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regulation_48h
Ontology
Group
ratioDiff _8Tc vs 100Tc Ratio of induction (signal at 8 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_6Tc vs 100Tc Ratio of induction (signal at 6 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_5Tc vs 100Tc Ratio of induction (signal at 5 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_4Tc vs 100Tc Ratio of induction (signal at 4 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_3Tc vs 100Tc Ratio of induction (signal at 3 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_2Tc vs 100Tc Ratio of induction (signal at 2 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_1 5Tc vs 100Tc Ratio of induction (signal at 1.5 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_1Tc vs 100Tc Ratio of induction (signal at 1 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_0 5Tc vs 100Tc Ratio of induction (signal at 0.5 ng/mL TC / signal at 100 ng/mL TC)
ratioDiff_0Tc vs 100Tc Ratio of induction (signal at 0 ng/mL TC / signal at 100 ng/mL TC)
Ex_100Tc Expression signal on filter (PhosphorImager data)
Ex_8Tc Expression signal on filter (PhosphorImager data)
Ex_6Tc Expression signal on filter (PhosphorImager data)
Ex_5Tc Expression signal on filter (PhosphorImager data)
Ex_4Tc Expression signal on filter (PhosphorImager data)
Ex_3Tc Expression signal on filter (PhosphorImager data)
Ex_2Tc Expression signal on filter (PhosphorImager data)
Ex_1 5Tc Expression signal on filter (PhosphorImager data)
Ex_1Tc Expression signal on filter (PhosphorImager data)
Ex_0 5Tc Expression signal on filter (PhosphorImager data)
Ex_0Tc Expression signal on filter (PhosphorImager data)
signDiff _8Tc vs 100Tc Significance of the difference between signal at 8 ng/mL TC / signal at 100 ng/mL TC
signDiff_6Tc vs 100Tc Significance of the difference between signal at 6 ng/mL TC / signal at 100 ng/mL TC
signDiff_5Tc vs 100Tc Significance of the difference between signal at 5 ng/mL TC / signal at 100 ng/mL TC
signDiff_4Tc vs 100Tc Significance of the difference between signal at 4 ng/mL TC / signal at 100 ng/mL TC
signDiff_3Tc vs 100Tc Significance of the difference between signal at 3 ng/mL TC / signal at 100 ng/mL TC
signDiff_2Tc vs 100Tc Significance of the difference between signal at 2 ng/mL TC / signal at 100 ng/mL TC
signDiff_1 5Tc vs 100Tc Significance of the difference between signal at 1.5 ng/mL TC / signal at 100 ng/mL TC
signDiff_1Tc vs 100Tc Significance of the difference between signal at 1 ng/mL TC / signal at 100 ng/mL TC
signDiff_0 5Tc vs 100Tc Significance of the difference between signal at 0.5 ng/mL TC / signal at 100 ng/mL TC
signDiff_0Tc vs 100Tc Significance of the difference between signal at 0 ng/mL TC / signal at 100 ng/mL TC
signEx_100Tc Significant signal on filter (significant over background)
signEx_8Tc Significant signal on filter (significant over background)
signEx_6Tc Significant signal on filter (significant over background)
signEx_5Tc Significant signal on filter (significant over background)
signEx_4Tc Significant signal on filter (significant over background)
signEx_3Tc Significant signal on filter (significant over background)
signEx_2Tc Significant signal on filter (significant over background)
signEx_1 5Tc Significant signal on filter (significant over background)
signEx_1Tc Significant signal on filter (significant over background)
signEx_0 5Tc Significant signal on filter (significant over background)
signEx_0Tc Significant signal on filter (significant over background)



HGNC Symbol Ensembl ID Gene Description
MYC ENSG00000136997 MYC PROTO-ONCOGENE PROTEIN (C-MYC). [Source:SWISSPROT;Acc:P01106]v-myc myelocytomatosis viral oncogene homolog (avian) /// v-myc myelocytomatosis viral oncogene homolog (avian)Cluster Incl. V00568:Human mRNA encoding the c-myc oncogene /cds=(558,1877) /gbtep:     [Parsing package id...]
CACNA1G ENSG00000006283 T-type calcium channel alpha1G (CACNA1G); low-voltage-activated, neuronalcalcium channel, voltage-dependent, alpha 1G subunitCluster Incl. AB012043:Homo sapiens mRNA for NBR13, complete cds /cds=(28,4695) /gb=AB012043 /gi=4115531 /ug=Hs.194746 /len=4903
NME1 ENSG00000011052 NUCLEOSIDE DIPHOSPHATE KINASE A (EC 2.7.4.6) (NDK A) (NDP KINASE A) (TUMOR METASTATIC PROCESS-ASSOCIATED PROTEIN) (METASTASIS INHIBITION FACTOR NM23) (NM23-H1). [Source:SWISSPROT;Acc:P15531]non-metastatic cells 1, protein (NM23A) expressed in /// non-metatep:     [Parsing package id...]
ADCY2 ENSG00000078295 ADENYLATE CYCLASE, TYPE II (EC 4.6.1.1) (ATP PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE) (FRAGMENT). [Source:SWISSPROT;Acc:Q08462]adenylate cyclase 2 (brain)Cluster Incl. AB028983:Homo sapiens mRNA for KIAA1060 protein, partial cds /cds=(0,2663) /gb=AB028983 tep:     [Parsing package id...]
C4orf9 ENSG00000087269 chromosome 4 open reading frame 9Cluster Incl. AF040965:Homo sapiens unknown protein IT12 mRNA, partial cds /cds=(0,2622) /gb=AF040965 /gi=2792365 /ug=Hs.117487 /len=2889
FKBP5 ENSG00000096060 FK506-BINDING PROTEIN 5 (EC 5.2.1.8) (PEPTIDYL-PROLYL CIS-TRANS ISOMERASE) (PPIASE) (ROTAMASE) (51 KDA FK506-BINDING PROTEIN) (FKBP- 51) (54 KDA PROGESTERONE RECEPTOR-ASSOCIATED IMMUNOPHILIN) (FKBP54) (P54) (FF1 ANTIGEN) (HSP90-BINDING IMMUNOPHILIN) (ANDRtep:     [Parsing package id...]
CRKL ENSG00000099942 CRK-LIKE PROTEINv-crk sarcoma virus CT10 oncogene homolog (avian)-like /// v-crk sarcoma virus CT10 oncogene homolog (avian)-likeCluster Incl. X59656:H.sapiens crk-like gene CRKL /cds=(509,1420) /gb=X59656 /gi=416519 /ug=Hs.37078 /len=1881
RFC5 ENSG00000111445 ACTIVATOR 1 36 KDA SUBUNIT (REPLICATION FACTOR C 36 KDA SUBUNIT) (A1 36 KDA SUBUNIT) (RF-C 36 KDA SUBUNIT) (RFC36). [Source:SWISSPROT;Acc:P40937]replication factor C (activator 1) 5, 36.5kDaCluster Incl. L07540:Human replication factor C, 36-kDa subunit mtep:     [Parsing package id...]
PPP2CA ENSG00000113575 SERINE/THREONINE PROTEIN PHOSPHATASE 2A, CATALYTIC SUBUNIT, ALPHA ISOFORM (EC 3.1.3.16) (PP2A-ALPHA) (REPLICATION PROTEIN C) (RP-C). [Source:SWISSPROT;Acc:P05323]protein phosphatase 2 (formerly 2A), catalytic subunit, alpha isoform /// protein phosphatasetep:     [Parsing package id...]
TIMM8A ENSG00000126953 MITOCHONDRIAL IMPORT INNER MEMBRANE TRANSLOCASE SUBUNIT TIM8 A (DEAFNESS DYSTONIA PROTEIN 1) (X-LINKED DEAFNESS DYSTONIA PROTEIN). [Source:SWISSPROT;Acc:O60220]translocase of inner mitochondrial membrane 8 homolog A (yeast) /// translocase of inner mitochtep:     [Parsing package id...]
n.a. ENSG00000132199 RTS BETA PROTEIN. [Source:RefSeq;Acc:NM_017512]rTS beta proteinCluster Incl. X89602:H.sapiens mRNA for rTS beta protein /cds=(17,1267) /gb=X89602 /gi=1150420 /ug=Hs.180433 /len=1570
MAD2L1 ENSG00000164109 MITOTIC SPINDLE ASSEMBLY CHECKPOINT PROTEIN MAD2A (MAD2-LIKE 1) (HSMAD2). [Source:SWISSPROT;Acc:Q13257]MAD2 mitotic arrest deficient-like 1 (yeast) /// MAD2 mitotic arrest deficient-like 1 (yeast)Cluster Incl. AJ000186:Homo sapiens mRNA for MAD2 protein /tep:     [Parsing package id...]
MRPL12 --- Mrp17mitochondrial ribosomal protein L12 /// mitochondrial ribosomal protein L12Cluster Incl. X79865:H.sapiens Mrp17 mRNA /cds=(137,733) /gb=X79865 /gi=1313961 /ug=Hs.109059 /len=1008
NME1 ENSG00000011052 NUCLEOSIDE DIPHOSPHATE KINASE A (EC 2.7.4.6) (NDK A) (NDP KINASE A) (TUMOR METASTATIC PROCESS-ASSOCIATED PROTEIN) (METASTASIS INHIBITION FACTOR NM23) (NM23-H1). [Source:SWISSPROT;Acc:P15531]non-metastatic cells 1, protein (NM23A) expressed in /// non-metatep:     [Parsing package id...]
METTL1 ENSG00000037897 METHYLTRANSFERASE-LIKE PROTEIN 1, ISOFORM C; D1075-LIKE GENE PRODUCT. [Source:RefSeq;Acc:NM_023033]methyltransferase-like 1 /// methyltransferase-like 1Cluster Incl. Y18643:Homo sapiens mRNA for methyltransferase-like protein 1 /cds=(48,878) /gb=Y18643 /gtep:     [Parsing package id...]
SLC7A5 ENSG00000103257 LARGE NEUTRAL AMINO ACIDS TRANSPORTER SMALL SUBUNIT 1 (L-TYPE AMINO ACID TRANSPORTER 1) (4F2 LIGHT CHAIN) (4F2 LC) (4F2LC) (CD98 LIGHT CHAIN) (INTEGRAL MEMBRANE PROTEIN E16) (HLAT1). [Source:SWISSPROT;Acc:Q01650]solute carrier family 7 (cationic amino acitep:     [Parsing package id...]
