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Supplemental Data: 

Table 1. Differentially-expressed genes at 72hrs after light onset, rank 

ordered by log2 difference in average fluorescence intensity between 

control and experimental chips (see column M). 

 

Supplemental Figure 1. Housing pigmented zebrafish to intense bright 

fluorescent light induces photoreceptor loss followed by regeneration. 

Panels a-e illustrate Nissl-stained sections from control retina (a) and retinas 

exposed to bright, constant light for 24hrs (b), 72hrs (c), 10 days or (d) 10 days 

following by 18 days of recovery. Panels f-g illustrate quantitative measurements 

of the photoreceptor, outer nuclear and rod nuclear layers, respectively (see 

panel a), normalized to the thickness of the inner nuclear layer. Note that there is 

a significant decrease in the thickness of the various layers starting at 72h of light 

exposure. Panels i-k illustrate analysis of rhodopsin, red opsin and PCNA 

expression by quantitative real-time PCR. ROS, rod outer segments; OLM, outer 

limiting membrane; OPL, outer plexiform layer; IPL, inner plexiform layer; ONL, 

outer nuclear layer; INL, inner nuclear layer; GCL, ganglion cell layer; PL, 

photoreceptor layer; rod ONL, rod outer nuclear layer. Scale bar equals 50µm, * 

p<0.05, **p<0.01. 

 

Supplemental Figure 2. Sense probes do not produce specific cellular 

labeling. Panels a-d illustrate in situ hybridizations comparing mdka antisense 

(a, c) and sense (b, d) probes. Panels a and b are from a 96hpf larva and panels 
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c and d are from an adult retina. Panels e-f illustrate in situ hybridizations 

comparing mdkb antisense (e, g) and sense (f, h) probes. Panels e and f are 

from a 96hpf larva, whereas panels g and h are from an adult. Arrows and 

arrowheads illustrate specific cellular expression when using antisense probes. 

GCL – ganglion cell layer; INL – inner nuclear layer; ONL – outer nuclear layer. 

 

Supplemental Figure 3. In the adult retina mdka or mdkb is not expressed 

in dividing cells. Panels a and d illustrate in situ hybridizations that show the 

cellular expression of mdka and mdkb, respectively, in the adult retina. Panels b 

and e are the same sections as in a and d, following immunostaining with 

antibodies against PCNA, and illustrate PCNA-positive cells (rod progenitors) 

(arrowheads) within the outer nuclear layer. Panels c and f are digital overlays. 

Note that the PCNA immunostaining does not co-localize with the expression of 

midkines. ONL – outer nuclear layer; INL – inner nuclear layer; GCL – ganglion 

cell layer. 

 

Supplemental Figure 4. Time course of mdka and mdkb expression during 

and after the light lesion. Panels a-h illustrate the time course of the injury-

induced expression of mdka, whereas panels i-p illustrate the time course of the 

injury-induced expression of mdkb. Note that the expansion of mdkb expression 

into the vitreal inner nuclear layer begins by 24hrs after light onset (cf. panel I 

with Fig. 5a) and returns to normal only at 14 days after the onset of the light 

exposure. In contrast, the expression of mdka varies relatively little over the 
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same time course. onl, outer nuclear layer; inl inner nuclear layer; gcl, ganglion 

