,1 -106,54 *

214931_s_at SFRS protein kinase 2 AC005070 6733 gb:AC005070 /DB_XREF=gi:3406049 /FEA=DNA_2 /CNT=10 /TID=Hs.78353.2 /TIER=ConsEnd /STK=0 /UG=Hs.78353 /LL=6733 /UG_GENE=SRPK2 /UG_TITLE=SFRS protein kinase 2 /DEF=Homo sapiens BAC clone CTB-152G17 from 7q22-q31.1590,11 3,38 319,5 6,25 -1,85 -1,79 -1,91 -270,61 *

218439_s_at COMM domain containing 10 NM_016144 51397 gb:NM_016144.1 /DB_XREF=gi:7706662 /GEN=PTD002 /FEA=FLmRNA /CNT=120 /TID=Hs.41767.0 /TIER=FL /STK=0 /UG=Hs.41767 /LL=51397 /DEF=Homo sapiens PTD002 protein (PTD002), mRNA. /PROD=PTD002 protein /FL=gb:NM_016144.1 gb:AF078857.1 gb:BC005179.11738,48 19,81 937,89 36,72 -1,85 -1,74 -1,99 -800,59 *

228062_at nucleosome assembly protein 1-like 5 AW025330 266812 gb:AW025330 /DB_XREF=gi:5878860 /DB_XREF=wu73f04.x1 /CLONE=IMAGE:2525695 /FEA=EST /CNT=24 /TID=Hs.12554.1 /TIER=Stack /STK=18 /UG=Hs.12554 /UG_TITLE=ESTs, Weakly similar to NPL4_HUMAN NUCLEOSOME ASSEMBLY PROTEIN 1-LIKE 4 (H.sapiens)244,07 4,53 131,8 8,39 -1,85 -1,67 -2,08 -112,27 *

1558105_a_at gb:AK096921.1 /DB_XREF=gi:21756524 /TID=Hs2.91389.1 /CNT=30 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.91389 /UG_TITLE=Homo sapiens cDNA FLJ39602 fis, clone SKNSH2005061. /DEF=Homo sapiens cDNA FLJ39602 fis, clone SKNSH2005061.AK096921 gb:AK096921.1 /DB_XREF=gi:21756524 /TID=Hs2.91389.1 /CNT=30 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.91389 /UG_TITLE=Homo sapiens cDNA FLJ39602 fis, clone SKNSH2005061. /DEF=Homo sapiens cDNA FLJ39602 fis, clone SKNSH2005061.292,75 2,18 158,51 4,03 -1,85 -1,77 -1,93 -134,24 *

206164_at chloride channel, calcium activated, family member 2NM_006536 9635 gb:NM_006536.2 /DB_XREF=gi:12025665 /GEN=CLCA2 /FEA=FLmRNA /CNT=23 /TID=Hs.241551.0 /TIER=FL /STK=0 /UG=Hs.241551 /LL=9635 /DEF=Homo sapiens chloride channel, calcium activated, family member 2 (CLCA2), mRNA. /PROD=calcium activated chloride channel 2 precursor /FL=gb:AB026833.1 gb:NM_006536.2 gb:AF043977.1 gb:AF127980.1598,85 3,09 321,78 5,75 -1,86 -1,81 -1,92 -277,07 *

224460_s_at chromosome 14 open reading frame 160 /// chromosome 14 open reading frame 160BC006117 79944 gb:BC006117.1 /DB_XREF=gi:13543954 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900861.451 /TIER=FL /STK=0 /DEF=Homo sapiens, Similar to hypothetical protein FLJ12618, clone MGC:12994, mRNA, complete cds. /PROD=Similar to hypothetical protein FLJ12618 /FL=gb:BC006117.1289 6,4 155,37 11,9 -1,86 -1,64 -2,14 -133,64 *

201123_s_at eukaryotic translation initiation factor 5A NM_001970 1984 gb:NM_001970.1 /DB_XREF=gi:4503544 /GEN=EIF5A /FEA=FLmRNA /CNT=339 /TID=Hs.119140.0 /TIER=FL /STK=0 /UG=Hs.119140 /LL=1984 /DEF=Homo sapiens eukaryotic translation initiation factor 5A (EIF5A), mRNA. /PROD=eukaryotic translation initiation factor 5A /FL=gb:BC000751.1 gb:BC001832.1 gb:NM_001970.1 gb:M23419.16169,96 32,09 3306,92 59,88 -1,87 -1,81 -1,93 -2863,04 *

1565681_s_at KIAA0934 N42910 22982 gb:N42910 /DB_XREF=gi:1166654 /DB_XREF=yy08d11.r1 /CLONE=IMAGE:270645 /TID=Hs2.411370.1 /CNT=6 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.411370 /UG_TITLE=Homo sapiens cDNA FLJ36071 fis, clone TESTI2019501.226,35 5,43 120,98 10,16 -1,87 -1,63 -2,18 -105,37 *

1555078_at hypothetical protein MGC46336 BC036762 283933 gb:BC036762.1 /DB_XREF=gi:22477838 /TID=Hs2.381893.1 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=283933 /UG_GENE=MGC46336 /UG=Hs.381893 /DEF=Homo sapiens, clone MGC:46336 IMAGE:5588928, mRNA, complete cds. /PROD=Unknown (protein for MGC:46336) /FL=gb:BC036762.1230,34 2,84 123,19 5,31 -1,87 -1,74 -2,02 -107,15 *

228851_s_at endosulfine alpha AV726322 2029 gb:AV726322 /DB_XREF=gi:10832596 /DB_XREF=AV726322 /CLONE=HTCBNC07 /FEA=EST /CNT=15 /TID=Hs.111680.2 /TIER=Stack /STK=11 /UG=Hs.111680 /LL=2029 /UG_GENE=ENSA /UG_TITLE=endosulfine alpha1360,3 14,91 722,91 28,06 -1,88 -1,76 -2,01 -637,39 *

206288_at protein geranylgeranyltransferase type I, beta subunitNM_005023 5229 gb:NM_005023.1 /DB_XREF=gi:4826899 /GEN=PGGT1B /FEA=FLmRNA /CNT=18 /TID=Hs.766.0 /TIER=FL /STK=0 /UG=Hs.766 /LL=5229 /DEF=Homo sapiens protein geranylgeranyltransferase type I, beta subunit (PGGT1B), mRNA. /PROD=protein geranylgeranyltransferase type I, betasubunit /FL=gb:L25441.1 gb:NM_005023.1273,04 6,52 144,99 12,28 -1,88 -1,64 -2,2 -128,06 *

204344_s_at Sec23 homolog A (S. cerevisiae) NM_006364 10484 gb:NM_006364.1 /DB_XREF=gi:5454041 /GEN=SEC23A /FEA=FLmRNA /CNT=62 /TID=Hs.272927.0 /TIER=FL /STK=0 /UG=Hs.272927 /LL=10484 /DEF=Homo sapiens Sec23 (S. cerevisiae) homolog A (SEC23A), mRNA. /PROD=Sec23 (S. cerevisiae) homolog A /FL=gb:NM_006364.1912,4 5,17 484,34 9,73 -1,88 -1,82 -1,95 -428,06 *

220955_x_at RAB23, member RAS oncogene family NM_016277 51715 gb:NM_016277.1 /DB_XREF=gi:7706472 /GEN=RAB23 /FEA=FLmRNA /CNT=3 /TID=Hs.94769.0 /TIER=FL /STK=0 /UG=Hs.94769 /LL=51715 /DEF=Homo sapiens RAB23, member RAS oncogene family (RAB23), mRNA. /PROD=RAB23 protein /FL=gb:NM_016277.1 gb:AB034244.1223 5,21 118,44 9,81 -1,88 -1,65 -2,19 -104,56 *

216495_x_at IgG to Puumala virus G2, light chain variable regionAF043584 gb:AF043584.1 /DB_XREF=gi:2865479 /GEN=IGL /FEA=mRNA /CNT=1 /TID=Hs.287815.0 /TIER=ConsEnd /STK=0 /UG=Hs.287815 /DEF=Homo sapiens clone ASMneg1-b1 immunoglobulin lambda chain VJ region, (IGL) mRNA, partial cds. /PROD=immunoglobulin lambda chain269,72 2,02 143,09 3,8 -1,88 -1,8 -1,97 -126,62 *

202376_at serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3NM_001085 12 gb:NM_001085.2 /DB_XREF=gi:9665246 /GEN=SERPINA3 /FEA=FLmRNA /CNT=230 /TID=Hs.234726.0 /TIER=FL+Stack /STK=128 /UG=Hs.234726 /LL=12 /DEF=Homo sapiens serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3 (SERPINA3), mRNA. /PROD=alpha-1-antichymotrypsin, precursor /FL=gb:NM_001085.2 gb:BC003559.1 gb:K01500.1428,8 11,74 227,31 22,14 -1,89 -1,61 -2,26 -201,49 *

201551_s_at lysosomal-associated membrane protein 1 J03263 3916 gb:J03263.1 /DB_XREF=gi:187178 /GEN=LAMP1 /FEA=FLmRNA /CNT=239 /TID=Hs.150101.0 /TIER=FL /STK=0 /UG=Hs.150101 /LL=3916 /UG_TITLE=lysosomal-associated membrane protein 1 /DEF=Human lysosome-associated membrane glycoprotein (lamp A) mRNA, complete cds. /FL=gb:J04182.1 gb:J03263.1 gb:NM_005561.2611,54 7,46 324,13 14,08 -1,89 -1,76 -2,04 -287,41 *

207175_at adiponectin, C1Q and collagen domain containingNM_004797 9370 gb:NM_004797.1 /DB_XREF=gi:4757759 /GEN=APM1 /FEA=FLmRNA /CNT=9 /TID=Hs.80485.0 /TIER=FL /STK=0 /UG=Hs.80485 /LL=9370 /DEF=Homo sapiens adipose most abundant gene transcript 1 (APM1), mRNA. /PROD=adipose most abundant gene transcript 1 /FL=gb:D45371.1 gb:NM_004797.1242,07 0,96 128,27 1,81 -1,89 -1,84 -1,93 -113,8 *

216032_s_at serologically defined breast cancer antigen 84 AF091085 51614 gb:AF091085.1 /DB_XREF=gi:3860007 /FEA=mRNA /CNT=3 /TID=Hs.169992.1 /TIER=ConsEnd /STK=0 /UG=Hs.169992 /LL=51614 /UG_GENE=LOC51614 /DEF=Homo sapiens clone 638 unknown mRNA, complete sequence. /PROD=unknown1010,18 12,95 533,62 24,52 -1,89 -1,75 -2,05 -476,57 *

237108_x_at FLJ42875 protein AW611845 440556 gb:AW611845 /DB_XREF=gi:7317031 /DB_XREF=hg89e12.x1 /CLONE=IMAGE:2952814 /FEA=EST /CNT=5 /TID=Hs.198661.0 /TIER=ConsEnd /STK=5 /UG=Hs.198661 /UG_TITLE=ESTs236,91 5,07 125,64 9,56 -1,89 -1,67 -2,16 -111,27 *

1565717_s_at fusion (involved in t(12;16) in malignant liposarcoma)BE930017 2521 gb:BE930017 /DB_XREF=gi:10456093 /DB_XREF=CM3-GN0053-180800-293-g10 /TID=Hs2.392171.1 /CNT=4 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.392171 /UG_TITLE=Homo sapiens partial mRNA for FUSCHOP chimaeric fusion protein (type 9 transcript variant)315,01 5,49 165,82 10,42 -1,9 -1,71 -2,13 -149,19 *