SRM ENSG00000116649 SPERMIDINE SYNTHASE (EC 2.5.1.16) (PUTRESCINE AMINOPROPYLTRANSFERASE) (SPDSY). [Source:SWISSPROT;Acc:P19623]M64231 /FEATURE=mRNA /DEFINITION=HUMSPERSYN Human spermidine synthase gene, complete cds
IL1B ENSG00000125538 INTERLEUKIN-1 BETA PRECURSOR (IL-1 BETA) (CATABOLIN). [Source:SWISSPROT;Acc:P01584]interleukin 1, betaCluster Incl. M15330:Human interleukin 1-beta (IL1B) mRNA, complete cds /cds=(86,895) /gb=M15330 /gi=186283 /ug=Hs.126256 /len=1497
PAICS ENSG00000128050 MULTIFUNCTIONAL PROTEIN ADE2 [INCLUDES: PHOSPHORIBOSYLAMINOIMIDAZOLE- SUCCINOCARBOXAMIDE SYNTHASE (EC 6.3.2.6) (SAICAR SYNTHETASE); PHOSPHORIBOSYLAMINOIMIDAZOLE CARBOXYLASE (EC 4.1.1.21) (AIR CARBOXYLASE) (AIRC)]. [Source:SWISSPROT;Acc:P22234]phosphoribostep:     [Parsing package id...]
TOMM40 ENSG00000130204 PROBABLE MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM40 HOMOLOG (TRANSLOCASE OF OUTER MEMBRANE 40 KDA SUBUNIT HOMOLOG) (HAYMAKER PROTEIN) (P38.5). [Source:SWISSPROT;Acc:O96008]translocase of outer mitochondrial membrane 40 homolog (yeast) /// translocase of tep:     [Parsing package id...]
PYCR1 ENSG00000141548 PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P5C REDUCTASE). [Source:SWISSPROT;Acc:P32322]pyrroline-5-carboxylate reductase 1 /// pyrroline-5-carboxylate reductase 1Cluster Incl. M77836:Human pyrroline 5-carboxylate reductase mRNA, complete cds tep:     [Parsing package id...]
UMPK ENSG00000143179 URIDINE-CYTIDINE KINASE 2 (EC 2.7.1.48) (UCK 2) (URIDINE MONOPHOSPHOKINASE 2) (CYTIDINE MONOPHOSPHOKINASE 2). [Source:SWISSPROT;Acc:Q9BZX2]uridine monophosphate kinase /// uridine monophosphate kinaseCluster Incl. D78335:Human mRNA for 5-terminal region otep:     [Parsing package id...]
LRP8 ENSG00000157193 APOLIPOPROTEIN E RECEPTOR 2, ISOFORM 3 PRECURSOR; LOW DENSITY LIPOPROTEIN RECEPTOR-RELATED PROTEIN 8, APOLIPOPROTEIN E RECEPTOR. [Source:RefSeq;Acc:NM_017522]low density lipoprotein receptor-related protein 8, apolipoprotein e receptor /// low density liptep:     [Parsing package id...]
DUSP14 ENSG00000161326 DUAL SPECIFICITY PROTEIN PHOSPHATASE 14 (EC 3.1.3.48) (EC 3.1.3.16) (MITOGEN-ACTIVATED PROTEIN KINASE PHOSPHATASE 6) (MAP KINASE PHOSPHATASE 6) (MKP-6) (MKP-1 LIKE PROTEIN TYROSINE PHOSPHATASE) (MKP-L). [Source:SWISSPROT;Acc:O95147]dual specificity phosphtep:     [Parsing package id...]
METAP1 ENSG00000164024 METHIONINE AMINOPEPTIDASE 1 (EC 3.4.11.18) (METAP 1) (PEPTIDASE M 1) (FRAGMENT). [Source:SWISSPROT;Acc:P53582]methionyl aminopeptidase 1Cluster Incl. D42084:Human mRNA for KIAA0094 gene, partial cds /cds=(0,1185) /gb=D42084 /gi=577314 /ug=Hs.82007 /len=26te
ABCE1 ENSG00000164163 ATP-BINDING CASSETTE SUB-FAMILY E MEMBER 1 (RNASE L INHIBITOR) (RIBONUCLEASE 4 INHIBITOR) (RNS4I) (HUHP68). [Source:SWISSPROT;Acc:Q96B10]ATP-binding cassette, sub-family E (OABP), member 1Cluster Incl. X76388:H.sapiens mRNA for 2-5A binding protein /cds=(tep:     [Parsing package id...]
PA2G4 ENSG00000170515 PROLIFERATION-ASSOCIATED PROTEIN 2G4 (CELL CYCLE PROTEIN P38-2G4 HOMOLOG) (HG4-1). [Source:SWISSPROT;Acc:Q9UQ80]proliferation-associated 2G4, 38kDaCluster Incl. U59435:Human cell cycle protein p38-2G4 homolog (hG4-1) mRNA, complete cds /cds=(97,1281) /gb=tep:     [Parsing package id...]
BOP1 ENSG00000170727 BLOCK OF PROLIFERATION 1. [Source:SWISSPROT;Acc:Q14137]block of proliferation 1Cluster Incl. D50914:Human mRNA for KIAA0124 gene, partial cds /cds=(0,2048) /gb=D50914 /gi=1469170 /ug=Hs.30736 /len=2108
RANBP1 ENSG00000170987 RAN binding protein 1Cluster Incl. D38076:Human mRNA for RanBP1 (Ran-binding protein 1), complete cds /cds=(149,751) /gb=D38076 /gi=534871 /ug=Hs.24763 /len=881
CTPS ENSG00000171793 CTP SYNTHASE (EC 6.3.4.2) (UTP--AMMONIA LIGASE) (CTP SYNTHETASE). [Source:SWISSPROT;Acc:P17812]CTP synthase /// CTP synthaseCluster Incl. X52142:Human mRNA for CTP synthetase (EC 6.3.4.2) /cds=(75,1850) /gb=X52142 /gi=30292 /ug=Hs.82202 /len=2758
TRAP1 ENSG00000178436 heat shock protein 75U12595 /FEATURE= /DEFINITION=HSU12595 Human tumor necrosis factor type 1 receptor associated protein (TRAP1) mRNA, partial cds
HSPD1 ENSG00000178461 SHORT HEAT SHOCK PROTEIN 60 HSP60S2. [Source:SPTREMBL;Acc:Q96RI3]heat shock 60kDa protein 1 (chaperonin)Cluster Incl. M22382:Human mitochondrial matrix protein P1 (nuclear encoded) mRNA, complete cds /cds=(45,1766) /gb=M22382 /gi=190126 /ug=Hs.79037 /len=tep:
PFAS ENSG00000178921 PHOSPHORIBOSYLFORMYLGLYCINAMIDINE SYNTHASE (EC 6.3.5.3) (FGAM SYNTHASE) (FGAMS) (FORMYLGLYCINAMIDE RIBOTIDE AMIDOTRANSFERASE) (FGARAT) (FORMYLGLYCINAMIDE RIBOTIDE SYNTHETASE). [Source:SWISSPROT;Acc:O15067]phosphoribosylformylglycinamidine synthase (FGAR atep:     [Parsing package id...]
TEAD4 ENSG00000179162 TRANSCRIPTIONAL ENHANCER FACTOR TEF-3 (TEA DOMAIN FAMILY MEMBER 4) (TEAD-4) (TRANSCRIPTION FACTOR RTEF-1). [Source:SWISSPROT;Acc:Q15561]TEA domain family member 4Cluster Incl. U63824:Human transcription factor RTEF-1 (RTEF1) mRNA, complete cds /cds=(163,1tep:     [Parsing package id...]
MIF ENSG00000179677 macrophage migration inhibitory factor (glycosylation-inhibiting factor) /// macrophage migration inhibitory factor (glycosylation-inhibiting factor)L19686 /FEATURE=mRNA /DEFINITION=HUMMIF Homo sapiens macrophage migration inhibitory factor (MIF) gene, cotep:     [Par
VARS2 ENSG00000180181 VALYL-TRNA SYNTHETASE 2 (EC 6.1.1.9) (VALINE--TRNA LIGASE 2) (VALRS 2) (G7A). [Source:SWISSPROT;Acc:P26640]valyl-tRNA synthetase 2Cluster Incl. X59303:Human G7a mRNA for valyl-tRNA synthetase /cds=(219,4016) /gb=X59303 /gi=31544 /ug=Hs.159637 /len=4089
CENTG1 ENSG00000181137 centaurin, gamma 1Cluster Incl. D79989:Human mRNA for KIAA0167 gene, complete cds /cds=(88,2598) /gb=D79989 /gi=1531538 /ug=Hs.184884 /len=3950
DSCR2 --- leucine rich proteinDown syndrome critical region gene 2 /// Down syndrome critical region gene 2Cluster Incl. AJ006291:Homo sapiens mRNA for leucine rich protein /cds=(63,929) /gb=AJ006291 /gi=3805937 /ug=Hs.5198 /len=1060
JAG2 --- Jagged 2jagged 2Cluster Incl. AF029778:Homo sapiens Jagged2 (JAG2) mRNA, complete cds /cds=(404,4120) /gb=AF029778 /gi=2605944 /ug=Hs.166154 /len=4974
PRKAR1B --- cAMP-dependent protein kinase type I beta regulatory subunit (PRKAR1B)protein kinase, cAMP-dependent, regulatory, type I, betaM65066 /FEATURE= /DEFINITION=HUMRIB Human cAMP-dependent protein kinase regulatory subunit RI-beta mRNA, 3' end
n.a. --- MAC30hypothetical protein MAC30Cluster Incl. L19183:Human MAC30 mRNA, 3' end /cds=(0,569) /gb=L19183 /gi=307154 /ug=Hs.199695 /len=2002
MATK ENSG00000007264 MEGAKARYOCYTE-ASSOCIATED TYROSINE-PROTEIN KINASE (EC 2.7.1.112) (TYROSINE-PROTEIN KINASE CTK) (PROTEIN KINASE HYL) (HEMATOPOIETIC CONSENSUS TYROSINE-LACKING KINASE). [Source:SWISSPROT;Acc:P42679]megakaryocyte-associated tyrosine kinase /// megakaryocyte-atep:     [Parsing package id...]