cell layer. Scale bar equals 50µm. 
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Probe Set ID Affy_Gene Symbol Gene Symbol Affy_Gene Title Gene Title Affy_GO biological process termGO Biological Process DescriptionAffy_GO cellular component termGO Cellular Component DescriptionAffy_GO molecular function termGO Molecular Function DescriptionFDR#pvalue FoldChange LL vs. cntl
Dr.3374.1.S1_at zgc:55862 zgc:55862 zgc:55862 similar to cathepsin B proteolysis /// regulation of catalytic activityproteolysis and peptidolysis--- --- cysteine-type endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activitycysteine-type endopeptidase activity /// cysteine-type peptidase activity0.0007 4.19
Dr.967.1.S1_at mmp9 --- matrix metalloproteinase 9CDNA clone MGC:64165 IMAGE:6797338, complete cdsproteolysis /// calcium ion transport /// zinc ion transport /// metabolic process--- proteinaceous extracellular matrix--- --- --- 0.0001 3.74
Dr.8723.1.S1_at zgc:92903 Vtn zgc:92903 similar to vitronectin cell redox homeostasis --- --- --- --- --- 0.0001 3.37
Dr.5112.1.S2_at sox11b sox11b SRY-box containing gene 11bSRY-box containing gene 11bregulation of transcription, DNA-dependentregulation of transcription, DNA-dependent--- --- DNA binding DNA binding 0.0000 3.31
Dr.22517.1.S1_at LOC566223 --- hypothetical LOC566223 Transcribed sequences --- --- --- --- --- --- 0.0000 3.31
Dr.8594.1.S1_at LOC794531 /// LOC797415 /// zgc:100919--- zgc:100919 /// hypothetical protein LOC794531 /// hypothetical protein LOC797415CDNA clone IMAGE:6959852, partial cdstransport --- membrane attack complex /// membrane /// integral to membrane--- transporter activity /// lipid binding--- 0.0001 3.25
Dr.14307.1.S1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0002 3.14
Dr.21244.1.S1_at LOC798012 /// ucp2 ucp2 uncoupling protein 2 /// similar to Uncoupling protein 2uncoupling protein 2 transport /// mitochondrial transporttransport /// mitochondrial transportmembrane attack complex /// mitochondrion /// mitochondrial inner membrane /// membrane /// integral to membranemitochondrion /// membrane /// integral to membrane /// inner membranetransporter activity /// bindingbinding 0.0003 3.10
Dr.24763.1.S1_at LOC795027 yy1 hypothetical protein LOC795027YY1 transcription factor --- --- --- nucleus --- nucleic acid binding /// zinc ion binding 0.0001 3.08
Dr.5112.1.S1_at sox11b sox11b SRY-box containing gene 11bSRY-box containing gene 11bregulation of transcription, DNA-dependentregulation of transcription, DNA-dependent--- --- DNA binding DNA binding 0.0003 3.08
Dr.839.2.S1_a_at LOC571955 --- Similar to hCG1987869 Transcribed sequences --- --- --- --- --- --- 0.0006 3.01
Dr.17659.1.S1_at LOC558956 wu:fc85f03 similar to ubquitin-like protein 1wu:fc85f03 --- --- --- --- --- --- 0.0021 2.96
Dr.19380.1.S1_at LOC100002634 /// tmsb LOC402820 thymosin, beta /// similar to beta-thymosinbeta-thymosin cytoskeleton organization and biogenesis--- cytoplasm /// cytoskeleton--- actin binding --- 0.0001 2.95
Dr.1691.1.S1_at rrm2 rrm2 ribonucleotide reductase M2 polypeptideribonucleotide reductase M2 polypeptideDNA replication /// iron ion transport /// cellular iron ion homeostasis /// deoxyribonucleoside diphosphate metabolic processDNA replication /// deoxyribonucleoside diphosphate metabolismcytoplasm --- ribonucleoside-diphosphate reductase activity /// iron ion binding /// oxidoreductase activity /// metal ion binding /// transition metal ion bindingribonucleoside-diphosphate reductase activity /// oxidoreductase activity0.0009 2.95
Dr.14307.1.S1_s_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0002 2.94
Dr.4748.1.S1_at grn2 wu:fb14a12 granulin 2 wu:fb14a12 --- --- --- --- protease inhibitor activity --- 0.0266 2.94
Dr.14282.1.S1_at atf3 zgc:55526 activating transcription factor 3similar to activating transcription factor 3regulation of transcription, DNA-dependent /// response to virusregulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activityDNA binding 0.0058 2.92
Dr.17784.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0008 2.86
Dr.1192.1.S1_at ptgds --- prostaglandin D2 synthaseMRNA for lipocalin-type prostaglandin D synthase-like protein, complete cdslipid metabolic process /// transport--- --- --- retinoic acid binding /// prostaglandin-D synthase activity /// transporter activity /// binding--- 0.0011 2.79
Dr.16296.1.S1_a_at LOC565189 /// LOC795072--- hypothetical LOC565189 /// hypothetical protein LOC795072Transcribed sequences --- --- --- --- --- --- 0.0011 2.75
Dr.5820.1.S1_at ctsll --- cathepsin L, like Transcribed sequence with weak  similarity to protein sp:O60911 (H.sapiens) CSL2_HUMAN Cathepsin L2 precursor proteolysis --- --- --- cysteine-type endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activity--- 0.0554 2.61
Dr.13015.1.S1_at lgals1l2 LOC405830 lectin, galactoside-binding, soluble, 1 (galectin 1)-like 2proto galectin Gal1-L2 vasculature development /// sprouting angiogenesis--- --- --- sugar binding /// galactoside binding /// galactoside binding /// laminin binding--- 0.0001 2.59
Dr.5677.1.S1_at c6orf115 --- chromosome 6 open reading frame 115 (H. sapiens)CDNA clone IMAGE:6796802, partial cds--- --- --- --- --- --- 0.0001 2.55
Dr.25862.1.A1_at LOC791953 zgc:73232 hypothetical protein LOC791953wu:fj85f11 --- --- --- --- sugar binding --- 0.0012 2.53
Dr.1691.4.A1_at kpna2 /// LOC793989 /// zgc:113902--- karyopherin alpha 2 (RAG cohort 1, importin alpha 1) /// zgc:113902 /// similar to Karyopherin alpha 2 (RAG cohort 1, importin alpha 1)Transcribed sequence with moderate similarity to protein sp:P52292 (H.sapiens) IMA2_HUMAN Importin alpha-2 subunit protein import into nucleus /// intracellular protein transport--- nucleus /// nuclear pore /// cytoplasm--- binding /// protein transporter activity--- 0.0019 2.53
Dr.4416.1.A1_at tubb5 tubb5 tubulin, beta 5 tubulin, beta 5 microtubule-based process /// microtubule-based movement /// protein polymerizationmicrotubule-based movementcytoplasm /// cytoskeleton /// microtubule /// protein complexmicrotubule nucleotide binding /// GTPase activity /// structural molecule activity /// structural molecule activity /// GTP bindingstructural molecule activity 0.0002 2.51
Dr.4219.1.S1_at zgc:154095 --- zgc:154095 Transcribed sequence with moderate similarity to protein pir:KIHUCM (H.sapiens) KIHUCM creatine kinase --- --- --- --- catalytic activity /// kinase activity /// transferase activity /// transferase activity, transferring phosphorus-containing groups--- 0.0037 2.51
Dr.7608.2.S1_at jun zgc:65863 v-jun sarcoma virus 17 oncogene homolog (avian)wu:fj36h07 regulation of transcription, DNA-dependent /// regulation of transcription /// response to cadmium ion /// response to methylmercury--- nucleus --- DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activity--- 0.0001 2.50
Dr.20010.2.A1_at tuba8l wu:fb03a02 tubulin, alpha 8 like wu:fb03a02 microtubule-based process /// microtubule-based movement /// protein polymerization--- microtubule /// protein complex--- nucleotide binding /// GTPase activity /// structural molecule activity /// GTP binding--- 0.0008 2.49
Dr.3153.1.A1_at zgc:109978 zgc:56113 zgc:109978 wu:fc31g07 --- --- --- --- calmodulin binding --- 0.0026 2.47
Dr.8283.1.S1_at mibp mibp muscle-specific beta 1 integrin binding proteinmuscle-specific beta 1 integrin binding proteinintegrin-mediated signaling pathwayintegrin-mediated signaling pathway--- --- kinase activity uridine kinase activity /// ATP binding /// kinase activity0.0016 2.42
Dr.24753.1.S1_at ccnd1 /// LOC562165 ccnd1 cyclin D1 /// similar to Cyclin D1cyclin D1 cell cycle /// camera-type eye morphogenesis /// cell divisionregulation of cell cycle /// cytokinesis /// cell cyclenucleus nucleus --- --- 0.0013 2.42
Dr.4268.1.S1_at LOC100000085 --- similar to Lysosome-associated membrane glycoprotein 1 precursor (LAMP-1) (120 kDa lysosomal membrane glycoprotein) (LGP-120) (CD107a antigen)Transcribed sequence with weak  similarity to protein sp:P11279 (H.sapiens) LMP1_HUMAN Lysosome-associated membrane glycoprotein 1 precursor --- --- --- --- --- --- 0.0057 2.39
Dr.6431.1.S1_at socs3 zgc:56537 suppressor of cytokine signaling 3wu:fj09e12 ubiquitin cycle /// intracellular signaling cascadeintracellular signaling cascade--- --- protein binding --- 0.0022 2.38
DrAffx.2.25.A1_at LOC553977 /// zgc:136318--- granulin 1 /// zgc:136318 Progranulin-1/progranulin-2 antisense transcript sequence--- --- --- --- protease inhibitor activity --- 0.0353 2.37
Dr.7787.1.S1_at zgc:136826 --- zgc:136826 Transcribed sequence with moderate similarity to protein ref:NP_057004.1 (H.sapiens)  ribosomal protein S27-like protein; 40S ribosomal protein S27 isoform [Homo sapiens]translation /// zinc ion transport--- intracellular /// ribosome /// ribonucleoprotein complex--- structural constituent of ribosome /// zinc ion binding /// metal ion binding--- 0.0002 2.36
Dr.24753.1.S2_at LOC562165 zgc:65820 similar to Cyclin D1 wu:fd21g02 cell cycle /// camera-type eye morphogenesis /// cell division--- nucleus --- --- --- 0.0002 2.35
Dr.16296.1.S1_x_at LOC565189 --- hypothetical LOC565189 Transcribed sequences --- --- --- --- --- --- 0.0114 2.34
Dr.11147.2.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0076 2.34
Dr.7608.1.A1_at jun zgc:65863 v-jun sarcoma virus 17 oncogene homolog (avian)wu:fj36h07 regulation of transcription, DNA-dependent /// regulation of transcription /// response to cadmium ion /// response to methylmercury--- nucleus --- DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activity--- 0.0004 2.34
Dr.4975.1.A1_at wu:fb99e11 --- wu:fb99e11 Transcribed sequences --- --- --- --- --- --- 0.0003 2.30
Dr.1260.1.S1_at anxa2a anxa2a annexin A2a annexin A2a calcium ion transport --- --- --- phospholipase inhibitor activity /// calcium channel activity /// calcium ion binding /// calcium-dependent phospholipid binding /// cytoskeletal protein binding /// calcium channel inhibitor activityphospholipase inhibitor activity /// calcium ion binding /// calcium-dependent phospholipid binding /// cytoskeletal protein binding0.0076 2.27
Dr.26458.1.S1_at zgc:64022 zgc:64022 zgc:64022 hypothetical protein MGC64022small GTPase mediated signal transductionsmall GTPase mediated signal transduction--- --- nucleotide binding /// GTP bindingGTP binding 0.0138 2.24
Dr.20850.1.S1_at fabp7a fabp7 fatty acid binding protein 7, brain, afatty acid binding protein 7, braintransport transport --- --- transporter activity /// binding /// fatty acid binding /// lipid bindingtransporter activity /// binding /// lipid binding0.0002 2.23
Dr.25257.1.A1_at bhlhb3l --- Basic helix-loop-helix domain containing, class B, 3 likeTranscribed sequences regulation of transcription, DNA-dependent /// regulation of transcription--- nucleus --- DNA binding /// transcription repressor activity /// transcription regulator activity--- 0.0092 2.21
Dr.4833.2.S1_at zgc:112133 ccna2 zgc:112133 cyclin A2 mitosis regulation of cell cycle /// cytokinesis /// cell cycle--- nucleus --- --- 0.0001 2.21
Dr.11010.1.S1_at zgc:64003 zgc:64003 zgc:64003 hypothetical protein MGC64003immune response /// antigen processing and presentationimmune response membrane /// MHC class I protein complexmembrane --- --- 0.0013 2.21
Dr.5809.1.A1_at grna /// LOC791524 --- granulin a /// hypothetical protein LOC791524Granulin-A precursor, mRNA, complete cds--- --- --- --- protease inhibitor activity --- 0.0024 2.20
Dr.26422.1.A1_at zgc:65794 --- zgc:65794 CDNA clone MGC:65794 IMAGE:6791200, complete cdsactomyosin structure organization and biogenesis /// regulation of MAPKKK cascade /// regulation of blood vessel endothelial cell migration--- --- --- actin binding --- 0.0023 2.20
Dr.13699.1.S1_at foxn4 foxn4 forkhead box N4 forkhead box N4 regulation of transcription, DNA-dependentregulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA bindingtranscription factor activity 0.0021 2.19
Dr.11274.1.A1_at silvb --- silver homolog (mouse) bTranscribed sequence with weak  similarity to protein pir:I38400 (H.sapiens) I38400 melanoma-associated ME20 antigen --- --- --- --- --- --- 0.0036 2.18
Dr.18396.1.S1_at txnip txnip thioredoxin interacting proteinthioredoxin interacting protein--- --- --- --- --- --- 0.0001 2.18
Dr.11310.2.S1_at tuba1 tuba1 tubulin, alpha 1 tubulin, alpha 1 microtubule-based process /// microtubule-based movement /// protein polymerizationmicrotubule-based movementmicrotubule /// protein complexmicrotubule nucleotide binding /// GTPase activity /// structural molecule activity /// GTP bindingstructural molecule activity 0.0004 2.18
Dr.964.1.A1_at tnfrsf21 --- tumor necrosis factor receptor superfamily, member 21Transcribed sequences signal transduction --- --- --- receptor activity /// protein binding--- 0.0026 2.16
Dr.24055.1.S1_at LOC563952 --- similar to CC chemokine-1Transcribed sequences --- --- --- --- --- --- 0.0001 2.15
Dr.3182.1.A1_at wu:fc05b06 --- wu:fc05b06 Transcribed sequences --- --- --- --- --- --- 0.0061 2.14
Dr.26404.3.S1_at LOC564072 tctp hypothetical LOC564072 translationally controlled tumor protein--- --- --- cytoplasm --- --- 0.0020 2.13
Dr.23446.1.A1_at LOC100004225 --- hypothetical protein LOC100004225CDNA clone IMAGE:6966964, partial cds--- --- --- --- --- --- 0.0026 2.13
Dr.8135.1.S1_at psme1 psme1 proteasome activator subunit 1proteasome activator subunit 1--- --- cytosol /// proteasome activator complex /// protein complexproteasome activator complexproteasome activator activityproteasome activator activity 0.0036 2.12
Dr.6924.1.S1_at ahcy ahcy S-adenosylhomocysteine hydrolaseS-adenosylhomocysteine hydrolaseone-carbon compound metabolic process /// transport /// ion transport /// potassium ion transport /// sodium ion transport /// metabolic processone-carbon compound metabolismmembrane /// integral to membrane--- catalytic activity /// adenosylhomocysteinase activity /// sodium:potassium-exchanging ATPase activity /// binding /// hydrolase activity /// potassium ion binding /// sodium ion bindingadenosylhomocysteinase activity 0.0000 2.11
Dr.12817.1.A1_at si:rp71-39b20.7 --- si:rp71-39b20.7 Transcribed sequence with weak  similarity to protein ref:NP_055310.1 (H.sapiens)  angiopoietin-like 3 precursor; angiopoietin 5 [Homo sapiens]signal transduction /// response to bacterium--- --- --- receptor binding --- 0.0006 2.11
Dr.4049.1.S1_at nutf2 --- nuclear transport factor 2Transcribed sequence with moderate similarity to protein sp:P13662 (H.sapiens) NTF2_HUMAN Nuclear transport factor 2 transport --- intracellular --- --- --- 0.0011 2.10
Dr.1050.1.S1_at LOC792382 /// zgc:110113--- zgc:110113 /// hypothetical protein LOC792382Transcribed sequence with moderate similarity to protein ref:NP_114148.1 (H.sapiens)  c-Myc target JPO1 [Homo sapiens]--- --- --- --- --- --- 0.0109 2.08
Dr.12145.1.A1_at LOC794585 --- hypothetical protein LOC794585Clone IMAGE:5601466, mRNA--- --- --- --- --- --- 0.0030 2.07
Dr.16949.1.A1_at --- --- Transcribed locus Transcribed sequence with weak  similarity to protein pir:A45900 (M.musculus) A45900 complement C3b receptor type 2 long form precursor - mouse  --- --- --- --- --- --- 0.0175 2.07
Dr.13301.1.S1_at zgc:110339 --- zgc:110339 Transcribed sequence with weak  similarity to protein sp:Q92781 (H.sapiens) RDH1_HUMAN 11-cis retinol dehydrogenase metabolic process --- --- --- catalytic activity /// binding /// oxidoreductase activity--- 0.0004 2.05
Dr.4782.1.S1_at ctsc ctsc cathepsin C cathepsin C proteolysis --- --- --- cysteine-type endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activity--- 0.0069 2.04
Dr.4932.1.S1_at anxa4 /// LOC792474 anxa4 annexin A4 /// similar to annexin 4annexin A4 calcium ion transport --- --- --- calcium channel activity /// calcium ion binding /// calcium-dependent phospholipid binding /// calcium channel inhibitor activitycalcium ion binding /// calcium-dependent phospholipid binding0.0010 2.04
Dr.25140.2.S1_x_at icn icn ictacalcin ictacalcin --- --- --- --- calcium ion binding /// calcium ion bindingcalcium ion binding 0.0005 2.03
Dr.10228.1.A1_at LOC560341 --- similar to c-Myc Transcribed sequences --- --- --- --- --- --- 0.0067 2.03
Dr.5690.1.S1_at wu:fc59b06 --- wu:fc59b06 Transcribed sequences --- --- --- --- --- --- 0.0088 2.03
Dr.25140.2.S1_at icn icn ictacalcin ictacalcin --- --- --- --- calcium ion binding /// calcium ion bindingcalcium ion binding 0.0011 2.03
Dr.14011.1.S1_at LOC572231 --- hypothetical LOC572231 Transcribed sequence with moderate similarity to protein ref:NP_002614.2 (H.sapiens)  prefoldin 4 [Homo sapiens]protein folding --- prefoldin complex --- unfolded protein binding --- 0.0003 1.99
Dr.16385.1.A1_at si:ch211-284a13.1 --- si:ch211-284a13.1 Transcribed sequences --- --- --- --- --- --- 0.0634 1.99
Dr.22797.1.A1_at --- --- --- Transcribed sequence with weak  similarity to protein sp:Q61168 (M.musculus) LAM5_MOUSE LYSOSOMAL-ASSOCIATED MULTITRANSMEMBRANE PROTEIN --- --- --- --- --- --- 0.0051 1.97
Dr.21781.1.A1_at wu:fc55f06 --- wu:fc55f06 Transcribed sequence --- --- --- --- --- --- 0.0075 1.96
Dr.301.1.S1_at LOC799355 --- similar to Pfn2l protein Transcribed sequence with strong similarity to protein sp:P00722 (E. coli) BGAL_ECOLI Beta-galactosidase --- --- --- --- --- --- 0.0014 1.96
Dr.5674.2.S1_at LOC570638 zgc:73183 hypothetical LOC570638 wu:fa95b03 --- --- --- --- --- --- 0.0005 1.95
Dr.16029.1.S1_at hsd11b3 /// LOC100006793zgc:56373 hydroxysteroid (11-beta) dehydrogenase 3 /// similar to 11-beta-hydroxysteroid dehydrogenase type 3hypothetical protein MGC56373metabolic process metabolism --- --- catalytic activity /// binding /// steroid dehydrogenase activity /// oxidoreductase activityoxidoreductase activity 0.0282 1.94
Dr.11828.1.A1_at zgc:77806 zgc:77806 zgc:77806 hypothetical protein zgc:77806--- --- --- --- --- --- 0.0056 1.93
Dr.11335.1.S1_at LOC561086 --- similar to putative adenylate cyclaseTranscribed sequence with weak  similarity to protein pir:T16262 (C.elegans) T16262 hypothetical protein F35D11.4 - Caenorhabditis elegans--- --- --- --- --- --- 0.0058 1.91
Dr.24922.2.S1_at zgc:103420 --- zgc:103420 Transcribed sequence with weak  similarity to protein sp:Q9UBR2 (H.sapiens) CATZ_HUMAN Cathepsin Z precursor proteolysis --- --- --- cysteine-type endopeptidase activity /// cysteine-type peptidase activity--- 0.0023 1.91
Dr.7306.1.S1_at scpep1 zgc:56081 serine carboxypeptidase 1similar to retinoid-inducible serine caroboxypetidaseproteolysis proteolysis and peptidolysis--- --- carboxypeptidase activity /// serine carboxypeptidase activitycatalytic activity /// serine carboxypeptidase activity0.0061 1.90
Dr.7155.2.S1_a_at LOC567446 --- similar to nucleolar and spindle associated protein 1YF-9 mRNA for hypothetical protein, partial cdscell cycle /// mitosis /// cell division--- nucleus /// cytoplasm /// microtubule--- DNA binding --- 0.0075 1.90
Dr.3432.1.S1_at capg wu:fb14e07 capping protein (actin filament), gelsolin-likewu:fb14e07 --- --- --- --- actin binding actin binding 0.0079 1.88
Dr.25378.1.A1_at LOC100003788 /// LOC100006507 /// zgc:110540--- zgc:110540 /// similar to deoxycytidine kinase 2Transcribed sequence with weak  similarity to protein pir:A38585 (H.sapiens) A38585 deoxycytidine kinase nucleobase, nucleoside, nucleotide and nucleic acid metabolic process--- --- --- deoxycytidine kinase activity /// ATP binding /// kinase activity /// transferase activity /// phosphotransferase activity, alcohol group as acceptor--- 0.0185 1.87
Dr.59.1.S1_at anxa1a anxa1a annexin A1a annexin A1a calcium ion transport --- --- --- phospholipase inhibitor activity /// calcium channel activity /// calcium ion binding /// calcium-dependent phospholipid binding /// calcium channel inhibitor activityphospholipase inhibitor activity /// calcium ion binding /// calcium-dependent phospholipid binding0.0681 1.87
Dr.3459.1.S1_at cd63 cd163 Cd63 antigen Cd63 antigen --- --- membrane attack complex /// membrane /// integral to membrane--- --- --- 0.0012 1.85
Dr.24379.1.S1_at cdc2 cdc2 cell division cycle 2 cell division cycle 2 protein amino acid phosphorylation /// cell divisioncytokinesis /// protein amino acid phosphorylation--- --- nucleotide binding /// protein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity /// transferase activityprotein kinase activity /// protein serine/threonine kinase activity /// ATP binding0.0149 1.85
Dr.314.1.S1_at ascl1a asha achaete-scute complex-like 1a (Drosophila)achaete scute homolog A --- neurogenesis nucleus /// nucleus nucleus DNA binding /// transcription regulator activitytranscription factor activity 0.0158 1.83
Dr.12986.1.A1_a_at fos fos v-fos FBJ murine osteosarcoma viral oncogene homologv-fos FBJ murine osteosarcoma viral oncogene homologregulation of transcription, DNA-dependent /// regulation of transcription--- nucleus --- DNA binding /// double-stranded DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activity--- 0.0314 1.83
Dr.6437.1.S1_at ptpn6 ptpn6 protein tyrosine phosphatase, non-receptor type 6protein tyrosine phosphatase, non-receptor type 6protein amino acid dephosphorylation /// intracellular signaling cascade /// dephosphorylationprotein amino acid dephosphorylation /// intracellular signaling cascade--- --- protein tyrosine phosphatase activity /// receptor activity /// protein binding /// hydrolase activity /// phosphoric monoester hydrolase activityphosphoprotein phosphatase activity /// protein tyrosine phosphatase activity /// receptor activity0.0077 1.83
Dr.5112.1.S3_at sox11b sox11b SRY-box containing gene 11bSRY-box containing gene 11bregulation of transcription, DNA-dependentregulation of transcription, DNA-dependent--- --- DNA binding DNA binding 0.0041 1.83
Dr.9743.2.S1_a_at hmgb2 --- high-mobility group box 2Transcribed sequence with weak  similarity to protein ref:NP_002120.1 (H.sapiens)  high-mobility group regulation of transcription, DNA-dependent--- chromatin /// nucleus --- DNA binding --- 0.0317 1.82
Dr.4788.1.S1_at tax1bp3 --- Tax1 (human T-cell leukemia virus type I) binding protein 3MRNA similar to Tax interaction protein 1 (cDNA clone MGC:55513 IMAGE:2641805), complete cdsconvergent extension involved in axis elongation--- --- --- protein binding --- 0.0004 1.82
Dr.20131.1.S1_at crabp2a crabp2 cellular retinoic acid binding protein 2, acellular retinoic acid binding protein 2transport transport --- --- transporter activity /// binding /// lipid bindingtransporter activity /// binding /// lipid binding0.0305 1.81
Dr.25759.2.A1_a_at ak2 ak2 adenylate kinase 2 adenylate kinase 2 nucleobase, nucleoside, nucleotide and nucleic acid metabolic process--- --- --- --- adenylate kinase activity /// ATP binding /// phosphotransferase activity, phosphate group as acceptor0.0001 1.81
Dr.16296.1.S1_at LOC565189 --- hypothetical LOC565189 Transcribed sequences --- --- --- --- --- --- 0.0365 1.81
Dr.25140.2.S1_a_at icn /// zgc:171263 icn ictacalcin /// zgc:171263 ictacalcin --- --- --- --- calcium ion binding /// calcium ion bindingcalcium ion binding 0.0007 1.81
Dr.18825.1.S1_at LOC796252 --- hypothetical protein LOC796252Transcribed sequences --- --- --- --- --- --- 0.4150 1.81
Dr.1047.1.S1_at tyms tyms thymidylate synthase thymidylate synthase dTMP biosynthetic process /// dTMP biosynthetic process /// nucleotide biosynthetic processdTMP biosynthesis /// nucleotide biosynthesis--- --- thymidylate synthase activity /// thymidylate synthase activity /// methyltransferase activity /// transferase activity /// 5,10-methylenetetrahydrofolate-dependent methyltransferase activitythymidylate synthase activity /// methyltransferase activity /// transferase activity0.0039 1.81
Dr.9809.2.S1_at uhrf1 --- ubiquitin-like, containing PHD and RING finger domains, 1CDNA clone MGC:63539 IMAGE:3815965, complete cdsprotein modification process /// zinc ion transport /// organ regeneration--- --- --- protein binding /// zinc ion binding /// metal ion binding--- 0.0009 1.81