216080_s_at fatty acid desaturase 3 AC004770 3995 gb:AC004770 /DB_XREF=gi:3212836 /FEA=DNA_3 /CNT=4 /TID=Hs.21765.1 /TIER=ConsEnd /STK=0 /UG=Hs.21765 /LL=3995 /UG_GENE=FADS3 /UG_TITLE=fatty acid desaturase 3 /DEF=Homo sapiens chromosome 11, BAC CIT-HSP-311e8 (BC269730) containing the hFEN1 gene558,22 6,47 293,13 12,33 -1,9 -1,78 -2,05 -265,09 *

201120_s_at progesterone receptor membrane component 1AL547946 10857 gb:AL547946 /DB_XREF=gi:12882489 /DB_XREF=AL547946 /CLONE=CS0DI035YB22 (5 prime) /FEA=FLmRNA /CNT=357 /TID=Hs.90061.0 /TIER=Stack /STK=11 /UG=Hs.90061 /LL=10857 /UG_GENE=HPR6.6 /UG_TITLE=progesterone binding protein /FL=gb:NM_006667.21588,65 19,21 834,47 36,57 -1,9 -1,77 -2,06 -754,18 *

220477_s_at chromosome 20 open reading frame 30 NM_014145 29058 gb:NM_014145.1 /DB_XREF=gi:7661833 /GEN=HSPC274 /FEA=FLmRNA /CNT=7 /TID=Hs.323476.0 /TIER=FL /STK=0 /UG=Hs.323476 /LL=29058 /DEF=Homo sapiens HSPC274 protein (HSPC274), mRNA. /PROD=HSPC274 protein /FL=gb:NM_014145.1 gb:AF161392.11113,47 7,81 587,51 14,8 -1,9 -1,82 -1,98 -525,96 *

1553603_s_at ADP-ribosylation factor-like 6 interacting protein 2NM_022374 64225 gb:NM_022374.1 /DB_XREF=gi:11641302 /TID=Hs2.27099.1 /CNT=17 /FEA=FLmRNA /TIER=FL /STK=4 /LL=64225 /UG_GENE=ARL6IP2 /UG=Hs.27099 /UG_TITLE=ADP-ribosylation-like factor 6 interacting protein 2 /DEF=Homo sapiens ADP-ribosylation-like factor 6 interacting protein 2 (ARL6IP2), mRNA. /FL=gb:NM_022374.1409,64 4,14 216,12 7,85 -1,9 -1,78 -2,02 -193,52 *

225341_at transcription termination factor-like protein BF697312 80298 gb:BF697312 /DB_XREF=gi:11982720 /DB_XREF=602129852F1 /CLONE=IMAGE:4286629 /FEA=FLmRNA /CNT=97 /TID=Hs.5009.0 /TIER=Stack /STK=13 /UG=Hs.5009 /LL=80298 /UG_GENE=LOC80298 /UG_TITLE=transcription termination factor-like protein /FL=gb:NM_025198.1 gb:AY008301.1242,77 4,09 127,49 7,79 -1,9 -1,72 -2,12 -115,27 *

200756_x_at calumenin U67280 813 gb:U67280.1 /DB_XREF=gi:2809323 /FEA=FLmRNA /CNT=452 /TID=Hs.7753.0 /TIER=FL /STK=0 /UG=Hs.7753 /LL=813 /UG_GENE=CALU /DEF=Homo sapiens calumenin mRNA, complete cds. /PROD=calumenin /FL=gb:AF013759.1 gb:U67280.1 gb:NM_001219.2241,07 4,84 126,37 9,23 -1,91 -1,69 -2,18 -114,71 *

202145_at lymphocyte antigen 6 complex, locus E NM_002346 4061 gb:NM_002346.1 /DB_XREF=gi:4505048 /GEN=LY6E /FEA=FLmRNA /CNT=213 /TID=Hs.77667.0 /TIER=FL+Stack /STK=138 /UG=Hs.77667 /LL=4061 /DEF=Homo sapiens lymphocyte antigen 6 complex, locus E (LY6E), mRNA. /PROD=lymphocyte antigen 6 complex, locus E /FL=gb:U42376.1 gb:NM_002346.1 gb:U56145.1456,74 7,41 239,05 14,17 -1,91 -1,73 -2,12 -217,69 *

210543_s_at protein kinase, DNA-activated, catalytic polypeptideU34994 5591 gb:U34994.3 /DB_XREF=gi:13606055 /GEN=PRKDC /FEA=FLmRNA /CNT=5 /TID=Hs.155637.1 /TIER=FL /STK=0 /UG=Hs.155637 /LL=5591 /DEF=Homo sapiens DNA dependent protein kinase catalytic subunit (PRKDC) mRNA, complete cds; alternatively spliced. /PROD=DNA dependent protein kinase catalytic subunit /FL=gb:U34994.31948,15 23,86 1017,54 45,68 -1,91 -1,78 -2,07 -930,61 *

212214_at optic atrophy 1 (autosomal dominant) BF439570 4976 gb:BF439570 /DB_XREF=gi:11452177 /DB_XREF=nab69b11.x1 /CLONE=IMAGE:3272805 /FEA=mRNA /CNT=193 /TID=Hs.147946.0 /TIER=Stack /STK=15 /UG=Hs.147946 /LL=4976 /UG_GENE=OPA1 /UG_TITLE=optic atrophy 1 (autosomal dominant)565,07 9,64 293,91 18,53 -1,92 -1,73 -2,15 -271,16 *

214149_s_at ATPase, H+ transporting, lysosomal 9kDa, V0 subunit eAI252582 8992 gb:AI252582 /DB_XREF=gi:3849111 /DB_XREF=qv25b02.x1 /CLONE=IMAGE:1982571 /FEA=EST /CNT=39 /TID=Hs.24322.1 /TIER=ConsEnd /STK=0 /UG=Hs.24322 /LL=8992 /UG_GENE=ATP6H /UG_TITLE=ATPase, H+ transporting, lysosomal (vacuolar proton pump) 9kD949,89 7,62 494,85 14,63 -1,92 -1,83 -2,02 -455,04 *

210458_s_at TRAF family member-associated NFKB activatorBC003388 10010 gb:BC003388.1 /DB_XREF=gi:13097263 /FEA=FLmRNA /CNT=6 /TID=Hs.146847.2 /TIER=FL /STK=0 /UG=Hs.146847 /LL=10010 /UG_GENE=TANK /DEF=Homo sapiens, Similar to TRAF family member-associated NFKB activator, clone MGC:5046, mRNA, complete cds. /PROD=Similar to TRAF family member-associated NFKBactivator /FL=gb:BC003388.1261,04 5,8 136,29 11,11 -1,92 -1,68 -2,22 -124,75 *

231412_at hypothetical gene supported by BX538329 H04388 441366 gb:H04388 /DB_XREF=gi:867321 /DB_XREF=yj21d11.s1 /CLONE=IMAGE:149397 /FEA=EST /CNT=11 /TID=Hs.14005.0 /TIER=Stack /STK=11 /UG=Hs.14005 /UG_TITLE=ESTs298,73 3,27 155,61 6,27 -1,92 -1,8 -2,06 -143,12 *

203357_s_at calpain 7 NM_014296 23473 gb:NM_014296.1 /DB_XREF=gi:7656958 /GEN=CAPN7 /FEA=FLmRNA /CNT=97 /TID=Hs.7145.0 /TIER=FL+Stack /STK=15 /UG=Hs.7145 /LL=23473 /DEF=Homo sapiens calpain 7 (CAPN7), mRNA. /PROD=calpain 7 /FL=gb:AB028639.1 gb:NM_014296.1631,1 9,98 327,74 19,22 -1,93 -1,75 -2,14 -303,36 *

208606_s_at wingless-type MMTV integration site family, member 4 /// wingless-type MMTV integration site family, member 4NM_030761 54361 gb:NM_030761.1 /DB_XREF=gi:13540518 /GEN=WNT4 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900039.1072 /TIER=FL /STK=0 /DEF=Homo sapiens wingless-type MMTV integration site family, member 4 (WNT4), mRNA. /PROD=wingless-type MMTV integration site family,member 4 /FL=gb:NM_030761.1272,76 4,51 141,44 8,69 -1,93 -1,74 -2,15 -131,32 *

1552660_a_at hypothetical protein FLJ11193 BC021215 55322 gb:BC021215.1 /DB_XREF=gi:18203780 /TID=Hs2.151046.1 /CNT=29 /FEA=FLmRNA /TIER=FL /STK=1 /LL=55322 /UG_GENE=FLJ11193 /UG=Hs.151046 /DEF=Homo sapiens, clone MGC:12584 IMAGE:4302543, mRNA, complete cds. /PROD=Unknown (protein for MGC:12584) /FL=gb:NM_018356.1 gb:BC021215.1322,93 4,61 167,74 8,88 -1,93 -1,76 -2,11 -155,19 *

201742_x_at splicing factor, arginine/serine-rich 1 (splicing factor 2, alternate splicing factor)NM_006924 6426 gb:NM_006924.1 /DB_XREF=gi:5902075 /GEN=SFRS1 /FEA=FLmRNA /CNT=202 /TID=Hs.73737.0 /TIER=FL /STK=0 /UG=Hs.73737 /LL=6426 /DEF=Homo sapiens splicing factor, arginineserine-rich 1 (splicing factor 2, alternate splicing factor) (SFRS1), mRNA. /PROD=splicing factor, arginineserine-rich 1(splicing factor 2, alternate splicing factor) /FL=gb:M69040.1 gb:NM_006924.1720,51 9,93 371,61 19,26 -1,94 -1,78 -2,13 -348,9 *

201337_s_at vesicle-associated membrane protein 3 (cellubrevin)NM_004781 9341 gb:NM_004781.2 /DB_XREF=gi:9257252 /GEN=VAMP3 /FEA=FLmRNA /CNT=259 /TID=Hs.66708.0 /TIER=FL /STK=0 /UG=Hs.66708 /LL=9341 /DEF=Homo sapiens vesicle-associated membrane protein 3 (cellubrevin) (VAMP3), mRNA. /PROD=vesicle-associated membrane protein 3 /FL=gb:NM_004781.2 gb:BC003570.1908,32 7,74 467,84 15,03 -1,94 -1,84 -2,05 -440,47 *

223489_x_at exosome component 3 AW015573 51010 gb:AW015573 /DB_XREF=gi:5864330 /DB_XREF=UI-H-BI0p-aau-g-05-0-UI.s1 /CLONE=IMAGE:2710832 /FEA=FLmRNA /CNT=54 /TID=Hs.177677.0 /TIER=Stack /STK=12 /UG=Hs.177677 /LL=51010 /UG_GENE=RRP40 /UG_TITLE=exosome component Rrp40 /FL=gb:NM_016042.1 gb:AF281132.1 gb:BC002437.1 gb:AF151860.1423,55 6,85 218,81 13,26 -1,94 -1,75 -2,16 -204,75 *