IARS ENSG00000021374 ISOLEUCYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.5) (ISOLEUCINE--TRNA LIGASE) (ILERS) (IRS). [Source:SWISSPROT;Acc:P41252]isoleucine-tRNA synthetase /// isoleucine-tRNA synthetaseCluster Incl. U04953:Human isoleucyl-tRNA synthetase mRNA, complete cds /cdstep:     [Parsing package id...]
GAL ENSG00000069482 GALANIN PRECURSOR [CONTAINS: GALANIN; GALANIN MESSAGE-ASSOCIATED PEPTIDE (GMAP)]. [Source:SWISSPROT;Acc:P22466]galaninCluster Incl. M77140:H.sapiens pro-galanin mRNA, 3' end /cds=(0,323) /gb=M77140 /gi=190411 /ug=Hs.1907 /len=512
MCAM ENSG00000076706 CELL SURFACE GLYCOPROTEIN MUC18 PRECURSOR (MELANOMA-ASSOCIATED ANTIGEN MUC18) (MELANOMA-ASSOCIATED ANTIGEN A32) (S-ENDO 1 ENDOTHELIAL- ASSOCIATED ANTIGEN) (CD146 ANTIGEN) (MELANOMA ADHESION MOLECULE). [Source:SWISSPROT;Acc:P43121]melanoma cell adhesion motep:     [Parsing package id...]
CAD ENSG00000084774 CAD PROTEIN [INCLUDES: GLUTAMINE-DEPENDENT CARBAMOYL-PHOSPHATE SYNTHASE (EC 6.3.5.5); ASPARTATE CARBAMOYLTRANSFERASE (EC 2.1.3.2); DIHYDROOROTASE (EC 3.5.2.3)]. [Source:SWISSPROT;Acc:P27708]carbamoyl-phosphate synthetase 2, aspartate transcarbamylase, andtep:     [Parsing package id...]
FH ENSG00000091483 FUMARATE HYDRATASE, MITOCHONDRIAL PRECURSOR (EC 4.2.1.2) (FUMARASE). [Source:SWISSPROT;Acc:P07954]fumarate hydrataseCluster Incl. U59309:Human fumarase precursor (FH) mRNA, nuclear gene encoding mitochondrial protein, complete cds /cds=(33,1565) /gb=U5930tep:     [Parsing package id...]
SRPK1 ENSG00000096063 SFRS PROTEIN KINASE 1; SR PROTEIN KINASE 1. [Source:RefSeq;Acc:NM_003137]SFRS protein kinase 1U09564 /FEATURE= /DEFINITION=HSU09564 Human serine kinase mRNA, complete cds
NEFH ENSG00000100285 NEUROFILAMENT TRIPLET H PROTEIN (200 KDA NEUROFILAMENT PROTEIN) (NEUROFILAMENT HEAVY POLYPEPTIDE) (NF-H). [Source:SWISSPROT;Acc:P12036]neurofilament, heavy polypeptide 200kDaCluster Incl. X15306:H.sapiens NF-H gene, exon 1 (and joined CDS) /cds=(0,3062) /tep:     [Parsing package id...]
NP ENSG00000100831 PURINE NUCLEOSIDE PHOSPHORYLASE (EC 2.4.2.1) (INOSINE PHOSPHORYLASE) (PNP). [Source:SWISSPROT;Acc:P00491]nucleoside phosphorylase /// nucleoside phosphorylaseX00737 /FEATURE=cds /DEFINITION=HSPNP Human mRNA for purine nucleoside phosphorylase (PNP; EC 2.4tep: 
AHCY ENSG00000101444 ADENOSYLHOMOCYSTEINASE (EC 3.3.1.1) (S-ADENOSYL-L-HOMOCYSTEINE HYDROLASE) (ADOHCYASE). [Source:SWISSPROT;Acc:P23526]S-adenosylhomocysteine hydrolase /// S-adenosylhomocysteine hydrolaseCluster Incl. M61832:Human S-adenosylhomocysteine hydrolase (AHCY) mRNtep:     [Parsing package id...]
POLD2 ENSG00000106628 DNA POLYMERASE DELTA SUBUNIT 2 (EC 2.7.7.7). [Source:SWISSPROT;Acc:P49005]polymerase (DNA directed), delta 2, regulatory subunit 50kDaU21090 /FEATURE= /DEFINITION=HSU21090 Human DNA polymerase delta small subunit mRNA, complete cds
C1QBP ENSG00000108561 COMPLEMENT COMPONENT 1, Q SUBCOMPONENT BINDING PROTEIN, MITOCHONDRIAL PRECURSOR (GLYCOPROTEIN GC1QBP) (GC1Q-R PROTEIN) (HYALURONAN-BINDING PROTEIN 1) (P32) (P33). [Source:SWISSPROT;Acc:Q07021]complement component 1, q subcomponent binding proteinCluster Itep:     [Parsing package id...]
CAMKK2 ENSG00000110931 CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE KINASE 2 BETA ISOFORM 1; CAMKK BETA PROTEIN; CALCIUM/CALMODULIN-DEPENDENT PROTEIN KINASE BETA. [Source:RefSeq;Acc:NM_006549]calcium/calmodulin-dependent protein kinase kinase 2, betaCluster Incl. AB018330:Homo step:     [Parsing package id...]
n.a. ENSG00000111234 PROTEIN PREDICTED BY CLONE 23733. [Source:RefSeq;Acc:NM_013300]protein predicted by clone 23733Cluster Incl. U79274:Human clone 23733 mRNA, complete cds /cds=(416,1237) /gb=U79274 /gi=1710240 /ug=Hs.150555 /len=1484
BYSL ENSG00000112578 BYSTIN. [Source:SWISSPROT;Acc:Q13895]bystin-like /// bystin-likeCluster Incl. L36720:Homo sapiens bystin mRNA, complete cds /cds=(64,984) /gb=L36720 /gi=1160618 /ug=Hs.106880 /len=1262
NUP155 ENSG00000113569 NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) (155 KDA NUCLEOPORIN). [Source:SWISSPROT;Acc:O75694]nucleoporin 155kDa /// nucleoporin 155kDaCluster Incl. AB018334:Homo sapiens mRNA for KIAA0791 protein, complete cds /cds=(140,4138) /gb=AB018334 tep:     [Parsing package id...]



HGNC Symbol Ensembl ID Gene Description
IFRD2 ENSG00000114366 N-ACETYLTRANSFERASE 6 (EC 2.3.1.-) (FUS-2 PROTEIN) (FUSION 2 PROTEIN). [Source:SWISSPROT;Acc:Q93015]interferon-related developmental regulator 2 /// interferon-related developmental regulator 2Cluster Incl. U09585:Homo sapiens putative interferon-related tep:     [Parsing package id...]
MRPL3 ENSG00000114686 MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L3 (L3MT). [Source:SWISSPROT;Acc:P09001]mitochondrial ribosomal protein L3 /// mitochondrial ribosomal protein L3Cluster Incl. X06323:Human MRL3 mRNA for ribosomal protein L3 homologue ( MRL3 = mammalian ribosome L3 ) /tep:     [Parsing package id...]
HSPE1 ENSG00000115541 10 KDA HEAT SHOCK PROTEIN, MITOCHONDRIAL (HSP10) (10 KDA CHAPERONIN) (CPN10). [Source:SWISSPROT;Acc:Q04984]heat shock 10kDa protein 1 (chaperonin 10) /// heat shock 10kDa protein 1 (chaperonin 10)Cluster Incl. AI912041:wd84b06.x1 Homo sapiens cDNA, 3' endtep:     [Parsing package id...]
HSPE1 ENSG00000115541 10 KDA HEAT SHOCK PROTEIN, MITOCHONDRIAL (HSP10) (10 KDA CHAPERONIN) (CPN10). [Source:SWISSPROT;Acc:Q04984]heat shock 10kDa protein 1 (chaperonin 10) /// heat shock 10kDa protein 1 (chaperonin 10)Cluster Incl. AI912041:wd84b06.x1 Homo sapiens cDNA, 3' endtep:     [Parsing package id...]
n.a. ENSG00000115946 PUTATATIVE 28 KDA PROTEIN. [Source:RefSeq;Acc:NM_020143]putatative 28 kDa protein /// putatative 28 kDa proteinCluster Incl. L48692:Homo sapiens (clone p5-23-3) mRNA /cds=UNKNOWN /gb=L48692 /gi=1050998 /ug=Hs.193384 /len=1092
EBNA1BP2 ENSG00000117395 PROBABLE RRNA PROCESSING PROTEIN EBP2 (EBNA1 BINDING PROTEIN 2) (NUCLEOLAR PROTEIN P40). [Source:SWISSPROT;Acc:Q99848]EBNA1 binding protein 2 /// EBNA1 binding protein 2Cluster Incl. U86602:Human nucleolar protein p40 mRNA, complete cds /cds=(142,1062) /gtep:     [Parsing package id...]
TNFRSF8 ENSG00000120949 TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 8 PRECURSOR (CD30L RECEPTOR) (LYMPHOCYTE ACTIVATION ANTIGEN CD30) (KI-1 ANTIGEN). [Source:SWISSPROT;Acc:P28908]tumor necrosis factor receptor superfamily, member 8 /// tumor necrosis factor receptor superftep:     [Parsing package id...]
PRDX4 ENSG00000123131 PEROXIREDOXIN 4 (EC 1.11.1.-) (PRX-IV) (THIOREDOXIN PEROXIDASE AO372) (THIOREDOXIN-DEPENDENT PEROXIDE REDUCTASE A0372) (ANTIOXIDANT ENZYME AOE372) (AOE37-2). [Source:SWISSPROT;Acc:Q13162]peroxiredoxin 4 /// peroxiredoxin 4Cluster Incl. U25182:Human antioxtep:     [Parsing package id...]
CSE1L ENSG00000124207 IMPORTIN-ALPHA RE-EXPORTER (CHROMOSOME SEGREGATION 1-LIKE PROTEIN) (CELLULAR APOPTOSIS SUSCEPTIBILITY PROTEIN). [Source:SWISSPROT;Acc:P55060]CSE1 chromosome segregation 1-like (yeast) /// CSE1 chromosome segregation 1-like (yeast)Cluster Incl. AF053641:Hotep:     [Parsing package id...]