Dr.15991.1.S1_at LOC100000332 /// LOC569520--- hypothetical LOC569520 /// hypothetical protein LOC100000332Transcribed sequence with weak  similarity to protein pir:T29211 (C.elegans) T29211 hypothetical protein T20F5.6 - Caenorhabditis elegans--- --- --- --- --- --- 0.0282 1.79
Dr.2490.1.A1_at wu:fj66a01 zgc:66340 wu:fj66a01 wu:fb73e11 --- --- --- --- --- --- 0.0168 1.78
Dr.13635.1.S1_at nhp2l1 zgc:56265 NHP2 non-histone chromosome protein 2-like 1 (S. cerevisiae)sb:cb127 ribosome biogenesis and assemblyprotein biosynthesis ribonucleoprotein complexintracellular /// ribosome --- structural constituent of ribosome 0.0013 1.78
Dr.11310.2.S1_x_at tuba1 tuba1 tubulin, alpha 1 tubulin, alpha 1 microtubule-based process /// microtubule-based movement /// protein polymerizationmicrotubule-based movementmicrotubule /// protein complexmicrotubule nucleotide binding /// GTPase activity /// structural molecule activity /// GTP bindingstructural molecule activity 0.0089 1.78
Dr.6210.1.S1_at zgc:165343 --- zgc:165343 Transcribed sequence with weak  similarity to protein ref:NP_060528.1 (H.sapiens)  cartilage acidic protein 1; acidic secreted protein in cartilage; chondrocyte expressed protein 68 kDa CEP-68 [Homo sapiens]--- --- --- --- --- --- 0.0079 1.78
Dr.18287.1.S1_at cx43.4 cx43.4 connexin 43.4 connexin 43.4 cell communication cell communication membrane attack complex /// plasma membrane /// gap junction /// connexon complex /// membrane /// integral to membrane /// cell junctiongap junction /// connexon complex /// integral to membrane--- connexon channel activity 0.0005 1.78
Dr.2438.1.S1_at LOC792272 /// zgc:92530--- zgc:92530 /// hypothetical protein LOC792272Transcribed sequence with weak  similarity to protein ref:NP_057436.1 (H.sapiens)  carboxypeptidase A3 [Homo sapiens]proteolysis --- --- --- carboxypeptidase activity /// carboxypeptidase A activity /// zinc ion binding--- 0.1251 1.78
Dr.5351.1.A1_at MGC162200 --- hypothetical LOC558638 Transcribed sequences --- --- --- --- --- --- 0.0459 1.76
Dr.24758.2.S1_at marcks --- myristoylated alanine rich protein kinase C substrateCDNA clone IMAGE:2601723, partial cds--- --- --- --- calmodulin binding /// kinase activity--- 0.0002 1.74
Dr.19224.1.S1_at aldob aldob aldolase b, fructose-bisphosphatealdolase b, fructose-bisphosphateglycolysis /// metabolic processglycolysis --- --- catalytic activity /// fructose-bisphosphate aldolase activity /// lyase activityfructose-bisphosphate aldolase activity 0.0090 1.73
Dr.4376.1.S1_at npc2 npc2 Niemann-Pick disease, type C2Niemann-Pick disease, type C2negative regulation of signal transduction--- extracellular region /// signal recognition particle, endoplasmic reticulum targeting--- --- --- 0.0183 1.73
Dr.17438.1.S1_at LOC100006206 --- similar to TRAF2 binding proteinTranscribed sequences --- --- --- --- --- --- 0.0065 1.73
Dr.20778.1.S1_at zgc:103456 --- zgc:103456 Transcribed sequence with weak  similarity to protein pir:S14257 (H.sapiens) S14257 benzodiazepine receptor, peripheral-type - human--- --- integral to membrane --- --- --- 0.0008 1.73
Dr.7590.1.A1_at wu:fj68b05 --- wu:fj68b05 Transcribed sequences --- --- --- --- --- --- 0.0225 1.73
Dr.4878.1.S1_at LOC558130 --- hypothetical LOC558130 Transcribed sequence with strong similarity to protein sp:P00722 (E. coli) BGAL_ECOLI Beta-galactosidase --- --- --- --- --- --- 0.1276 1.73
Dr.12551.1.S1_at LOC569378 --- hypothetical LOC569378 Transcribed sequence with weak  similarity to protein ref:NP_068702.1 (H.sapiens)  phospholemman, isoform b precursor; FXYD domain-containing ion transport regulator 1 --- --- --- --- --- --- 0.0270 1.72
Dr.3502.1.S1_at cdkn1c --- cyclin-dependent kinase inhibitor 1C (p57, Kip2)Transcribed sequence with weak  similarity to protein sp:P49918 (H.sapiens) CDNC_HUMAN Cyclin-dependent kinase inhibitor 1C cell fate specification /// cell cycle arrest /// glial cell differentiation /// negative regulation of mitotic cell cycle--- nucleus --- cyclin-dependent protein kinase inhibitor activity /// kinase activity--- 0.0128 1.71
Dr.16014.1.S1_at zgc:101897 --- zgc:101897 Transcribed sequence with weak  similarity to protein pdb:1EEM (H.sapiens) A Chain A, Glutathione Transferase From Homo Sapiensmetabolic process --- cytoplasm --- glutathione transferase activity--- 0.0122 1.70
Dr.11147.1.S1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0719 1.70
Dr.24852.1.S1_at Slbp --- similar to stem-loop binding proteinCDNA clone IMAGE:5412740, partial cds--- --- --- --- --- --- 0.0027 1.70
Dr.14671.1.S1_at birc5a birc5a baculoviral IAP repeat-containing 5abaculoviral IAP repeat-containing 5Aangiogenesis /// anti-apoptosis /// blood vessel morphogenesisanti-apoptosis intracellular intracellular --- --- 0.0047 1.70
Dr.3337.1.S1_at zgc:111795 --- zgc:111795 Transcribed sequence with weak  similarity to protein ref:NP_498625.1 (C.elegans)  F08F8.4.p [Caenorhabditis elegans]DNA repair /// zinc ion transport /// cell cycle--- nucleus --- zinc ion binding /// acyltransferase activity /// transferase activity /// metal ion binding--- 0.0123 1.70
Dr.1320.1.S1_at nme2 nme2 non-metastatic cells 2, protein (NM23B) expressed innon-metastatic cells 2, protein (NM23B) expressed inGTP biosynthetic process /// UTP biosynthetic process /// CTP biosynthetic process /// nucleotide metabolic process /// pyrimidine ribonucleoside triphosphate biosynthetic processGTP biosynthesis /// UTP biosynthesis /// CTP biosynthesis--- --- nucleotide binding /// magnesium ion binding /// nucleoside diphosphate kinase activity /// ATP binding /// kinase activity /// transferase activity /// metal ion bindingnucleoside-diphosphate kinase activity /// ATP binding /// kinase activity0.0013 1.69
Dr.9210.2.S1_a_at LOC554736 /// zgc:73201zgc:73201 zgc:73201 /// hypothetical LOC554736wu:fc18b03 amino acid biosynthetic process /// methionine biosynthetic process /// nickel ion transport /// methionine salvage--- nucleus /// cytoplasm /// plasma membrane--- protein binding /// nickel ion binding /// oxidoreductase activity /// oxidoreductase activity /// oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen /// metal ion binding--- 0.0011 1.69
Dr.22685.1.A1_at zgc:91929 --- zgc:91929 Transcribed sequence protein amino acid dephosphorylation /// dephosphorylation--- --- --- protein tyrosine phosphatase activity /// protein tyrosine/serine/threonine phosphatase activity /// hydrolase activity /// phosphoric monoester hydrolase activity /// MAP kinase tyrosine/serine/threonine phosphatase activity--- 0.0073 1.68
Dr.18310.2.A1_at cry-dash zcry-dash cryptochrome DASH cryptochrome dash photoreactive repair /// DNA repair /// protein-chromophore linkage /// negative regulation of transcription, DNA-dependent--- --- --- damaged DNA binding /// deoxyribodipyrimidine photo-lyase activity /// DNA photolyase activity /// FAD binding--- 0.1063 1.67
Dr.15881.1.S1_at rbp1b rbp1b retinol binding protein 1b, cellularcellular retinol-binding protein type 1btransport --- --- --- transporter activity /// binding /// lipid binding--- 0.0269 1.67
Dr.5123.1.A1_at tjp2b --- tight junction protein 2b (zona occludens 2)Transcribed sequence with weak  similarity to protein pir:I54378 (H.sapiens) I54378 gene X104 protein - human--- --- --- --- protein binding --- 0.0057 1.67
Dr.4556.1.S1_at rpa2 rpa2 replication protein A2 replication protein A2 nucleotide-excision repairnucleotide-excision repair--- --- nucleic acid binding /// single-stranded DNA bindingnucleic acid binding /// single-stranded DNA binding0.0063 1.66
Dr.17331.1.A1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0784 1.66
Dr.25214.1.A1_at cyp24a1l --- cytochrome P450, family 24, subfamily A, polypeptide 1, likeTranscribed sequence with moderate similarity to protein pir:A47436 (H.sapiens) A47436 1,25-dihydroxyvitamin D3 24-hydroxylase electron transport /// heme biosynthetic process /// iron ion transport /// cellular iron ion homeostasis--- mitochondrion --- monooxygenase activity /// iron ion binding /// oxidoreductase activity /// heme binding /// metal ion binding--- 0.0922 1.65
Dr.11310.3.S1_at LOC573216 /// zgc:123298tuba1 similar to tubulin alpha /// zgc:123298tubulin, alpha 1 microtubule-based process /// microtubule-based movement /// protein polymerizationmicrotubule-based movementmicrotubule /// protein complexmicrotubule nucleotide binding /// GTPase activity /// structural molecule activity /// GTP bindingstructural molecule activity 0.0357 1.65
Dr.737.1.A1_at junbl wu:fj44e11 jun B proto-oncogene, likewu:fj44e11 regulation of transcription, DNA-dependent--- nucleus --- DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activity--- 0.0460 1.65
Dr.24858.1.S1_at LOC100003788 /// zgc:110540--- zgc:110540 /// similar to deoxycytidine kinase 2Transcribed sequence with weak  similarity to protein pir:A38585 (H.sapiens) A38585 deoxycytidine kinase nucleobase, nucleoside, nucleotide and nucleic acid metabolic process--- --- --- deoxycytidine kinase activity /// ATP binding /// kinase activity /// transferase activity /// phosphotransferase activity, alcohol group as acceptor--- 0.0075 1.65
Dr.9659.1.S1_at gng5 --- guanine nucleotide binding protein (G protein), gamma 5Clone RK133A4G08 guanine nucleotide binding protein gamma 5 (GNG5) mRNA, complete cdsnucleosome assembly /// G-protein coupled receptor protein signaling pathway--- nucleosome /// nucleus /// chromosome /// heterotrimeric G-protein complex--- DNA binding /// signal transducer activity--- 0.0003 1.63
Dr.25190.1.S1_at ccna2 ccna2 cyclin A2 cyclin A2 cell cycle /// cell division regulation of cell cycle /// cytokinesis /// cell cyclenucleus nucleus --- --- 0.0349 1.63
Dr.26405.1.S1_at sdc4l --- syndecan 4 like Transcribed sequence with moderate similarity to protein pir:A41618 (H.sapiens) A41618 DNA-directed DNA polymerase cell adhesion /// negative regulation of signal transduction--- signal recognition particle, endoplasmic reticulum targeting /// membrane--- cytoskeletal protein binding--- 0.0118 1.62
Dr.683.1.A1_at wu:fa17f05 --- wu:fa17f05 Transcribed sequences --- --- --- --- --- --- 0.0869 1.62
Dr.17450.1.A1_at zgc:63663 zgc:63663 zgc:63663 hypothetical protein MGC63663--- --- --- --- nucleotide binding /// ATP binding--- 0.0362 1.62
Dr.25714.1.A1_at ctssb.2 zgc:66318 cathepsin S, b.2 hypothetical protein MGC66318proteolysis purine nucleotide biosynthesis--- --- cysteine-type endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activityadenylosuccinate synthase activity /// GTP binding0.0297 1.62
Dr.955.1.A1_at LOC562529 --- hypothetical LOC562529 Transcribed sequence with moderate similarity to protein pir:A37098 (H.sapiens) A37098 gelation factor ABP-280, long form - human--- --- --- --- --- --- 0.0255 1.61
Dr.7105.1.S1_at arpc1b --- actin related protein 2/3 complex, subunit 1BCDNA clone MGC:64056 IMAGE:6793975, complete cds--- --- --- --- --- --- 0.0154 1.61
Dr.1077.1.S1_at zgc:153129 --- zgc:153129 Transcribed sequence with weak  similarity to protein sp:P04080 (H.sapiens) CYTB_HUMAN Cystatin B --- --- intracellular --- endopeptidase inhibitor activity /// cysteine protease inhibitor activity--- 0.0153 1.60
Dr.14161.1.S1_at LOC562246 --- similar to chemokine CXC-like proteinTranscribed sequence with weak  similarity to protein pir:S46198 (R.norvegicus) S46198 cytokine-induced neutrophil chemoattractant 2 - rat--- --- --- --- --- --- 0.0989 1.60
Dr.17141.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0023 1.59
Dr.12552.1.S1_at crabp1a crabp1 cellular retinoic acid binding protein 1acellular retinoic acid binding protein 1transport transport --- --- transporter activity /// binding /// lipid bindingtransporter activity /// binding /// lipid binding0.0078 1.58
Dr.982.1.S1_at tmem49 wu:fb05d08 transmembrane protein 49wu:fb05d08 --- --- membrane attack complex /// endoplasmic reticulum /// ER-Golgi intermediate compartment /// Golgi apparatus /// membrane /// integral to membrane--- --- --- 0.0338 1.58
Dr.1691.6.A1_at LOC554742 rrm2 similar to Family with sequence similarity 60, member A, likeribonucleotide reductase M2 polypeptide--- DNA replication /// deoxyribonucleoside diphosphate metabolism--- --- --- ribonucleoside-diphosphate reductase activity /// oxidoreductase activity0.0071 1.58
Dr.9617.1.A1_at zgc:77038 --- zgc:77038 CDNA clone MGC:77038 IMAGE:6959757, complete cdsubiquitin cycle /// intracellular signaling cascade--- --- --- protein binding --- 0.0982 1.57
Dr.17357.1.A1_at h2afx zgc:56329 H2A histone family, member Xsimilar to H2A histone family, member XDNA repair /// DNA recombination /// nucleosome assembly /// response to DNA damage stimulus /// cell cycle /// meiosisnucleosome assembly /// chromosome organization and biogenesis (sensu Eukarya)nucleosome /// nucleus /// chromosomenucleosome /// nucleus DNA binding DNA binding 0.0079 1.56
Dr.6401.1.S1_at LOC794601 --- hypothetical protein LOC794601Transcribed sequences --- --- --- --- --- --- 0.0695 1.56
Dr.804.1.S1_at sae1 --- SUMO1 activating enzyme subunit 1#####################protein modification process /// ubiquitin cycle /// metabolic process--- nucleus --- catalytic activity /// binding /// small protein activating enzyme activity /// ligase activity--- 0.0437 1.56
Dr.4759.1.S1_at ifi30 --- interferon gamma inducible protein 30Transcribed sequence with weak  similarity to protein sp:P13284 (H.sapiens) GILT_HUMAN Gamma-interferon inducible lysosomal thiol reductase precursor --- --- --- --- --- --- 0.0307 1.56
Dr.25291.1.S1_at LOC792781 --- hypothetical protein LOC792781D93 mRNA, 3'UTR, partial sequence--- --- --- --- --- --- 0.0028 1.55
Dr.20115.1.S1_at cfl1 --- cofilin 1 (non-muscle) MRNA similar to cofilin 1 (cDNA clone MGC:56501 IMAGE:5777436), complete cds--- --- intracellular --- actin binding --- 0.1030 1.54
Dr.21051.1.S1_at zgc:56310 zgc:56310 zgc:56310 similar to replication protein A3, 14kDa--- --- --- --- --- nucleic acid binding 0.0085 1.54
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Dr.11384.1.A1_at LOC795119 --- hypothetical protein LOC795119Transcribed sequence with weak  similarity to protein pir:T46271 (H.sapiens) T46271 hypothetical protein DKFZp564P1263.1 - human--- --- --- --- --- --- 0.0065 1.54
Dr.26511.1.S1_at LOC556820 /// zgc:136591zgc:56640 hypothetical LOC556820 /// zgc:136591wu:fa93d05 translation protein biosynthesis intracellular /// ribosome intracellular /// ribosome structural constituent of ribosomestructural constituent of ribosome 0.0041 1.53
Dr.12080.1.A1_at LOC100001628 --- similar to LOC443705 proteinTranscribed sequence with weak  similarity to protein pir:B32688 (H.sapiens) B32688 beta-galactosidase-related protein - human--- --- --- --- --- --- 0.0026 1.53
Dr.25182.2.S1_at zgc:101026 be1 zgc:101026 embryonic 1 beta-globin (bE1)cell cycle --- --- --- cyclin-dependent protein kinase regulator activity--- 0.0602 1.53
Dr.23788.2.A1_at rplp2l gstp1 ribosomal protein, large P2, likeglutathione S-transferase pitranslational elongation metabolism intracellular /// ribosome --- structural constituent of ribosomeglutathione transferase activity /// transferase activity0.0021 1.52
Dr.20029.1.A1_at LOC796294 /// tfpia tfpia tissue factor pathway inhibitor a /// similar to Tfpib proteintissue factor pathway inhibitor ablood coagulation blood coagulation extracellular region extracellular serine-type endopeptidase inhibitor activity /// protease inhibitor activityserine-type endopeptidase inhibitor activity /// protease inhibitor activity0.0693 1.51
Dr.820.1.A1_at tnfrsf21 --- tumor necrosis factor receptor superfamily, member 21Transcribed sequences signal transduction --- --- --- receptor activity /// protein binding--- 0.1804 1.51
Dr.7103.1.S1_at id3 id3 inhibitor of DNA binding 3inhibitor of DNA binding 3 regulation of transcription--- nucleus --- transcription regulator activity--- 0.0282 1.51
Dr.14041.1.S1_at c1qc --- complement component 1, q subcomponent, C chainTranscribed sequence with weak  similarity to protein pir:C1HUQC (H.sapiens) C1HUQC complement subcomponent C1q chain C precursor - humanphosphate transport /// collagen catabolic process--- cytoplasm --- --- --- 0.0626 1.51
Dr.4867.1.A1_at LOC793231 --- similar to beta-microseminoproteinTranscribed sequences --- --- --- --- --- --- 0.1726 1.51
Dr.297.1.S1_at ssr3 zgc:56300 signal sequence receptor, gammawu:fb01d07 cotranslational protein targeting to membrane--- translocon complex /// integral to endoplasmic reticulum membrane--- receptor activity receptor activity 0.0010 1.50
Dr.5578.2.S1_a_at odc1 odc1 ornithine decarboxylase 1ornithine decarboxylase 1 polyamine biosynthetic process--- --- --- catalytic activity catalytic activity 0.0068 1.50
Dr.808.1.S1_at h2afza H2AV histone 2A family member ZAsimilar to H2A histone family, member Vnucleosome assembly --- nucleosome /// nucleus /// chromosome--- DNA binding --- 0.0028 1.49
Dr.5476.1.A1_at si:ch211-51e12.5 --- si:ch211-51e12.5 Transcribed sequences intracellular signaling cascade--- --- --- --- --- 0.1932 1.49
Dr.18661.1.A1_at LOC564023 --- similar to CG6282-PA, isoform ATranscribed sequence with weak  similarity to protein ref:NP_565068.1 (A.thaliana)  expressed protein [Arabidopsis thaliana]lipid metabolic process --- cytoplasm /// integral to membrane--- oxidoreductase activity, acting on the CH-CH group of donors--- 0.0097 1.49
Dr.22408.1.A1_at zgc:153950 --- zgc:153950 Transcribed sequences --- --- membrane attack complex /// membrane /// integral to membrane--- --- --- 0.0112 1.49
Dr.8587.1.A2_at igfbp1 igfbp1 insulin-like growth factor binding protein 1insulin-like growth factor binding protein 1regulation of cell growth /// response to hypoxia /// negative regulation of cell proliferationregulation of cell growth /// cell growth and/or maintenanceextracellular region extracellular insulin-like growth factor bindinginsulin-like growth factor binding 0.0165 1.48
Dr.11425.1.S1_at psat1 zgc:55738 phosphoserine aminotransferase 1wu:fi15b02 L-serine biosynthetic process /// metabolic process /// amino acid biosynthetic processL-serine biosynthesis /// metabolism--- --- catalytic activity /// transaminase activity /// transferase activity /// pyridoxal phosphate bindingtransaminase activity /// transferase activity0.0291 1.48
Dr.5399.1.S1_at zgc:91854 --- zgc:91854 Transcribed sequence with weak  similarity to protein pdb:1HDO (H.sapiens) A Chain A, Human Biliverdin Ix Beta Reductase: Nadp Complexmetabolic process --- --- --- catalytic activity /// binding--- 0.0059 1.48
Dr.3374.2.S1_at ctsba --- cathepsin B, a CDNA clone MGC:65809 IMAGE:6792339, complete cdsproteolysis /// regulation of catalytic activity--- --- --- cysteine-type endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activity--- 0.0042 1.48
Dr.5040.1.S1_at cyb5a --- cytochrome b5 type A (microsomal)CDNA clone MGC:64123 IMAGE:6795485, complete cdsheme biosynthetic process /// iron ion transport /// cellular iron ion homeostasis--- --- --- iron ion binding /// heme binding /// metal ion binding /// transition metal ion binding--- 0.0143 1.48
Dr.12775.1.A1_at zgc:73226 nip2 zgc:73226 BCL2/adenovirus E1b 19 kDa interacting protein 2positive regulation of apoptosis--- mitochondrial envelope /// integral to membrane--- --- --- 0.0217 1.47
Dr.21056.1.S1_at zgc:77734 zgc:56108 zgc:77734 wu:fb63e10 --- --- --- --- acyl-CoA binding /// bindingacyl-CoA binding 0.0027 1.47
Dr.9654.1.A1_at ppia wu:fb15a05 peptidylprolyl isomerase A (cyclophilin A)wu:fb15a05 protein folding protein folding --- --- peptidyl-prolyl cis-trans isomerase activity /// isomerase activityisomerase activity 0.0434 1.47
Dr.9329.1.S1_at LOC561168 /// zgc:153350--- hypothetical LOC561168 /// zgc:153350Transcribed sequence with weak  similarity to protein pir:T22416 (C.elegans) T22416 hypothetical protein F49C12.12 - Caenorhabditis elegans--- --- --- --- --- --- 0.0026 1.46
Dr.2291.1.S1_at mcm2 mcm2 MCM2 minichromosome maintenance deficient 2, mitotin (S. cerevisiae)MCM2 minichromosome maintenance deficient 2, mitotin (S. cerevisiae)DNA replication initiation DNA replication initiation nucleus nucleus nucleotide binding /// DNA binding /// ATP binding /// DNA-dependent ATPase activityDNA binding /// ATP binding /// DNA-dependent ATPase activity0.0498 1.46
Dr.23441.1.S1_at LOC791831 /// zgc:85644--- zgc:85644 /// hypothetical protein LOC791831CDNA clone MGC:85644 IMAGE:6805626, complete cds--- --- --- --- --- --- 0.0524 1.45
Dr.18349.1.A1_at LOC558047 /// zgc:66026zgc:66026 zgc:66026 /// hypothetical LOC558047N-acylsphingosine amidohydrolase--- --- --- --- --- --- 0.1826 1.45
Dr.25673.1.S1_at cdc25 mdkb cdc25 midkine-related growth factor bM phase of mitotic cell cycle /// protein amino acid dephosphorylationbrain development /// secretory pathwayintracellular extracellular protein tyrosine phosphatase activitygrowth factor activity 0.0495 1.45
Dr.23911.1.A1_at LOC100000090 /// slc20a1a--- solute carrier family 20, member 1a /// similar to Solute carrier family 20, member 1aCDNA clone MGC:85672 IMAGE:6960715, complete cdstransport /// phosphate transport--- membrane attack complex /// membrane /// integral to membrane--- inorganic phosphate transmembrane transporter activity /// symporter activity--- 0.1636 1.45
Dr.9743.1.S1_at hmgb2 --- high-mobility group box 2Transcribed sequence with weak  similarity to protein ref:NP_002120.1 (H.sapiens)  high-mobility group regulation of transcription, DNA-dependent--- chromatin /// nucleus --- DNA binding --- 0.0122 1.44
Dr.973.1.S1_at LOC559276 --- similar to AHNAK nucleoprotein isoform 1Transcribed sequence with weak  similarity to protein pir:A45259 (H.sapiens) A45259 desmoyokin - human --- --- --- --- protein binding --- 0.0595 1.44
Dr.8109.1.S1_at lcp1 lcp1 lymphocyte cytosolic plastin 1lymphocyte cytosolic plastin 1calcium ion transport --- cytoplasm --- actin binding /// calcium channel activity /// calcium ion binding /// calcium channel inhibitor activity /// metal ion bindingactin binding 0.1213 1.44
Dr.19532.1.A1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0091 1.43
Dr.4042.1.A1_at LOC799242 /// zgc:158367--- zgc:158367 /// hypothetical protein LOC799242Transcribed sequence with weak  similarity to protein ref:NP_061130.1 (H.sapiens)  papillomavirus regulatory factor PRF-1 [Homo sapiens]--- --- intracellular --- nucleic acid binding /// zinc ion binding--- 0.0501 1.43
Dr.20555.1.S2_s_at anx /// anxa5 anxa5 annexin /// annexin A5 annexin A5 calcium ion transport /// negative regulation of coagulation--- cytoplasm cytoplasm calcium channel activity /// calcium ion binding /// calcium-dependent phospholipid binding /// calcium channel inhibitor activitycalcium ion binding /// calcium-dependent phospholipid binding0.0429 1.42
Dr.1400.1.S1_at zgc:77702 zgc:77702 zgc:77702 hypothetical protein MGC77702translation --- intracellular /// ribosome --- structural constituent of ribosome--- 0.0017 1.42
Dr.23829.1.A1_at --- --- --- --- carbohydrate transport --- membrane /// integral to membrane--- transporter activity /// sugar:hydrogen ion symporter activity--- 0.0174 1.41
Dr.3407.1.A1_at LOC567110 --- similar to Col9a3-prov proteinCDNA clone IMAGE:6970109, partial cds--- --- --- --- --- --- 0.1307 1.41
Dr.4416.3.A1_at tubb5 tubb5 Tubulin, beta 5 tubulin, beta 5 microtubule-based process /// microtubule-based movement /// protein polymerizationmicrotubule-based movementcytoplasm /// cytoskeleton /// microtubule /// protein complexmicrotubule nucleotide binding /// GTPase activity /// structural molecule activity /// structural molecule activity /// GTP bindingstructural molecule activity 0.0164 1.40
Dr.5410.1.A1_at ugt1aa --- UDP glucuronosyltransferase 1 family a, aTranscribed sequences metabolic process --- --- --- transferase activity /// transferase activity, transferring glycosyl groups /// transferase activity, transferring hexosyl groups--- 0.0912 1.40