222507_s_at chromosome 11 open reading frame 15 AI188389 56674 gb:AI188389 /DB_XREF=gi:3739598 /DB_XREF=qd13g06.x1 /CLONE=IMAGE:1723642 /FEA=FLmRNA /CNT=167 /TID=Hs.121619.0 /TIER=Stack /STK=20 /UG=Hs.121619 /LL=56674 /UG_GENE=C11ORF15 /UG_TITLE=chromosome 11 open reading frame 15 /FL=gb:NM_020644.11589,94 30,98 818,4 60,18 -1,94 -1,72 -2,22 -771,54 *



231918_s_at G elongation factor, mitochondrial 2 AK025314 84340 gb:AK025314.1 /DB_XREF=gi:10437804 /FEA=mRNA /CNT=25 /TID=Hs.51043.2 /TIER=ConsEnd /STK=0 /UG=Hs.51043 /LL=3074 /UG_GENE=HEXB /UG_TITLE=hexosaminidase B (beta polypeptide) /DEF=Homo sapiens cDNA: FLJ21661 fis, clone COL08837.445,7 5,66 230,18 10,95 -1,94 -1,79 -2,11 -215,52 *

206482_at PTK6 protein tyrosine kinase 6 NM_005975 5753 gb:NM_005975.1 /DB_XREF=gi:5174646 /GEN=PTK6 /FEA=FLmRNA /CNT=15 /TID=Hs.51133.0 /TIER=FL /STK=0 /UG=Hs.51133 /LL=5753 /DEF=Homo sapiens PTK6 protein tyrosine kinase 6 (PTK6), mRNA. /PROD=PTK6 protein tyrosine kinase 6 /FL=gb:NM_005975.1253,58 1,27 129,74 2,47 -1,95 -1,89 -2,02 -123,84 *

213195_at hypothetical protein LOC201229 AI625844 201229 gb:AI625844 /DB_XREF=gi:4650775 /DB_XREF=ty65d07.x1 /CLONE=IMAGE:2283949 /FEA=EST /CNT=55 /TID=Hs.295963.0 /TIER=Stack /STK=27 /UG=Hs.295963 /UG_TITLE=ESTs229,73 2,25 117,7 4,39 -1,95 -1,83 -2,08 -112,02 *

1555226_s_at chromosome 1 open reading frame 43 BC008306 25912 gb:BC008306.1 /DB_XREF=gi:14249861 /TID=Hs2.355906.4 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=25912 /UG_GENE=NICE-3 /UG=Hs.355906 /DEF=Homo sapiens, DKFZP586G1722 protein, clone MGC:15205 IMAGE:3502049, mRNA, complete cds. /PROD=DKFZP586G1722 protein /FL=gb:BC008306.11983,79 22,29 1010,92 43,74 -1,96 -1,83 -2,12 -972,88 *

1555814_a_at ras homolog gene family, member A AF498970 387 gb:AF498970.1 /DB_XREF=gi:20379113 /GEN=ARHA /TID=Hs2.77273.2 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=0 /LL=387 /UG=Hs.77273 /DEF=Homo sapiens small GTP binding protein RhoA (ARHA) mRNA, complete cds. /PROD=small GTP binding protein RhoA /FL=gb:AF498970.13205,74 35,85 1628,32 70,57 -1,97 -1,83 -2,12 -1577,42 *

201539_s_at four and a half LIM domains 1 U29538 2273 gb:U29538.1 /DB_XREF=gi:2078479 /GEN=FHL-1 /FEA=FLmRNA /CNT=454 /TID=Hs.239069.0 /TIER=FL /STK=0 /UG=Hs.239069 /LL=2273 /UG_TITLE=four and a half LIM domains 1 /DEF=Human heart protein with four and a half LIM domains (FHL-1) mRNA, complete cds. /FL=gb:U60115.1 gb:NM_001449.1 gb:U29538.1391,63 5,02 198,72 9,89 -1,97 -1,82 -2,15 -192,91 *

216556_x_at gb:AL135926 /DB_XREF=gi:9801286 /FEA=DNA_1 /CNT=1 /TID=Hs.302113.0 /TIER=ConsEnd /STK=0 /UG=Hs.302113 /UG_TITLE=Human DNA sequence from clone RP11-375F2 on chromosome 1 Contains a pseudogene similar to UBL1 (ubiquitin-like 1 (sentrin)), a pseudogene similar to ribosomal protein L29, ESTs, STSs and GSSs /DEF=Human DNA sequence from clone RP11-375F2 on chromosome 1 Contains a pseudogene similar to UBL1 (ubiquitin-like 1 (sentrin)), a pseudogene similar to ribosomal protein L29, ESTs, STSs and GSSsAL135926 gb:AL135926 /DB_XREF=gi:9801286 /FEA=DNA_1 /CNT=1 /TID=Hs.302113.0 /TIER=ConsEnd /STK=0 /UG=Hs.302113 /UG_TITLE=Human DNA sequence from clone RP11-375F2 on chromosome 1 Contains a pseudogene similar to UBL1 (ubiquitin-like 1 (sentrin)), a pseudogene similar to ribosomal protein L29, ESTs, STSs and GSSs /DEF=Human DNA sequence from clone RP11-375F2 on chromosome 1 Contains a pseudogene similar to UBL1 (ubiquitin-like 1 (sentrin)), a pseudogene similar to ribosomal protein L29, ESTs, STSs and GSSs1016,68 2,72 513,81 5,38 -1,98 -1,94 -2,01 -502,87 *

1552921_a_at fidgetin-like 1 NM_022116 63979 gb:NM_022116.1 /DB_XREF=gi:11545832 /GEN=FIGNL1 /TID=Hs2.137516.1 /CNT=4 /FEA=FLmRNA /TIER=FL /STK=2 /LL=63979 /UG=Hs.137516 /DEF=Homo sapiens fidgetin-like 1 (FIGNL1), mRNA. /PROD=fidgetin-like 1 /FL=gb:NM_022116.1364,89 4,79 182,95 9,56 -1,99 -1,83 -2,19 -181,94 *

207549_x_at membrane cofactor protein (CD46, trophoblast-lymphocyte cross-reactive antigen)NM_002389 4179 gb:NM_002389.1 /DB_XREF=gi:11321566 /GEN=MCP /FEA=FLmRNA /CNT=5 /TID=Hs.83532.0 /TIER=FL /STK=0 /UG=Hs.83532 /LL=4179 /DEF=Homo sapiens membrane cofactor protein (CD46, trophoblast-lymphocyte cross-reactive antigen) (MCP), mRNA. /PROD=membrane cofactor protein (CD46,trophoblast-lymphocyte cross-reactive antigen) /FL=gb:NM_002389.1411,06 10,49 205,02 21,04 -2 -1,71 -2,42 -206,04 *

230314_at Similar to hypothetical protein 628 AW014557 440424 gb:AW014557 /DB_XREF=gi:5863314 /DB_XREF=UI-H-BI0p-aaw-b-11-0-UI.s1 /CLONE=IMAGE:2710628 /FEA=EST /CNT=12 /TID=Hs.112420.0 /TIER=Stack /STK=12 /UG=Hs.112420 /UG_TITLE=ESTs233,51 4,78 116,93 9,54 -2 -1,75 -2,31 -116,58 *

201841_s_at heat shock 27kDa protein 1 NM_001540 3315 gb:NM_001540.2 /DB_XREF=gi:4996892 /GEN=HSPB1 /FEA=FLmRNA /CNT=468 /TID=Hs.76067.0 /TIER=FL+Stack /STK=414 /UG=Hs.76067 /LL=3315 /DEF=Homo sapiens heat shock 27kD protein 1 (HSPB1), mRNA. /PROD=heat shock 27kD protein 1 /FL=gb:BC000510.1 gb:U90906.1 gb:AB020027.1 gb:NM_001540.21451,9 8,84 722,22 17,77 -2,01 -1,93 -2,1 -729,68 *

208047_s_at NGFI-A binding protein 1 (EGR1 binding protein 1)NM_005966 4664 gb:NM_005966.1 /DB_XREF=gi:5174604 /GEN=NAB1 /FEA=FLmRNA /CNT=2 /TID=Hs.107474.0 /TIER=FL /STK=0 /UG=Hs.107474 /LL=4664 /DEF=Homo sapiens NGFI-A binding protein 1 (ERG1 binding protein 1) (NAB1), mRNA. /PROD=NGFI-A binding protein 1 (ERG1 binding protein1) /FL=gb:U47007.1 gb:NM_005966.1394,21 10,33 195,79 20,81 -2,01 -1,7 -2,45 -198,42 *

214152_at phosphatidylinositol glycan, class B AU144243 9488 gb:AU144243 /DB_XREF=gi:11005764 /DB_XREF=AU144243 /CLONE=HEMBA1001328 /FEA=EST /CNT=13 /TID=Hs.247118.1 /TIER=Stack /STK=8 /UG=Hs.247118 /LL=9488 /UG_GENE=PIGB /UG_TITLE=phosphatidylinositol glycan, class B204,94 3,62 101,93 7,27 -2,01 -1,79 -2,29 -103,02 *

36742_at tripartite motif-containing 15 U34249 89870  Cluster Incl. U34249:Human putative zinc finger protein (ZNFB7) mRNA, complete cds /cds=(493,1890) /gb=U34249 /gi=4096653 /ug=Hs.59015 /len=2236 321,47 0,74 160,14 1,48 -2,01 -1,98 -2,04 -161,32 *

213606_s_at Rho GDP dissociation inhibitor (GDI) alpha AI571798 396 gb:AI571798 /DB_XREF=gi:4535172 /DB_XREF=tn19h05.x1 /CLONE=IMAGE:2168121 /FEA=EST /CNT=27 /TID=Hs.159161.1 /TIER=Stack /STK=11 /UG=Hs.159161 /LL=396 /UG_GENE=ARHGDIA /UG_TITLE=Rho GDP dissociation inhibitor (GDI) alpha249,7 2,76 123,69 5,57 -2,02 -1,88 -2,18 -126,01 *

213901_x_at RNA binding motif protein 9 AW149379 23543 gb:AW149379 /DB_XREF=gi:6197275 /DB_XREF=xf36d11.x1 /CLONE=IMAGE:2620149 /FEA=EST /CNT=28 /TID=Hs.5011.2 /TIER=ConsEnd /STK=0 /UG=Hs.5011 /LL=23543 /UG_GENE=RBM9 /UG_TITLE=RNA binding motif protein 9733,03 4,85 363,49 9,78 -2,02 -1,93 -2,11 -369,54 *

219927_at chromosome 14 open reading frame 111 NM_015962 51077 gb:NM_015962.1 /DB_XREF=gi:7705729 /GEN=LOC51077 /FEA=FLmRNA /CNT=14 /TID=Hs.306198.0 /TIER=FL /STK=1 /UG=Hs.306198 /LL=51077 /DEF=Homo sapiens CGI-35 protein (LOC51077), mRNA. /PROD=CGI-35 protein /FL=gb:NM_015962.1 gb:AF132969.1324,1 3,95 159,5 8,03 -2,03 -1,87 -2,22 -164,6 *

232640_at COMM domain containing 5 AK023070 28991 gb:AK023070.1 /DB_XREF=gi:10434819 /FEA=mRNA /CNT=5 /TID=Hs.238928.2 /TIER=ConsEnd /STK=0 /UG=Hs.238928 /LL=28991 /UG_GENE=HT002 /UG_TITLE=HT002 protein; hypertension-related calcium-regulated gene /DEF=Homo sapiens cDNA FLJ13008 fis, clone NT2RP3000456.295,67 3,5 144,76 7,14 -2,04 -1,88 -2,23 -150,91 *