RPP40 ENSG00000124787 RIBONUCLEASE P PROTEIN SUBUNIT P40 (EC 3.1.26.5) (RNASEP PROTEIN P40) (RNASE P SUBUNIT 1). [Source:SWISSPROT;Acc:O75818]ribonuclease P 40kDa subunit /// ribonuclease P 40kDa subunitCluster Incl. U94317:Homo sapiens ribonuclease P protein subunit p40 (RPP4tep:     [Parsing package id...]
n.a. ENSG00000125912 hypothetical protein from EUROIMAGE 2021883Cluster Incl. AI867349:wi24g10.x1 Homo sapiens cDNA, 3' end /clone=IMAGE-2391234 /clone_end=3' /gb=AI867349 /gi=5540365 /ug=Hs.234787 /len=438
HRMT1L2 ENSG00000126457 PROTEIN ARGININE N-METHYLTRANSFERASE 1 (EC 2.1.1.-) (INTERFERON RECEPTOR 1-BOUND PROTEIN 4). [Source:SWISSPROT;Acc:Q99873]HMT1 hnRNP methyltransferase-like 2 (S. cerevisiae) /// HMT1 hnRNP methyltransferase-like 2 (S. cerevisiae)Cluster Incl. Y10805:H.saptep:     [Parsing package id...]
n.a. ENSG00000132877 KIAA1026 proteinCluster Incl. AB028949:Homo sapiens mRNA for KIAA1026 protein, partial cds /cds=(0,1559) /gb=AB028949 /gi=5689388 /ug=Hs.27742 /len=5592
n.a. ENSG00000136933 RAB9 EFFECTOR P40. [Source:RefSeq;Acc:NM_005833]Rab9 effector p40Z97074 /FEATURE= /DEFINITION=HSRAB9P40 Homo sapiens mRNA for Rab9 effector p40, complete cds
MADH4 ENSG00000141646 MOTHERS AGAINST DECAPENTAPLEGIC HOMOLOG 4 (SMAD 4) (MOTHERS AGAINST DPP HOMOLOG 4) (DELETION TARGET IN PANCREATIC CARCINOMA 4) (HSMAD4). [Source:SWISSPROT;Acc:Q13485]MAD, mothers against decapentaplegic homolog 4 (Drosophila)Cluster Incl. U44378:Human homtep:     [Parsing package id...]
IL9 ENSG00000145839 INTERLEUKIN-9 PRECURSOR (IL-9) (T-CELL GROWTH FACTOR P40) (P40 CYTOKINE). [Source:SWISSPROT;Acc:P15248]interleukin 9 /// interleukin 9Cluster Incl. M30134:Human P40 protein mRNA, complete cds /cds=(11,445) /gb=M30134 /gi=189431 /ug=Hs.960 /len=591
PDCD11 ENSG00000148843 RRP5 PROTEIN HOMOLOG (FRAGMENT). [Source:SWISSPROT;Acc:Q14690]programmed cell death 11Cluster Incl. D80007:Human mRNA for KIAA0185 gene, partial cds /cds=(0,5655) /gb=D80007 /gi=1136429 /ug=Hs.239499 /len=5823
HK2 ENSG00000159399 HEXOKINASE, TYPE II (EC 2.7.1.1) (HK II) (MUSCLE FORM HEXOKINASE). [Source:SWISSPROT;Acc:P52789]hexokinase 2Cluster Incl. Z46376:H.sapiens HK2 mRNA for hexokinase II /cds=(1490,4243) /gb=Z46376 /gi=587201 /ug=Hs.198427 /len=5292
PWP2H ENSG00000160220 PERIODIC TRYPTOPHAN PROTEIN 2 HOMOLOG. [Source:SWISSPROT;Acc:Q15269]PWP2 periodic tryptophan protein homolog (yeast)Cluster Incl. X95263:H.sapiens mRNA for PWP2 protein /cds=(31,2790) /gb=X95263 /gi=1438061 /ug=Hs.79380 /len=3201
n.a. ENSG00000161813 C-MPL BINDING PROTEIN. [Source:RefSeq;Acc:NM_052879]c-Mpl binding proteinCluster Incl. AL050205:Homo sapiens mRNA; cDNA DKFZp586F1323 (from clone DKFZp586F1323) /cds=UNKNOWN /gb=AL050205 /gi=4884444 /ug=Hs.26613 /len=2302
NOLC1 ENSG00000166197 NUCLEOLAR PHOSPHOPROTEIN P130 (NUCLEOLAR 130 KDA PROTEIN) (140 KDA NUCLEOLAR PHOSPHOPROTEIN) (NOPP140) (NUCLEOLAR AND COILED-BODY PHOSPHOPROTEIN 1). [Source:SWISSPROT;Acc:Q14978]nucleolar and coiled-body phosphoprotein 1Cluster Incl. D21262:Human mRNA fortep:     [Parsing package id...]
NOLC1 ENSG00000166197 NUCLEOLAR PHOSPHOPROTEIN P130 (NUCLEOLAR 130 KDA PROTEIN) (140 KDA NUCLEOLAR PHOSPHOPROTEIN) (NOPP140) (NUCLEOLAR AND COILED-BODY PHOSPHOPROTEIN 1). [Source:SWISSPROT;Acc:Q14978]nucleolar and coiled-body phosphoprotein 1 /// nucleolar and coiled-body phostep:     [Parsing package id...]
CCT2 ENSG00000166226 T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) (CCT-BETA). [Source:SWISSPROT;Acc:P78371]chaperonin containing TCP1, subunit 2 (beta)Cluster Incl. AF026166:Homo sapiens chaperonin-containing TCP-1 beta subunit homolog mRNA, complete cds /cds=(57,1664) /gb=tep:     [Parsing package id...]
DTYMK ENSG00000168393 THYMIDYLATE KINASE (EC 2.7.4.9) (DTMP KINASE). [Source:SWISSPROT;Acc:P23919]deoxythymidylate kinase (thymidylate kinase)L16991 /FEATURE= /DEFINITION=HUMCDC8X Human thymidylate kinase (CDC8) mRNA, complete cds
HNRPAB ENSG00000169162 HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN AB ISOFORM A; HNRNP TYPE A/B PROTEIN; APOLIPOPROTEIN B MRNA EDITING ENZYME, CATALYTIC POLYPEPTIDE 1-BINDING PROTEIN 1; APOBEC-1 BINDING PROTEIN 1; HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN C; HNRNP CORE PROTEIN C. [Sotep:     [Parsing package id...]
FASN ENSG00000169710 FATTY ACID SYNTHASE (EC 2.3.1.85) [INCLUDES: EC 2.3.1.38; EC 2.3.1.39; EC 2.3.1.41; EC 1.1.1.100; EC 4.2.1.61; EC 1.3.1.10; EC 3.1.2.14]. [Source:SWISSPROT;Acc:P49327]fatty acid synthaseCluster Incl. U29344:Human breast carcinoma fatty acid synthase mRNA,tep:     [Parsing package id...]
FASN ENSG00000169710 FATTY ACID SYNTHASE (EC 2.3.1.85) [INCLUDES: EC 2.3.1.38; EC 2.3.1.39; EC 2.3.1.41; EC 1.1.1.100; EC 4.2.1.61; EC 1.3.1.10; EC 3.1.2.14]. [Source:SWISSPROT;Acc:P49327]fatty acid synthaseCluster Incl. U29344:Human breast carcinoma fatty acid synthase mRNA,tep:     [Parsing package id...]
NMB ENSG00000177279 NEUROMEDIN B-32 PRECURSOR [CONTAINS: NEUROMEDIN B]. [Source:SWISSPROT;Acc:P08949]neuromedin B /// neuromedin BCluster Incl. AI985272:ws06b05.x1 Homo sapiens cDNA, 3' end /clone=IMAGE-2496369 /clone_end=3' /gb=AI985272 /gi=5812641 /ug=Hs.83321 /len=666
CHC1 ENSG00000180198 RCC1chromosome condensation 1 /// chromosome condensation 1D00591 /FEATURE=exons#7-14 /DEFINITION=HUMRCC1 Homo sapiens RCC1 gene, exons 1, 2, 3, 4, 5, 6, 7, 8, 9, 10, 11, 12, 13, 14, complete cds

cDNA DKFZp586K1318Cluster Incl. AL049382:Homo sapiens mRNA; cDNA DKFZp586K1318 (from clone DKFZp586K1318) /cds=UNKNOWN /gb=AL049382 /gi=4500170 /ug=Hs.62601 /len=1599
KIAA0179 --- KIAA0179KIAA0179Cluster Incl. D80001:Human mRNA for KIAA0179 gene, partial cds /cds=(0,2288) /gb=D80001 /gi=1136417 /ug=Hs.152629 /len=4994
NTHL1 ENSG00000065057 NTH ENDONUCLEASE III-LIKE 1 (E. COLI); NTH (E.COLI ENDONUCLEASE III)-LIKE 1. [Source:RefSeq;Acc:NM_002528]nth endonuclease III-like 1 (E. coli) /// nth endonuclease III-like 1 (E. coli)Cluster Incl. AB014460:Homo sapiens TSC2, NTHL1/NTH1 and SLC9A3R2/E3KAtep:     [Parsing package id...]
UNG ENSG00000076248 URACIL-DNA GLYCOSYLASE, MITOCHONDRIAL PRECURSOR (EC 3.2.2.-) (UDG). [Source:SWISSPROT;Acc:P13051]uracil-DNA glycosylase /// uracil-DNA glycosylaseCluster Incl. Y09008:H.sapiens mRNA for uracil-DNA glycosylase /cds=(70,1011) /gb=Y09008 /gi=1850820 /ug=Hs.7tep:     [Parsing
KIAA0020 ENSG00000080608 KIAA0020Cluster Incl. D13645:Human mRNA for KIAA0020 gene, complete cds /cds=(418,1944) /gb=D13645 /gi=286008 /ug=Hs.2471 /len=2112
n.a. ENSG00000086189 PROBABLE DIMETHYLADENOSINE TRANSFERASE (EC 2.1.1.-) (S- ADENOSYLMETHIONINE-6-N',N'-ADENOSYL(RRNA) DIMETHYLTRANSFERASE) (18S RRNA DIMETHYLASE). [Source:SWISSPROT;Acc:Q9UNQ2]putative dimethyladenosine transferaseCluster Incl. AF091078:Homo sapiens clone 559tep:     [Parsing package id...]
n.a. ENSG00000100304 KIAA0153 proteinCluster Incl. D63487:Human mRNA for KIAA0153 gene, partial cds /cds=(0,1918) /gb=D63487 /gi=1469887 /ug=Hs.82563 /len=3394
POLE2 ENSG00000100479 DNA POLYMERASE EPSILON SUBUNIT B (EC 2.7.7.7) (DNA POLYMERASE II SUBUNIT B). [Source:SWISSPROT;Acc:P56282]polymerase (DNA directed), epsilon 2 (p59 subunit) /// polymerase (DNA directed), epsilon 2 (p59 subunit)Cluster Incl. AF025840:Homo sapiens DNA polytep:     [Parsing package id...]