Dr.20052.1.S1_at LOC100001907 /// LOC799801 /// ppib--- peptidylprolyl isomerase B (cyclophilin B) /// similar to Ppib proteinCDNA clone MGC:73214 IMAGE:4790964, complete cdsprotein folding --- --- --- peptidyl-prolyl cis-trans isomerase activity /// isomerase activity--- 0.0040 1.40
Dr.15059.1.S1_at zgc:56567 --- zgc:56567 MRNA similar to elongation of very long chain fatty acids (FEN1/Elo2, SUR4/Elo3, yeast)-like 1 (cDNA clone MGC:56567 IMAGE:5914824), complete cds--- --- integral to membrane --- --- --- 0.1818 1.40
Dr.781.1.S1_at mibp2 mibp2 muscle-specific beta 1 integrin binding protein 2muscle-specific beta 1 integrin binding protein 2integrin-mediated signaling pathwayintegrin-mediated signaling pathway--- --- uridine kinase activity /// ATP binding /// transferase activity /// phosphotransferase activity, alcohol group as acceptoruridine kinase activity /// ATP binding 0.0022 1.40
Dr.3211.1.A1_at LOC571720 --- similar to kainate receptor alpha subunitTranscribed sequence with weak  similarity to protein pir:I58178 (H.sapiens) I58178 glutamate receptor - human--- --- --- --- --- --- 0.0074 1.40
Dr.15783.1.S1_at zgc:92630 --- zgc:92630 Transcribed sequence with weak  similarity to protein ref:NP_077284.1 (H.sapiens)  hypothetical protein MGC4172 [Homo sapiens]metabolic process --- --- --- catalytic activity /// binding /// oxidoreductase activity--- 0.0136 1.40
Dr.16564.1.S1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0120 1.39
Dr.784.1.S1_at mcm3 mcm3 MCM3 minichromosome maintenance deficient 3 (S. cerevisiae)MCM3 minichromosome maintenance deficient 3 (S. cerevisiae)DNA replication initiation DNA replication initiation nucleus nucleus nucleotide binding /// DNA binding /// ATP binding /// DNA-dependent ATPase activity /// nucleoside-triphosphatase activityDNA binding /// ATP binding /// DNA-dependent ATPase activity0.0140 1.39
Dr.5589.1.S1_at zgc:86726 --- zgc:86726 Transcribed sequence with moderate similarity to protein sp:Q15836 (H.sapiens) VAM3_HUMAN Vesicle-associated membrane protein 3 vesicle-mediated transport--- membrane attack complex /// membrane /// integral to membrane--- --- --- 0.0059 1.39
Dr.11718.1.S1_at zgc:123333 --- zgc:123333 Transcribed sequence with weak  similarity to protein pir:A35485 (H.sapiens) A35485 alpha-N-acetylgalactosaminidase carbohydrate metabolic process /// metabolic process--- --- --- catalytic activity /// hydrolase activity, hydrolyzing O-glycosyl compounds--- 0.0594 1.39
Dr.358.1.A1_at tspan7 --- tetraspanin 7 CDNA clone MGC:63823 IMAGE:3816373, complete cds--- --- membrane attack complex /// membrane /// integral to membrane--- --- --- 0.0138 1.39
Dr.1372.1.S1_at krt18 krt18 keratin 18 keratin 18 --- --- intermediate filament intermediate filament structural molecule activitystructural molecule activity 0.3374 1.39
Dr.14213.1.A1_at --- --- Transcribed locus, strongly similar to NP_001076421.1 si:ch211-221n23.1 [Danio rerio]Transcribed sequences --- --- --- --- --- --- 0.0590 1.38
Dr.16685.1.S1_at LOC100004443 /// LOC100007865 /// zgc:92656--- zgc:92656 /// hypothetical protein LOC100004443 /// hypothetical protein LOC100007865Transcribed sequence with moderate similarity to protein ref:NP_064574.1 (H.sapiens)  DC6 protein [Homo sapiens]--- --- --- --- --- --- 0.0009 1.38
Dr.6804.1.A1_at LOC565636 /// LOC793442--- similar to g-RICH MRNA for hypothetical protein, clone sd50--- --- --- --- --- --- 0.0692 1.37
Dr.21921.1.A1_at zgc:103654 --- zgc:103654 Transcribed sequence with weak  similarity to protein ref:NP_065956.1 (H.sapiens)  PAN2 protein [Homo sapiens]metabolic process --- --- --- catalytic activity /// binding /// oxidoreductase activity--- 0.0225 1.37
Dr.1280.1.A1_at cebpd cebpd CCAAT/enhancer binding protein (C/EBP), deltaCCAAT/enhancer binding protein (C/EBP), deltaregulation of transcription, DNA-dependentregulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activityDNA binding 0.1597 1.37
Dr.1116.1.S1_at LOC100007066 /// si:dkey-78d16.1--- si:dkey-78d16.1 /// hypothetical protein LOC100007066Transcribed sequence with weak  similarity to protein ref:NP_065723.1 (H.sapiens)  S100-type calcium binding protein A14 [Homo sapiens]--- --- --- --- calcium ion binding --- 0.2110 1.37
Dr.24562.1.S1_a_at LOC799075 /// mvp mvp major vault protein /// similar to Major vault proteinmajor vault protein --- --- cytoplasm /// ribonucleoprotein complex--- --- --- 0.1415 1.36
Dr.17325.1.S1_at zgc:56530 zgc:56530 zgc:56530 similar to cystatin B (stefin B)--- --- intracellular intracellular endopeptidase inhibitor activity /// cysteine protease inhibitor activityendopeptidase inhibitor activity /// cysteine protease inhibitor activity0.1712 1.36
Dr.1348.1.S1_at pcna pcna proliferating cell nuclear antigenproliferating cell nuclear antigenDNA replication /// regulation of DNA replication /// response to stress /// response to bacteriumDNA replication /// regulation of DNA replicationnucleus /// nucleus /// PCNA complexnucleus /// delta-DNA polymerase cofactor complexDNA binding /// DNA polymerase processivity factor activityDNA binding /// DNA polymerase processivity factor activity0.0010 1.36
Dr.20805.1.S1_at bzw1l --- basic leucine zipper and W2 domains 1, likeMRNA similar to basic leucine zipper and W2 domains 1 (cDNA clone MGC:55457 IMAGE:2639878), complete cdstranscription /// transcription termination /// regulation of transcription, DNA-dependent /// regulation of translational initiation /// transcription antitermination--- --- --- translation initiation factor activity /// binding--- 0.1990 1.36
Dr.26392.1.A1_at sdc4l --- syndecan 4 like Transcribed sequence with moderate similarity to protein pir:A41618 (H.sapiens) A41618 DNA-directed DNA polymerase cell adhesion /// negative regulation of signal transduction--- signal recognition particle, endoplasmic reticulum targeting /// membrane--- cytoskeletal protein binding--- 0.0970 1.35
Dr.8198.1.A1_at LOC791823 krml2 hypothetical protein LOC791823Kreisler (mouse) maf-related leucine zipper homolog 2regulation of transcription, DNA-dependent /// regulation of transcriptionregulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activityDNA binding 0.3529 1.35
Dr.9515.1.A1_at coro1a coro1a coronin, actin binding protein, 1Acoronin, actin binding protein, 1A--- --- --- --- --- --- 0.1418 1.35
Dr.20170.1.S1_at dad1 --- defender against cell death 1CDNA clone MGC:66204 IMAGE:5914323, complete cds--- --- --- --- --- --- 0.0679 1.34
Dr.3342.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0900 1.34
Dr.5005.2.S1_at wu:fb95e12 --- wu:fb95e12 Transcribed sequence with weak  similarity to protein pir:T43476 (H.sapiens) T43476 hypothetical protein DKFZp434H052.1 - human--- --- --- --- --- --- 0.0288 1.33
Dr.9110.1.A1_at LOC100003688 /// LOC567253--- hypothetical LOC567253 /// hypothetical protein LOC100003688Transcribed sequence with moderate similarity to protein ref:NP_036200.2 (H.sapiens)  activating transcription factor 5 [Homo sapiens]--- --- --- --- --- --- 0.0405 1.33
Dr.4828.2.A1_at arf1 arf1 ADP-ribosylation factor 1ADP-ribosylation factor 1 small GTPase mediated signal transductionsmall GTPase mediated signal transductionintracellular --- nucleotide binding /// GTP bindingGTP binding 0.0664 1.32
Dr.7311.1.S1_at gnl3 --- guanine nucleotide binding protein-like 3 (nucleolar)Transcribed sequence with weak  similarity to protein ref:NP_055181.1 (H.sapiens)  putative nucleotide binding protein, estradiol-induced [Homo sapiens]regulation of cell proliferation--- intracellular /// nucleus /// nucleus /// nucleolus--- nucleotide binding /// protein binding /// GTP binding /// GTP binding--- 0.2587 1.32
Dr.12699.1.S1_at wu:fc44b02 --- wu:fc44b02 Transcribed sequences --- --- --- --- --- --- 0.0606 1.32
Dr.828.1.A1_at zgc:77115 --- zgc:77115 CDNA clone MGC:77115 IMAGE:6960739, complete cdscell cycle /// mitosis /// cell division--- nucleus --- --- --- 0.0080 1.32
Dr.880.1.A1_at ltb4dh --- leukotriene B4 12-hydroxydehydrogenaseTranscribed sequence with weak  similarity to protein pir:PN0448 (H.sapiens) PN0448 zeta-crystallin / quinone reductase metabolic process --- --- --- catalytic activity /// binding /// zinc ion binding /// oxidoreductase activity--- 0.1477 1.32
Dr.4796.1.A1_at casp3a --- caspase 3, apoptosis-related cysteine protease aTranscribed sequences proteolysis /// apoptosis /// response to chemical stimulus /// positive regulation of apoptosis--- --- --- endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activity /// caspase activity /// caspase activity--- 0.1458 1.32
Dr.20010.4.S1_at cdca8l --- cell division cycle associated 8-likeTranscribed sequence with weak  similarity to protein ref:NP_060571.1 (H.sapiens)  hypothetical protein FLJ10468 [Homo sapiens]cell cycle /// mitosis /// cell division--- chromosome, pericentric region /// nucleus /// chromosome--- --- --- 0.1183 1.32
Dr.8587.1.A1_at igfbp1 igfbp1 insulin-like growth factor binding protein 1insulin-like growth factor binding protein 1regulation of cell growth /// response to hypoxia /// negative regulation of cell proliferationregulation of cell growth /// cell growth and/or maintenanceextracellular region extracellular insulin-like growth factor bindinginsulin-like growth factor binding 0.3094 1.32
Dr.9616.1.A1_at wu:fj94h02 --- wu:fj94h02 Transcribed sequences --- --- --- --- --- --- 0.1142 1.31
Dr.3123.1.A1_at zfand5a --- zinc finger, AN1-type domain 5aCDNA clone MGC:73363 IMAGE:4144947, complete cdszinc ion transport --- --- --- DNA binding /// zinc ion binding /// metal ion binding--- 0.0455 1.31
Dr.7171.1.S1_at gpt2 GPT2 glutamic pyruvate transaminase (alanine aminotransferase) 2similar to glutamic pyruvate transaminase (alanine aminotransferase) 2biosynthetic process --- --- --- catalytic activity /// alanine transaminase activity /// transaminase activity /// transferase activity /// transferase activity, transferring nitrogenous groups /// pyridoxal phosphate binding--- 0.3964 1.30
Dr.5372.9.S1_s_at her4.2 --- hairy-related 4.2 MRNA similar to hairy and enhancer of split 5 (Drosophila) (cDNA clone MGC:55218 IMAGE:5916019), complete cdssomite specification /// regulation of transcription, DNA-dependent /// Notch signaling pathway /// anterior/posterior pattern formation /// regulation of transcription--- nucleus --- DNA binding /// double-stranded DNA binding /// transcription regulator activity--- 0.1117 1.30
Dr.2813.1.S1_at zgc:55461 --- zgc:55461 CDNA clone MGC:55461 IMAGE:2639939, complete cdsmicrotubule-based process /// microtubule-based movement /// protein polymerization--- cytoplasm /// microtubule /// protein complex--- nucleotide binding /// GTPase activity /// structural molecule activity /// GTP binding--- 0.2003 1.30
Dr.7590.2.S1_at wu:fj68b05 --- Wu:fj68b05 Transcribed sequences --- --- --- --- --- --- 0.5774 1.30
Dr.144.1.A1_at wu:fb79b02 --- wu:fb79b02 Transcribed sequences --- --- --- --- --- --- 0.1720 1.29
Dr.7340.1.A1_at slc16a9a zgc:64089 solute carrier family 16 (monocarboxylic acid transporters), member 9ahypothetical protein MGC64089transport transport integral to membrane integral to membrane transporter activity transporter activity 0.0368 1.29
Dr.10639.1.S1_at LOC100002041 /// scinla gsn scinderin like a /// similar to Gsnl1 proteingelsolin (amyloidosis, Finnish type)eye development /// brain development /// dorsal/ventral pattern formation--- --- --- actin binding actin binding 0.5393 1.29
Dr.5186.1.A1_at si:dkey-222f8.3 --- si:dkey-222f8.3 Transcribed sequence with weak  similarity to protein pir:A34614 (H.sapiens) A34614 placental protein 11 precursor - human--- --- --- --- --- --- 0.3008 1.29
Dr.10201.1.S1_at sepw1 sepw1 selenoprotein W, 1 selenoprotein W, 1 cell redox homeostasis --- --- --- selenium binding --- 0.0185 1.28
Dr.20538.1.A1_at LOC554736 /// zgc:73201zgc:73201 zgc:73201 /// hypothetical LOC554736wu:fc18b03 amino acid biosynthetic process /// methionine biosynthetic process /// nickel ion transport /// methionine salvage--- nucleus /// cytoplasm /// plasma membrane--- protein binding /// nickel ion binding /// oxidoreductase activity /// oxidoreductase activity /// oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen /// metal ion binding--- 0.2230 1.28
Dr.17446.1.S1_at phf5a phf5a PHD finger protein 5A PHD finger protein 5A --- --- --- --- --- --- 0.3919 1.28
Dr.14988.1.S1_at snrpd3l --- small nuclear ribonucleoprotein D3 polypeptide, likeTranscribed sequence with strong similarity to protein sp:P43331 (H.sapiens) SMD3_HUMAN Small nuclear ribonucleoprotein Sm D3 mRNA metabolic process--- ribonucleoprotein complex--- nucleic acid binding --- 0.0173 1.28
Dr.3763.1.S1_at lima1 eplin LIM domain and actin binding 1epithelial protein lost in neoplasmzinc ion transport --- --- --- zinc ion binding /// metal ion binding--- 0.0428 1.28
Dr.2536.1.S1_at itm2bl --- integral membrane protein 2B, likeCDNA clone MGC:64142 IMAGE:6796961, complete cds--- --- --- --- --- --- 0.2388 1.28
Dr.24146.1.S1_at slc16a9b --- solute carrier family 16 (monocarboxylic acid transporters), member 9bTranscribed sequences transport --- integral to membrane --- transporter activity --- 0.0542 1.28
Dr.6332.1.S1_at eif3h --- eukaryotic translation initiation factor 3, subunit HTranscribed sequence with moderate similarity to protein ref:NP_003747.1 (H.sapiens)  eukaryotic translation initiation factor 3, subunit 3 --- --- --- --- translation initiation factor activity--- 0.0580 1.27
Dr.14477.1.S1_at ssr4 --- signal sequence receptor, deltaTranscribed sequence with moderate similarity to protein sp:P51571 (H.sapiens) SSRD_HUMAN Translocon-associated protein, delta subunit precursor --- --- endoplasmic reticulum /// integral to membrane--- receptor activity --- 0.0159 1.27
Dr.5802.1.S1_at LOC563410 --- hypothetical LOC563410 Transcribed sequence with weak  similarity to protein ref:NP_068364.1 (M.musculus)  lymphocyte antigen 116 [Mus musculus]--- --- --- --- --- --- 0.1723 1.27
Dr.16174.1.A1_at --- --- Transcribed locus Transcribed sequence with moderate similarity to protein pir:I59602 (H.sapiens) I59602 GC box binding protein - human--- --- --- --- --- --- 0.6519 1.27
Dr.6581.1.A1_at zgc:63587 zgc:63587 zgc:63587 hypothetical protein MGC63587cell cycle cell cycle --- --- nucleotide binding /// GTP bindingGTP binding 0.0586 1.27
Dr.1081.1.S1_at eef1b2 zgc:56277 eukaryotic translation elongation factor 1 beta 2wu:fj06d02 translation /// translational elongationtranslational elongation eukaryotic translation elongation factor 1 complexeukaryotic translation elongation factor 1 complextranslation elongation factor activitytranslation elongation factor activity 0.0288 1.27
Dr.3422.1.S1_at LOC564334 --- similar to LOC496019 proteinTranscribed sequence with weak  similarity to protein sp:O60637 (H.sapiens) T4S8_HUMAN Transmembrane 4 superfamily, member 8 --- --- --- --- --- --- 0.1192 1.27
Dr.20822.1.S1_at rab13 rab13 RAB13, member RAS oncogene familyRAB13, member RAS oncogene familyregulation of transcription, DNA-dependent /// small GTPase mediated signal transduction /// protein transporttwo-component signal transduction system (phosphorelay) /// regulation of transcription, DNA-dependent /// small GTPase mediated signal transduction /// protein transportintracellular --- nucleotide binding /// ATP binding /// GTP binding /// transcription factor bindingDNA binding /// GTP binding 0.2108 1.26
Dr.914.1.A1_a_at irf11 /// LOC792160 IRF1 interferon regulatory factor 11 /// hypothetical protein LOC792160interferon regulatory factor 1regulation of transcription, DNA-dependent--- nucleus --- transcription factor activity--- 0.1709 1.26
Dr.541.1.S1_at id1 id6 inhibitor of DNA binding 1inhibitor of DNA binding 6 regulation of transcription--- nucleus --- DNA binding /// transcription regulator activity--- 0.0594 1.26
Dr.1202.2.S1_at rps12 zgc:73055 ribosomal protein S12 wu:fa95a02 translation --- intracellular /// ribosome /// ribonucleoprotein complex--- structural constituent of ribosome--- 0.0049 1.26
Dr.11651.1.S1_at mcm5 mcm5 MCM5 minichromosome maintenance deficient 5 (S. cerevisiae)MCM5 minichromosome maintenance deficient 5 (S. cerevisiae)mitotic cell cycle /// DNA replication initiation /// negative regulation of apoptosisDNA replication initiation nucleus nucleus nucleotide binding /// DNA binding /// ATP binding /// DNA-dependent ATPase activityDNA binding /// ATP binding /// DNA-dependent ATPase activity0.0810 1.25
Dr.126.1.A1_at wu:fb12h08 --- wu:fb12h08 Transcribed sequences --- --- --- --- --- --- 0.2234 1.25
Dr.473.1.S1_at inhbb inhbb inhibin, beta B inhibin, beta B oocyte differentiation /// growthelectron transport /// cell growth and/or maintenance /// growthextracellular region extracellular hormone activity /// growth factor activityhormone activity /// electron transporter activity /// iron ion binding /// growth factor activity0.4130 1.25
Dr.25051.1.S2_at lmnb1 lmnb1 lamin B1 lamin B1 --- --- intermediate filament intermediate filament structural molecule activitystructural molecule activity 0.1292 1.25
Dr.7564.1.S1_at LOC798137 /// scamp2 --- secretory carrier membrane protein 2 /// similar to Secretory carrier membrane protein 2MRNA similar to secretory carrier membrane protein 2 (cDNA clone MGC:56290 IMAGE:5602821), complete cdsprotein transport --- integral to membrane --- --- --- 0.1293 1.25
Dr.400.1.A1_at sp2 --- Sp2 protein Transcribed sequence with moderate similarity to protein ref:NP_037481.1 (H.sapiens)  secreted protein of unknown function [Homo sapiens]--- --- intracellular --- nucleic acid binding /// zinc ion binding /// heme binding /// transition metal ion binding--- 0.1569 1.25
Dr.10453.1.S1_at atoh7 atoh7 atonal homolog 7 atonal homolog 7 --- regulation of cell cycle /// cell fate commitment /// positive regulation of neurogenesisnucleus --- DNA binding /// transcription regulator activity--- 0.0768 1.24
Dr.2677.1.S1_at LOC793857 --- similar to Wu:fc25c04 proteinTranscribed sequences --- --- --- --- --- --- 0.1388 1.24
Dr.20340.1.A1_at zgc:77235 zgc:77235 zgc:77235 wu:fa93g12 translation --- intracellular /// ribosome /// ribonucleoprotein complex--- structural constituent of ribosome--- 0.0297 1.24
Dr.1131.2.S1_at zgc:110340 --- zgc:110340 Transcribed sequence with weak  similarity to protein ref:NP_064515.1 (H.sapiens)  chromosome 8 open reading frame 4; C8ORF4 protein [Homo sapiens]--- --- --- --- --- --- 0.3314 1.24
Dr.17599.1.A1_at LOC558540 --- similar to transcriptional regulatory proteinTranscribed sequences regulation of transcription--- --- --- DNA binding --- 0.1469 1.24
Dr.13132.1.A1_at akr1a1b --- aldo-keto reductase family 1, member A1b (aldehyde reductase)Transcribed sequence with moderate similarity to protein pir:A33851 (H.sapiens) A33851 alcohol dehydrogenase --- --- --- --- oxidoreductase activity --- 0.0445 1.24
Dr.10330.1.S1_at cry2b cry2b cryptochrome 2b cryptochrome 2b DNA repair /// transport DNA repair /// transport membrane membrane DNA photolyase activity /// transporter activity /// transcription repressor activityDNA photolyase activity /// transporter activity /// transcriptional repressor activity0.0960 1.24
Dr.25576.1.A1_at LOC100003388 /// LOC100004133 /// si:dkey-45f10.3crabp2 hypothetical protein LOC100003388 /// hypothetical protein LOC100004133 /// si:dkey-45f10.3cellular retinoic acid binding protein 2--- transport --- --- --- transporter activity /// binding /// lipid binding0.2185 1.24
Dr.4829.1.A1_at alas1 alas1 aminolevulinate, delta-, synthetase 1aminolevulinate, delta-, synthetase 1metabolic process /// biosynthetic process /// tetrapyrrole biosynthetic processheme biosynthesis /// metabolism /// biosynthesis--- --- catalytic activity /// 5-aminolevulinate synthase activity /// transferase activity /// transferase activity, transferring nitrogenous groups /// pyridoxal phosphate binding5-aminolevulinate synthase activity /// transaminase activity /// transferase activity0.0706 1.23
Dr.1108.1.S1_at ddx39b --- DEAD (Asp-Glu-Ala-Asp) box polypeptide 39bCDNA clone MGC:55433 IMAGE:2639515, complete cds--- --- --- --- nucleic acid binding /// helicase activity /// ATP binding /// ATP-dependent helicase activity /// hydrolase activity--- 0.0270 1.23
Dr.23975.1.A1_at zgc:63471 zgc:63471 zgc:63471 wu:fi06a10 small GTPase mediated signal transductionsmall GTPase mediated signal transduction--- --- nucleotide binding /// GTP bindingGTP binding 0.0916 1.23
Dr.12986.1.A1_at fos fos v-fos FBJ murine osteosarcoma viral oncogene homologv-fos FBJ murine osteosarcoma viral oncogene homologregulation of transcription, DNA-dependent /// regulation of transcription--- nucleus --- DNA binding /// double-stranded DNA binding /// transcription factor activity /// sequence-specific DNA binding /// protein dimerization activity--- 0.0412 1.23
Dr.19902.1.S1_at ctsl1a ctsla cathepsin L1, a cathepsin L, a proteolysis proteolysis and peptidolysis--- --- cysteine-type endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activitycysteine-type endopeptidase activity /// cysteine-type peptidase activity0.0773 1.23
Dr.16938.1.A1_at --- --- Transcribed locus --- --- --- --- --- --- --- 0.3200 1.23
Dr.24885.1.S1_a_at snrpfl --- small nuclear ribonucleoprotein polypeptide F-likeTranscribed sequence with strong similarity to protein pir:S55053 (H.sapiens) S55053 Sm protein F - humanmRNA metabolic process--- ribonucleoprotein complex--- nucleic acid binding --- 0.0217 1.22
Dr.908.1.S1_at eef2l eef2l eukaryotic translation elongation factor 2, likeeukaryotic translation elongation factor 2, likeembryonic development protein biosynthesis /// translational elongation--- --- nucleotide binding /// translation elongation factor activity /// GTPase activity /// GTP bindingtranslation elongation factor activity /// GTP binding0.0076 1.22
Dr.4573.1.A1_at zgc:92326 --- zgc:92326 Clone RK009A2G07 galactoside-binding soluble lectin 9 mRNA, complete cds--- --- --- --- sugar binding --- 0.5340 1.22
Dr.1259.1.A1_at wu:fa98e11 --- wu:fa98e11 Transcribed sequences --- --- --- --- --- --- 0.0663 1.22
Dr.6609.1.A1_at --- --- --- Transcribed sequence with weak  similarity to protein sp:Q13287 (H.sapiens) NMI_HUMAN N-myc-interactor --- --- --- --- --- --- 0.0168 1.22
Dr.1398.1.S1_at LOC792219 /// zgc:56095--- zgc:56095 /// hypothetical protein LOC792219CDNA clone MGC:56095 IMAGE:5410741, complete cdsiron ion transport /// cellular iron ion homeostasis--- --- --- binding /// ferric iron binding /// oxidoreductase activity /// transition metal ion binding--- 0.0334 1.21
Dr.1438.1.S1_at dut --- dUTP pyrophosphatase Transcribed sequence with moderate similarity to protein prf:2211321A (H.sapiens) 2211321A dehydrouridine triphosphate nucleotidohydrolase [Homo sapiens]nucleotide metabolic process /// dUTP metabolic process--- --- --- hydrolase activity --- 0.0558 1.21
Dr.6798.1.S1_at cxcr4b cxcr4b chemokine (C-X-C motif), receptor 4bchemokine (C-X-C motif), receptor 4b--- G-protein coupled receptor protein signaling pathway /// organogenesis /// cell migration /// regulation of axon extensionmembrane /// integral to membraneintegral to membrane rhodopsin-like receptor activity /// G-protein chemoattractant receptor activity /// signal transducer activity /// receptor activity /// G-protein coupled receptor activity /// C-C chemokine receptor activity /// C-X-C chemokine receptor activityrhodopsin-like receptor activity /// G-protein chemoattractant receptor activity /// receptor activity /// G-protein coupled receptor activity0.3466 1.21
Dr.7790.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0120 1.21