203865_s_at adenosine deaminase, RNA-specific, B1 (RED1 homolog rat)NM_015833 104 gb:NM_015833.1 /DB_XREF=gi:7669476 /GEN=ADARB1 /FEA=FLmRNA /CNT=92 /TID=Hs.85302.0 /TIER=FL+Stack /STK=52 /UG=Hs.85302 /LL=104 /DEF=Homo sapiens adenosine deaminase, RNA-specific, B1 (homolog of rat RED1) (ADARB1), transcript variant DRABA2b, mRNA. /PROD=RNA-specific adenosine deaminase B1, isoformDRABA2b /FL=gb:U76421.1 gb:U82121.1 gb:NM_015833.1214,41 3,71 104,08 7,65 -2,06 -1,83 -2,35 -110,32 *

213887_s_at polymerase (RNA) II (DNA directed) polypeptide E, 25kDaAI554759 5434 gb:AI554759 /DB_XREF=gi:4487122 /DB_XREF=tn30e02.x1 /CLONE=IMAGE:2169146 /FEA=EST /CNT=23 /TID=Hs.24301.1 /TIER=ConsEnd /STK=0 /UG=Hs.24301 /LL=5434 /UG_GENE=POLR2E /UG_TITLE=polymerase (RNA) II (DNA directed) polypeptide E (25kD)1057,93 11,2 513,91 23,05 -2,06 -1,91 -2,23 -544,02 *

206113_s_at RAB5A, member RAS oncogene family NM_004162 5868 gb:NM_004162.1 /DB_XREF=gi:4759003 /GEN=RAB5A /FEA=FLmRNA /CNT=17 /TID=Hs.73957.0 /TIER=FL /STK=0 /UG=Hs.73957 /LL=5868 /DEF=Homo sapiens RAB5A, member RAS oncogene family (RAB5A), mRNA. /PROD=RAB5A, member RAS oncogene family /FL=gb:M28215.1 gb:NM_004162.1377,19 4,83 183,11 9,95 -2,06 -1,89 -2,27 -194,08 *

212328_at KIAA1102 protein AB029025 22998 gb:AB029025.1 /DB_XREF=gi:5689540 /GEN=KIAA1102 /FEA=mRNA /CNT=207 /TID=Hs.202949.0 /TIER=Stack /STK=44 /UG=Hs.202949 /LL=22998 /DEF=Homo sapiens mRNA for KIAA1102 protein, partial cds. /PROD=KIAA1102 protein537,63 23,6 259,73 48,84 -2,07 -1,56 -3,01 -277,89 *

217973_at dicarbonyl/L-xylulose reductase NM_016286 51181 gb:NM_016286.1 /DB_XREF=gi:7705924 /GEN=LOC51181 /FEA=FLmRNA /CNT=191 /TID=Hs.9857.0 /TIER=FL+Stack /STK=89 /UG=Hs.9857 /LL=51181 /DEF=Homo sapiens carbonyl reductase (LOC51181), mRNA. /PROD=carbonyl reductase /FL=gb:NM_016286.1 gb:BC001470.1 gb:AF113123.1530,59 10,99 256,83 22,71 -2,07 -1,8 -2,43 -273,76 *

221428_s_at transducin (beta)-like 1X-linked receptor 1 /// transducin (beta)-like 1X-linked receptor 1NM_030921 79718 gb:NM_030921.1 /DB_XREF=gi:13569880 /GEN=DC42 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900115.1082 /TIER=FL /STK=0 /DEF=Homo sapiens hypothetical protein DC42 (DC42), mRNA. /PROD=hypothetical protein DC42 /FL=gb:NM_030921.12293,18 22,49 1108,38 46,52 -2,07 -1,93 -2,23 -1184,8 *

201320_at SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily c, member 2BF663402 6601 gb:BF663402 /DB_XREF=gi:11937297 /DB_XREF=602144558F1 /CLONE=IMAGE:4297695 /FEA=FLmRNA /CNT=252 /TID=Hs.236030.0 /TIER=Stack /STK=45 /UG=Hs.236030 /LL=6601 /UG_GENE=SMARCC2 /UG_TITLE=SWISNF related, matrix associated, actin dependent regulator of chromatin, subfamily c, member 2 /FL=gb:NM_003075.1 gb:U66616.1267,19 1,96 128,25 4,08 -2,08 -1,98 -2,2 -138,94 *

222856_at apelin, AGTRL1 ligand AK001855 8862 gb:AK001855.1 /DB_XREF=gi:7023382 /FEA=FLmRNA /CNT=60 /TID=Hs.303084.0 /TIER=Stack /STK=16 /UG=Hs.303084 /LL=8862 /UG_GENE=APELIN /UG_TITLE=apelin; peptide ligand for APJ receptor /DEF=Homo sapiens cDNA FLJ10993 fis, clone PLACE1002140. /FL=gb:NM_017413.1 gb:AB023493.1210,94 2,96 101,18 6,17 -2,08 -1,89 -2,32 -109,76 *

216897_s_at hypothetical protein MGC34648 AL035309 199870 gb:AL035309.1 /DB_XREF=gi:4200237 /FEA=mRNA /CNT=1 /TID=Hs.105911.1 /TIER=ConsEnd /STK=0 /UG=Hs.105911 /DEF=H.sapiens gene from PAC 426I6. /PROD=hypothetical protein204,88 2,41 98,3 5,02 -2,08 -1,92 -2,28 -106,58 *

211450_s_at mutS homolog 6 (E. coli) D89646 2956 gb:D89646.1 /DB_XREF=gi:2687868 /GEN=GTBP /FEA=FLmRNA /CNT=1 /TID=Hs.3248.1 /TIER=FL /STK=0 /UG=Hs.3248 /LL=2956 /DEF=Homo sapiens GTBP mRNA for GTBP-ALT, complete cds. /PROD=GTBP-ALT /FL=gb:D89646.1800,17 8,94 383,06 18,68 -2,09 -1,93 -2,28 -417,1 *

208055_s_at hect domain and RLD 4 NM_015601 26091 gb:NM_015601.1 /DB_XREF=gi:7661611 /GEN=DKFZP564G092 /FEA=FLmRNA /CNT=2 /TID=Hs.11123.0 /TIER=FL /STK=0 /UG=Hs.11123 /LL=26091 /DEF=Homo sapiens DKFZP564G092 protein (DKFZP564G092), mRNA. /PROD=DKFZP564G092 protein /FL=gb:NM_015601.1382,66 5,14 182,35 10,78 -2,1 -1,91 -2,33 -200,31 *

221430_s_at ring finger protein 146 /// ring finger protein 146NM_030963 81847 gb:NM_030963.1 /DB_XREF=gi:13624336 /GEN=DKFZP434O1427 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900164.1093 /TIER=FL /STK=0 /DEF=Homo sapiens hypothetical protein DKFZp434O1427 (DKFZP434O1427), mRNA. /PROD=hypothetical protein DKFZp434O1427 /FL=gb:NM_030963.1227,68 3,36 108,58 7,04 -2,1 -1,89 -2,35 -119,09 *

231354_at POU domain, class 4, transcription factor 1 AW510748 5457 gb:AW510748 /DB_XREF=gi:7148826 /DB_XREF=hd39c07.x1 /CLONE=IMAGE:2911884 /FEA=EST /CNT=13 /TID=Hs.122963.0 /TIER=Stack /STK=12 /UG=Hs.122963 /UG_TITLE=ESTs222,93 0,17 105,75 0,37 -2,11 -2,1 -2,12 -117,18 *

241656_at Transcribed locus AI820960 gb:AI820960 /DB_XREF=gi:5440039 /DB_XREF=nc11c12.y5 /CLONE=IMAGE:1007830 /FEA=EST /CNT=8 /TID=Hs.115105.0 /TIER=ConsEnd /STK=0 /UG=Hs.115105 /UG_TITLE=ESTs371,99 0,59 176,35 1,25 -2,11 -2,08 -2,13 -195,63 *

203962_s_at nebulette NM_006393 10529 gb:NM_006393.1 /DB_XREF=gi:5453757 /GEN=NEBL /FEA=FLmRNA /CNT=132 /TID=Hs.5025.0 /TIER=FL+Stack /STK=17 /UG=Hs.5025 /LL=10529 /DEF=Homo sapiens nebulette (NEBL), mRNA. /PROD=nebulette /FL=gb:NM_006393.1240,7 5,42 113,71 11,47 -2,12 -1,81 -2,55 -126,99 *

1555201_a_at chromosome 6 open reading frame 96 BC012081 55005 gb:BC012081.1 /DB_XREF=gi:15082343 /TID=Hs2.238270.2 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=1 /LL=55005 /UG_GENE=FLJ20627 /UG=Hs.238270 /DEF=Homo sapiens, clone MGC:19984 IMAGE:4560615, mRNA, complete cds. /PROD=Unknown (protein for MGC:19984) /FL=gb:BC012081.1268,32 5,78 126,4 12,26 -2,12 -1,82 -2,53 -141,92 *

242312_x_at Transcribed locus AV736963 gb:AV736963 /DB_XREF=gi:10854544 /DB_XREF=AV736963 /CLONE=CBFBOH07 /FEA=EST /CNT=5 /TID=Hs.323560.0 /TIER=ConsEnd /STK=1 /UG=Hs.323560 /UG_TITLE=ESTs281,14 2,78 132,55 5,9 -2,12 -1,97 -2,29 -148,59 *

1554450_s_at hypothetical protein FLJ35954 BC041348 166968 gb:BC041348.1 /DB_XREF=gi:27552790 /TID=Hs2.419195.2 /CNT=32 /FEA=FLmRNA /TIER=FL /STK=1 /LL=166968 /UG_GENE=FLJ35954 /UG=Hs.419195 /DEF=Homo sapiens, Similar to hypothetical protein 5730509D14, clone MGC:43770 IMAGE:5272287, mRNA, complete cds. /PROD=Similar to hypothetical protein 5730509D14 /FL=gb:BC041348.1280,87 4,51 132,16 9,59 -2,13 -1,89 -2,42 -148,71 *

217202_s_at glutamate-ammonia ligase (glutamine synthase)U08626 2752 gb:U08626 /DB_XREF=gi:551473 /FEA=DNA /CNT=1 /TID=Hs.247984.0 /TIER=ConsEnd /STK=0 /UG=Hs.247984 /UG_TITLE=Human glutamine synthetase pseudogene /DEF=Human glutamine synthetase pseudogene818,16 8,27 381,47 17,74 -2,14 -1,99 -2,33 -436,69 *

1552789_at Translocation protein 1 NM_153039 7095 gb:NM_153039.1 /DB_XREF=gi:23308546 /TID=Hs2.283326.1 /CNT=9 /FEA=FLmRNA /TIER=FL /STK=2 /LL=151826 /UG_GENE=FLJ32803 /UG=Hs.283326 /UG_TITLE=hypothetical protein FLJ32803 /DEF=Homo sapiens hypothetical protein FLJ32803 (FLJ32803), mRNA. /FL=gb:NM_153039.1217,75 3,29 101,69 7,05 -2,14 -1,92 -2,42 -116,06 *