MTHFD1 ENSG00000100714 C-1-TETRAHYDROFOLATE SYNTHASE, CYTOPLASMIC (C1-THF SYNTHASE) [INCLUDES: METHYLENETETRAHYDROFOLATE DEHYDROGENASE (EC 1.5.1.5); METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE (EC 3.5.4.9); FORMYLTETRAHYDROFOLATE SYNTHETASE (EC 6.3.4.3)]. [Source:SWISSPROT;Acc:P115tep:     [Parsing package id...]
NOL5A ENSG00000101361 NUCLEOLAR PROTEIN NOP56 (NUCLEOLAR PROTEIN 5A). [Source:SWISSPROT;Acc:O00567]nucleolar protein 5A (56kDa with KKE/D repeat)Cluster Incl. Y12065:Homo sapiens mRNA for nucleolar protein hNop56 /cds=(21,1829) /gb=Y12065 /gi=2230877 /ug=Hs.5092 /len=1973
PRPS2 ENSG00000101911 RIBOSE-PHOSPHATE PYROPHOSPHOKINASE II (EC 2.7.6.1) (PHOSPHORIBOSYL PYROPHOSPHATE SYNTHETASE II) (PPRIBP) (PRS-II). [Source:SWISSPROT;Acc:P11908]phosphoribosyl pyrophosphate synthetase 2 /// phosphoribosyl pyrophosphate synthetase 2Cluster Incl. Y00971:Humtep:     [Parsing package id...]
RUVBL2 ENSG00000104818 CHORIOGONADOTROPIN BETA CHAIN PRECURSOR (CHORIONIC GONADOTROPHIN BETA SUBUNIT) (CG-BETA). [Source:SWISSPROT;Acc:P01233]RuvB-like 2 (E. coli)Cluster Incl. AB024301:Homo sapiens mRNA for RuvB-like DNA helicase TIP49b, complete cds /cds=(13,1404) /gb=AB02430tep:     [Parsing package id...]
GPI ENSG00000105220 GLUCOSE-6-PHOSPHATE ISOMERASE (EC 5.3.1.9) (GPI) (PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) (PHI) (NEUROLEUKIN) (NLK) (SPERM ANTIGEN-36) (SA-36). [Source:SWISSPROT;Acc:P06744]glucose phosphate isomeraseCluster Incl. K03515:Human neuroleukitep:     [Parsing package id...]
n.a. ENSG00000106305 MULTISYNTHETASE COMPLEX AUXILIARY COMPONENT P38 (JTV-1 PROTEIN) (PRO0992). [Source:SWISSPROT;Acc:Q13155]JTV1 geneCluster Incl. U24169:Human JTV-1 (JTV-1) mRNA, complete cds /cds=(113,1051) /gb=U24169 /gi=1215668 /ug=Hs.220502 /len=1222
NPM3 ENSG00000107833 NUCLEOPLASMIN 3. [Source:SWISSPROT;Acc:O75607]nucleophosmin/nucleoplasmin, 3 /// nucleophosmin/nucleoplasmin, 3Cluster Incl. AF081280:Homo sapiens nucleoplasmin-3 (NPM3) mRNA, complete cds /cds=(11,547) /gb=AF081280 /gi=3415120 /ug=Hs.90691 /len=865
n.a. ENSG00000110104 hypothetical protein MGC2574Cluster Incl. AA195301:zr36g11.r1 Homo sapiens cDNA, 5' end /clone=IMAGE-665540 /clone_end=5' /gb=AA195301 /gi=1785240 /ug=Hs.4253 /len=569
CDC20 ENSG00000117399 CELL DIVISION CYCLE 20; CELL DIVISION CYCLE 20, S.CEREVISIAE HOMOLOG. [Source:RefSeq;Acc:NM_001255]CDC20 cell division cycle 20 homolog (S. cerevisiae) /// CDC20 cell division cycle 20 homolog (S. cerevisiae)Cluster Incl. U05340:Human p55CDC mRNA, complettep:     [Parsing package id...]
n.a. ENSG00000119812 DKFZP564F0522 proteinCluster Incl. AL049943:Homo sapiens mRNA; cDNA DKFZp564F0522 (from clone DKFZp564F0522) /cds=(0,944) /gb=AL049943 /gi=4884187 /ug=Hs.23060 /len=2059
PRKDC ENSG00000121031 DNA-DEPENDENT PROTEIN KINASE CATALYTIC SUBUNIT (EC 2.7.1.37) (DNA- PKCS) (DNPK1). [Source:SWISSPROT;Acc:P78527]protein kinase, DNA-activated, catalytic polypeptideCluster Incl. U47077:Human DNA-dependent protein kinase catalytic subunit (DNA-PKcs) mRNA, ctep:     [Parsing package id...]
CKS2 ENSG00000123975 CYCLIN-DEPENDENT KINASES REGULATORY SUBUNIT 2 (CKS-2). [Source:SWISSPROT;Acc:P33552]CDC28 protein kinase regulatory subunit 2 /// CDC28 protein kinase regulatory subunit 2Cluster Incl. X54942:H.sapiens ckshs2 mRNA for Cks1 protein homologue /cds=(95,334) tep:     [Parsing package id...]
CSE1L ENSG00000124207 IMPORTIN-ALPHA RE-EXPORTER (CHROMOSOME SEGREGATION 1-LIKE PROTEIN) (CELLULAR APOPTOSIS SUSCEPTIBILITY PROTEIN). [Source:SWISSPROT;Acc:P55060]CSE1 chromosome segregation 1-like (yeast) /// CSE1 chromosome segregation 1-like (yeast)Cluster Incl. AF053641:Hotep:     [Parsing package id...]
EEF1E1 ENSG00000124802 MULTISYNTHETASE COMPLEX AUXILIARY COMPONENT P18. [Source:SWISSPROT;Acc:O43324]eukaryotic translation elongation factor 1 epsilon 1 /// eukaryotic translation elongation factor 1 epsilon 1Cluster Incl. AF054186:Homo sapiens p18 protein mRNA, complete cds /tep:     [Parsing package id...]
HRMT1L2 ENSG00000126457 PROTEIN ARGININE N-METHYLTRANSFERASE 1 (EC 2.1.1.-) (INTERFERON RECEPTOR 1-BOUND PROTEIN 4). [Source:SWISSPROT;Acc:Q99873]HMT1 hnRNP methyltransferase-like 2 (S. cerevisiae) /// HMT1 hnRNP methyltransferase-like 2 (S. cerevisiae)Cluster Incl. Y10805:H.saptep:     [Parsing package id...]
n.a. ENSG00000127564 MEMBRANE-ASSOCIATED TYROSINE- AND THREONINE-SPECIFIC CDC2-INHIBI. [Source:RefSeq;Acc:NM_004203]membrane-associated tyrosine- and threonine-specific cdc2-inhibitory kinaseCluster Incl. AF014118:Homo sapiens membrane-associated kinase (Myt1) mRNA, complete tep:     [Parsing package id...]
TST ENSG00000128311 THIOSULFATE SULFURTRANSFERASE (EC 2.8.1.1) (RHODANESE). [Source:SWISSPROT;Acc:Q16762]thiosulfate sulfurtransferase (rhodanese) /// thiosulfate sulfurtransferase (rhodanese)Cluster Incl. D87292:Homo sapiens mRNA for rhodanese, complete cds /cds=(48,941) /gtep:     [Parsing package id...]
DKC1 ENSG00000130826 DYSKERIN (NUCLEOLAR PROTEIN NAP57) (CBF5 HOMOLOG). [Source:SWISSPROT;Acc:O60832]dyskeratosis congenita 1, dyskerinCluster Incl. U59151:Human Cbf5p homolog (CBF5) mRNA, complete cds /cds=(80,1624) /gb=U59151 /gi=2737893 /ug=Hs.4747 /len=1900
RAN ENSG00000132341 GTP-BINDING NUCLEAR PROTEIN RAN (TC4) (RAN GTPASE) (ANDROGEN RECEPTOR- ASSOCIATED PROTEIN 24). [Source:SWISSPROT;Acc:P17080]RAN, member RAS oncogene familyCluster Incl. AF054183:Homo sapiens GTP binding protein mRNA, complete cds /cds=(114,764) /gb=AF0541tep:     [Parsing package id...]
PDGFRA ENSG00000134853 ALPHA PLATELET-DERIVED GROWTH FACTOR RECEPTOR PRECURSOR (EC 2.7.1.112) (PDGF-R-ALPHA) (CD140A ANTIGEN). [Source:SWISSPROT;Acc:P16234]platelet-derived growth factor receptor, alpha polypeptide /// platelet-derived growth factor receptor, alpha polypeptideMtep:     [Parsing package id...]