Dr.1506.1.S1_at LOC100003787 /// nola2 wu:fb36b10 nucleolar protein family A, member 2 (H/ACA small nucleolar RNPs) /// similar to Nucleolar protein family A, member 2 (H/ACA small nucleolar RNPs)wu:fb36b10 rRNA processing /// rRNA pseudouridine synthesis /// ribosome biogenesis and assembly--- nucleus /// small nucleolar ribonucleoprotein complex /// ribonucleoprotein complex--- RNA binding /// snoRNA binding /// rRNA pseudouridylation guide activity--- 0.4910 1.21
Dr.92.1.A1_at gap43 gap43 growth associated protein 43growth associated protein 43regulation of growth /// tissue regenerationregulation of growth --- --- --- --- 0.3856 1.21
Dr.17557.1.S1_at LOC556178 --- similar to neurocalcin Transcribed sequence with weak  similarity to protein ref:NP_079273.1 (H.sapiens)  hypothetical protein FLJ12668 [Homo sapiens]--- --- --- --- --- --- 0.1012 1.20
Dr.10689.1.S1_at zic2b --- zic family member 2 (odd-paired homolog, Drosophila) bZinc finger protein Zic2 (zic2) mRNA, complete cds--- --- intracellular --- nucleic acid binding /// zinc ion binding--- 0.0064 1.20
Dr.1658.1.A1_at slc4a2 --- solute carrier family 4, anion exchanger, member 2Transcribed sequence with moderate similarity to protein pir:S21086 (H.sapiens) S21086 anion exchange protein 2 - humankidney development /// transport /// anion transport /// anion transport--- membrane /// integral to membrane /// basolateral plasma membrane /// apical plasma membrane--- transporter activity /// inorganic anion exchanger activity /// anion transmembrane transporter activity /// anion exchanger activity /// anion exchanger activity--- 0.2474 1.19
Dr.19463.1.S1_at LOC794799 --- hypothetical protein LOC794799Transcribed sequence with weak  similarity to protein sp:Q9Y4I1 (H.sapiens) MY5A_HUMAN Myosin Va --- --- --- --- --- --- 0.4343 1.19
Dr.5372.7.A1_at her4.2 --- hairy-related 4.2 MRNA similar to hairy and enhancer of split 5 (Drosophila) (cDNA clone MGC:55218 IMAGE:5916019), complete cdssomite specification /// regulation of transcription, DNA-dependent /// Notch signaling pathway /// anterior/posterior pattern formation /// regulation of transcription--- nucleus --- DNA binding /// double-stranded DNA binding /// transcription regulator activity--- 0.1197 1.19
Dr.25520.1.A1_at zgc:100907 FBXO25 zgc:100907 F-box only protein 25 --- --- --- --- --- --- 0.1965 1.19
Dr.4714.1.A1_at LOC565013 --- similar to groucho-related gene 4Transcribed sequence with strong similarity to protein pir:B56695 (H.sapiens) B56695 transducin-like enhancer-of-split homolog TLE-1 - human--- --- --- --- --- --- 0.1157 1.18
Dr.12990.1.A1_at zgc:85645 --- zgc:85645 CDNA clone MGC:85645 IMAGE:6805630, complete cdsG-protein coupled receptor protein signaling pathway--- heterotrimeric G-protein complex--- signal transducer activity --- 0.0329 1.18
Dr.5623.1.S1_at zgc:55345 zgc:55345 zgc:55345 similar to lipase, endotheliallipid metabolic process lipid metabolism --- --- catalytic activity /// lipoprotein lipase activity /// hydrolase activitycatalytic activity 0.6480 1.18
Dr.10113.1.S1_at cox17 --- COX17 cytochrome c oxidase assembly homolog (S. cerevisiae)Transcribed sequence with moderate similarity to protein sp:Q14061 (H.sapiens) COXS_HUMAN Cytochrome c oxidase copper chaperonecopper ion transport --- mitochondrial intermembrane space--- copper ion binding /// copper chaperone activity--- 0.1485 1.18
Dr.5845.1.A1_at wu:fj01a06 --- wu:fj01a06 Transcribed sequence --- --- --- --- --- --- 0.5025 1.18
Dr.96.1.A1_at LOC100003460 /// LOC570832--- similar to complement protein component C7-1 /// similar to LOC570832 proteinTranscribed sequence with weak  similarity to protein sp:P10643 (H.sapiens) CO7_HUMAN Complement component C7 precursor--- --- --- --- --- --- 0.6465 1.18
Dr.25187.3.S1_at LOC792171 her8a hypothetical protein LOC792171hairy-related 8a --- regulation of transcription, DNA-dependent--- --- --- DNA binding 0.2353 1.18
Dr.7107.1.A1_at zgc:65782 zgc:65782 zgc:65782 hypothetical protein MGC65782--- --- nucleus /// nucleolus --- RNA binding --- 0.0558 1.18
Dr.14705.1.S1_at zgc:56183 zgc:56183 zgc:56183 similar to cyclic AMP phosphoprotein--- --- --- --- --- --- 0.3243 1.18
Dr.9746.1.S1_a_at rrm1 rrm1 ribonucleotide reductase M1 polypeptideribonucleotide reductase M1 polypeptideDNA replication DNA replication cytoplasm /// ribonucleoside-diphosphate reductase complexribonucleoside-diphosphate reductase complexnucleotide binding /// catalytic activity /// ribonucleoside-diphosphate reductase activity /// protein binding /// ATP binding /// oxidoreductase activityribonucleoside-diphosphate reductase activity /// oxidoreductase activity0.3822 1.18
Dr.23583.1.A1_at wu:fb13g09 --- wu:fb13g09 Transcribed sequence --- --- --- --- --- --- 0.7005 1.18
Dr.2634.1.A1_at si:ch211-142e24.2 --- si:ch211-142e24.2 Transcribed sequences metabolic process /// nucleotide metabolic process--- --- --- nucleic acid binding /// endonuclease activity /// hydrolase activity--- 0.2085 1.17
Dr.1131.1.A1_at zgc:110340 --- zgc:110340 Transcribed sequence with weak  similarity to protein ref:NP_064515.1 (H.sapiens)  chromosome 8 open reading frame 4; C8ORF4 protein [Homo sapiens]--- --- --- --- --- --- 0.4314 1.17
Dr.20947.2.A1_a_at nasp zgc:56007 nuclear autoantigenic sperm protein (histone-binding)wu:fd20g12 --- --- --- --- binding --- 0.1023 1.17
Dr.25714.2.S1_at ctssb.2 zgc:66318 cathepsin S, b.2 hypothetical protein MGC66318proteolysis purine nucleotide biosynthesis--- --- cysteine-type endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// cysteine-type peptidase activity /// hydrolase activityadenylosuccinate synthase activity /// GTP binding0.6070 1.16
Dr.17186.1.S1_at zgc:56126 zgc:56126 zgc:56126 similar to epoxide hydrolase 1, microsomal (xenobiotic)response to toxin --- microsome /// membrane --- catalytic activity /// epoxide hydrolase activitycatalytic activity /// hydrolase activity 0.4183 1.16
Dr.16025.1.S1_at zgc:56682 zgc:56682 zgc:56682 similar to small nuclear ribonucleoprotein EmRNA processing /// RNA splicing /// mRNA metabolic process--- nucleus /// ribonucleoprotein complexnucleus /// small nucleolar ribonucleoprotein complex /// viral nucleocapsid /// ribonucleoprotein complexRNA binding pre-mRNA splicing factor activity 0.0589 1.16
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Dr.5342.1.A1_at DKEY-1K23.2 zgc:64202 novel protein similar to vertebrate heat shock 22kDa protein 8 (HSP8, zgc:64202)wu:fc09c11 --- --- --- --- --- --- 0.2770 1.16
Dr.377.1.S1_at prim1 prim1 primase polypeptide 1 primase polypeptide 1 DNA replication /// DNA replication, synthesis of RNA primerDNA replication, synthesis of RNA primeralpha DNA polymerase:primase complex--- DNA primase activity /// DNA-directed RNA polymerase activity /// zinc ion binding /// transferase activityDNA primase activity 0.2454 1.16
Dr.17883.1.S1_at cdk2 --- cyclin-dependent kinase 2CDNA clone MGC:56598 IMAGE:5915295, complete cdsprotein amino acid phosphorylation--- --- --- nucleotide binding /// protein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity /// transferase activity--- 0.4879 1.16
Dr.20170.2.A1_at apex1 --- APEX nuclease (multifunctional DNA repair enzyme) 1CDNA clone MGC:66204 IMAGE:5914323, complete cdsheart looping /// DNA repair /// negative regulation of apoptosis /// heart contraction--- intracellular --- DNA binding /// nuclease activity /// endonuclease activity--- 0.2263 1.16
Dr.18605.1.A1_at zgc:136987 --- zgc:136987 Transcribed sequence with moderate similarity to protein ref:NP_004868.1 (H.sapiens)  glia maturation factor, gamma [Homo sapiens]--- --- intracellular --- actin binding /// growth factor activity--- 0.3652 1.15
Dr.7936.1.A1_at snrpb Snrpn small nuclear ribonucleoprotein polypeptides B and B1snRNP-associated protein mRNA metabolic process--- ribonucleoprotein complex--- nucleic acid binding --- 0.3504 1.14
Dr.5513.1.S1_at slc3a2 slc3a2 solute carrier family 3, member 2solute carrier family 3, member 2carbohydrate metabolic processcarbohydrate metabolism--- --- catalytic activity /// cation bindingalpha-amylase activity 0.2028 1.14
Dr.18724.1.A1_at LOC557911 --- hypothetical LOC557911 Transcribed sequences --- --- --- --- --- --- 0.2661 1.14
Dr.25185.1.S1_s_at im:6791170 --- im:6791170 Transcribed sequence with weak  similarity to protein pir:A48133 (H.sapiens) A48133 pre-mRNA splicing SRp75 - human--- --- --- --- --- --- 0.7154 1.14
Dr.7155.2.S1_at LOC567446 --- similar to nucleolar and spindle associated protein 1YF-9 mRNA for hypothetical protein, partial cdscell cycle /// mitosis /// cell division--- nucleus /// cytoplasm /// microtubule--- DNA binding --- 0.3159 1.13
Dr.2620.1.A1_at LOC553336 --- hypothetical protein LOC553336Transcribed sequences --- --- --- --- --- --- 0.4020 1.13
Dr.20156.1.S1_at psma5 PSMA5 proteasome (prosome, macropain) subunit, alpha type,5proteasome subunit, alpha type, 5ubiquitin-dependent protein catabolic process--- cytoplasm /// cytosol /// proteasome core complex /// protein complex--- endopeptidase activity /// threonine endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// hydrolase activity--- 0.4012 1.13
Dr.18112.2.A1_at LOC794796 --- hypothetical protein LOC794796Transcribed sequences --- --- --- --- --- --- 0.6556 1.13
Dr.988.1.S1_at dci wu:fi31d10 dodecenoyl-Coenzyme A delta isomerase (3,2 trans-enoyl-Coenzyme A isomerase)wu:fi31d10 metabolic process metabolism --- --- catalytic activity catalytic activity 0.1183 1.13
Dr.3936.1.A1_at LOC564559 --- similar to CCCH zinc finger protein C3H-1Transcribed sequence with weak  similarity to protein pir:S34854 (H.sapiens) S34854 epidermal growth factor-response factor 1 - human--- --- --- --- nucleic acid binding /// zinc ion binding--- 0.5083 1.12
Dr.5620.1.S1_at pfdn5 --- prefoldin 5 Transcribed sequence with moderate similarity to protein ref:NP_064415.1 (M.musculus)  prefoldin 5; EIG-1; c-myc binding protein MM-1; DNA segment, Chr 15, ERATO Doi 697, expressed [Mus musculus]protein folding --- prefoldin complex --- unfolded protein binding --- 0.2184 1.12
Dr.1241.1.S1_at rtcd1 rtcd1 RNA terminal phosphate cyclase domain 1RNA terminal phosphate cyclase domain 1RNA processing --- --- --- catalytic activity /// RNA-3'-phosphate cyclase activity /// ligase activity, forming phosphoric ester bondsRNA-3'-phosphate cyclase activity 0.5484 1.12
Dr.14542.1.S1_at rab5al rab5al RAB5A, member RAS oncogene family likeRAB5A, member RAS oncogene family likesmall GTPase mediated signal transduction /// protein transportsmall GTPase mediated signal transduction /// protein transport--- --- nucleotide binding /// GTP bindingGTP binding 0.7590 1.12
Dr.20010.1.S2_at zgc:85677 --- zgc:85677 Clone IMAGE:3819333, mRNAregulation of transcription, DNA-dependent--- chromatin /// nucleus --- DNA binding --- 0.2540 1.12
Dr.3582.1.A1_at LOC571548 --- similar to caspase 8 Transcribed sequences --- --- --- --- --- --- 0.4183 1.12
Dr.25607.1.S1_at LOC799650 --- hypothetical protein LOC799650Transcribed sequence with moderate similarity to protein pir:PC6010 (H.sapiens) PC6010 RNA helicase Gu - human --- --- --- --- --- --- 0.2631 1.12
Dr.14228.1.S1_at zgc:103688 --- zgc:103688 Transcribed sequence with moderate similarity to protein pir:S55054 (H.sapiens) S55054 Sm protein G - humanmRNA metabolic process--- ribonucleoprotein complex--- --- --- 0.3125 1.11
Dr.15653.1.S1_at im:7151414 /// LOC795402 /// LOC796103 /// LOC797292 /// LOC798777--- im:7151414 /// similar to Chromosome condensation protein GTranscribed sequences --- --- --- --- --- --- 0.4354 1.11
Dr.4096.1.S1_at zgc:65861 zgc:65861 zgc:65861 wu:fb23b02 nucleosome assembly --- nucleosome /// nucleus /// chromosome--- DNA binding --- 0.1458 1.11
Dr.5091.1.S1_at mcm4 mcm4 MCM4 minichromosome maintenance deficient 4, mitotin (S. cerevisiae)MCM4 minichromosome maintenance deficient 4, mitotin (S. cerevisiae)DNA replication initiation --- nucleus --- nucleotide binding /// DNA binding /// ATP binding /// DNA-dependent ATPase activity /// nucleoside-triphosphatase activity--- 0.4763 1.11
Dr.18007.1.S1_at LOC100004286 /// zgc:162244--- zgc:162244 /// hypothetical protein LOC100004286Transcribed sequences --- --- --- --- --- --- 0.4340 1.11
Dr.776.1.S1_at si:dkey-235d18.4 --- si:dkey-235d18.4 Transcribed sequence with weak  similarity to protein pir:S34626 (H.sapiens) S34626 translation elongation factor eEF-1 delta chain - humantranslation /// translational elongation--- eukaryotic translation elongation factor 1 complex--- translation elongation factor activity--- 0.2027 1.11
Dr.5621.1.A1_at arpc5a --- actin related protein 2/3 complex, subunit 5ATranscribed sequences regulation of actin filament polymerization--- cytoskeleton --- --- --- 0.4116 1.10
Dr.15777.1.A1_at zgc:92791 --- zgc:92791 Transcribed sequence with weak  similarity to protein sp:Q99436 (H.sapiens) PSB7_HUMAN Proteasome subunit beta type 7 precursor ubiquitin-dependent protein catabolic process--- nucleus /// cytoplasm /// cytosol /// proteasome core complex /// protein complex--- endopeptidase activity /// threonine endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// hydrolase activity--- 0.4433 1.10
Dr.17499.1.A1_at --- zgc:63645 Transcribed locus hypothetical protein MGC63645--- --- --- --- --- --- 0.8360 1.10
Dr.25528.1.A1_at zgc:152751 --- zgc:152751 Transcribed sequence with moderate similarity to protein pir:T46484 (H.sapiens) T46484 hypothetical protein DKFZp434B055.1 - human--- --- --- --- protein binding --- 0.8833 1.10
Dr.3785.1.S1_at wu:fc39c04 --- Wu:fc39c04 Transcribed sequence with weak  similarity to protein ref:NP_056054.1 (H.sapiens)  KIAA1035 protein [Homo sapiens]--- --- --- --- --- --- 0.5227 1.09
Dr.17596.1.A1_at LOC100000591 --- hypothetical protein LOC100000591Transcribed sequence with weak  similarity to protein sp:Q9Y5Z0 (H.sapiens) BAE2_HUMAN Beta secretase 2 precursor --- --- --- --- --- --- 0.6162 1.09
Dr.4249.1.S1_at lipf --- lipase, gastric MRNA similar to lipase A (cDNA clone MGC:56632 IMAGE:5915879), complete cdsresponse to hypoxia /// lipid metabolic process--- --- --- catalytic activity --- 0.8229 1.09
Dr.14639.1.S1_at pcbd1 zgc:73389 6-pyruvoyl-tetrahydropterin synthase/dimerization cofactor of hepatocyte nuclear factor 1 alpha (TCF1)hypothetical protein MGC73389--- --- --- --- lyase activity --- 0.7387 1.09
Dr.1149.1.A1_a_at hnrnpa0 zgc:77280 heterogeneous nuclear ribonucleoprotein A0wu:fi36h08 --- --- ribonucleoprotein complex--- nucleotide binding /// nucleic acid binding--- 0.3500 1.08
Dr.15038.1.S1_at psmb1 --- proteasome (prosome, macropain) subunit, beta type, 1Transcribed sequence with moderate similarity to protein sp:P20618 (H.sapiens) PSB1_HUMAN Proteasome subunit beta type 1 ubiquitin-dependent protein catabolic process--- nucleus /// cytoplasm /// cytosol /// proteasome core complex /// protein complex--- endopeptidase activity /// threonine endopeptidase activity /// endopeptidase inhibitor activity /// peptidase activity /// hydrolase activity--- 0.3490 1.08
Dr.25226.1.S1_s_at ccnb1 ccnb1 cyclin B1 cyclin B1 cell cycle /// cell division regulation of cell cycle /// cytokinesis /// cell cyclenucleus nucleus --- --- 0.5116 1.08
Dr.23163.1.A1_at --- sult1st1 Transcribed locus sulfotransferase family, cytosolic sulfotransferase 1--- xenobiotic metabolism --- --- --- sulfotransferase activity /// transferase activity0.6324 1.08
Dr.15949.3.S1_a_at rhoad --- ras homolog gene family, member AdTranscribed sequence with strong similarity to protein ref:NP_001655.1 (H.sapiens)  ras homolog gene family, member A; Ras homolog gene family, member A small GTPase mediated signal transduction--- intracellular --- nucleotide binding /// GTP binding--- 0.5594 1.08
Dr.11189.1.S1_at fryl --- furry homolog-like (Drosophila)Transcribed sequences --- --- --- --- --- --- 0.5723 1.08
Dr.24241.1.S1_at mdkb mdkb midkine-related growth factor bmidkine-related growth factor bbrain development /// secretory pathwaybrain development /// secretory pathwayextracellular region extracellular growth factor activity growth factor activity 0.6030 1.08
Dr.19935.1.S1_at rpl36a rpl36a ribosomal protein L36A ribosomal protein L36A translation protein biosynthesis intracellular /// cytoplasm /// ribosome /// ribonucleoprotein complexintracellular /// ribosome /// ribonucleoprotein complexstructural constituent of ribosomestructural constituent of ribosome 0.3188 1.08
Dr.1162.1.S1_at zgc:73237 HN1 zgc:73237 hematological and neurological expressed 1--- --- --- --- --- --- 0.4683 1.08
Dr.25174.2.A1_at tcf12 --- transcription factor 12 Transcribed sequence with moderate similarity to protein sp:Q99081 (H.sapiens) HTF4_HUMAN TRANSCRIPTION FACTOR 12 regulation of transcription--- nucleus --- DNA binding /// transcription regulator activity--- 0.3979 1.08
Dr.1055.1.S1_at mcm7 mcm7 MCM7 minichromosome maintenance deficient 7 (S. cerevisiae)MCM7 minichromosome maintenance deficient 7 (S. cerevisiae)DNA replication initiation DNA replication initiation nucleus nucleus nucleotide binding /// DNA binding /// ATP binding /// DNA-dependent ATPase activity /// nucleoside-triphosphatase activitynucleotide binding /// DNA binding /// ATP binding /// DNA-dependent ATPase activity0.5758 1.08
Dr.3485.1.S1_at LOC791632 /// zgc:65802zgc:65802 zgc:65802 /// hypothetical protein LOC791632wu:fb36c08 proteolysis --- --- --- serine carboxypeptidase activity--- 0.3903 1.07
Dr.10840.1.S1_at mapre1l zgc:77807 microtubule-associated protein, RP/EB family, member 1, likewu:fi33c06 --- --- --- --- microtubule binding microtubule binding 0.5797 1.07
Dr.25645.1.S1_at LOC556178 ctsf similar to neurocalcin cathepsin F --- --- --- --- --- --- 0.2670 1.07
Dr.20875.1.S1_s_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.8950 1.07
Dr.19.1.A1_at si:xx-bac7cse.2 --- si:xx-bac7cse.2 Transcribed sequences --- --- --- --- --- --- 0.7238 1.07
Dr.199.1.A1_at eaf2 --- ELL associated factor 2 Transcribed sequence with weak  similarity to protein ref:NP_149074.1 (H.sapiens)  EAF1 protein [Homo sapiens]--- --- --- --- --- --- 0.6806 1.06
Dr.15378.2.A1_at zgc:110314 --- Zgc:110314 Transcribed sequence with moderate similarity to protein pir:I53013 (H.sapiens) I53013 kinesin light chain - human--- --- --- --- --- --- 0.6322 1.06
Dr.13680.1.S1_at fdx1 /// LOC565069 --- hypothetical LOC565069 /// ferredoxin 1Transcribed sequence with weak  similarity to protein sp:P10109 (H.sapiens) ADX_HUMAN Adrenodoxin, mitochondrial precursor --- --- --- --- --- --- 0.5578 1.06
Dr.3920.1.S1_at olig2 olig2 oligodendrocyte lineage transcription factor 2oligodendrocyte lineage transcription factor 2neuroblast fate determination /// glial cell fate determination /// spinal cord motor neuron differentiation /// regulation of transcription /// positive regulation of neurogenesisneuroblast cell fate determination /// glial cell fate determination /// positive regulation of neurogenesisnucleus --- transcription regulator activity--- 0.6133 1.06
Dr.20785.1.S1_a_at zgc:152751 --- zgc:152751 Transcribed sequence with moderate similarity to protein pir:T46484 (H.sapiens) T46484 hypothetical protein DKFZp434B055.1 - human--- --- --- --- protein binding --- 0.9834 1.06
Dr.3139.1.S1_at zfp36l2 --- zinc finger protein 36, C3H type-like 2Transcribed sequence with weak  similarity to protein pir:S34854 (H.sapiens) S34854 epidermal growth factor-response factor 1 - human--- --- --- --- nucleic acid binding /// zinc ion binding--- 0.6926 1.06
Dr.19577.2.S1_at fabp1a /// LOC791610 --- fatty acid binding protein 1a /// hypothetical protein LOC791610Transcribed sequence with weak  similarity to protein sp:P07148 (H.sapiens) FABL_HUMAN FATTY ACID-BINDING PROTEIN, LIVER transport --- --- --- transporter activity /// binding /// lipid binding--- 0.7582 1.05
Dr.696.1.S1_at LOC568707 --- type IV antifreeze protein precursorTranscribed sequences --- --- --- --- --- --- 0.7594 1.05
Dr.16606.1.S1_at zgc:56218 zgc:56218 zgc:56218 wu:fc49b02 translation /// negative regulation of signal transductionelectron transport /// protein biosynthesismembrane attack complex /// intracellular /// signal recognition particle, endoplasmic reticulum targeting /// ribosome /// membrane /// integral to membraneintracellular /// ribosome RNA binding /// structural constituent of ribosomeRNA binding /// structural constituent of ribosome /// electron transporter activity0.3829 1.05
Dr.18762.1.S1_at rhoae zgc:64015 ras homolog gene family, member Aesimilar to ras homolog gene family, member Csmall GTPase mediated signal transductionsmall GTPase mediated signal transductionintracellular --- nucleotide binding /// GTP bindingGTP binding 0.9360 1.05
Dr.3747.1.S1_at LOC573055 /// zgc:64137zgc:64137 hypothetical LOC573055 /// zgc:64137wu:fc04h09 negative regulation of translational initiation--- --- --- eukaryotic initiation factor 4E binding--- 0.9310 1.04
Dr.1557.1.S1_at kif11 kif11 kinesin family member 11kinesin family member 11 microtubule-based movement--- microtubule /// microtubule associated complexmicrotubule associated complexnucleotide binding /// motor activity /// microtubule motor activity /// ATP bindingmotor activity /// ATP binding 0.7830 1.04
Dr.6430.1.A1_at wu:fj20f10 --- wu:fj20f10 Transcribed sequences --- --- --- --- --- --- 0.7898 1.04
Dr.771.1.S1_at ckmt1 ckmt1 creatine kinase, mitochondrial 1creatine kinase, mitochondrial 1--- --- --- --- catalytic activity /// kinase activity /// transferase activity /// transferase activity, transferring phosphorus-containing groupskinase activity /// transferase activity, transferring phosphorus-containing groups0.4847 1.04
Dr.184.1.S1_at b2m /// LOC796027 /// LOC796317b2m beta-2-microglobulin /// similar to beta-2-microglobulinbeta-2-microglobulin antigen processing and presentation of peptide antigen via MHC class I /// immune response /// negative regulation of signal transductionantigen presentation, endogenous antigen /// antigen processing, endogenous antigen via MHC class Iextracellular region /// signal recognition particle, endoplasmic reticulum targeting /// MHC class I protein complex--- --- MHC class I receptor activity 0.7840 1.04
Dr.361.1.S1_at seph seph Selenoprotein H selenoprotein H nucleosome assembly /// cell redox homeostasisnucleosome assembly /// chromosome organization and biogenesis (sensu Eukarya)chromosome, pericentric region /// nucleosome /// nucleus /// chromosomenucleosome /// nucleus DNA binding /// selenium bindingDNA binding 0.3879 1.04
Dr.4408.1.S1_at adka adka adenosine kinase a adenosine kinase a purine ribonucleoside salvagepurine ribonucleoside salvage--- --- adenosine kinase activity /// kinase activity /// transferase activityadenosine kinase activity /// kinase activity 0.6996 1.04
Dr.1149.2.A1_at hnrnpa0 zgc:77280 heterogeneous nuclear ribonucleoprotein A0wu:fi36h08 --- --- ribonucleoprotein complex--- nucleotide binding /// nucleic acid binding--- 0.5522 1.04
Dr.18521.1.A1_at --- --- --- Transcribed sequence with weak  similarity to protein ref:NP_036373.1 (H.sapiens)  sirtuin 5, isoform 1; sir2-like 5; sirtuin type 5; sirtuin --- --- --- --- --- --- 0.7283 1.04
Dr.14292.1.S1_at zgc:73351 zgc:73351 zgc:73351 hypothetical protein MGC73351--- --- intracellular --- DNA binding /// sequence-specific DNA binding--- 0.8975 1.04
Dr.198.1.S2_at fst fst follistatin follistatin dorsal/ventral pattern formation /// negative regulation of signal transduction /// oocyte differentiation /// determination of dorsal identitydorsal/ventral pattern formation /// determination of dorsal identityextracellular region /// signal recognition particle, endoplasmic reticulum targetingextracellular --- --- 0.6260 1.04
Dr.25291.5.A1_at rpl26 --- ribosomal protein L26 CDNA clone MGC:66190 IMAGE:5612305, complete cdstranslation --- intracellular /// ribosome /// large ribosomal subunit /// ribonucleoprotein complex--- structural constituent of ribosome--- 0.5822 1.03
Dr.14998.2.S1_at LOC100000879 /// LOC100000988 /// zgc:101710--- zgc:101710 /// hypothetical protein LOC100000879 /// hypothetical protein LOC100000988Transcribed sequence with weak  similarity to protein pir:I38882 (H.sapiens) I38882 peroxisomal enoyl-CoA hydratase-like protein - humanmetabolic process --- --- --- catalytic activity --- 0.5543 1.03