233878_s_at 5'-3' exoribonuclease 2 BE536170 22803 gb:BE536170 /DB_XREF=gi:9764815 /DB_XREF=601060032F1 /CLONE=IMAGE:3446646 /FEA=DNA_1 /CNT=2 /TID=Hs.268555.1 /TIER=ConsEnd /STK=0 /UG=Hs.268555 /LL=22803 /UG_GENE=XRN2 /UG_TITLE=5-3 exoribonuclease 21294,12 4,64 604,5 9,93 -2,14 -2,08 -2,2 -689,62 *

216479_at ribosomal protein L21 /// similar to 60S ribosomal protein L21 /// similar to 60S ribosomal protein L21 /// similar to 60S ribosomal protein L21 /// similar to 60S ribosomal protein L21 /// similar to 60S ribosomal protein L21 /// similar to 60S ribosomal protein L21 /// similar to ribosomal protein L21AL356414388143 /// 388532 /// 388621 /// 389156 /// 390488 /// 440487 /// 440575 /// 6144gb:AL356414 /DB_XREF=gi:10045426 /FEA=DNA /CNT=1 /TID=Hs.296782.0 /TIER=ConsEnd /STK=0 /UG=Hs.296782 /UG_TITLE=Human DNA sequence from clone RP11-352D3 on chromosome 20 Contains a 60S ribosomal protein L21 (RPL21) pseudogene, ESTs, STSs and GSSs /DEF=Human DNA sequence from clone RP11-352D3 on chromosome 20 Contains a 60S ribosomal protein L21 (RPL21) pseudogene, ESTs, STSs and GSSs1227,6 1,28 574,76 2,73 -2,14 -2,12 -2,15 -652,84 *

231955_s_at 3-hydroxyisobutyrate dehydrogenase AC007130 11112 gb:AC007130 /DB_XREF=gi:5001538 /FEA=DNA /CNT=32 /TID=Hs.284170.2 /TIER=ConsEnd /STK=0 /UG=Hs.284170 /LL=11112 /UG_GENE=HIBADH /UG_TITLE=3-hydroxyisobutyrate dehydrogenase /DEF=Homo sapiens BAC clone GS1-98E2 from 7p11.2-p211052,4 7,01 488,75 15,1 -2,15 -2,05 -2,27 -563,65 *

231723_at sorting nexin 12 NM_013346 29934 gb:NM_013346.1 /DB_XREF=gi:7019540 /GEN=SNX12 /FEA=FLmRNA /CNT=14 /TID=Hs.287867.0 /TIER=FL /STK=0 /UG=Hs.287867 /LL=29934 /DEF=Homo sapiens sorting nexin 12 (SNX12), mRNA. /PROD=sorting nexin 12 /FL=gb:NM_013346.1 gb:AF171229.1265,55 2,35 122,59 5,09 -2,17 -2,02 -2,33 -142,96 *

1555419_a_at N-acylsphingosine amidohydrolase (acid ceramidase) 1BC016828 427 gb:BC016828.1 /DB_XREF=gi:16877107 /TID=Hs2.75811.3 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /LL=427 /UG_GENE=ASAH1 /UG=Hs.75811 /DEF=Homo sapiens, clone MGC:24572 IMAGE:4109317, mRNA, complete cds. /PROD=Unknown (protein for MGC:24572) /FL=gb:BC016828.1514,99 5,08 236,16 11,08 -2,18 -2,02 -2,37 -278,83 *

225238_at musashi homolog 2 (Drosophila) BF435123 124540 gb:BF435123 /DB_XREF=gi:11447411 /DB_XREF=nab43a09.x1 /CLONE=IMAGE:3268505 /FEA=EST /CNT=114 /TID=Hs.42179.0 /TIER=Stack /STK=12 /UG=Hs.42179 /LL=27154 /UG_GENE=BRPF3 /UG_TITLE=bromodomain and PHD finger containing, 3229,01 3,73 104,17 8,21 -2,2 -1,94 -2,53 -124,84 *

206788_s_at core-binding factor, beta subunit AF294326 865 gb:AF294326.1 /DB_XREF=gi:9885832 /FEA=FLmRNA /CNT=8 /TID=Hs.179881.1 /TIER=FL /STK=0 /UG=Hs.179881 /LL=865 /UG_GENE=CBFB /DEF=Homo sapiens core binding factor beta isoform PEBP2B mRNA, complete cds. /PROD=core binding factor beta isoform PEBP2B /FL=gb:AF294326.1 gb:NM_022845.1309,57 7,64 140,37 16,85 -2,21 -1,83 -2,76 -169,21 *

211473_s_at collagen, type IV, alpha 6 U04845 1288 gb:U04845.1 /DB_XREF=gi:496977 /GEN=COL4A6 /FEA=FLmRNA /CNT=3 /TID=Hs.408.1 /TIER=FL /STK=0 /UG=Hs.408 /LL=1288 /DEF=Human a6(IV) collagen (COL4A6) mRNA, complete cds. /PROD=A type IV collagen /FL=gb:U04845.1389,87 3,37 176,39 7,46 -2,21 -2,06 -2,38 -213,48 *

200648_s_at glutamate-ammonia ligase (glutamine synthase)NM_002065 2752 gb:NM_002065.1 /DB_XREF=gi:4504026 /GEN=GLUL /FEA=FLmRNA /CNT=474 /TID=Hs.170171.0 /TIER=FL+Stack /STK=26 /UG=Hs.170171 /LL=2752 /DEF=Homo sapiens glutamate-ammonia ligase (glutamine synthase) (GLUL), mRNA. /PROD=glutamate-ammonia ligase (glutamine synthase) /FL=gb:NM_002065.11431,51 12,2 644,96 27,09 -2,22 -2,07 -2,39 -786,55 *

231917_at G elongation factor, mitochondrial 2 AK025314 84340 gb:AK025314.1 /DB_XREF=gi:10437804 /FEA=mRNA /CNT=25 /TID=Hs.51043.2 /TIER=ConsEnd /STK=0 /UG=Hs.51043 /LL=3074 /UG_GENE=HEXB /UG_TITLE=hexosaminidase B (beta polypeptide) /DEF=Homo sapiens cDNA: FLJ21661 fis, clone COL08837.604,73 6,15 271,11 13,71 -2,23 -2,06 -2,44 -333,61 *

202444_s_at SPFH domain family, member 1 NM_006459 10613 gb:NM_006459.1 /DB_XREF=gi:5453705 /GEN=KEO4 /FEA=FLmRNA /CNT=158 /TID=Hs.285818.0 /TIER=FL /STK=3 /UG=Hs.285818 /LL=10613 /DEF=Homo sapiens similar to Caenorhabditis elegans protein C42C1.9 (KEO4), mRNA. /PROD=similar to Caenorhabditis elegans proteinC42C1.9 /FL=gb:NM_006459.1 gb:AF064093.1253,82 3,24 113,16 7,27 -2,24 -2,02 -2,51 -140,66 *

1567080_s_at ceroid-lipofuscinosis, neuronal 6, late infantile, variantD17218 54982 gb:D17218.1 /DB_XREF=gi:598778 /TID=Hs2.403812.1 /CNT=1 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.403812 /UG_TITLE=Human HepG2 3 region MboI cDNA, clone hmd3g02m3. /DEF=Human HepG2 3 region MboI cDNA, clone hmd3g02m3.238,05 3,17 106,39 7,1 -2,24 -2,01 -2,52 -131,67 *



210327_s_at alanine-glyoxylate aminotransferase (oxalosis I; hyperoxaluria I; glycolicaciduria; serine-pyruvate aminotransferase)D13368 189 gb:D13368.1 /DB_XREF=gi:219432 /GEN=AGXT /FEA=FLmRNA /CNT=19 /TID=Hs.144567.0 /TIER=FL /STK=0 /UG=Hs.144567 /LL=189 /DEF=Human mRNA for alanine:glyoxylate aminotransferase, complete cds. /PROD=alanine:glyoxylate aminotransferase /FL=gb:D13368.1 gb:NM_000030.1275,65 1,55 122,53 3,49 -2,25 -2,15 -2,36 -153,12 *

230527_at Transcribed locus BF224444 gb:BF224444 /DB_XREF=gi:11131742 /DB_XREF=hr76g10.x1 /CLONE=IMAGE:3134466 /FEA=EST /CNT=8 /TID=Hs.127274.0 /TIER=Stack /STK=8 /UG=Hs.127274 /UG_TITLE=ESTs244,69 4,56 107,95 10,34 -2,27 -1,95 -2,7 -136,74 *

204427_s_at coated vesicle membrane protein NM_006815 10959 gb:NM_006815.1 /DB_XREF=gi:5803148 /GEN=RNP24 /FEA=FLmRNA /CNT=64 /TID=Hs.323378.0 /TIER=FL /STK=0 /UG=Hs.323378 /LL=10959 /DEF=Homo sapiens coated vesicle membrane protein (RNP24), mRNA. /PROD=coated vesicle membrane protein /FL=gb:NM_006815.12731 15,13 1193,83 34,61 -2,29 -2,18 -2,4 -1537,17 *

235846_at Fibrinogen silencer binding protein AI208616 25788 gb:AI208616 /DB_XREF=gi:3770558 /DB_XREF=qg45h10.x1 /CLONE=IMAGE:1838179 /FEA=EST /CNT=7 /TID=Hs.131986.0 /TIER=ConsEnd /STK=5 /UG=Hs.131986 /UG_TITLE=ESTs383,24 19,21 167,63 43,92 -2,29 -1,58 -4,04 -215,61 *

1563445_x_at cathepsin L-like 3 L25629 1518 gb:L25629.1 /DB_XREF=gi:409728 /TID=Hs2.406677.1 /CNT=2 /FEA=mRNA /TIER=ConsEnd /STK=0 /LL=1518 /UG_GENE=CTSLL3 /UG=Hs.406677 /UG_TITLE=cathepsin L-like 3 /DEF=Human cathepsin-L-like (CTSLL3) mRNA.208,92 1,42 90,84 3,27 -2,3 -2,17 -2,45 -118,08 *

207782_s_at presenilin 1 (Alzheimer disease 3) NM_007319 5663 gb:NM_007319.1 /DB_XREF=gi:7549814 /GEN=PSEN1 /FEA=FLmRNA /CNT=3 /TID=Hs.3260.1 /TIER=FL /STK=0 /UG=Hs.3260 /LL=5663 /DEF=Homo sapiens presenilin 1 (Alzheimer disease 3) (PSEN1), transcript variant I-374., mRNA. /PROD=presenilin 1 isoform I-374 /FL=gb:NM_007319.1 gb:U40380.1341,18 4,41 147,98 10,18 -2,31 -2,07 -2,6 -193,2 *

218045_x_at parathymosin NM_002824 5763 gb:NM_002824.1 /DB_XREF=gi:4506278 /GEN=PTMS /FEA=FLmRNA /CNT=149 /TID=Hs.171814.0 /TIER=FL+Stack /STK=42 /UG=Hs.171814 /LL=5763 /DEF=Homo sapiens parathymosin (PTMS), mRNA. /PROD=parathymosin /FL=gb:M24398.1 gb:NM_002824.1215,19 1,43 93,33 3,29 -2,31 -2,18 -2,45 -121,86 *