HGNC Symbol Ensembl ID Gene Description
CDK4 ENSG00000135446 CELL DIVISION PROTEIN KINASE 4 (EC 2.7.1.-) (CYCLIN-DEPENDENT KINASE 4) (PSK-J3). [Source:SWISSPROT;Acc:P11802]cyclin-dependent kinase 4 /// cyclin-dependent kinase 4U37022 /FEATURE=mRNA /DEFINITION=HSU37022 Human cyclin-dependent kinase 4 (CDK4) gene, cotep:     [Par
ALDH1B1 ENSG00000137124 mitochondrial aldehyde dehydrogenase x genealdehyde dehydrogenase 1 family, member B1 /// aldehyde dehydrogenase 1 family, member B1Cluster Incl. M63967:Human mitochondrial aldehyde dehydrogenase x gene, complete cds /cds=(9,1562) /gb=M63967 /gi=337184 /utep:     [Parsing packag
SORD ENSG00000140263 SORBITOL DEHYDROGENASE (EC 1.1.1.14) (L-IDITOL 2-DEHYDROGENASE). [Source:SWISSPROT;Acc:Q00796]sorbitol dehydrogenaseCluster Incl. L29254:Human (clone P1-5) L-iditol-2 dehydrogenase gene /cds=(137,1210) /gb=L29254 /gi=808013 /ug=Hs.878 /len=2519
BDH ENSG00000161267 D-BETA-HYDROXYBUTYRATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR (EC 1.1.1.30) (BDH) (3-HYDROXYBUTYRATE DEHYDROGENASE). [Source:SWISSPROT;Acc:Q02338]3-hydroxybutyrate dehydrogenase (heart, mitochondrial)Cluster Incl. M93107:Homo sapiens heart (R)-3-hydroxybutep:     [Parsing package id...]
GMPS ENSG00000163655 GMP SYNTHASE [GLUTAMINE-HYDROLYZING] (EC 6.3.5.2) (GLUTAMINE AMIDOTRANSFERASE) (GMP SYNTHETASE). [Source:SWISSPROT;Acc:P49915]guanine monphosphate synthetase /// guanine monphosphate synthetaseCluster Incl. U10860:Human guanosine 5-monophosphate synthase tep:     [Parsing package id...]
GPR30 ENSG00000164850 CHEMOKINE RECEPTOR-LIKE 2 (IL8-RELATED RECEPTOR DRY12) (FLOW-INDUCED ENDOTHELIAL G PROTEIN-COUPLED RECEPTOR) (FEG-1) (G PROTEIN-COUPLED RECEPTOR GPR30) (GPCR-BR). [Source:SWISSPROT;Acc:Q99527]G protein-coupled receptor 30Cluster Incl. AF015257:Homo sapientep:     [Parsing package id...]
PHB ENSG00000167085 PROHIBITIN. [Source:SWISSPROT;Acc:P35232]prohibitinCluster Incl. S85655:prohibitin [human, mRNA, 1043 nt] /cds=(50,868) /gb=S85655 /gi=246482 /ug=Hs.75323 /len=1024
STRA13 ENSG00000169689 stimulated by retinoic acid 13Cluster Incl. U95006:Human D9 splice variant A mRNA, complete cds /cds=(3,194) /gb=U95006 /gi=2071992 /ug=Hs.37616 /len=697
XPOT ENSG00000175719 exportin texportin, tRNA (nuclear export receptor for tRNAs)Cluster Incl. AF039022:Homo sapiens exportin t mRNA, complete cds /cds=(0,2888) /gb=AF039022 /gi=2873376 /ug=Hs.85951 /len=2889
SMN1 ENSG00000179850 SURVIVAL OF MOTOR NEURON (hSMN)survival of motor neuron 1, telomeric /// survival of motor neuron 1, telomericCluster Incl. U80017:Homo sapiens basic transcription factor 2 p44 (btf2p44) gene, partial cds, neuronal apoptosis inhibitory protein (naip) and tep:     [Parsing package id...]
CHC1 ENSG00000180198 REGULATOR OF CHROMOSOME CONDENSATION (CELL CYCLE REGULATORY PROTEIN). [Source:SWISSPROT;Acc:P18754]chromosome condensation 1 /// chromosome condensation 1Cluster Incl. X12654:Human mRNA for cell cycle gene RCC1 /cds=(182,1447) /gb=X12654 /gi=35908 /ug=Hs.tep:     [Parsing 
PLK1 ENSG00000181598 SERINE/THREONINE-PROTEIN KINASE PLK (EC 2.7.1.-) (PLK-1) (SERINE- THREONINE PROTEIN KINASE 13) (STPK13). [Source:SWISSPROT;Acc:P53350]polo-like kinase 1 (Drosophila) /// polo-like kinase 1 (Drosophila)Cluster Incl. U01038:Human pLK mRNA, complete cds /cdstep:     [Parsing package id...]
n.a. --- protein arginine N-methyltransferase 3 (PRMT3)protein arginine N-methyltransferase 3Cluster Incl. AF059531:Homo sapiens protein arginine N-methyltransferase 3 (PRMT3) mRNA, partial cds /cds=(0,1539) /gb=AF059531 /gi=3088574 /ug=Hs.152337 /len=2421
AK2 ENSG00000004455 ADENYLATE KINASE ISOENZYME 2, MITOCHONDRIAL (EC 2.7.4.3) (ATP-AMP TRANSPHOSPHORYLASE). [Source:SWISSPROT;Acc:P54819]adenylate kinase 2Cluster Incl. U84371:Human adenylate kinase 2A (AK2A) mRNA, complete cds /cds=(31,750) /gb=U84371 /gi=1813879 /ug=Hs.1718tep:     [Pars
n.a. ENSG00000006634 ACTIVATOR OF S PHASE KINASE. [Source:RefSeq;Acc:NM_006716]activator of S phase kinase /// activator of S phase kinaseCluster Incl. AB028069:Homo sapiens mRNA for activator of S phase Kinase, complete cds /cds=(517,2541) /gb=AB028069 /gi=4996095 /ug=Hs.152tep:     [Parsin
MGST1 ENSG00000008394 MICROSOMAL GLUTATHIONE S-TRANSFERASE 1 (EC 2.5.1.18) (MICROSOMAL GST- 1) (MICROSOMAL GST-I). [Source:SWISSPROT;Acc:P10620]U46499 /FEATURE= /DEFINITION=HSGST12S6 Human microsomal glutathione transferase (GST12) gene, 3' sequence
CSDA ENSG00000060138 DNA-BINDING PROTEIN A (COLD SHOCK DOMAIN PROTEIN A) (SINGLE-STRAND DNA BINDING PROTEIN NF-GMB). [Source:SWISSPROT;Acc:P16989]cold shock domain protein ACluster Incl. M24069:Human DNA-binding protein A (dbpA) gene, 3' end /cds=(0,1238) /gb=M24069 /gi=18148tep:     [Parsing package 
n.a. ENSG00000065485 PROTEIN DISULFIDE ISOMERASE A5 PRECURSOR (EC 5.3.4.1) (PROTEIN DISULFIDE ISOMERASE-RELATED PROTEIN). [Source:SWISSPROT;Acc:Q14554]for protein disulfide isomerase-related /// for protein disulfide isomerase-relatedCluster Incl. D49490:Homo sapiens mRNA fortep:     [Parsing package id...]
ATP1B3 ENSG00000069849 SODIUM/POTASSIUM-TRANSPORTING ATPASE BETA-3 CHAIN (SODIUM/POTASSIUM- DEPENDENT ATPASE BETA-3 SUBUNIT) (ATPB-3). [Source:SWISSPROT;Acc:P54709]ATPase, Na+/K+ transporting, beta 3 polypeptideCluster Incl. U51478:Human sodium/potassium-transporting ATPase bettep:     [Parsing package id...]
BCS1L ENSG00000074582 BCS1-LIKE (YEAST); BCS1 (YEAST HOMOLOG)-LIKE. [Source:RefSeq;Acc:NM_004328]BCS1-like (yeast) /// BCS1-like (yeast)Cluster Incl. AF038195:Homo sapiens clone 23661 unknown protein mRNA, complete cds /cds=(75,1334) /gb=AF038195 /gi=2795915 /ug=Hs.150922 /lentep: 
UNG ENSG00000076248 URACIL-DNA GLYCOSYLASE, MITOCHONDRIAL PRECURSOR (EC 3.2.2.-) (UDG). [Source:SWISSPROT;Acc:P13051]uracil-DNA glycosylase /// uracil-DNA glycosylaseCluster Incl. Y09008:H.sapiens mRNA for uracil-DNA glycosylase /cds=(70,1011) /gb=Y09008 /gi=1850820 /ug=Hs.7tep:     [Parsing
PBP ENSG00000089220 PHOSPHATIDYLETHANOLAMINE-BINDING PROTEIN (PEBP) (NEUROPOLYPEPTIDE H3) (HIPPOCAMPAL CHOLINERGIC NEUROSTIMULATING PEPTIDE) (HCNP) (RAF KINASE INHIBITOR PROTEIN) (RKIP). [Source:SWISSPROT;Acc:P30086]prostatic binding proteinCluster Incl. X75252:H.sapiens photep:     [Parsing package id...]
CDC6 ENSG00000094804 CDC6 HOMOLOG; CDC6 (CELL DIVISION CYCLE 6, S. CEREVISIAE) HOMOLOG; CDC18 (CELL DIVISION CYCLE 18, S.POMBE, HOMOLOG)-LIKE; CDC6-RELATED PROTEIN. [Source:RefSeq;Acc:NM_001254]CDC6 cell division cycle 6 homolog (S. cerevisiae) /// CDC6 cell division cycle 6 tep:     [Parsing package id...]
CDC7 ENSG00000097046 CELL DIVISION CYCLE 7-RELATED PROTEIN KINASE (EC 2.7.1.-) (CDC7- RELATED KINASE) (HSCDC7) (HUCDC7). [Source:SWISSPROT;Acc:O00311]CDC7 cell division cycle 7 (S. cerevisiae) /// CDC7 cell division cycle 7 (S. cerevisiae)AB003698 /FEATURE= /DEFINITION=AB0036tep:     [Parsing package id...]
MTAP ENSG00000099810 5'-METHYLTHIOADENOSINE PHOSPHORYLASE (EC 2.4.2.28) (MTA PHOSPHORYLASE) (MTAPASE). [Source:SWISSPROT;Acc:Q13126]methylthioadenosine phosphorylase /// methylthioadenosine phosphorylaseCluster Incl. U22233:Human methylthioadenosine phosphorylase (MTAP) mRNA,tep:     [Parsing package id...]
ADSL ENSG00000100357 ADENYLOSUCCINATE LYASE (EC 4.3.2.2) (ADENYLOSUCCINASE) (ASL) (ASASE). [Source:SWISSPROT;Acc:P30566]adenylosuccinate lyase /// adenylosuccinate lyaseCluster Incl. AF067853:Homo sapiens adenylosuccinate lyase (ADSL) mRNA, alternatively spliced, complete cdstep:     [Parsing package id...]