Dr.10390.1.S1_at arpc5b arpc5b actin related protein 2/3 complex, subunit 5Bactin related protein 2/3 complex, subunit 5Bregulation of actin filament polymerizationregulation of actin filament polymerizationcytoskeleton cytoskeleton --- --- 0.8387 1.03
Dr.19937.1.S1_at npm1 npm1 nucleophosmin 1 nucleophosmin 1 --- --- nucleus nucleus nucleic acid binding nucleic acid binding 0.9964 1.03
Dr.8332.1.A1_at stka stka serine/threonine kinase aserine/threonine kinase a protein amino acid phosphorylation /// multicellular organismal development /// methylationDNA methylation /// protein amino acid phosphorylationnucleus --- --- DNA binding /// protein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// N-methyltransferase activity /// kinase activity /// transferase activity0.8878 1.03
Dr.25133.8.S1_at gamt /// LOC796865 /// LOC797523Gamt guanidinoacetate N-methyltransferase /// hypothetical protein LOC796865 /// hypothetical protein LOC797523guanidinoacetate N-methyltransferase--- --- --- --- methyltransferase activity /// transferase activity /// guanidinoacetate N-methyltransferase activity--- 0.6385 1.03
Dr.14685.1.S1_at zgc:92379 --- zgc:92379 Transcribed sequence with strong similarity to protein sp:Q9Y4Y8 (H.sapiens) LSM6_HUMAN U6 snRNA-associated Sm-like protein LSm6mRNA metabolic process--- ribonucleoprotein complex--- --- --- 0.7730 1.03
Dr.26507.1.A1_at LOC571517 --- hypothetical LOC571517 Transcribed sequence with weak  similarity to protein ref:NP_066272.1 (H.sapiens)  PDZ and LIM domain 1 --- --- --- --- --- --- 0.7898 1.03
Dr.12425.2.S1_a_at zgc:92066 --- zgc:92066 Transcribed sequence with moderate similarity to protein sp:P02794 (H.sapiens) FRIH_HUMAN Ferritin heavy chain iron ion transport /// cellular iron ion homeostasis--- --- --- binding /// iron ion binding /// ferric iron binding /// oxidoreductase activity /// metal ion binding /// transition metal ion binding--- 0.7670 1.03
Dr.10336.1.S1_at dct dct dopachrome tautomerasedopachrome tautomerase metabolic process metabolism --- --- oxidoreductase activity /// metal ion bindingstructural molecule activity /// oxidoreductase activity0.8780 1.03
Dr.18559.1.S1_at tpm3 tpm3 tropomyosin 3 tropomyosin 3 --- --- --- --- --- --- 0.9240 1.03
Dr.13967.1.A1_at MGC173792 /// zgc:92822--- zgc:92822 /// zgc:92822 proteinTranscribed sequence with moderate similarity to protein sp:Q9NZV6 (H.sapiens) SELX_HUMAN Selenoprotein X 1 --- --- --- --- peptide-methionine-(S)-S-oxide reductase activity--- 0.9078 1.02
Dr.5605.4.S1_at zgc:123210 tubb2 zgc:123210 tubulin, beta, 2 --- --- chromatin /// nucleus --- DNA binding --- 0.8988 1.02
Dr.18431.1.S1_at gnpda1 --- glucosamine-6-phosphate deaminase 1Transcribed sequence with moderate similarity to protein sp:P46926 (H.sapiens) GNPI_HUMAN Glucosamine-6-phosphate isomerase carbohydrate metabolic process /// N-acetylglucosamine metabolic process--- --- --- glucosamine-6-phosphate deaminase activity--- 0.9598 1.02
Dr.9073.1.A1_at LOC100006020 --- hypothetical protein LOC100006020Transcribed sequences --- --- --- --- --- --- 0.6650 1.02
Dr.10279.1.S1_at h3f3a --- H3 histone, family 3A CDNA clone MGC:56193 IMAGE:5413809, complete cdsnucleosome assembly --- nucleosome /// nucleus /// chromosome--- DNA binding --- 0.9293 1.01
Dr.4661.1.A1_at LOC559003 --- hypothetical LOC559003 Transcribed sequence with weak  similarity to protein pir:T17215 (H.sapiens) T17215 hypothetical protein DKFZp434H2235.1 - human--- --- --- --- --- --- 0.6940 1.01
Dr.8134.1.S1_at psme2 psme2 proteasome activator subunit 2proteasome activator subunit 2--- --- cytosol /// proteasome activator complex /// protein complexproteasome activator complexproteasome activator activityproteasome activator activity 0.9734 1.01
Dr.14922.1.A1_at abhd4 --- abhydrolase domain containing 4Transcribed sequence with weak  similarity to protein ref:NP_071343.1 (H.sapiens)  hypothetical protein FLJ12816 [Homo sapiens]proteolysis /// aromatic compound metabolic process--- --- --- aminopeptidase activity /// hydrolase activity--- 0.9052 1.01
Dr.20131.4.S1_at LOC573469 /// plk1 crabp2 polo-like kinase 1 (Drosophila) /// similar to polo-like kinasecellular retinoic acid binding protein 2protein amino acid phosphorylationtransport --- --- nucleotide binding /// protein kinase activity /// protein serine/threonine kinase activity /// protein binding /// ATP binding /// kinase activity /// transferase activitytransporter activity /// binding /// lipid binding0.9263 1.01
Dr.1899.3.A1_at hes5 hes5 hairy and enhancer of split 5 (Drosophila)hairy and enhancer of split 5 (Drosophila)eye development /// somitogenesis /// Notch signaling pathway /// brain development /// regulation of transcription--- nucleus --- DNA binding /// transcription regulator activity--- 0.8573 1.01
Dr.8069.1.S1_at cryab cryab crystallin, alpha B crystallin, alpha B --- --- --- --- structural constituent of eye lens /// unfolded protein binding--- 0.8690 1.01
Dr.13632.1.S1_at MGC162944 --- hypothetical protein LOC795238Transcribed sequence with weak  similarity to protein pir:JC4913 (H.sapiens) JC4913 anti-sigma cross-reacting protein homolog I alpha precursor - human--- --- --- --- --- --- 0.9829 1.01
Dr.956.1.S1_at zgc:92631 --- zgc:92631 Transcribed sequence with moderate similarity to protein sp:P14854 (H.sapiens) COXG_HUMAN Cytochrome c oxidase polypeptide VIb electron transport --- mitochondrion --- cytochrome-c oxidase activity--- 0.8798 1.01
Dr.5515.1.A1_at zgc:85963 --- zgc:85963 Transcribed sequence with weak  similarity to protein ref:NP_036439.1 (H.sapiens)  differentially expressed in adenocarcinoma of the lung; KIAA0987 protein [Homo sapiens]--- --- cytoplasm /// cytoskeleton /// extrinsic to membrane--- actin binding /// structural molecule activity /// binding /// cytoskeletal protein binding--- 0.7561 1.01
Dr.24740.1.A1_at si:dkey-171o17.2 --- Si:dkey-171o17.2 Transcribed sequence protein complex assembly--- mitochondrion --- --- --- 0.9918 -1.00
Dr.7609.1.A1_at wu:fj65c07 --- wu:fj65c07 Transcribed sequences --- --- --- --- --- --- 0.9258 -1.01
Dr.10199.1.S1_at tob1b --- transducer of ERBB2, 1bCDNA clone MGC:65837 IMAGE:6795294, complete cds--- --- --- --- --- --- 0.8854 -1.01
Dr.7928.1.A1_at zgc:112335 --- zgc:112335 Transcribed sequence with strong similarity to protein ref:NP_001060.1 (H.sapiens)  tubulin, beta polypeptide [Homo sapiens]microtubule-based process /// microtubule-based movement /// protein polymerization--- cytoplasm /// microtubule /// protein complex--- nucleotide binding /// GTPase activity /// structural molecule activity /// GTP binding--- 0.9260 -1.01
Dr.26398.2.S1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.8060 -1.02
Dr.24954.1.A1_at hnrnpa0 --- heterogeneous nuclear ribonucleoprotein A0Transcribed sequences --- --- ribonucleoprotein complex--- nucleotide binding /// nucleic acid binding--- 0.9524 -1.02
Dr.12213.1.A1_at --- --- Transcribed locus Transcribed sequence --- --- --- --- --- --- 0.5410 -1.02
Dr.7462.1.A1_at mbp --- myelin basic protein Transcribed sequence with weak  similarity to protein sp:P02686 (H.sapiens) MBP_HUMAN Myelin basic protein --- --- --- --- structural constituent of myelin sheath--- 0.8812 -1.02
Dr.25756.1.S1_at hdac9b hdac9 histone deacetylase 9b histone deacetylase 9 transcription /// transcription termination /// regulation of transcription, DNA-dependent /// chromatin modification /// transcription antitermination--- nucleus --- --- --- 0.7946 -1.02
Dr.9125.1.S1_at syt11 --- synaptotagmin XI MRNA similar to synaptotagmin XI (cDNA clone MGC:55556 IMAGE:2642785), complete cdstransport --- synaptic vesicle /// membrane--- transporter activity --- 0.9240 -1.03
Dr.5994.1.A1_at zgc:100804 --- zgc:100804 Transcribed sequence with moderate similarity to protein sp:P31937 (H.sapiens) D3HI_HUMAN 3-hydroxyisobutyrate dehydrogenase, mitochondrial precursor pentose-phosphate shunt /// valine metabolic process /// metabolic process--- --- --- catalytic activity /// phosphogluconate dehydrogenase (decarboxylating) activity /// binding /// 3-hydroxyisobutyrate dehydrogenase activity /// oxidoreductase activity /// coenzyme binding /// NAD binding--- 0.9602 -1.03
Dr.20545.1.S1_at --- --- Transcribed locus Transcribed sequence with weak  similarity to protein sp:P13804 (H.sapiens) ETFA_HUMAN Electron transfer flavoprotein alpha-subunit, mitochondrial precursor --- --- --- --- --- --- 0.7406 -1.03
Dr.25767.1.S1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.9414 -1.03
Dr.4549.1.S1_at zgc:63904 zgc:63904 zgc:63904 wu:fc69b04 --- --- --- --- calcium ion binding calcium ion binding 0.8020 -1.04
Dr.12380.1.S1_at sall1 --- sal-like 1 (Drosophila) Transcribed sequences --- --- --- --- --- --- 0.6024 -1.04
Dr.16666.1.A1_at LOC791902 /// zgc:110843--- zgc:110843 /// hypothetical protein LOC791902Transcribed sequence with weak  similarity to protein ref:NP_060934.1 (H.sapiens)  uncharacterized hematopoietic stem/progenitor cells protein MDS029 [Homo sapiens]--- --- --- --- --- --- 0.7409 -1.04
Dr.4316.1.S1_at wu:fb95f11 --- wu:fb95f11 Transcribed sequences --- --- --- --- --- --- 0.8388 -1.04
Dr.12878.3.A1_at ogt --- O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-acetylglucosamine:polypeptide-N-acetylglucosaminyl transferase)Transcribed sequence with moderate similarity to protein pir:T31673 (R.norvegicus) T31673 N-acetylglucosaminyltransferases protein amino acid O-linked glycosylation--- --- --- binding /// protein binding /// protein N-acetylglucosaminyltransferase activity /// transferase activity--- 0.9129 -1.04
Dr.15690.2.S1_a_at sltm --- SAFB-like, transcription modulatorCDNA clone MGC:65985 IMAGE:6792464, complete cds--- --- --- --- nucleotide binding /// nucleic acid binding--- 0.8109 -1.04
Dr.24191.1.S1_at LOC100000252 /// LOC556185 /// pik3r3zgc:55564 phosphoinositide-3-kinase, regulatory subunit, polypeptide 3 (p55, gamma) /// similar to Phosphoinositide-3-kinase, regulatory subunit, polypeptide 3 (p55, gamma) /// similar to phosphoinositide-3-kinase, regulatory subunit, polypeptide 1similar to phosphoinositide-3-kinase, regulatory subunit, polypeptide 3 (p55, gamma)intracellular signaling cascadeintracellular signaling cascadephosphoinositide 3-kinase complexphosphoinositide 3-kinase complexprotein binding /// kinase activity /// phosphoinositide 3-kinase regulator activitykinase activity /// phosphatidylinositol 3-kinase activity0.7505 -1.04
Dr.20660.1.A1_at pdc1 pdc1 phosducin 1 phosducin 1 --- --- --- --- --- --- 0.8600 -1.04
Dr.21469.1.A1_at LOC553318 --- hypothetical protein LOC553318Transcribed sequence with moderate similarity to protein pir:T46268 (H.sapiens) T46268 hypothetical protein DKFZp761E129.1 - human --- --- --- --- binding --- 0.9560 -1.04
Dr.11168.1.A1_at LOC557688 --- similar to proteasome (prosome, macropain) activator subunit 4Transcribed sequences --- --- --- --- binding --- 0.9550 -1.05
Dr.11127.2.A1_at syt1 --- Synaptotagmin I Transcribed sequences transport --- synaptic vesicle /// membrane--- transporter activity --- 0.6934 -1.05
Dr.2360.1.S1_at rhpn2 rhpn2 rhophilin, Rho GTPase binding protein 2rhophilin, Rho GTPase binding protein 2signal transduction signal transduction intracellular /// cytoplasm intracellular protein binding protein binding 0.9770 -1.05
Dr.9874.1.A1_at camk1g zgc:73127 calcium/calmodulin-dependent protein kinase IGwu:fk53c02 protein amino acid phosphorylation--- --- --- nucleotide binding /// protein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity /// transferase activity--- 0.7490 -1.05
Dr.9268.1.A1_at --- --- --- Transcribed sequence with weak  similarity to protein sp:P46821 (H.sapiens) MAPB_HUMAN Microtubule-associated protein 1B --- --- --- --- --- --- 0.8959 -1.05
Dr.11473.2.S1_at zgc:92578 --- zgc:92578 Transcribed sequence with weak  similarity to protein ref:NP_075830.1 (M.musculus)  RIKEN cDNA 4632432J16 [Mus musculus]--- --- mitochondrion --- nucleotide binding /// ATP binding /// kinase activity /// transferase activity--- 0.8285 -1.06
Dr.26401.1.S1_at wu:fb95f11 --- Wu:fb95f11 Transcribed sequences --- --- --- --- --- --- 0.6103 -1.06
Dr.12571.1.S1_at gria2b /// LOC795873 gria2.2 glutamate receptor, ionotropic, AMPA 2b /// similar to AMPA receptor subunit 2bglutamate receptor, ionotropic, AMPA 2.2transport /// ion transport transport /// ion transport /// potassium ion transportmembrane attack complex /// membrane /// integral to membrane /// synapsemembrane receptor activity /// ionotropic glutamate receptor activity /// ion channel activity /// extracellular-glutamate-gated ion channel activityreceptor activity /// inotropic glutamate receptor activity /// transporter activity /// ion channel activity /// glutamate-gated ion channel activity /// potassium channel activity0.6147 -1.06
Dr.8056.1.S1_at dkk1 dkk1 dickkopf 1 dickkopf 1 --- development /// ectoderm development /// negative regulation of Wnt receptor signaling pathway /// forebrain development /// notochord developmentextracellular region /// extracellular region /// extracellular region /// extracellular region /// cytoplasmextracellular protein binding /// Wnt-protein bindingWnt-protein binding 0.6470 -1.06
Dr.16091.1.A1_at --- --- --- Transcribed sequences cell adhesion /// homophilic cell adhesion--- membrane /// integral to membrane--- calcium ion binding /// protein binding--- 0.7003 -1.06
Dr.24209.1.A1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.5010 -1.06
Dr.26436.1.A1_at rds4 rds4 retinal degradation slow 4retinal degradation slow 4 visual perception --- integral to membrane integral to membrane --- --- 0.5152 -1.07
Dr.12878.3.A1_a_at LOC100006286 /// LOC566094 /// ogt--- O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-acetylglucosamine:polypeptide-N-acetylglucosaminyl transferase) /// similar to O-GlcNAc transferaseTranscribed sequence with moderate similarity to protein pir:T31673 (R.norvegicus) T31673 N-acetylglucosaminyltransferases protein amino acid O-linked glycosylation--- --- --- binding /// protein binding /// protein N-acetylglucosaminyltransferase activity /// transferase activity--- 0.7777 -1.07
Dr.382.2.S1_at LOC797626 /// LOC798430kpna4 beta thymosin-like protein 2karyopherin alpha 4 (importin alpha 3)cytoskeleton organization and biogenesisprotein-nucleus import /// intracellular protein transportcytoplasm --- actin binding protein transporter activity 0.6385 -1.07
Dr.13616.1.A1_at --- --- Transcribed locus, strongly similar to NP_063936.1 ubiquitin A-52 residue ribosomal protein fusion product 1 [Mus musculus]Transcribed sequences --- --- --- --- --- --- 0.7799 -1.07
Dr.1216.1.A1_at --- --- Transcribed locus Transcribed sequence with weak  similarity to protein pir:S12741 (H.sapiens) S12741 transcription factor ATF-a - human--- --- --- --- --- --- 0.8798 -1.07
Dr.22947.1.A1_at zgc:110290 --- zgc:110290 Transcribed sequence phosphate transport --- integral to membrane --- phosphate transmembrane transporter activity--- 0.7760 -1.07
Dr.16700.1.A1_at bsg --- basigin Transcribed sequence with weak  similarity to protein ref:NP_036560.1 (H.sapiens)  stromal cell derived factor receptor 1 isoform b [Homo sapiens]--- --- membrane --- --- --- 0.4970 -1.08
Dr.9366.1.A1_at rassf1 --- Ras association (RalGDS/AF-6) domain family 1Transcribed sequence with weak  similarity to protein ref:NP_113625.1 (H.sapiens)  NORE1 protein [Homo sapiens]zinc ion transport /// signal transduction /// intracellular signaling cascade--- --- --- receptor activity /// protein binding /// zinc ion binding /// metal ion binding--- 0.4617 -1.08
Dr.9243.1.A1_at zgc:92434 --- zgc:92434 Transcribed sequences transcription /// transcription termination /// regulation of transcription, DNA-dependent /// zinc ion transport /// transcription antitermination--- nucleus --- DNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity /// zinc ion binding /// sequence-specific DNA binding /// metal ion binding--- 0.8625 -1.08
Dr.12138.1.S1_at ext1a --- exostoses (multiple) 1a Transcribed sequences heparan sulfate proteoglycan biosynthetic process--- membrane attack complex /// endoplasmic reticulum /// endoplasmic reticulum membrane /// membrane /// integral to membrane /// integral to endoplasmic reticulum membrane--- --- --- 0.3208 -1.08
Dr.24232.1.A1_at ihpk2 ihpk2 inositol hexaphosphate kinase 2inositol hexaphosphate kinase 2--- --- --- --- inositol trisphosphate 3-kinase activity /// kinase activity--- 0.4300 -1.08
Dr.17628.1.A1_at zgc:63812 zgc:63812 zgc:63812 ribonucleoprotein --- --- --- viral nucleocapsid /// ribonucleoprotein complexnucleotide binding /// nucleic acid binding--- 0.6720 -1.09
Dr.21559.1.A1_at LOC553493 --- hypothetical protein LOC553493Transcribed sequence with moderate similarity to protein sp:Q14155 (H.sapiens) PIXB_HUMAN PAK-interacting exchange factor beta regulation of Rho protein signal transduction--- intracellular --- Rho guanyl-nucleotide exchange factor activity--- 0.6900 -1.09
Dr.6033.1.A1_at wu:fe14d02 --- wu:fe14d02 Transcribed sequence with moderate similarity to protein pir:I60307 (E. coli) I60307 beta-galactosidase, alpha peptide - Escherichia coli--- --- --- --- --- --- 0.9585 -1.09
Dr.1461.1.S1_at es1 es1 es1 protein es1 protein --- --- mitochondrion mitochondrion --- --- 0.1056 -1.09
Dr.9850.1.A1_at opn1mw2 opn1mw2 opsin 1 (cone pigments), medium-wave-sensitive, 2opsin 1 (cone pigments), medium-wave-sensitive, 2signal transduction /// G-protein coupled receptor protein signaling pathway /// visual perception /// phototransduction /// protein-chromophore linkage /// response to stimulusG-protein coupled receptor protein signaling pathway /// visual perception /// phototransductionmembrane attack complex /// membrane /// integral to membraneintegral to membrane rhodopsin-like receptor activity /// signal transducer activity /// receptor activity /// G-protein coupled receptor activity /// photoreceptor activityrhodopsin-like receptor activity 0.1347 -1.09
Dr.25167.1.S2_at elavl3 elavl3 ELAV (embryonic lethal, abnormal vision, Drosophila)-like 3 (Hu antigen C)ELAV (embryonic lethal, abnormal vision, Drosophila)-like 3 (Hu antigen C)--- --- ribonucleoprotein complexviral nucleocapsid nucleotide binding /// nucleic acid binding /// RNA bindingRNA binding 0.4424 -1.09
Dr.25218.1.A1_at wu:fb78d08 --- wu:fb78d08 Transcribed sequences --- --- --- --- --- --- 0.6315 -1.09
Dr.12384.1.S1_at glra3 glra3 glycine receptor, alpha 3 glycine receptor, alpha 3 transport /// ion transport /// negative regulation of signal transductiontransport /// ion transport /// chloride transport /// synaptic transmissionmembrane attack complex /// signal recognition particle, endoplasmic reticulum targeting /// membrane /// integral to membrane /// cell junction /// synapse /// postsynaptic membranemembrane /// integral to membranereceptor activity /// GABA-A receptor activity /// ion channel activity /// extracellular ligand-gated ion channel activity /// neurotransmitter receptor activityreceptor activity /// ion channel activity /// extracellular ligand-gated ion channel activity /// glycine-gated chloride channel activity /// neurotransmitter receptor activity0.5300 -1.09
Dr.4590.1.A1_at tob1a tob1 transducer of ERBB2, 1a transducer of ERBB2, 1 dorsal/ventral pattern formation /// Wnt receptor signaling pathway /// BMP signaling pathway /// Wnt receptor signaling pathway through beta-catenin--- nucleus /// cytoplasm --- protein binding --- 0.6294 -1.10
Dr.8182.1.S1_at pax6b pax6b paired box gene 6b paired box gene 6b --- transcription /// regulation of transcription, DNA-dependent /// developmentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA bindingDNA binding /// transcription factor activity 0.8760 -1.10
Dr.15720.1.S1_at cx55.5 --- connexin 55.5 --- cell communication --- membrane attack complex /// gap junction /// connexon complex /// membrane /// integral to membrane--- gap junction hemi-channel activity--- 0.3666 -1.10
Dr.7607.1.A1_at LOC100004503 /// zgc:110335--- zgc:110335 /// hypothetical protein LOC100004503Transcribed sequence with moderate similarity to protein pir:EFHU1 (H.sapiens) EFHU1 translation elongation factor eEF-1 alpha-1 chain - humantranslation /// translational elongation--- cytoplasm --- nucleotide binding /// translation elongation factor activity /// GTPase activity /// GTP binding--- 0.4639 -1.11
Dr.25522.1.A1_at --- gria2.2 Transcribed locus glutamate receptor, ionotropic, AMPA 2.2--- transport /// ion transport /// potassium ion transport--- membrane --- receptor activity /// inotropic glutamate receptor activity /// transporter activity /// ion channel activity /// glutamate-gated ion channel activity /// potassium channel activity0.5050 -1.11
Dr.17685.1.A1_at mdm1 --- Mdm4, transformed 3T3 cell double minute 1, p53 binding protein, homolog (mouse)Transcribed sequence with weak  similarity to protein pir:A31794 (M.musculus) A31794 mdm-1 nuclear protein --- --- nucleus --- --- --- 0.4614 -1.11
Dr.5742.1.S1_at efnb2a efnb2a ephrin B2a ephrin B2a --- development /// neurogenesis /// synaptic target recognitionmembrane attack complex /// signal recognition particle, endoplasmic reticulum targeting /// membrane /// integral to membranemembrane /// integral to membrane--- --- 0.6122 -1.11
Dr.12903.1.A1_at zgc:92338 --- zgc:92338 Transcribed sequence with weak  similarity to protein pir:T08678 (H.sapiens) T08678 hypothetical protein DKFZp564I1922.1 - human --- --- membrane attack complex /// membrane /// integral to membrane--- protein binding --- 0.7423 -1.11
Dr.12481.1.S1_at LOC796921 --- similar to polyprotein Transcribed sequence with weak  similarity to protein sp:P11367 (M.musculus) POL3_MOUSE Retrovirus-related POL polyprotein --- --- --- --- --- --- 0.6504 -1.11
Dr.12674.1.S1_at zgc:112307 zgc:63634 zgc:112307 hypothetical protein MGC63634protein amino acid phosphorylation--- --- --- protein kinase activity /// ATP binding--- 0.2611 -1.12
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Dr.4551.2.A1_at LOC561437 --- hypothetical LOC561437 --- --- --- --- --- --- --- 0.1471 -1.12
Dr.8577.1.A1_at wu:fb93g02 --- wu:fb93g02 Transcribed sequences --- --- --- --- --- --- 0.7817 -1.12
Dr.15262.1.S1_at stk38l zgc:55777 serine/threonine kinase 38 likesimilar to serine/threonine kinase 38 likeprotein amino acid phosphorylationprotein amino acid phosphorylation--- --- nucleotide binding /// protein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity /// transferase activityprotein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity0.5296 -1.12
Dr.25285.1.S1_at zgc:73223 zgc:73223 zgc:73223 hypothetical protein MGC73223--- --- --- --- --- --- 0.0720 -1.12
Dr.11206.1.S1_at tpi1a tpi1a triosephosphate isomerase 1atriosephosphate isomerase 1ametabolic process gluconeogenesis /// glycolysis /// pentose-phosphate shunt /// fatty acid biosynthesis /// metabolism--- --- catalytic activity /// triose-phosphate isomerase activity /// isomerase activitytriose-phosphate isomerase activity /// isomerase activity0.2250 -1.13
Dr.15574.1.A1_at hprt1l --- hypoxanthine phosphoribosyltransferase 1, likeTranscribed sequences purine ribonucleoside salvage /// nucleoside metabolic process--- cytoplasm --- hypoxanthine phosphoribosyltransferase activity /// transferase activity /// transferase activity, transferring glycosyl groups--- 0.4472 -1.13
Dr.24454.1.S1_at LOC100007687 rbm5 similar to putative tumor suppressorRNA binding motif protein 5--- --- --- --- --- --- 0.4487 -1.13
Dr.25238.1.A1_at tom1 --- target of myb1 (chicken) Transcribed sequences intracellular protein transport--- intracellular --- --- --- 0.7546 -1.13