215113_s_at SUMO1/sentrin/SMT3 specific protease 3 AK000923 26168 gb:AK000923.1 /DB_XREF=gi:7021892 /FEA=mRNA /CNT=8 /TID=Hs.118926.1 /TIER=ConsEnd /STK=4 /UG=Hs.118926 /LL=26168 /UG_GENE=SENP3 /UG_TITLE=sentrinSUMO-specific protease 3 /DEF=Homo sapiens cDNA FLJ10061 fis, clone HEMBA1001413.210,22 3,46 90,82 8,01 -2,31 -2,02 -2,71 -119,39 *

236444_x_at hypothetical LOC389328 BE785577 389328 gb:BE785577 /DB_XREF=gi:10206775 /DB_XREF=601475101F1 /CLONE=IMAGE:3877897 /FEA=EST /CNT=7 /TID=Hs.126897.0 /TIER=ConsEnd /STK=6 /UG=Hs.126897 /UG_TITLE=ESTs290,69 0,17 125,34 0,39 -2,32 -2,31 -2,33 -165,35 *

203811_s_at DnaJ (Hsp40) homolog, subfamily B, member 4NM_007034 11080 gb:NM_007034.2 /DB_XREF=gi:6631084 /GEN=HLJ1 /FEA=FLmRNA /CNT=77 /TID=Hs.41693.0 /TIER=FL /STK=0 /UG=Hs.41693 /LL=11080 /DEF=Homo sapiens DnaJ-like heat shock protein 40 (HLJ1), mRNA. /PROD=DnaJ-like heat shock protein 40 /FL=gb:NM_007034.2 gb:U40992.2587,69 8,31 252,46 19,35 -2,33 -2,06 -2,67 -335,24 *

234728_s_at DEAH (Asp-Glu-Ala-His) box polypeptide 35 AL023803 60625 gb:AL023803 /DB_XREF=gi:9408726 /FEA=DNA_3 /CNT=1 /TID=Hs.7174.1 /TIER=ConsEnd /STK=0 /UG=Hs.7174 /LL=60625 /UG_GENE=FLJ22759 /UG_TITLE=hypothetical protein FLJ22759 /DEF=Human DNA sequence from clone RP4-616B8 on chromosome 20q11.22-12 Contains a gene for an RNA HELICASE, a pseudogene similar to nucleophosmin, part of a novel gene, part of an mRNA for KIAA0823 protein, ESTs, STSs, GSSs and CpG Islands473,44 1,16 201,58 2,71 -2,35 -2,3 -2,4 -271,86 *

215707_s_at prion protein (p27-30) (Creutzfeld-Jakob disease, Gerstmann-Strausler-Scheinker syndrome, fatal familial insomnia)AV725328 5621 gb:AV725328 /DB_XREF=gi:10830606 /DB_XREF=AV725328 /CLONE=HTCAVD03 /FEA=DNA_2 /CNT=4 /TID=Hs.74621.2 /TIER=ConsEnd /STK=0 /UG=Hs.74621 /LL=5621 /UG_GENE=PRNP /UG_TITLE=prion protein (p27-30) (Creutzfeld-Jakob disease, Gerstmann-Strausler-Scheinker syndrome, fatal familial insomnia)1080,78 7,31 456,28 17,31 -2,37 -2,23 -2,53 -624,5 *

224559_at metastasis associated lung adenocarcinoma transcript 1 (non-coding RNA)AF001540 378938 gb:AF001540 /DB_XREF=gi:2529712 /DB_XREF=AF001540 /CLONE=alpha1 /FEA=EST /CNT=445 /TID=Hs.42346.3 /TIER=Stack /STK=79 /UG=Hs.42346 /LL=51778 /UG_GENE=CS-1 /UG_TITLE=calcineurin-binding protein calsarcin-12456,45 20,36 1037,36 48,21 -2,37 -2,2 -2,57 -1419,1 *

1554397_s_at ubiquitin-conjugating enzyme E2-like BC011011 55293 gb:BC011011.1 /DB_XREF=gi:15029613 /TID=Hs2.337778.2 /CNT=2 /FEA=FLmRNA /TIER=FL /STK=2 /LL=55293 /UG_GENE=UEV3 /UG=Hs.337778 /DEF=Homo sapiens, clone MGC:13394 IMAGE:4286315, mRNA, complete cds. /PROD=Unknown (protein for MGC:13394) /FL=gb:BC011011.1485,41 6,94 203,92 16,51 -2,38 -2,1 -2,75 -281,49 *

234724_x_at gb:AF152528.1 /DB_XREF=gi:5457102 /FEA=mRNA /CNT=1 /TID=Hs.284306.0 /TIER=ConsEnd /STK=0 /UG=Hs.284306 /LL=54660 /UG_GENE=PCDHB18 /UG_TITLE=protocadherin beta 18 pseudogene /DEF=Homo sapiens PCDH-psi2 pseudogene, mRNA sequence.AF152528 gb:AF152528.1 /DB_XREF=gi:5457102 /FEA=mRNA /CNT=1 /TID=Hs.284306.0 /TIER=ConsEnd /STK=0 /UG=Hs.284306 /LL=54660 /UG_GENE=PCDHB18 /UG_TITLE=protocadherin beta 18 pseudogene /DEF=Homo sapiens PCDH-psi2 pseudogene, mRNA sequence.206,09 0,15 85,98 0,35 -2,4 -2,38 -2,41 -120,11 *

1568964_x_at sialophorin (gpL115, leukosialin, CD43) BC035510 6693 gb:BC035510.1 /DB_XREF=gi:23271054 /TID=Hs2.343365.1 /CNT=20 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.343365 /UG_TITLE=Homo sapiens, Similar to neuronal thread protein, clone IMAGE:5094058, mRNA /DEF=Homo sapiens, Similar to neuronal thread protein, clone IMAGE:5094058, mRNA.594,07 1,76 246,46 4,25 -2,41 -2,34 -2,48 -347,61 *

1553694_a_at phosphoinositide-3-kinase, class 2, alpha polypeptideNM_002645 5286 gb:NM_002645.1 /DB_XREF=gi:4505798 /GEN=PIK3C2A /TID=Hs2.249235.1 /CNT=39 /FEA=FLmRNA /TIER=FL /STK=0 /LL=5286 /UG=Hs.249235 /DEF=Homo sapiens phosphoinositide-3-kinase, class 2, alpha polypeptide (PIK3C2A), mRNA. /PROD=phosphoinositide-3-kinase, class 2, alphapolypeptide /FL=gb:NM_002645.1269,94 2,92 111,77 7,05 -2,42 -2,18 -2,7 -158,17 *

220892_s_at phosphoserine aminotransferase 1 NM_021154 29968 gb:NM_021154.1 /DB_XREF=gi:10863954 /GEN=PSA /FEA=FLmRNA /CNT=3 /TID=Hs.286049.0 /TIER=FL /STK=0 /UG=Hs.286049 /LL=29968 /DEF=Homo sapiens phosphoserine aminotransferase (PSA), mRNA. /PROD=phosphoserine aminotransferase /FL=gb:AF113132.1 gb:NM_021154.1292,63 3,05 120,74 7,4 -2,42 -2,2 -2,7 -171,89 *

234726_s_at hypothetical protein FLJ13576 AK025482 64418 gb:AK025482.1 /DB_XREF=gi:10438011 /FEA=mRNA /CNT=1 /TID=Hs.79353.3 /TIER=ConsEnd /STK=0 /UG=Hs.79353 /LL=64418 /UG_GENE=FLJ13576 /UG_TITLE=hypothetical protein FLJ13576 /DEF=Homo sapiens cDNA: FLJ21829 fis, clone HEP01461.252,95 3,39 103,36 8,29 -2,45 -2,16 -2,82 -149,59 *

214895_s_at a disintegrin and metalloproteinase domain 10AU135154 102 gb:AU135154 /DB_XREF=gi:10995693 /DB_XREF=AU135154 /CLONE=PLACE1001348 /FEA=mRNA /CNT=11 /TID=Hs.172028.1 /TIER=ConsEnd /STK=0 /UG=Hs.172028 /LL=102 /UG_GENE=ADAM10 /UG_TITLE=a disintegrin and metalloproteinase domain 10618,36 4,22 245,28 10,64 -2,52 -2,35 -2,72 -373,08 *

1553112_s_at cyclin-dependent kinase 8 NM_001260 1024 gb:NM_001260.1 /DB_XREF=gi:4502744 /GEN=CDK8 /TID=Hs2.397734.1 /CNT=32 /FEA=FLmRNA /TIER=FL /STK=1 /LL=1024 /UG=Hs.397734 /DEF=Homo sapiens cyclin-dependent kinase 8 (CDK8), mRNA. /PROD=cyclin-dependent kinase 8 /FL=gb:NM_001260.1242,22 3,87 96,22 9,75 -2,52 -2,15 -3,03 -146,01 *

224117_at hypothetical gene supported by BC001801 BC001801 284912 gb:BC001801.1 /DB_XREF=gi:12804738 /FEA=FLmRNA /CNT=5 /TID=Hs.306978.0 /TIER=FL /STK=0 /UG=Hs.306978 /DEF=Homo sapiens, clone MGC:3170, mRNA, complete cds. /PROD=Unknown (protein for MGC:3170) /FL=gb:BC001801.1356,39 1,55 141,67 3,9 -2,52 -2,41 -2,64 -214,72 *

202278_s_at serine palmitoyltransferase, long chain base subunit 1NM_006415 10558 gb:NM_006415.1 /DB_XREF=gi:5454083 /GEN=SPTLC1 /FEA=FLmRNA /CNT=222 /TID=Hs.90458.0 /TIER=FL /STK=0 /UG=Hs.90458 /LL=10558 /DEF=Homo sapiens serine palmitoyltransferase, long chain base subunit 1 (SPTLC1), mRNA. /PROD=serine palmitoyltransferase, long chain basesubunit 1 /FL=gb:NM_006415.1334,57 2,75 132 6,97 -2,53 -2,33 -2,78 -202,56 *

218748_s_at SEC10-like 1 (S. cerevisiae) NM_006544 10640 gb:NM_006544.1 /DB_XREF=gi:5730036 /GEN=SEC10L1 /FEA=FLmRNA /CNT=67 /TID=Hs.279947.0 /TIER=FL /STK=0 /UG=Hs.279947 /LL=10640 /DEF=Homo sapiens SEC10 (S. cerevisiae)-like 1 (SEC10L1), mRNA. /PROD=SEC10 (S. cerevisiae)-like 1 /FL=gb:U85946.1 gb:NM_006544.1402,63 4,57 158,9 11,57 -2,53 -2,26 -2,88 -243,73 *

229930_at hypothetical LOC150371 Z83851 150371 gb:Z83851 /DB_XREF=gi:5441348 /FEA=DNA /CNT=22 /TID=Hs.129043.0 /TIER=Stack /STK=8 /UG=Hs.129043 /UG_TITLE=Human DNA sequence from clone 989H11 on chromosome 22q13.1-13.2. Contains part of a novel gene, ESTs, GSSs and four putative CpG islands /DEF=Human DNA sequence from clone 989H11 on chromosome 22q13.1-13.2. Contains part of a novel gene, ESTs, GSSs and four putative CpG islands174,18 2,21 68,94 5,58 -2,53 -2,23 -2,92 -105,24 *