CDKN3 ENSG00000100526 CYCLIN-DEPENDENT KINASE INHIBITOR 3 (EC 3.1.3.48) (EC 3.1.3.16) (CDK2- ASSOCIATED DUAL SPECIFICITY PHOSPHATASE) (KINASE ASSOCIATED PHOSPHATASE) (CYCLIN-DEPENDENT KINASE INTERACTING PROTEIN 2) (CYCLIN- DEPENDENT KINASE INTERACTOR 1). [Source:SWISSPROT;Acc:tep:     [Parsing package id...]
VRK1 ENSG00000100749 VACCINIA RELATED KINASE 1; VACCINIA-RELATED KINASE-1. [Source:RefSeq;Acc:NM_003384]vaccinia related kinase 1 /// vaccinia related kinase 1Cluster Incl. AB000449:Homo sapiens mRNA for VRK1, complete cds /cds=(75,1265) /gb=AB000449 /gi=1827449 /ug=Hs.48269 tep:     [Pa
WFDC2 ENSG00000101443 MAJOR EPIDIDYMIS-SPECIFIC PROTEIN E4 PRECURSOR (HE4) (EPIDIDYMAL SECRETORY PROTEIN E4) (WAP FOUR-DISULFIDE CORE DOMAIN PROTEIN 2). [Source:SWISSPROT;Acc:Q14508]WAP four-disulfide core domain 2Cluster Incl. X63187:H.sapiens HE4 mRNA for extracellular protetep:     [Parsing package id...]
GSPT1 ENSG00000103342 G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOG (GTP-BINDING PROTEIN GST1-HS). [Source:SWISSPROT;Acc:P15170]G1 to S phase transition 1Cluster Incl. X17644:Human GST1-Hs mRNA for GTP-binding protein /cds=(648,2147) /gb=X17644 /gi=31920 /ug=Hs.2707 /len=2587
SLC39A14 ENSG00000104635 KIAA0062solute carrier family 39 (zinc transporter), member 14Cluster Incl. D31887:Human mRNA for KIAA0062 gene, partial cds /cds=(0,1597) /gb=D31887 /gi=505101 /ug=Hs.89868 /len=4573
n.a. ENSG00000105677 SEVEN TRANSMEMBRANE DOMAIN PROTEIN. [Source:RefSeq;Acc:NM_032635]seven transmembrane domain protein /// seven transmembrane domain proteinCluster Incl. Y18007:Homo sapiens mRNA for putative seven transmembrane domain protein /cds=(108,782) /gb=Y18007 /gi=tep:     [Parsing package id...
RLN2 ENSG00000107014 PRORELAXIN H2 PRECURSOR. [Source:SWISSPROT;Acc:P04090]relaxin 2 (H2) /// relaxin 2 (H2)Cluster Incl. X00948:Human mRNA for prepro-relaxin H2 /cds=(0,557) /gb=X00948 /gi=35926 /ug=Hs.127032 /len=558
BAG2 ENSG00000112208 BAG-FAMILY MOLECULAR CHAPERONE REGULATOR-2. [Source:SWISSPROT;Acc:O95816]BCL2-associated athanogene 2 /// BCL2-associated athanogene 2Cluster Incl. AL050287:Homo sapiens mRNA; cDNA DKFZp586C021 (from clone DKFZp586C021) /cds=(108,743) /gb=AL050287 /gi=488tep:     [Parsing package id..
HSD17B8 ENSG00000112474 ESTRADIOL 17 BETA-DEHYDROGENASE 8 (EC 1.1.1.62) (17-BETA-HSD 8) (17- BETA-HYDROXYSTEROID DEHYDROGENASE 8) (KE6 PROTEIN) (KE-6). [Source:SWISSPROT;Acc:Q92506]hydroxysteroid (17-beta) dehydrogenase 8Cluster Incl. D82061:Homo sapiens mRNA for a member of thetep:     [Parsing package id...]
UCHL3 ENSG00000118939 UBIQUITIN CARBOXYL-TERMINAL HYDROLASE ISOZYME L3 (EC 3.4.19.12) (UCH- L3) (UBIQUITIN THIOLESTERASE L3). [Source:SWISSPROT;Acc:P15374]ubiquitin carboxyl-terminal esterase L3 (ubiquitin thiolesterase) /// ubiquitin carboxyl-terminal esterase L3 (ubiquitin ttep:     [Parsing package id...]
NME2 ENSG00000121054 NUCLEOSIDE DIPHOSPHATE KINASE B (EC 2.7.4.6) (NDK B) (NDP KINASE B) (NM23-H2) (C-MYC PURINE-BINDING TRANSCRIPTION FACTOR PUF). [Source:SWISSPROT;Acc:P22392]non-metastatic cells 2, protein (NM23B) expressed in /// non-metastatic cells 2, protein (NM23B) extep:     [Parsing package id...]
MRPS12 ENSG00000128626 28S RIBOSOMAL PROTEIN S12, MITOCHONDRIAL PRECURSOR (MPR-S12) (MT- RPS12). [Source:SWISSPROT;Acc:O15235]mitochondrial ribosomal protein S12Cluster Incl. Y11681:Homo sapiens mRNA for mitochondrial ribosomal protein S12 /cds=UNKNOWN /gb=Y11681 /gi=2370129 /utep:     [Parsing pack
PCNA ENSG00000132646 PROLIFERATING CELL NUCLEAR ANTIGEN (PCNA) (CYCLIN). [Source:SWISSPROT;Acc:P12004]proliferating cell nuclear antigen /// proliferating cell nuclear antigenM15796 /FEATURE= /DEFINITION=HUMCYL Human cyclin protein gene, complete cds
DPH2L2 ENSG00000132768 DIPHTHAMIDE BIOSYNTHESIS-LIKE PROTEIN 2. [Source:RefSeq;Acc:NM_001384]DPH2-like 2 (S. cerevisiae) /// DPH2-like 2 (S. cerevisiae)Cluster Incl. AF053003:Homo sapiens diphthamide biosynthesis protein-2 (DPH2) mRNA, complete cds /cds=(161,1630) /gb=AF053003 tep:     [Parsing package id...]
CCNB1 ENSG00000134057 G2/MITOTIC-SPECIFIC CYCLIN B1. [Source:SWISSPROT;Acc:P14635]cyclin B1Cluster Incl. M25753:Human cyclin B mRNA, 3' end /cds=UNKNOWN /gb=M25753 /gi=181243 /ug=Hs.23960 /len=1452
MC1R ENSG00000141037 TUBULIN BETA-4 CHAIN (TUBULIN BETA-III). [Source:SWISSPROT;Acc:Q13509]tubulin, beta, 4 /// tubulin, beta, 4U47634 /FEATURE= /DEFINITION=HSU47634 Human beta-tubulin class III isotype (beta-3) mRNA, complete cds
SOD1 ENSG00000142168 SUPEROXIDE DISMUTASE [CU-ZN] (EC 1.15.1.1). [Source:SWISSPROT;Acc:P00441]superoxide dismutase 1, soluble (amyotrophic lateral sclerosis 1 (adult)) /// superoxide dismutase 1, soluble (amyotrophic lateral sclerosis 1 (adult))Cluster Incl. X02317:Human mRNAtep:     [Parsing package id...]
ATP5G3 ENSG00000154518 ATP SYNTHASE LIPID-BINDING PROTEIN, MITOCHONDRIAL PRECURSOR (EC 3.6.3.14) (ATP SYNTHASE PROTEOLIPID P3) (ATPASE PROTEIN 9) (ATPASE SUBUNIT C). [Source:SWISSPROT;Acc:P48201]ATP synthase, H+ transporting, mitochondrial F0 complex, subunit c (subunit 9) isoftep:     [Parsing package id...]
CCT3 ENSG00000163468 T-COMPLEX PROTEIN 1, GAMMA SUBUNIT (TCP-1-GAMMA) (CCT-GAMMA). [Source:SWISSPROT;Acc:P49368]chaperonin containing TCP1, subunit 3 (gamma) /// chaperonin containing TCP1, subunit 3 (gamma)Cluster Incl. X74801:H.sapiens Cctg mRNA for chaperonin /cds=(0,1634)tep:     [Parsing package id...]
RFC4 ENSG00000163918 ACTIVATOR 1 37 KDA SUBUNIT (REPLICATION FACTOR C 37 KDA SUBUNIT) (A1 37 KDA SUBUNIT) (RF-C 37 KDA SUBUNIT) (RFC37). [Source:SWISSPROT;Acc:P35249]replication factor C (activator 1) 4, 37kDa /// replication factor C (activator 1) 4, 37kDaM87339 /FEATURE= /Dtep:     [Parsing package id...]
CDC25A ENSG00000164045 M-PHASE INDUCER PHOSPHATASE 1 (EC 3.1.3.48) (DUAL SPECIFICITY PHOSPHATASE CDC25A). [Source:SWISSPROT;Acc:P30304]cell division cycle 25ACluster Incl. M81933:Human cdc25A mRNA, complete cds /cds=(459,2030) /gb=M81933 /gi=180170 /ug=Hs.1634 /len=2419
FRDA ENSG00000165060 FRATAXIN, MITOCHONDRIAL PRECURSOR (FRIEDREICH'S ATAXIA PROTEIN) (FXN). [Source:SWISSPROT;Acc:Q16595]Friedreich ataxia /// Friedreich ataxiaCluster Incl. U43747:Human frataxin (FRDA) mRNA, complete cds /cds=(525,1157) /gb=U43747 /gi=1237438 /ug=Hs.95998 /ltep:     [
SNRPD1 ENSG00000167088 SMALL NUCLEAR RIBONUCLEOPROTEIN SM D1 (SNRNP CORE PROTEIN D1) (SM-D1) (SM-D AUTOANTIGEN). [Source:SWISSPROT;Acc:P13641]small nuclear ribonucleoprotein D1 polypeptide 16kDaCluster Incl. J03798:Human autoantigen small nuclear ribonucleoprotein Sm-D mRNA, cotep:     [Parsing package id...]
CHAF1A ENSG00000167670 CHROMATIN ASSEMBLY FACTOR 1 SUBUNIT A (CAF-1 SUBUNIT A) (CHROMATIN ASSEMBLY FACTOR I P150 SUBUNIT) (CAF-I 150 KDA SUBUNIT) (CAF-IP150). [Source:SWISSPROT;Acc:Q13111]chromatin assembly factor 1, subunit A (p150)Cluster Incl. U20979:Human chromatin assemblytep:     [Parsing package id...]