Dr.19215.1.S1_at zgc:136828 --- zgc:136828 Transcribed sequence with moderate similarity to protein ref:NP_055166.1 (H.sapiens)  sulfotransferase family 4A, member 1; sulfortranferase family 4A, member 1; sulfotransferase-related protein [Homo sapiens]--- --- --- --- sulfotransferase activity /// transferase activity--- 0.4655 -1.13
Dr.9878.1.S1_at atp1a3b atp1a3b ATPase, Na+/K+ transporting, alpha 3b polypeptideATPase, Na+/K+ transporting, alpha 3b polypeptidetransport /// cation transport /// metabolic process /// monovalent inorganic cation transport /// sperm motility /// regulation of cellular pHcation transport /// potassium ion transport /// sodium ion transport /// metabolism /// monovalent inorganic cation transport /// ATP hydrolysis coupled proton transport /// sperm motility /// hydrogen ion homeostasismembrane attack complex /// membrane /// integral to membraneintegral to plasma membrane /// sodium/potassium-exchanging ATPase complex /// membrane /// integral to membrane--- --- 0.3558 -1.14
Dr.25318.1.A1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.8224 -1.14
Dr.16181.1.A1_at zgc:77260 --- zgc:77260 CDNA clone MGC:77260 IMAGE:6964010, complete cdstranscription /// transcription termination /// regulation of transcription, DNA-dependent /// zinc ion transport /// transcription antitermination--- nucleus --- DNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity /// zinc ion binding /// sequence-specific DNA binding /// metal ion binding--- 0.2414 -1.14
Dr.11236.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.6985 -1.14
Dr.11266.1.S1_at ywhag1 --- 3-monooxygenase/tryptophan 5-monooxygenase activation protein, gamma polypeptide 1CDNA clone MGC:73131 IMAGE:4789932, complete cds--- --- cytoplasm --- protein domain specific binding--- 0.6212 -1.14
Dr.11062.1.A1_at LOC100006450 /// zgc:92294--- zgc:92294 /// hypothetical protein LOC100006450Transcribed sequence with weak  similarity to protein ref:NP_060627.1 (H.sapiens)  hypothetical protein FLJ10620 [Homo sapiens]--- --- cytoplasm --- guanyl-nucleotide exchange factor activity /// binding--- 0.5295 -1.14
DrAffx.1.4.S1_at tnr tnr tenascin R (restrictin, janusin)tenascin R (restrictin, janusin)signal transduction /// axon guidance--- --- --- receptor binding --- 0.6600 -1.14
Dr.12783.1.S1_at LOC559207 --- hypothetical LOC559207 Transcribed sequences --- --- --- --- --- --- 0.5445 -1.14
Dr.25552.2.S1_at LOC565483 --- hypothetical LOC565483 CDNA clone MGC:55996 IMAGE:3819704, complete cds--- --- --- --- --- --- 0.5777 -1.15
Dr.11441.1.A1_at LOC569678 --- hypothetical LOC569678 Transcribed sequence with moderate similarity to protein pir:T48692 (H.sapiens) T48692 hypothetical protein DKFZp434P0531.1 - human --- --- --- --- --- --- 0.4358 -1.15
Dr.7274.1.S1_at pfkfb1 zgc:55328 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 1wu:fi11h10 fructose 2,6-bisphosphate metabolic process /// metabolic processfructose 2,6-bisphosphate metabolism /// metabolism--- --- catalytic activity /// ATP binding /// kinase activitycatalytic activity /// ATP binding /// kinase activity0.6040 -1.15
Dr.16580.1.A1_at epas1 --- endothelial PAS domain protein 1Transcribed sequence with moderate similarity to protein ref:NP_001421.1 (H.sapiens)  endothelial PAS domain protein 1 [Homo sapiens]transcription /// transcription termination /// regulation of transcription, DNA-dependent /// signal transduction /// transcription antitermination /// regulation of transcription--- nucleus --- DNA binding /// signal transducer activity /// transcription regulator activity--- 0.6371 -1.15
Dr.25060.1.S1_at zgc:55492 zgc:55492 zgc:55492 wu:fd19c10 protein folding protein folding --- --- heat shock protein binding /// unfolded protein bindingchaperone activity 0.6290 -1.15
Dr.3661.1.S1_at LOC798605 /// nktr --- natural killer-tumor recognition sequence /// hypothetical protein LOC798605Transcribed sequence with weak  similarity to protein pir:A47328 (H.sapiens) A47328 natural killer cell tumor-recognition protein - humanprotein folding --- --- --- peptidyl-prolyl cis-trans isomerase activity /// isomerase activity--- 0.4064 -1.16
Dr.9425.1.A1_at ak5 --- adenylate kinase 5 Transcribed sequences --- --- --- --- --- --- 0.1880 -1.16
Dr.8000.1.S1_at gpx1b --- glutathione peroxidase 1bTranscribed sequence with weak  similarity to protein pir:A45207 (H.sapiens) A45207 glutathione peroxidase response to oxidative stress--- --- --- peroxidase activity /// glutathione peroxidase activity /// oxidoreductase activity--- 0.3556 -1.16
Dr.11473.1.A1_at zgc:92578 --- zgc:92578 Transcribed sequence with weak  similarity to protein ref:NP_075830.1 (M.musculus)  RIKEN cDNA 4632432J16 [Mus musculus]--- --- mitochondrion --- nucleotide binding /// ATP binding /// kinase activity /// transferase activity--- 0.5448 -1.16
Dr.12931.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.1216 -1.16
Dr.2506.1.S1_at --- --- Transcribed locus Transcribed sequence with moderate similarity to protein ref:NP_003750.1 (H.sapiens)  solute carrier family 4, sodium bicarbonate cotransporter, member 4; sodium bicarbonate cotransporter 1 --- --- --- --- --- --- 0.2236 -1.17
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Dr.58.1.A1_at zgc:73230 --- zgc:73230 CDNA clone MGC:73230 IMAGE:4144999, complete cdsintracellular signaling cascade--- phosphoinositide 3-kinase complex--- protein binding /// phosphoinositide 3-kinase regulator activity--- 0.5075 -1.18
Dr.3418.1.A1_at si:dkey-18o7.1 --- si:dkey-18o7.1 Transcribed sequence with moderate similarity to protein pir:I55491 (H.sapiens) I55491 adenosine triphosphatase - humantransport /// cation transport /// calcium ion transport /// metabolic process--- membrane attack complex /// membrane /// integral to membrane--- --- --- 0.6362 -1.18
Dr.20996.1.S1_at gc3 gc3 guanylyl cyclase 3 guanylyl cyclase 3 cGMP biosynthetic process /// protein amino acid phosphorylation /// intracellular signaling cascade /// cyclic nucleotide biosynthetic processprotein amino acid phosphorylation /// intracellular signaling cascade--- --- guanylate cyclase activity /// protein kinase activity /// protein-tyrosine kinase activity /// ATP binding /// lyase activity /// phosphorus-oxygen lyase activityguanylate cyclase activity /// protein kinase activity /// ATP binding0.1632 -1.18
Dr.19931.1.S1_at tph1 tph tryptophan hydroxylase 1 (tryptophan 5-monooxygenase)tryptophan hydroxylase (tryptophan 5-monooxygenaseproteolysis /// metabolic process /// aromatic amino acid family metabolic process /// serotonin biosynthetic processmetabolism /// aromatic amino acid family metabolism /// serotonin biosynthesis--- --- cysteine-type endopeptidase activity /// monooxygenase activity /// tryptophan 5-monooxygenase activity /// iron ion binding /// amino acid bindingmonooxygenase activity /// tryptophan 5-monooxygenase activity /// iron ion binding /// amino acid binding0.2074 -1.18
Dr.20055.1.A1_at LOC100006061 --- hypothetical protein LOC100006061Transcribed sequences --- --- --- --- --- --- 0.2396 -1.19
Dr.11184.1.A1_at zgc:73126 zgc:73126 zgc:73126 hypothetical protein MGC73126calcium ion transport --- --- --- calcium channel activity /// calcium ion binding /// calcium channel inhibitor activity--- 0.0324 -1.19
Dr.18845.1.S2_at dmbx1a otx3 diencephalon/mesencephalon homeobox 1aorthodenticle homolog 3 (Drosophila)eye development /// transcription /// transcription termination /// regulation of transcription, DNA-dependent /// multicellular organismal development /// brain development /// transcription antitermination /// regulation of transcriptionregulation of transcription, DNA-dependent /// developmentnucleus nucleus DNA binding /// transcription factor activity /// transcription repressor activity /// sequence-specific DNA bindingDNA binding /// transcription factor activity 0.5880 -1.19
Dr.11343.1.A1_at --- --- --- Transcribed sequence --- --- --- --- --- --- 0.3675 -1.19
Dr.24934.1.S1_at mak zgc:56603 male germ cell-associated kinasewu:fj04c02 protein amino acid phosphorylationprotein amino acid phosphorylation--- --- nucleotide binding /// protein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity /// transferase activityprotein kinase activity /// protein serine/threonine kinase activity /// ATP binding0.2633 -1.20
Dr.17310.1.S1_at zgc:56235 zgc:56235 zgc:56235 hypothetical protein MGC56235anion transport anion transport mitochondrial outer membranemitochondrial outer membranevoltage-gated anion channel activityvoltage-dependent ion-selective channel activity0.3268 -1.20
Dr.12807.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.5610 -1.20
Dr.11176.1.A1_s_at aanat1 aanat1 arylalkylamine N-acetyltransferase 1arylalkylamine N-acetyltransferase 1metabolic process --- --- --- aralkylamine N-acetyltransferase activity /// N-acetyltransferase activity /// acyltransferase activity /// acetyltransferase activity /// transferase activity--- 0.2760 -1.20
Dr.5054.2.S1_at --- pax6b Transcribed locus paired box gene 6b --- transcription /// regulation of transcription, DNA-dependent /// development--- nucleus --- DNA binding /// transcription factor activity 0.5602 -1.20
Dr.25650.1.A1_at si:dkeyp-1h4.2 dbx1a si:dkeyp-1h4.2 developing brain homeobox 1atransport /// intracellular protein transport /// nucleocytoplasmic transport /// signal transduction /// small GTPase mediated signal transduction /// protein transportregulation of transcription, DNA-dependentnucleus nucleus nucleotide binding /// GTPase activity /// protein binding /// GTP bindingDNA binding /// transcription factor activity 0.2673 -1.21
Dr.4262.1.S1_at wu:fb81e12 --- wu:fb81e12 Transcribed sequences --- --- --- --- --- --- 0.0716 -1.21
Dr.24337.1.A1_at zgc:66337 --- zgc:66337 Transcribed sequences --- --- --- --- --- --- 0.0249 -1.22
Dr.9860.1.S1_at mdh1b mdh1b malate dehydrogenase 1b, NAD (soluble)malate dehydrogenase 1b, NAD (soluble)carbohydrate metabolic process /// glycolysis /// tricarboxylic acid cycle /// tricarboxylic acid cycle intermediate metabolic process /// malate metabolic process /// metabolic process /// cellular carbohydrate metabolic processtricarboxylic acid cycle --- cytoplasm catalytic activity /// binding /// oxidoreductase activity /// malate dehydrogenase activity /// oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor /// L-malate dehydrogenase activity /// L-malate dehydrogenase activityoxidoreductase activity /// malate dehydrogenase activity /// L-malate dehydrogenase activity0.2877 -1.22
Dr.12129.1.A1_at wu:fc46a10 --- wu:fc46a10 Transcribed sequences --- --- --- --- --- --- 0.0718 -1.22
Dr.16287.1.A1_at zgc:162186 --- zgc:162186 Transcribed sequence with weak  similarity to protein ref:NP_116269.1 (H.sapiens)  hypothetical protein MGC15730 [Homo sapiens]--- --- --- --- --- --- 0.3748 -1.23
Dr.17264.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.4174 -1.23
Dr.17476.1.A1_at LOC792610 --- Small heat shock protein HSPB6Transcribed sequence with weak  similarity to protein prf:2021294A (H.sapiens) 2021294A alpha-A crystallin [Homo sapiens]response to stress --- --- --- --- --- 0.1928 -1.23
Dr.15260.2.A1_at reverbb2 reverbb rev erb beta 2 rev-erb-beta transcription /// transcription termination /// regulation of transcription, DNA-dependent /// zinc ion transport /// transcription antiterminationtranscription /// regulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity /// zinc ion binding /// sequence-specific DNA binding /// metal ion bindingDNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity0.1949 -1.23
Dr.7691.1.A1_at zgc:101761 --- zgc:101761 Transcribed sequence with moderate similarity to protein prf:2204262A (H.sapiens) 2204262A GTP-binding protein alpha-q [Homo sapiens]protein amino acid ADP-ribosylation /// signal transduction /// G-protein coupled receptor protein signaling pathway--- --- --- nucleotide binding /// signal transducer activity /// GTP binding /// guanyl nucleotide binding--- 0.5542 -1.24
Dr.15883.1.S1_at ppp2r5e1 ppp2r5e1 protein phosphatase 2, regulatory subunit B (B56)protein phosphatase 2, regulatory subunit B (B56)signal transduction signal transduction protein phosphatase type 2A complexprotein phosphatase type 2A complexprotein phosphatase type 2A regulator activityprotein phosphatase type 2A regulator activity0.0393 -1.24
Dr.16054.1.S1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.1484 -1.24
Dr.15221.1.S1_at ankrd10a zgc:55353 ankyrin repeat domain 10asimilar to ankyrin repeat domain 10translation /// tRNA aminoacylation for protein translationtRNA aminoacylation for protein translationcytoplasm --- nucleotide binding /// aminoacyl-tRNA ligase activity /// ATP bindingtRNA ligase activity /// ATP binding 0.1014 -1.24
Dr.25500.1.S1_at vamp1 --- vesicle-associated membrane protein 1CDNA clone MGC:73378 IMAGE:4200206, complete cdsvesicle-mediated transport--- membrane attack complex /// membrane /// integral to membrane--- --- --- 0.0564 -1.24
Dr.264.1.S1_at gefiltin gefiltin gefiltin gefiltin --- --- intermediate filament intermediate filament structural molecule activitystructural molecule activity 0.0940 -1.24
DrAffx.2.8.S1_at aanat1 aanat1 arylalkylamine N-acetyltransferase 1arylalkylamine N-acetyltransferase 1metabolic process --- --- --- aralkylamine N-acetyltransferase activity /// N-acetyltransferase activity /// acyltransferase activity /// acetyltransferase activity /// transferase activity--- 0.1013 -1.25
Dr.17491.2.S1_at pygmb --- phosphorylase, glycogen (muscle) b--- carbohydrate metabolic process--- --- --- phosphorylase activity --- 0.0667 -1.25
Dr.11303.1.S1_at wu:fk57h01 --- wu:fk57h01 Transcribed sequences --- --- --- --- --- --- 0.2602 -1.25
Dr.7233.1.A1_at wu:fj67h05 --- wu:fj67h05 CDNA clone IMAGE:5604321, partial cds--- --- --- --- --- --- 0.0375 -1.25
Dr.19528.1.A1_at LOC562053 --- hypothetical LOC562053 Transcribed sequences --- --- --- --- --- --- 0.0501 -1.25
Dr.14159.1.A1_at id:ibd5024 --- Id:ibd5024 Transcribed sequences --- --- --- --- --- --- 0.0970 -1.25
Dr.7840.1.S1_at atp1a1b atp1a1b ATPase, Na+/K+ transporting, alpha 1b polypeptideATPase, Na+/K+ transporting, alpha 1b polypeptidetransport /// cation transport /// metabolic process /// monovalent inorganic cation transport /// sperm motility /// regulation of cellular pHcation transport /// potassium ion transport /// sodium ion transport /// metabolism /// monovalent inorganic cation transport /// ATP hydrolysis coupled proton transport /// sperm motility /// hydrogen ion homeostasismembrane attack complex /// membrane /// integral to membrane /// integral to membraneintegral to plasma membrane /// sodium/potassium-exchanging ATPase complex /// membrane /// integral to membrane#################### ############################# 0.0490 -1.28
Dr.811.1.S1_at rps6kal zgc:66139 ribosomal protein S6 kinase, likewu:fj94b02 protein amino acid phosphorylation--- --- --- nucleotide binding /// magnesium ion binding /// protein kinase activity /// protein serine/threonine kinase activity /// serine-type endopeptidase inhibitor activity /// ATP binding /// kinase activity /// transferase activity /// metal ion binding--- 0.1657 -1.28
Dr.3986.1.S1_at nr2f2 nr2f2 nuclear receptor subfamily 2, group F, member 2nuclear receptor subfamily 2, group F, member 2transcription /// transcription termination /// regulation of transcription, DNA-dependent /// zinc ion transport /// transcription antiterminationtranscription /// regulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity /// zinc ion binding /// sequence-specific DNA binding /// metal ion bindingDNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity0.2910 -1.29
Dr.24957.1.S1_at opn4l opn4 opsin 4, like opsin 4 (melanopsin) signal transduction /// G-protein coupled receptor protein signaling pathway /// visual perception /// phototransduction /// protein-chromophore linkage /// response to stimulusG-protein coupled receptor protein signaling pathway /// visual perceptionmembrane attack complex /// membrane /// integral to membraneintegral to membrane rhodopsin-like receptor activity /// signal transducer activity /// receptor activity /// G-protein coupled receptor activity /// photoreceptor activityrhodopsin-like receptor activity 0.2940 -1.29
Dr.12531.1.S1_at zgc:112103 --- zgc:112103 Transcribed sequence with weak  similarity to protein ref:NP_079423.1 (H.sapiens)  hypothetical protein FLJ13448 [Homo sapiens]--- --- mitochondrion --- --- --- 0.2776 -1.29
Dr.13244.1.A1_at zgc:152987 --- zgc:152987 Transcribed sequence with weak  similarity to protein pir:T12520 (H.sapiens) T12520 hypothetical protein DKFZp434G173.1 - human--- --- --- --- --- --- 0.2685 -1.30
Dr.10511.1.A1_at ogt --- O-linked N-acetylglucosamine (GlcNAc) transferase (UDP-N-acetylglucosamine:polypeptide-N-acetylglucosaminyl transferase)Transcribed sequence with moderate similarity to protein pir:T31673 (R.norvegicus) T31673 N-acetylglucosaminyltransferases protein amino acid O-linked glycosylation--- --- --- binding /// protein binding /// protein N-acetylglucosaminyltransferase activity /// transferase activity--- 0.5996 -1.31
Dr.25212.1.A1_at zgc:153744 zgc:56528 zgc:153744 similar to calsyntenin 1 proteolysis /// homophilic cell adhesionhomophilic cell adhesion membrane membrane cysteine-type endopeptidase activity /// calcium ion bindingcalcium ion binding 0.2719 -1.31
Dr.3661.2.S1_x_at LOC798605 /// nktr --- natural killer-tumor recognition sequence /// hypothetical protein LOC798605Transcribed sequence with weak  similarity to protein pir:A47328 (H.sapiens) A47328 natural killer cell tumor-recognition protein - humanprotein folding --- --- --- peptidyl-prolyl cis-trans isomerase activity /// isomerase activity--- 0.4007 -1.31
Dr.8209.1.S2_at foxo5 foxo5 forkhead box O5 forkhead box O5 regulation of transcription, DNA-dependentregulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA bindingtranscription factor activity 0.0280 -1.32
Dr.26292.1.A1_at wu:fj68b04 --- wu:fj68b04 Transcribed sequences --- --- --- --- --- --- 0.0309 -1.32
Dr.22015.1.A1_at LOC794288 /// zgc:158135--- zgc:158135 /// hypothetical protein LOC794288Transcribed sequence phospholipid biosynthetic process--- --- --- phosphatidylserine decarboxylase activity--- 0.0076 -1.32
Dr.12058.1.A1_at LOC557926 --- similar to MGC81043 proteinTranscribed sequence with moderate similarity to protein ref:NP_066955.1 (H.sapiens)  protein phosphatase 3 --- --- --- --- phosphoprotein phosphatase activity /// iron ion binding /// hydrolase activity--- 0.0340 -1.34
Dr.6935.1.S1_at sema6d --- sema domain, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6DCDNA clone MGC:56170 IMAGE:5413076, complete cds--- --- integral to membrane --- --- --- 0.0033 -1.34
Dr.10592.1.A1_at wu:fk54d01 --- wu:fk54d01 Transcribed sequences --- --- --- --- --- --- 0.2471 -1.34
Dr.15260.1.S1_at reverbb2 reverbb rev erb beta 2 rev-erb-beta transcription /// transcription termination /// regulation of transcription, DNA-dependent /// zinc ion transport /// transcription antiterminationtranscription /// regulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity /// zinc ion binding /// sequence-specific DNA binding /// metal ion bindingDNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity0.0134 -1.34
Dr.13682.1.S1_at LOC100002031 /// LOC100002387 /// LOC565631--- hypothetical LOC565631 /// hypothetical protein LOC100002031 /// hypothetical protein LOC100002387Transcribed sequence with weak  similarity to protein ref:NP_116012.1 (H.sapiens)  ovary-specific acidic protein [Homo sapiens]--- --- --- --- --- --- 0.0952 -1.35
Dr.18282.7.S1_at khdrbs1 khdrbs1 KH domain containing, RNA binding, signal transduction associated 1KH domain containing, RNA binding, signal transduction associated 1nucleosome assembly --- nucleosome /// nucleus /// chromosome--- DNA binding /// RNA bindingnucleic acid binding 0.2163 -1.35
Dr.16503.1.A1_at --- --- Transcribed locus Transcribed sequence --- --- --- --- --- --- 0.0933 -1.35
Dr.13030.1.A1_at zgc:64006 zgc:64006 Zgc:64006 wu:fj30h05 --- --- --- --- signal transducer activity signal transducer activity 0.2036 -1.36
Dr.16658.1.S1_at LOC792055 --- hypothetical protein LOC792055Transcribed sequence with moderate similarity to protein ref:NP_036290.1 (H.sapiens)  F-box and leucine-rich repeat protein 3A; F-box protein Fbl3a [Homo sapiens]--- --- --- --- --- --- 0.2146 -1.37
Dr.610.2.S1_at DKEY-241L7.8 hsp90a similar to Heat shock protein HSP 90-alpha (HSP 86)heat shock protein 90-alphaprotein folding /// response to stressprotein folding /// positive regulation of nitric oxide biosynthesis--- --- nucleotide binding /// protein binding /// ATP binding /// unfolded protein bindingchaperone activity /// heat shock protein activity /// protein binding /// ATP binding /// nitric-oxide synthase regulator activity0.5332 -1.37
Dr.18285.1.A1_at ell2 --- Elongation factor, RNA polymerase II, 2Transcribed sequences --- --- --- --- --- --- 0.0089 -1.37
Dr.26436.1.S1_at rds4 rds4 retinal degradation slow 4retinal degradation slow 4 visual perception --- integral to membrane integral to membrane --- --- 0.0507 -1.37
Dr.3661.1.S1_a_at LOC798605 /// nktr --- natural killer-tumor recognition sequence /// hypothetical protein LOC798605Transcribed sequence with weak  similarity to protein pir:A47328 (H.sapiens) A47328 natural killer cell tumor-recognition protein - humanprotein folding --- --- --- peptidyl-prolyl cis-trans isomerase activity /// isomerase activity--- 0.3766 -1.38
Dr.17111.1.A1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0160 -1.38
Dr.11178.1.A1_at --- --- Transcribed locus Transcribed sequence with weak  similarity to protein ref:NP_066190.1 (H.sapiens)  aquaporin 9 [Homo sapiens]--- --- --- --- --- --- 0.2889 -1.39
Dr.19223.1.S1_at aldoc aldoc aldolase c, fructose-bisphosphatealdolase c, fructose-bisphosphateglycolysis /// metabolic processglycolysis --- --- catalytic activity /// fructose-bisphosphate aldolase activity /// lyase activityfructose-bisphosphate aldolase activity 0.0017 -1.41
Dr.13670.1.S1_at zgc:77529 --- zgc:77529 CDNA clone MGC:73160 IMAGE:4144870, complete cdssignal transduction --- protein phosphatase type 2A complex--- protein phosphatase type 2A regulator activity--- 0.1174 -1.41
Dr.2619.1.S2_at LOC100008131 /// rbmx rbmx RNA binding motif protein, X-linked /// similar to RNA binding motif protein, X-linkedRNA binding motif protein, X-linked--- --- --- --- nucleotide binding /// nucleic acid binding--- 0.0111 -1.41
Dr.26033.1.A1_at --- --- --- Transcribed sequence --- --- --- --- --- --- 0.1202 -1.41
Dr.24938.1.S1_x_at --- zgc:66318 --- hypothetical protein MGC66318--- purine nucleotide biosynthesis--- --- --- adenylosuccinate synthase activity /// GTP binding0.1554 -1.42
Dr.2204.1.A1_at wu:fc15g08 zgc:55468 wu:fc15g08 hypothetical protein MGC55468--- --- --- --- --- catalytic activity 0.3374 -1.43
Dr.6534.1.A1_at wu:fe11a06 --- wu:fe11a06 Transcribed sequences --- --- --- --- --- --- 0.0337 -1.43
Dr.26493.1.A1_a_at gnb1 gnb1 guanine nucleotide binding protein (G protein), beta polypeptide 1guanine nucleotide binding protein (G protein), beta polypeptide 1signal transduction --- --- --- signal transducer activity --- 0.0398 -1.43
Dr.9899.1.S2_at gnat1 gnat1 guanine nucleotide binding protein (G protein), alpha transducing activity polypeptide 1guanine nucleotide binding protein (G protein), alpha transducing activity polypeptide 1signal transduction /// G-protein coupled receptor protein signaling pathwayG-protein coupled receptor protein signaling pathway--- --- nucleotide binding /// signal transducer activity /// GTP binding /// guanyl nucleotide bindingsignal transducer activity /// GTP binding 0.0208 -1.44
Dr.18344.1.A1_at --- --- Transcribed locus Transcribed sequence with weak  similarity to protein pir:T09575 (H.sapiens) T09575 smoothelin - human--- --- --- --- --- --- 0.0253 -1.44