244030_at gb:BG390493 /DB_XREF=gi:13283941 /DB_XREF=602416146F1 /CLONE=IMAGE:4524442 /FEA=EST /CNT=7 /TID=Hs.224818.0 /TIER=ConsEnd /STK=0 /UG=Hs.224818 /UG_TITLE=ESTsBG390493 gb:BG390493 /DB_XREF=gi:13283941 /DB_XREF=602416146F1 /CLONE=IMAGE:4524442 /FEA=EST /CNT=7 /TID=Hs.224818.0 /TIER=ConsEnd /STK=0 /UG=Hs.224818 /UG_TITLE=ESTs213,08 2,66 83,18 6,82 -2,56 -2,25 -2,96 -129,9 *

207001_x_at TSC22 domain family 3 NM_004089 1831 gb:NM_004089.1 /DB_XREF=gi:4758197 /GEN=DSIPI /FEA=FLmRNA /CNT=7 /TID=Hs.75450.0 /TIER=FL /STK=0 /UG=Hs.75450 /LL=1831 /DEF=Homo sapiens delta sleep inducing peptide, immunoreactor (DSIPI), mRNA. /PROD=delta sleep inducing peptide, immunoreactor /FL=gb:NM_004089.1724,16 3,92 281,69 10,07 -2,57 -2,43 -2,73 -442,46 *

226051_at selenoprotein M BF973568 140606 gb:BF973568 /DB_XREF=gi:12340783 /DB_XREF=602242731F1 /CLONE=IMAGE:4331335 /FEA=EST /CNT=65 /TID=Hs.55940.0 /TIER=Stack /STK=31 /UG=Hs.55940 /UG_TITLE=ESTs218,7 5,06 85,22 12,99 -2,57 -2,04 -3,43 -133,48 *

203032_s_at fumarate hydratase AI363836 2271 gb:AI363836 /DB_XREF=gi:4123525 /DB_XREF=qy62g01.x1 /CLONE=IMAGE:2016624 /FEA=FLmRNA /CNT=201 /TID=Hs.75653.0 /TIER=Stack /STK=18 /UG=Hs.75653 /LL=2271 /UG_GENE=FH /UG_TITLE=fumarate hydratase /FL=gb:NM_000143.1 gb:M15502.1 gb:BC003108.1 gb:U59309.1 gb:U48857.1482,6 3,18 187,05 8,21 -2,58 -2,4 -2,78 -295,56 *

202833_s_at serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1NM_000295 5265 gb:NM_000295.1 /DB_XREF=gi:4505792 /GEN=SERPINA1 /FEA=FLmRNA /CNT=441 /TID=Hs.297681.0 /TIER=FL+Stack /STK=224 /UG=Hs.297681 /LL=5265 /DEF=Homo sapiens serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1 (SERPINA1), mRNA. /PROD=serine (or cysteine) proteinase inhibitor, cladeA (alpha-1 antiproteinase, antitrypsin), member 1 /FL=gb:AF130068.1 gb:NM_000295.1 gb:M11465.1 gb:K01396.1842,22 4,68 324,05 12,15 -2,6 -2,45 -2,77 -518,17 *

217139_at gb:AJ002428 /DB_XREF=gi:3183956 /FEA=DNA /CNT=1 /TID=Hs.201553.0 /TIER=ConsEnd /STK=0 /UG=Hs.201553 /LL=10065 /UG_GENE=VDAC1P /UG_TITLE=voltage-dependent anion channel 1 pseudogene /DEF=Homo sapiens VDAC1 pseudogeneAJ002428 gb:AJ002428 /DB_XREF=gi:3183956 /FEA=DNA /CNT=1 /TID=Hs.201553.0 /TIER=ConsEnd /STK=0 /UG=Hs.201553 /LL=10065 /UG_GENE=VDAC1P /UG_TITLE=voltage-dependent anion channel 1 pseudogene /DEF=Homo sapiens VDAC1 pseudogene247,75 2,07 95,32 5,39 -2,6 -2,38 -2,87 -152,43 *

222846_at RAB8B, member RAS oncogene family AB038995 51762 gb:AB038995.1 /DB_XREF=gi:7209511 /FEA=FLmRNA /CNT=44 /TID=Hs.321245.0 /TIER=ConsEnd /STK=0 /UG=Hs.321245 /LL=51762 /UG_GENE=LOC51762 /DEF=Homo sapiens mRNA for RAB-8b protein, complete cds. /PROD=RAB-8b protein /FL=gb:NM_016530.1 gb:AB038995.1201,81 2,46 76,77 6,47 -2,63 -2,31 -3,06 -125,04 *

213555_at RWD domain containing 2 AL049699 112611 gb:AL049699 /DB_XREF=gi:5419832 /FEA=DNA_2 /CNT=37 /TID=Hs.26771.0 /TIER=Stack /STK=22 /UG=Hs.26771 /UG_TITLE=Human DNA sequence from clone 747H23 on chromosome 6q13-15. Contains the 3 part of the ME1 gene for malic enzyme 1, soluble (NADP-dependent malic enzyme, malate oxidoreductase, EC 1.1.1.40), a novel gene and the 5 part of the gene for N-acetylglucosamine-phosphate mutase. Contains ESTs, STSs, GSSs and two putative CpG islands /DEF=Human DNA sequence from clone 747H23 on chromosome 6q13-15. Contains the 3 part of the ME1 gene for malic enzyme 1, soluble (NADP-dependent malic enzyme, malate oxidoreductase, EC 1.1.1.40), a novel gene and the 5 part of the gene for N-acetylgl...216,16 0,6 81,52 1,59 -2,65 -2,57 -2,74 -134,64 *

217729_s_at amino-terminal enhancer of split NM_001130 166 gb:NM_001130.3 /DB_XREF=gi:6382065 /GEN=AES /FEA=FLmRNA /CNT=385 /TID=Hs.244.0 /TIER=FL+Stack /STK=45 /UG=Hs.244 /LL=166 /DEF=Homo sapiens amino-terminal enhancer of split (AES), mRNA. /PROD=amino-terminal enhancer of split /FL=gb:AF072902.1 gb:NM_001130.3 gb:U04241.1268,22 6 100,19 16,06 -2,68 -2,11 -3,64 -168,03 *

209629_s_at nuclear transport factor 2-like export factor 2 AF201942 55916 gb:AF201942.1 /DB_XREF=gi:9295187 /GEN=DC9 /FEA=FLmRNA /CNT=81 /TID=Hs.25010.1 /TIER=FL /STK=1 /UG=Hs.25010 /LL=55916 /DEF=Homo sapiens DC9 (DC9) mRNA, complete cds. /PROD=DC9 /FL=gb:AF201942.1 gb:NM_018698.1 gb:AF246127.1212,56 3,78 79,04 10,16 -2,69 -2,21 -3,42 -133,53 *

205721_at GDNF family receptor alpha 2 U97145 2675 gb:U97145.1 /DB_XREF=gi:2282027 /GEN=RETL2 /FEA=FLmRNA /CNT=35 /TID=Hs.19317.0 /TIER=FL /STK=4 /UG=Hs.19317 /LL=2675 /DEF=Homo sapiens RET ligand 2 (RETL2) mRNA, complete cds. /PROD=RET ligand 2 /FL=gb:U97145.1 gb:NM_001495.1 gb:U93703.1 gb:AF002700.1251,89 0,08 93,08 0,23 -2,71 -2,7 -2,72 -158,81 *

215329_s_at cell division cycle 2-like 1 (PITSLRE proteins) /// cell division cycle 2-like 2 (PITSLRE proteins)AL031282 984 /// 985 gb:AL031282 /DB_XREF=gi:3860395 /FEA=DNA_5 /CNT=4 /TID=Hs.214291.0 /TIER=ConsEnd /STK=0 /UG=Hs.214291 /UG_TITLE=Human DNA sequence from clone 283E3 on chromosome 1p36.21-36.33. Contains the alternatively spliced gene for Matrix Metalloproteinase in the Female Reproductive tract MIFR1, -2, MMP2122A, -B and -C, a novel gene, the alternatively spliced CDC2L2 gene for Cell Division Cycle 2-Like 2 (PITSLRE, p58GTA, Galactosyltransferase Associated Protein Kinase) beta 1, beta 2-1, beta 2-2 and alpha 2-4, a 40S Ribosomal Protein S7 pseudogene, part of the KIAA0447 gene, a novel alternatively spliced gene similar to many (archae)bacterial, worm and yeast hypothetical genes, and the GNB1 gene for Guanine Nucleotide Binding Protein (G protein), Beta polypeptide 1 (Transducin Beta chain 1). Contains putative CpG islands, ESTs, STSs and GSSs /DEF=Human DNA sequence from clone 283E3 on chromosome 1p36.21-36.33. Contains the alternatively spliced gene for Matrix Metalloproteinase in the Female Reproductive tract MIFR1, -294,6 2,81 107,74 7,68 -2,73 -2,44 -3,1 -186,85 *

206667_s_at secretory carrier membrane protein 1 AF005037 9522 gb:AF005037.1 /DB_XREF=gi:2232238 /GEN=SCAMP1 /FEA=FLmRNA /CNT=10 /TID=Hs.31218.0 /TIER=FL /STK=0 /UG=Hs.31218 /LL=9522 /DEF=Homo sapiens secretory carrier membrane protein (SCAMP1) mRNA, complete cds. /PROD=secretory carrier membrane protein /FL=gb:AF038966.1 gb:AF005037.1 gb:NM_004866.1370,79 3,12 134,33 8,6 -2,76 -2,49 -3,09 -236,46 *

223341_s_at short coiled-coil protein AF330205 60592 gb:AF330205.1 /DB_XREF=gi:12698853 /FEA=FLmRNA /CNT=62 /TID=Hs.286013.0 /TIER=FL /STK=0 /UG=Hs.286013 /LL=60592 /UG_GENE=HRIHFB2072 /DEF=Homo sapiens short coiled-coil protein SCOCO mRNA, complete cds. /PROD=short coiled-coil protein SCOCO /FL=gb:AF330205.11258,69 8,16 456,44 22,5 -2,76 -2,55 -3 -802,25 *

221618_s_at TAF9-like RNA polymerase II, TATA box binding protein (TBP)-associated factor, 31kDaAF220509 51616 gb:AF220509.1 /DB_XREF=gi:9963820 /FEA=FLmRNA /CNT=15 /TID=Hs.171723.0 /TIER=FL /STK=0 /UG=Hs.171723 /LL=51616 /UG_GENE=LOC51616 /DEF=Homo sapiens transcription associated factor TAFII31L mRNA, complete cds. /PROD=transcription associated factor TAFII31L /FL=gb:NM_015975.1 gb:AF077053.1 gb:AF220509.1211,51 3,03 76,04 8,42 -2,78 -2,35 -3,41 -135,47 *

223778_at kinesin family member 9 AF311212 64147 gb:AF311212.1 /DB_XREF=gi:11275981 /FEA=FLmRNA /CNT=15 /TID=Hs.105187.0 /TIER=FL /STK=7 /UG=Hs.105187 /LL=64147 /UG_GENE=KIF9 /DEF=Homo sapiens kinesin protein 9 gene, complete cds. /PROD=kinesin protein 9 /FL=gb:AF311212.1 gb:NM_022342.1277,61 0,08 99,21 0,23 -2,8 -2,79 -2,81 -178,4 *