Dr.11661.1.S1_at LOC791521 /// ypel3 ypel3 yippee-like 3 /// hypothetical protein LOC791521yippee-like 3 --- --- --- --- --- --- 0.2879 -1.44
Dr.9870.1.A1_at zgc:110777 --- zgc:110777 Transcribed sequence with weak  similarity to protein ref:NP_057437.1 (H.sapiens)  rec [Homo sapiens]zinc ion transport --- --- --- zinc ion binding /// transferase activity /// metal ion binding--- 0.0028 -1.45
Dr.12206.2.S1_at tceb2 --- transcription elongation factor B (SIII), polypeptide 2 (18kD, elongin B)CDNA clone IMAGE:5915037, partial cdsprotein modification process--- --- --- --- --- 0.0574 -1.45
Dr.6208.1.A1_at wu:fj58c09 --- wu:fj58c09 Transcribed sequences --- --- --- --- --- --- 0.4673 -1.45
Dr.20997.1.S1_at gc2 gc2 guanylyl cyclase 2 guanylyl cyclase 2 protein amino acid phosphorylation /// intracellular signaling cascade /// cyclic nucleotide biosynthetic processprotein amino acid phosphorylation /// intracellular signaling cascade--- --- protein kinase activity /// protein-tyrosine kinase activity /// ATP binding /// phosphorus-oxygen lyase activityguanylate cyclase activity /// protein kinase activity /// ATP binding0.0019 -1.46
Dr.3889.1.A1_at ptena zgc:73086 phosphatase and tensin homolog Awu:fc52g04 blood vessel development /// protein amino acid dephosphorylation /// dephosphorylation /// lifelong otolith mineralization /// phosphoinositide dephosphorylation /// regulation of protein kinase B signaling cascade--- --- --- protein tyrosine phosphatase activity /// protein tyrosine/serine/threonine phosphatase activity /// phosphoric monoester hydrolase activity /// lipid phosphatase activity--- 0.0456 -1.46
Dr.12486.1.S1_at zgc:92247 --- zgc:92247 Transcribed sequence with weak  similarity to protein ref:NP_005593.2 (H.sapiens)  oligodendrocyte transmembrane protein; claudin 11 [Homo sapiens]--- --- membrane attack complex /// tight junction /// membrane /// integral to membrane--- structural molecule activity--- 0.0093 -1.47
Dr.23065.1.S1_at si:busm1-57f23.1 --- si:busm1-57f23.1 Transcribed sequence with weak  similarity to protein sp:Q15828 (H.sapiens) CYTM_HUMAN Cystatin M precursor protein amino acid phosphorylation /// motor axon guidance /// negative regulation of axon extension /// receptor clustering /// synaptic growth at neuromuscular junction--- membrane /// integral to membrane /// postsynaptic membrane--- nucleotide binding /// protein kinase activity /// protein-tyrosine kinase activity /// cysteine protease inhibitor activity /// receptor activity /// ATP binding /// kinase activity /// transferase activity--- 0.0274 -1.47
Dr.12138.2.A1_at ext1a --- exostoses (multiple) 1a Transcribed sequences heparan sulfate proteoglycan biosynthetic process--- membrane attack complex /// endoplasmic reticulum /// endoplasmic reticulum membrane /// membrane /// integral to membrane /// integral to endoplasmic reticulum membrane--- --- --- 0.0282 -1.47
Dr.12204.1.S1_at rds4 rds4 retinal degradation slow 4retinal degradation slow 4 visual perception --- integral to membrane integral to membrane --- --- 0.0320 -1.47
Dr.10226.1.S1_at LOC557176 --- similar to phosphoinositide-3-kinase, regulatory subunit, polypeptide 1Transcribed sequences signal transduction --- intracellular /// phosphoinositide 3-kinase complex--- protein binding /// phosphoinositide 3-kinase regulator activity--- 0.0068 -1.48
Dr.13441.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0009 -1.48
Dr.19751.1.A1_at LOC555980 --- Hypothetical LOC555980Transcribed sequence --- --- --- --- --- --- 0.0152 -1.51
Dr.6708.1.A1_at --- --- Transcribed locus MRNA similar to guanine nucleotide binding protein (G protein), beta polypeptide 1 (cDNA clone MGC:55774 IMAGE:3817085), complete cds--- --- --- --- --- --- 0.0053 -1.51
Dr.6604.2.A1_a_at zgc:77112 --- zgc:77112 CDNA clone MGC:77112 IMAGE:6960708, complete cds--- --- --- --- --- --- 0.1717 -1.51
Dr.12802.1.A1_at --- --- Transcribed locus Transcribed sequence --- --- --- --- --- --- 0.0083 -1.52
Dr.17415.1.S1_at zgc:56306 zgc:56306 zgc:56306 hypothetical protein MGC56306--- --- --- --- insulin receptor binding insulin receptor binding 0.0025 -1.52
Dr.20391.1.A1_at LOC563577 --- similar to novel apoptosis-stimulating protein of p53Transcribed sequence with moderate similarity to protein ref:NP_056131.1 (H.sapiens)  KIAA0771 protein; apoptosis-stimulating protein of p53, 1 [Homo sapiens]--- --- --- --- --- --- 0.0357 -1.53
Dr.9155.1.S1_at nsf nsf N-ethylmaleimide-sensitive factorN-ethylmaleimide-sensitive factor--- --- --- --- nucleotide binding /// binding /// ATP binding /// nucleoside-triphosphatase activitynucleotide binding /// ATP binding 0.0207 -1.53
Dr.11235.1.A1_at --- PrPL-P1-like Transcribed locus prion-like protein 1 --- --- --- --- --- --- 0.0028 -1.53
Dr.610.2.S1_a_at DKEY-241L7.8 /// hsp90a.1hsp90a heat shock protein 90-alpha 1 /// similar to Heat shock protein HSP 90-alpha (HSP 86)heat shock protein 90-alphaprotein folding /// response to stress /// myofibril assembly /// positive regulation of nitric oxide biosynthetic processprotein folding /// positive regulation of nitric oxide biosynthesiscytoplasm --- nucleotide binding /// protein binding /// protein binding /// ATP binding /// nitric-oxide synthase regulator activity /// unfolded protein bindingchaperone activity /// heat shock protein activity /// protein binding /// ATP binding /// nitric-oxide synthase regulator activity0.2605 -1.54
Dr.12870.1.A1_at LOC570928 --- hypothetical LOC570928 Transcribed sequence with weak  similarity to protein ref:NP_501178.1 (C.elegans)  phosphatase [Caenorhabditis elegans]--- --- --- --- --- --- 0.0362 -1.54
Dr.539.1.S1_at rx2 rx2 retinal homeobox gene 2 retinal homeobox gene 2 transcription /// transcription termination /// regulation of transcription, DNA-dependent /// multicellular organismal development /// transcription antitermination /// regulation of transcriptionregulation of transcription, DNA-dependent /// developmentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA bindingDNA binding /// transcription factor activity 0.0813 -1.54
Dr.11351.1.A1_at zgc:73324 zgc:73324 zgc:73324 hypothetical protein MGC73324--- --- mitochondrion --- --- --- 0.0328 -1.54
Dr.20080.1.S1_at ca2 /// LOC792230 /// LOC792861ca2 carbonic anhydrase II /// hypothetical protein LOC792230 /// similar to Carbonic anhydrase IIcarbonic anhydrase II one-carbon compound metabolic process--- --- --- carbonate dehydratase activity /// zinc ion binding--- 0.1285 -1.55
Dr.23461.1.A1_at stc2 /// zgc:136650 --- stanniocalcin 2 /// zgc:136650Transcribed sequence with weak  similarity to protein ref:NP_003705.1 (H.sapiens)  stanniocalcin 2; stanniocalcin 2; stanniocalcin related protein [Homo sapiens]--- --- extracellular region --- hormone activity --- 0.0830 -1.57
Dr.25848.1.A1_at wu:fj12d05 env wu:fj12d05 envelope protein --- --- --- --- --- --- 0.0031 -1.58
Dr.14001.1.A1_at pttg1ip --- pituitary tumor-transforming 1 interacting proteinTranscribed sequence with weak  similarity to protein sp:P53801 (H.sapiens) PTTG_HUMAN Pituitary tumor-transforming gene 1 protein-interacting protein multicellular organismal development--- --- --- --- --- 0.0492 -1.59
Dr.11194.1.A1_at --- --- Transcribed locus Transcribed sequence --- --- --- --- --- --- 0.0163 -1.59
Dr.14001.2.S1_at pttg1ip --- pituitary tumor-transforming 1 interacting proteinTranscribed sequence with weak  similarity to protein sp:P53801 (H.sapiens) PTTG_HUMAN Pituitary tumor-transforming gene 1 protein-interacting protein multicellular organismal development--- --- --- --- --- 0.0244 -1.59
Dr.19459.1.A1_at zgc:162324 --- zgc:162324 Transcribed sequences --- --- --- --- --- --- 0.0073 -1.60
Dr.7806.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0186 -1.60
Dr.25688.1.A1_at zgc:136936 --- zgc:136936 Transcribed sequences --- --- --- --- zinc ion binding --- 0.0013 -1.61
Dr.14771.1.S1_at foxo3a --- forkhead box O3A Clone RK137A2F09 primase, polypeptide 2A, 58kDa (PRIM2A) mRNA, complete cdsregulation of transcription, DNA-dependent--- nucleus --- DNA binding /// transcription factor activity /// sequence-specific DNA binding--- 0.0039 -1.62
Dr.17180.1.A1_at LOC795838 --- hypothetical protein LOC795838Transcribed sequence with weak  similarity to protein pdb:1FO2 (H.sapiens) A Chain A, Crystal Structure Of Human Class I Alpha1,2-Mannosidase In Complex With 1-Deoxymannojirimycin--- --- --- --- --- --- 0.0073 -1.63
Dr.9072.1.S1_at cab39 --- calcium binding protein 39MRNA similar to MO25 protein (cDNA clone MGC:55451 IMAGE:2639822), complete cds--- --- --- --- binding --- 0.0004 -1.63
Dr.12838.1.A1_at zgc:73336 zgc:73336 zgc:73336 hypothetical protein MGC73336visual perception --- integral to membrane --- --- --- 0.0011 -1.63
Dr.25148.1.S1_at amd1 zgc:55614 adenosylmethionine decarboxylase 1similar to S-adenosylmethionine decarboxylase 1spermine biosynthetic process /// spermidine biosynthetic processspermine biosynthesis /// spermidine biosynthesis--- --- adenosylmethionine decarboxylase activity /// lyase activity /// carboxy-lyase activityadenosylmethionine decarboxylase activity0.0063 -1.63
Dr.26437.1.S1_at atp1b2a atp1b2a ATPase, Na+/K+ transporting, beta 2a polypeptideATPase, Na+/K+ transporting, beta 2a polypeptidetransport /// ion transport /// potassium ion transport /// sodium ion transportpotassium ion transport /// sodium ion transportmembrane attack complex /// membrane /// integral to membranemembrane sodium:potassium-exchanging ATPase activitysodium/potassium-exchanging ATPase activity0.0520 -1.63
Dr.9906.1.S1_at zgc:56548 zgc:56548 zgc:56548 similar to retinal degeneration, slow (retinitis pigmentosa 7)visual perception --- integral to membrane integral to membrane --- --- 0.0019 -1.64
Dr.5428.2.A1_at LOC100000252 /// LOC556185 /// pik3r3id2 phosphoinositide-3-kinase, regulatory subunit, polypeptide 3 (p55, gamma) /// similar to Phosphoinositide-3-kinase, regulatory subunit, polypeptide 3 (p55, gamma) /// similar to phosphoinositide-3-kinase, regulatory subunit, polypeptide 1inhibitor of DNA binding 2, dominant negative helix-loop-helix proteinintracellular signaling cascade--- phosphoinositide 3-kinase complex--- protein binding /// kinase activity /// phosphoinositide 3-kinase regulator activity--- 0.0013 -1.64
Dr.24938.1.S1_a_at --- zgc:66318 --- hypothetical protein MGC66318--- purine nucleotide biosynthesis--- --- --- adenylosuccinate synthase activity /// GTP binding0.0414 -1.64
Dr.14576.2.S1_at zgc:112131 --- zgc:112131 Transcribed sequence with weak  similarity to protein ref:NP_009292.1 (H.sapiens)  synuclein, alpha; non A4 component of amyloid precursor [Homo sapiens]--- --- cytoplasm --- --- --- 0.0064 -1.65
Dr.17137.1.S1_at rorab zgc:55954 RAR-related orphan receptor A, paralog bsimilar to RAR-related orphan receptor Atranscription /// transcription termination /// regulation of transcription, DNA-dependent /// zinc ion transport /// transcription antiterminationregulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity /// zinc ion binding /// sequence-specific DNA binding /// metal ion bindingDNA binding /// transcription factor activity /// steroid hormone receptor activity /// receptor activity /// ligand-dependent nuclear receptor activity0.0195 -1.67
Dr.11372.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0037 -1.67
Dr.5434.4.S1_at LOC100000919 /// LOC100001548 /// LOC100002389 /// pvalb9--- parvalbumin 9 /// similar to Pvalb3b--- calcium ion transport --- --- --- calcium channel activity /// calcium ion binding /// calcium channel inhibitor activity--- 0.0037 -1.68
Dr.12591.1.S1_at gucy2f --- guanylate cyclase 2F, retinal--- protein amino acid phosphorylation /// intracellular signaling cascade /// cyclic nucleotide biosynthetic process--- --- --- protein kinase activity /// protein-tyrosine kinase activity /// ATP binding /// phosphorus-oxygen lyase activity--- 0.0005 -1.68
Dr.14327.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0015 -1.70
Dr.7788.1.A1_at LOC564852 --- similar to 6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 2Transcribed sequence with moderate similarity to protein sp:P00722 (E. coli) BGAL_ECOLI Beta-galactosidase --- --- --- --- --- --- 0.0005 -1.70
Dr.15036.1.S1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0178 -1.71
Dr.8103.1.S1_at opn1mw4 opn1mw4 opsin 1 (cone pigments), medium-wave-sensitive, 4opsin 1 (cone pigments), medium-wave-sensitive, 4signal transduction /// G-protein coupled receptor protein signaling pathway /// visual perception /// visual perception /// phototransduction /// phototransduction /// protein-chromophore linkage /// response to stimulusG-protein coupled receptor protein signaling pathway /// visual perception /// phototransductionmembrane attack complex /// membrane /// integral to membrane /// integral to membraneintegral to membrane rhodopsin-like receptor activity /// signal transducer activity /// receptor activity /// G-protein coupled receptor activity /// photoreceptor activity /// photoreceptor activityrhodopsin-like receptor activity /// G-protein coupled receptor activity /// G-protein coupled photoreceptor activity /// photoreceptor activity0.0147 -1.71
Dr.26433.1.S1_at clk4 wu:fb37c01 CDC-like kinase 4 wu:fb37c01 --- --- --- --- --- --- 0.1034 -1.71
Dr.11161.1.A1_at LOC569122 --- hypothetical LOC569122 Transcribed sequence with weak  similarity to protein ref:NP_004417.1 (H.sapiens)  early development regulator 1; early development regulator 1 --- --- --- --- --- --- 0.0015 -1.72
Dr.6680.1.S1_at zgc:55587 wu:fi34c11 zgc:55587 wu:fi34c11 protein amino acid phosphorylationprotein amino acid phosphorylation--- --- nucleotide binding /// protein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity /// transferase activityprotein kinase activity /// protein serine/threonine kinase activity /// ATP binding /// kinase activity0.0052 -1.73
Dr.26000.1.A1_at grb10 --- growth factor receptor-bound protein 10Transcribed sequence with weak  similarity to protein pir:I39175 (H.sapiens) I39175 SH2-domain protein Grb-IR - humansignal transduction /// intracellular signaling cascade--- --- --- receptor activity /// protein binding--- 0.1093 -1.73
Dr.21065.1.S1_at zgc:55965 zgc:55965 zgc:55965 wu:fj33d07 transport /// protein transport--- cytoplasm --- --- --- 0.0005 -1.75
Dr.13864.1.S1_at spata18 --- spermatogenesis associated 18Transcribed sequences multicellular organismal development /// spermatogenesis /// cell differentiation--- cytoplasm --- --- --- 0.0012 -1.76
Dr.9847.1.A1_at pdc1 pdc1 phosducin 1 phosducin 1 --- --- --- --- --- --- 0.0016 -1.77
Dr.12400.1.S1_at atp1b2b atp1b2b ATPase, Na+/K+ transporting, beta 2b polypeptideATPase, Na+/K+ transporting, beta 2b polypeptidepotassium ion transport /// sodium ion transport /// otolith development /// otolith developmentpotassium ion transport /// sodium ion transportmembrane membrane sodium:potassium-exchanging ATPase activitysodium/potassium-exchanging ATPase activity0.0061 -1.77
Dr.12730.1.A1_at gpsm2 zgc:63574 G-protein signalling modulator 2 (AGS3-like, C. elegans)hypothetical protein MGC63574signal transduction signal transduction --- --- GTPase activator activity /// bindingGTPase activator activity 0.0010 -1.78
Dr.14343.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0025 -1.80
Dr.9899.1.S1_at gnat1 gnat1 guanine nucleotide binding protein (G protein), alpha transducing activity polypeptide 1guanine nucleotide binding protein (G protein), alpha transducing activity polypeptide 1signal transduction /// G-protein coupled receptor protein signaling pathwayG-protein coupled receptor protein signaling pathway--- --- nucleotide binding /// signal transducer activity /// GTP binding /// guanyl nucleotide bindingsignal transducer activity /// GTP binding 0.0041 -1.82
Dr.539.1.S1_s_at rx2 rx2 retinal homeobox gene 2 retinal homeobox gene 2 transcription /// transcription termination /// regulation of transcription, DNA-dependent /// multicellular organismal development /// transcription antitermination /// regulation of transcriptionregulation of transcription, DNA-dependent /// developmentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA bindingDNA binding /// transcription factor activity 0.0190 -1.83
Dr.6759.1.A1_at wu:fb81c07 --- wu:fb81c07 Transcribed sequences --- --- --- --- --- --- 0.0234 -1.83
Dr.12454.1.S1_at gchfr zgc:73253 GTP cyclohydrolase I feedback regulatorhypothetical protein MGC73253negative regulation of biosynthetic process--- --- --- protein binding --- 0.0037 -1.83
Dr.4198.1.S1_at mhc1ufa mhc1ubal major histocompatibility complex class I UFA genemajor histocompatibility complex class I UBA gene- likeimmune response /// antigen processing and presentationimmune response membrane /// MHC class I protein complexmembrane /// integral to membrane--- --- 0.0955 -1.83
Dr.11188.1.A1_at --- --- Transcribed locus Transcribed sequence with weak  similarity to protein sp:P08100 (H.sapiens) OPSD_HUMAN Rhodopsin --- --- --- --- --- --- 0.0015 -1.86
Dr.11069.1.A1_at zgc:77752 zgc:77752 zgc:77752 hypothetical protein MGC77752protein amino acid dephosphorylation /// dephosphorylation--- --- --- protein tyrosine phosphatase activity /// protein tyrosine/serine/threonine phosphatase activity /// hydrolase activity /// phosphoric monoester hydrolase activity--- 0.0008 -1.89
Dr.12863.1.A1_at rnf144a --- ring finger protein 144a Transcribed sequence with moderate similarity to protein sp:P50876 (H.sapiens) Y161_HUMAN Hypothetical protein KIAA0161electron transport /// ubiquitin cycle /// zinc ion transport--- membrane /// integral to membrane--- protein binding /// zinc ion binding /// electron carrier activity /// ligase activity /// metal ion binding /// iron-sulfur cluster binding--- 0.0030 -1.91
Dr.11069.2.S1_at zgc:77752 zgc:77752 zgc:77752 hypothetical protein MGC77752protein amino acid dephosphorylation /// dephosphorylation--- --- --- protein tyrosine phosphatase activity /// protein tyrosine/serine/threonine phosphatase activity /// hydrolase activity /// phosphoric monoester hydrolase activity--- 0.0029 -1.95
Dr.9972.1.S1_at wu:fb71e04 env wu:fb71e04 envelope protein --- --- --- --- --- --- 0.0014 -2.00
Dr.9908.1.A1_at LOC557454 --- similar to ENSANGP00000004777Transcribed sequence with weak  similarity to protein prf:2207278A (H.sapiens) 2207278A photoreceptor [Homo sapiens]--- --- --- --- --- --- 0.0002 -2.14
Dr.9847.2.A1_at pdc1 pdc1 Phosducin 1 phosducin 1 --- --- --- --- --- --- 0.0021 -2.19
Dr.23271.1.A1_at LOC100004884 /// LOC100005305--- hypothetical protein LOC100004884 /// hypothetical protein LOC100005305Transcribed sequence --- --- --- --- --- --- 0.0017 -2.20
Dr.11234.1.A1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0001 -2.21
Dr.26330.1.S1_at gnb1l --- guanine nucleotide binding protein (G protein), beta polypeptide 1, likeMRNA similar to guanine nucleotide binding protein (G protein), beta polypeptide 1 (cDNA clone MGC:55774 IMAGE:3817085), complete cdssignal transduction --- --- --- signal transducer activity --- 0.0013 -2.22
Dr.9824.1.A1_at LOC555324 --- hypothetical LOC555324 Transcribed sequences --- --- --- --- --- --- 0.0006 -2.26
Dr.17113.1.A1_a_at ptena zgc:73086 phosphatase and tensin homolog Awu:fc52g04 blood vessel development /// protein amino acid dephosphorylation /// dephosphorylation /// lifelong otolith mineralization /// phosphoinositide dephosphorylation /// regulation of protein kinase B signaling cascade--- --- --- protein tyrosine phosphatase activity /// protein tyrosine/serine/threonine phosphatase activity /// phosphoric monoester hydrolase activity /// lipid phosphatase activity--- 0.0261 -2.27
Dr.25814.1.S1_at LOC566570 --- similar to renal organic anion transporterTranscribed sequence with weak  similarity to protein ref:NP_004247.1 (H.sapiens)  organic cation transporter like 3 [Homo sapiens]--- --- --- --- --- --- 0.0020 -2.30
Dr.24315.1.S1_at ca7 zgc:73385 carbonic anhydrase VII hypothetical protein MGC73385one-carbon compound metabolic processone-carbon compound metabolism--- --- carbonate dehydratase activity /// zinc ion bindingcarbonate dehydratase activity /// zinc ion binding0.0081 -2.35
Dr.12789.1.A1_at --- --- --- Transcribed sequence with moderate similarity to protein pir:A44842 (H.sapiens) A44842 cGMP-gated ion channel protein - human--- --- --- --- --- --- 0.0001 -2.36
Dr.538.1.S1_at LOC567374 /// rx1 rx1 retinal homeobox gene 1 /// similar to Retinal homeobox gene 1retinal homeobox gene 1 transcription /// transcription termination /// regulation of transcription, DNA-dependent /// multicellular organismal development /// transcription antitermination /// regulation of transcriptionregulation of transcription, DNA-dependent /// developmentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA bindingDNA binding /// transcription factor activity 0.0003 -2.41
Dr.14334.1.A1_at --- --- --- --- --- --- --- --- --- --- 0.0036 -2.41
Dr.12479.1.A1_at LOC798660 --- hypothetical protein LOC798660Transcribed sequences --- --- --- --- --- --- 0.0005 -2.43
Dr.9894.1.A1_at wu:fk56b02 --- wu:fk56b02 Transcribed sequences --- --- --- --- --- --- 0.0003 -2.50
Dr.2863.1.A1_at slc25a25 --- solute carrier family 25 (mitochondrial carrier; phosphate carrier), member 25CDNA clone MGC:77454 IMAGE:6971504, complete cdstransport --- membrane attack complex /// mitochondrion /// mitochondrial inner membrane /// membrane /// integral to membrane--- transporter activity /// binding /// calcium ion binding--- 0.0001 -2.51
Dr.7714.1.S1_at erm erm ets related protein erm ets related protein erm regulation of transcription, DNA-dependentregulation of transcription, DNA-dependentnucleus nucleus DNA binding /// transcription factor activity /// sequence-specific DNA bindingDNA binding /// transcription factor activity 0.0000 -2.56
Dr.23223.1.A1_at --- --- --- Transcribed sequence with weak  similarity to protein ref:NP_079268.1 (H.sapiens)  hypothetical protein FLJ12547 [Homo sapiens]--- --- --- --- --- --- 0.0000 -2.63
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Dr.9851.1.A1_at --- --- Transcribed locus Transcribed sequences --- --- --- --- --- --- 0.0005 -2.74
Dr.4119.1.S1_at guca1b guca1b guanylate cyclase activator 1Bguanylate cyclase activator 1Bcalcium ion transport --- --- --- calcium channel activity /// calcium ion binding /// calcium ion binding /// calcium channel inhibitor activity /// guanylate cyclase activator activitycalcium ion binding 0.0001 -2.76
Dr.20008.3.A1_at gnb1 gnb1 guanine nucleotide binding protein (G protein), beta polypeptide 1guanine nucleotide binding protein (G protein), beta polypeptide 1signal transduction --- --- --- signal transducer activity --- 0.0107 -3.00
Dr.12836.1.S1_at id2b zgc:73382 inhibitor of DNA binding 2, dominant negative helix-loop-helix protein, bhm:zeh0152 regulation of transcriptioncarbohydrate metabolismnucleus --- DNA binding /// transcription regulator activityDNA binding /// hydrolase activity, hydrolyzing O-glycosyl compounds /// kinase activity0.0000 -3.00
Dr.12836.2.A1_at id2b zgc:73382 inhibitor of DNA binding 2, dominant negative helix-loop-helix protein, bhm:zeh0152 regulation of transcriptioncarbohydrate metabolismnucleus --- DNA binding /// transcription regulator activityDNA binding /// hydrolase activity, hydrolyzing O-glycosyl compounds /// kinase activity0.0000 -3.10
Dr.9853.1.A1_at pde6a --- phosphodiesterase 6A, cGMP-specific, rod, alphaTranscribed sequence with moderate similarity to protein pir:B34611 (H.sapiens) B34611 3',5'-cyclic-GMP phosphodiesterase signal transduction --- --- --- catalytic activity /// 3',5'-cyclic-nucleotide phosphodiesterase activity /// hydrolase activity--- 0.0013 -3.24
Dr.11183.1.A1_at --- --- --- Transcribed sequences --- --- --- --- --- --- 0.0001 -3.26
Dr.9912.1.A1_at wu:fk57g06 --- wu:fk57g06 Transcribed sequences --- --- --- --- --- --- 0.0000 -4.06
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