224407_s_at Mst3 and SOK1-related kinase /// Mst3 and SOK1-related kinaseAF344882 51765 gb:AF344882.1 /DB_XREF=gi:13549066 /GEN=MST4 /FEA=FLmRNA /CNT=1 /TID=HsAffx.900613.519 /TIER=FL /STK=0 /DEF=Homo sapiens serinethreonine protein kinase MST4 (MST4) mRNA, complete cds, alternatively spliced. /PROD=serinethreonine protein kinase MST4 /FL=gb:AF344882.1240,13 2,22 85,41 6,25 -2,81 -2,51 -3,2 -154,71 *

215236_s_at phosphatidylinositol binding clathrin assembly proteinAV721177 8301 gb:AV721177 /DB_XREF=gi:10818329 /DB_XREF=AV721177 /CLONE=HTBAKF08 /FEA=mRNA /CNT=5 /TID=Hs.7885.3 /TIER=ConsEnd /STK=0 /UG=Hs.7885 /LL=8301 /UG_GENE=PICALM /UG_TITLE=phosphatidylinositol binding clathrin assembly protein200,18 2,67 69,85 7,66 -2,87 -2,42 -3,5 -130,33 *

218922_s_at LAG1 longevity assurance homolog 4 (S. cerevisiae)NM_024552 79603 gb:NM_024552.1 /DB_XREF=gi:13375716 /GEN=FLJ12089 /FEA=FLmRNA /CNT=61 /TID=Hs.11896.0 /TIER=FL+Stack /STK=19 /UG=Hs.11896 /LL=79603 /DEF=Homo sapiens hypothetical protein FLJ12089 (FLJ12089), mRNA. /PROD=hypothetical protein FLJ12089 /FL=gb:NM_024552.1205,62 2,16 71,66 6,21 -2,87 -2,51 -3,35 -133,96 *

222719_s_at platelet derived growth factor C AB033831 56034 gb:AB033831.1 /DB_XREF=gi:9392293 /GEN=hSCDGF /FEA=FLmRNA /CNT=76 /TID=Hs.43080.0 /TIER=FL /STK=0 /UG=Hs.43080 /LL=56034 /DEF=Homo sapiens hSCDGF mRNA for spinal cord-derived growth factor, complete cds. /PROD=spinal cord-derived growth factor /FL=gb:NM_016205.1 gb:AB033831.1 gb:AF091434.1 gb:AF244813.1246,01 4,56 84,97 13,2 -2,9 -2,3 -3,89 -161,04 *

211559_s_at cyclin G2 L49506 901 gb:L49506.1 /DB_XREF=gi:1236234 /FEA=FLmRNA /CNT=1 /TID=Hs.79069.1 /TIER=FL /STK=0 /UG=Hs.79069 /LL=901 /UG_GENE=CCNG2 /DEF=Homo sapiens cyclin G2 mRNA, complete cds. /PROD=cyclin G2 /FL=gb:L49506.1374,78 2,77 124,06 8,36 -3,02 -2,72 -3,4 -250,72 *

202917_s_at S100 calcium binding protein A8 (calgranulin A)NM_002964 6279 gb:NM_002964.2 /DB_XREF=gi:9845519 /GEN=S100A8 /FEA=FLmRNA /CNT=257 /TID=Hs.100000.0 /TIER=FL+Stack /STK=93 /UG=Hs.100000 /LL=6279 /DEF=Homo sapiens S100 calcium-binding protein A8 (calgranulin A) (S100A8), mRNA. /PROD=S100 calcium-binding protein A8 /FL=gb:NM_002964.2262,67 1,4 85,01 4,34 -3,09 -2,85 -3,37 -177,66 *

1555326_a_at a disintegrin and metalloproteinase domain 9 (meltrin gamma)AF495383 8754 gb:AF495383.1 /DB_XREF=gi:21359695 /GEN=ADAM9 /TID=Hs2.2442.2 /CNT=1 /FEA=FLmRNA /TIER=FL /STK=1 /LL=8754 /UG=Hs.2442 /DEF=Homo sapiens disintegrinmetalloproteinase domain 9 short protein precursor (ADAM9) mRNA, complete cds; alternatively spliced. /PROD=disintegrinmetalloproteinase domain 9 shortprotein precursor /FL=gb:AF495383.1553,56 2,3 177,14 7,19 -3,13 -2,93 -3,35 -376,43 *

203289_s_at chromosome 16 open reading frame 35 BE791629 8131 gb:BE791629 /DB_XREF=gi:10212827 /DB_XREF=601585959F1 /CLONE=IMAGE:3940215 /FEA=FLmRNA /CNT=129 /TID=Hs.19699.0 /TIER=Stack /STK=39 /UG=Hs.19699 /LL=8131 /UG_GENE=CGTHBA /UG_TITLE=Conserved gene telomeric to alpha globin cluster /FL=gb:NM_012075.1201,93 1,18 63,44 3,76 -3,18 -2,9 -3,53 -138,49 *

211194_s_at tumor protein p73-like AB010153 8626 gb:AB010153.1 /DB_XREF=gi:3445483 /GEN=p73H /FEA=FLmRNA /CNT=1 /TID=Hs.137569.4 /TIER=FL /STK=0 /UG=Hs.137569 /LL=8626 /DEF=Homo sapiens mRNA for p73H, complete cds. /PROD=p73H /FL=gb:AB010153.1548,29 3,49 164,7 11,62 -3,33 -2,98 -3,77 -383,59 *



231128_at hypothetical protein MGC33846 BE858471 220382 gb:BE858471 /DB_XREF=gi:10373535 /DB_XREF=7g29f06.x1 /CLONE=IMAGE:3307907 /FEA=EST /CNT=10 /TID=Hs.170309.0 /TIER=Stack /STK=10 /UG=Hs.170309 /UG_TITLE=ESTs208,96 0,64 56,81 2,36 -3,68 -3,44 -3,95 -152,16 *

204426_at coated vesicle membrane protein NM_006815 10959 gb:NM_006815.1 /DB_XREF=gi:5803148 /GEN=RNP24 /FEA=FLmRNA /CNT=64 /TID=Hs.323378.0 /TIER=FL /STK=0 /UG=Hs.323378 /LL=10959 /DEF=Homo sapiens coated vesicle membrane protein (RNP24), mRNA. /PROD=coated vesicle membrane protein /FL=gb:NM_006815.11454,88 2,82 375,36 10,94 -3,88 -3,7 -4,07 -1079,52 *

226987_at RNA binding motif protein 15B W68720 29890 gb:W68720 /DB_XREF=gi:1377600 /DB_XREF=zd37b01.s1 /CLONE=IMAGE:342793 /FEA=EST /CNT=40 /TID=Hs.118738.1 /TIER=Stack /STK=30 /UG=Hs.118738 /LL=9730 /UG_GENE=KIAA0800 /UG_TITLE=KIAA0800 gene product503,68 7,5 85,3 44,31 -5,91 -3,18 -40,59 -418,39 *

239928_at hypothetical protein FLJ12975 AI733451 79867 gb:AI733451 /DB_XREF=gi:5054564 /DB_XREF=oq52h10.x5 /CLONE=IMAGE:1590019 /FEA=EST /CNT=7 /TID=Hs.129212.0 /TIER=ConsEnd /STK=4 /UG=Hs.129212 /UG_TITLE=ESTs241,23 1,63 35,47 11,08 -6,8 -4,49 -13,98 -205,76 *

1554947_at acetyl-Coenzyme A acetyltransferase 1 (acetoacetyl Coenzyme A thiolase)BC010942 38 gb:BC010942.1 /DB_XREF=gi:15012079 /TID=Hs2.37.2 /CNT=3 /FEA=FLmRNA /TIER=FL /STK=1 /LL=38 /UG_GENE=ACAT1 /UG=Hs.37 /DEF=Homo sapiens, Similar to acetyl-Coenzyme A acetyltransferase 1 (acetoacetyl Coenzyme A thiolase), clone MGC:13582 IMAGE:4278329, mRNA, complete cds. /PROD=Similar to acetyl-Coenzyme A acetyltransferase 1(acetoacetyl Coenzyme A thiolase) /FL=gb:BC010942.1210,25 0,27 17,12 3,31 -12,28 -9,32 -17,99 -193,13 *

241245_at Transcribed locus, weakly similar to XP_496299.1 hypothetical protein LOC148206 [Homo sapiens]AV647470 gb:AV647470 /DB_XREF=gi:9868484 /DB_XREF=AV647470 /CLONE=GLCAYF06 /FEA=EST /CNT=4 /TID=Hs.115472.1 /TIER=ConsEnd /STK=4 /UG=Hs.115472 /UG_TITLE=ESTs3319,72 0,08 98,86 2,54 -33,58 -32,22 -35,06 -3220,86 *

1566900_at TGFB-induced factor (TALE family homeobox) AL832409 7050 gb:AL832409.1 /DB_XREF=gi:21732973 /TID=Hs2.377004.1 /CNT=1 /FEA=mRNA /TIER=ConsEnd /STK=0 /UG=Hs.377004 /UG_TITLE=Homo sapiens mRNA; cDNA DKFZp667F2113 (from clone DKFZp667F2113) /DEF=Homo sapiens mRNA; cDNA DKFZp667F2113 (from clone DKFZp667F2113).1822,73 1,04 21 90,18 -86,82 -10,76 -100000000 -1801,73 *

234380_x_at hypothetical LOC389253 M18679 389253 gb:M18679 /DB_XREF=gi:337374 /FEA=DNA /CNT=1 /TID=Hs.247942.0 /TIER=ConsEnd /STK=0 /UG=Hs.247942 /UG_TITLE=Human variant 5S rRNA-like gene and ORF, complete cds /DEF=Human variant 5S rRNA-like gene and ORF, complete cds2548,57 0,14 21,99 16,66 -115,9 -51,6 -100000000 -2526,58 *

207412_x_at gb:NM_001808.1 /DB_XREF=gi:4502772 /GEN=CELL /FEA=FLmRNA /CNT=4 /TID=Hs.169271.0 /TIER=FL /STK=1 /UG=Hs.169271 /LL=1057 /DEF=Homo sapiens carboxyl ester lipase-like (bile salt-stimulated lipase-like) (CELL), mRNA. /PROD=carboxyl ester lipase-like (bile salt-stimulatedlipase-like) /FL=gb:NM_001808.1 gb:L14813.1NM_001808 gb:NM_001808.1 /DB_XREF=gi:4502772 /GEN=CELL /FEA=FLmRNA /CNT=4 /TID=Hs.169271.0 /TIER=FL /STK=1 /UG=Hs.169271 /LL=1057 /DEF=Homo sapiens carboxyl ester lipase-like (bile salt-stimulated lipase-like) (CELL), mRNA. /PROD=carboxyl ester lipase-like (bile salt-stimulatedlipase-like) /FL=gb:NM_001808.1 gb:L14813.15888,33 0,02 4,04 22,57 -1458,05 -143,06 -100000000 -5884,29 *

228770_at G protein-coupled receptor 146 BE645027 115330 gb:BE645027 /DB_XREF=gi:9969338 /DB_XREF=7e63c07.x1 /CLONE=IMAGE:3287148 /FEA=EST /CNT=20 /TID=Hs.38163.0 /TIER=Stack /STK=16 /UG=Hs.38163 /UG_TITLE=ESTs4977,54 0 1 3,88 -4977,54 -673,96 -100000000 -4976,54 *