PRDX2 ENSG00000167815 PEROXIREDOXIN 2 (EC 1.11.1.-) (THIOREDOXIN PEROXIDASE 1) (THIOREDOXIN- DEPENDENT PEROXIDE REDUCTASE 1) (THIOL-SPECIFIC ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURAL KILLER CELL ENHANCING FACTOR B) (NKEF-B). [Source:SWISSPROT;Acc:P32119]peroxiredoxin 2Cluster tep:     [Parsing package id...]
BUB1 ENSG00000169679 MITOTIC CHECKPOINT SERINE/THREONINE-PROTEIN KINASE BUB1 (EC 2.7.1.-) (HBUB1) (BUB1A). [Source:SWISSPROT;Acc:O43683]BUB1 budding uninhibited by benzimidazoles 1 homolog (yeast) /// BUB1 budding uninhibited by benzimidazoles 1 homolog (yeast)Cluster Incl. Atep:     [Parsing package id...]
CDC2 ENSG00000170312 CELL DIVISION CONTROL PROTEIN 2 HOMOLOG (EC 2.7.1.-) (P34 PROTEIN KINASE) (CYCLIN-DEPENDENT KINASE 1) (CDK1). [Source:SWISSPROT;Acc:P06493]cell division cycle 2, G1 to S and G2 to MX05360 /FEATURE=cds /DEFINITION=HSCDC2 Human CDC2 gene involved in cell cytep:     [Pars
POLR1C ENSG00000171453 DNA-DIRECTED RNA POLYMERASE I 40 KDA POLYPEPTIDE (EC 2.7.7.6) (RPA40) (RPA39). [Source:SWISSPROT;Acc:O15160]polymerase (RNA) I polypeptide C, 30kDa /// polymerase (RNA) I polypeptide C, 30kDaCluster Incl. AF008442:Homo sapiens RNA polymerase I subunit hRPtep:     [Parsing package id...]
SLC19A1 ENSG00000173638 FOLATE TRANSPORTER 1 (PLACENTAL FOLATE TRANSPORTER) (FOLT) (REDUCED FOLATE CARRIER PROTEIN) (RFC) (INTESTINAL FOLATE CARRIER) (IFC-1). [Source:SWISSPROT;Acc:P41440]solute carrier family 19 (folate transporter), member 1Cluster Incl. U17566:Human 65 kDa hytep:     [Parsing package id...]
TOMM20 ENSG00000173726 MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM20 HOMOLOG (MITOCHONDRIAL 20 KDA OUTER MEMBRANE PROTEIN) (OUTER MITOCHONDRIAL MEMBRANE RECEPTOR TOM20). [Source:SWISSPROT;Acc:Q15388]translocase of outer mitochondrial membrane 20 homolog (yeast) /// translocase oftep:     [Parsing package id...]
MMP3 ENSG00000175007 STROMELYSIN-1 PRECURSOR (EC 3.4.24.17) (MATRIX METALLOPROTEINASE-3) (MMP-3) (TRANSIN-1) (SL-1). [Source:SWISSPROT;Acc:P08254]matrix metalloproteinase 3 (stromelysin 1, progelatinase) /// matrix metalloproteinase 3 (stromelysin 1, progelatinase)X05232 /FEAtep:     [Parsing package id...]



HGNC Symbol Ensembl ID Gene Description
UBE2C ENSG00000175063 UBIQUITIN-CONJUGATING ENZYME E2 C (EC 6.3.2.19) (UBIQUITIN-PROTEIN LIGASE C) (UBIQUITIN CARRIER PROTEIN C) (UBCH10). [Source:SWISSPROT;Acc:O00762]ubiquitin-conjugating enzyme E2C /// ubiquitin-conjugating enzyme E2CU73379 /FEATURE= /DEFINITION=HSU73379 Hutep:     [Parsing package id...]
PTPN2 ENSG00000175354 PROTEIN-TYROSINE PHOSPHATASE, NON-RECEPTOR TYPE 2 (EC 3.1.3.48) (T- CELL PROTEIN-TYROSINE PHOSPHATASE) (TCPTP). [Source:SWISSPROT;Acc:P17706]protein tyrosine phosphatase, non-receptor type 2M25393 /FEATURE= /DEFINITION=HUMPTPASE Human protein tyrosine photep:     [Parsing package id...]
RUVBL1 ENSG00000175792 TATA BINDING PROTEIN INTERACTING PROTEIN 49 KDA; RUVB (E COLI HOMOLOG)-LIKE 1. [Source:RefSeq;Acc:NM_003707]RuvB-like 1 (E. coli) /// RuvB-like 1 (E. coli)Cluster Incl. Y18418:Homo sapiens mRNA for erythrocyte cytosolic protein of 54 kDa /cds=(96,1466) /gtep:     [Parsing package id...]
TYMS ENSG00000176890 THYMIDYLATE SYNTHASE (EC 2.1.1.45) (TS) (TSASE). [Source:SWISSPROT;Acc:P04818]thymidylate synthetaseCluster Incl. X02308:Human mRNA for thymidylate synthase (EC 2.1.1.45) /cds=(105,1046) /gb=X02308 /gi=37478 /ug=Hs.82962 /len=1536
DDX10 ENSG00000178105 PROBABLE ATP-DEPENDENT RNA HELICASE DDX10 (DEAD-BOX PROTEIN 10). [Source:SWISSPROT;Acc:Q13206]DEAD (Asp-Glu-Ala-Asp) box polypeptide 10U28042 /FEATURE= /DEFINITION=HSU28042 Human DEAD box RNA helicase-like protein mRNA, complete cds
TUFM ENSG00000178952 ELONGATION FACTOR TU, MITOCHONDRIAL PRECURSOR (EF-TU) (P43). [Source:SWISSPROT;Acc:P49411]Tu translation elongation factor, mitochondrialCluster Incl. S75463:P43=mitochondrial elongation factor homolog [human, liver, mRNA, 1644 nt] /cds=(91,1449) /gb=S754tep:     [Parsing package id...]
AURKB ENSG00000178999 SERINE/THREONINE PROTEIN KINASE 12 (EC 2.7.1.37) (AURORA- AND IPL1- LIKE MIDBODY-ASSOCIATED PROTEIN 1) (AIM-1) (AURORA/IPL1-RELATED KINASE 2) (AURORA-RELATED KINASE 2) (STK-1). [Source:SWISSPROT;Acc:Q96GD4]aurora kinase B /// aurora kinase BCluster Incl. tep:     [Parsing package id...]
RRS1 ENSG00000179041 RIBOSOME BIOGENESIS REGULATORY PROTEIN HOMOLOG. [Source:SWISSPROT;Acc:Q15050]RRS1 ribosome biogenesis regulator homolog (S. cerevisiae)Cluster Incl. D25218:Human mRNA for KIAA0112 gene, partial cds /cds=(0,1201) /gb=D25218 /gi=434778 /ug=Hs.71827 /len=169t
GEMIN4 ENSG00000179409 COMPONENT OF GEMS 4 (GEMIN4) (P97). [Source:SWISSPROT;Acc:P57678]gem (nuclear organelle) associated protein 4Cluster Incl. AL080150:Homo sapiens mRNA; cDNA DKFZp434D174 (from clone DKFZp434D174) /cds=(0,2622) /gb=AL080150 /gi=5262604 /ug=Hs.19614 /len=287t
PTMA ENSG00000181571 PROTHYMOSIN A14. [Source:RefSeq;Acc:NM_016171]prothymosin, alpha (gene sequence 28)Cluster Incl. M14630:Human prothymosin alpha mRNA, complete cds /cds=UNKNOWN /gb=M14630 /gi=339690 /ug=Hs.182371 /len=1200
CYP51A1 ENSG00000001630 CYTOCHROME P450 51 (EC 1.14.14.-) (CYPL1) (P450L1) (STEROL 14-ALPHA DEMETHYLASE) (LANOSTEROL 14-ALPHA DEMETHYLASE) (LDM) (P450-14DM). [Source:SWISSPROT;Acc:Q16850]cytochrome P450, family 51, subfamily A, polypeptide 1Cluster Incl. U23942:Human lanosterol tep:     [Parsing package id...]
ARHGEF5 ENSG00000050327 RHO GUANINE NUCLEOTIDE EXCHANGE FACTOR 5 (GUANINE NUCLEOTIDE REGULATORY PROTEIN TIM) (ONCOGENE TIM) (P60 TIM) (TRANSFORMING IMMORTALIZED MAMMARY ONCOGENE). [Source:SWISSPROT;Acc:Q12774]Rho guanine nucleotide exchange factor (GEF) 5Cluster Incl. U02082:Humtep:     [Parsing package id...]
KIAA0690 ENSG00000052749 KIAA0690Cluster Incl. AB014590:Homo sapiens mRNA for KIAA0690 protein, partial cds /cds=(0,3645) /gb=AB014590 /gi=3327193 /ug=Hs.60103 /len=4038
VDAC1 ENSG00000073905 VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN 1 (VDAC-1) (HVDAC1) (OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 1) (PLASMALEMMAL PORIN) (PORIN 31HL) (PORIN 31HM). [Source:SWISSPROT;Acc:P21796]voltage-dependent anion channel 1Cluster Incl. L06132:Human vtep:     [Parsing package id...]
DDX1 ENSG00000079785 ATP-DEPENDENT HELICASE DDX1 (DEAD-BOX PROTEIN 1) (DEAD-BOX PROTEIN- RETINOBLASTOMA) (DBP-RB). [Source:SWISSPROT;Acc:Q92499]DEAD (Asp-Glu-Ala-Asp) box polypeptide 1 /// DEAD (Asp-Glu-Ala-Asp) box polypeptide 1Cluster Incl. X70649:Homo sapiens DDX1 gene, cotep:     [Parsing package id...]
SCAMP1 ENSG00000085365 SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 1. [Source:SWISSPROT;Acc:O15126]secretory carrier membrane protein 1Cluster Incl. AF038966:Homo sapiens secretory carrier-associated membrane protein (SCAMP) mRNA, complete cds /cds=(90,1106) /gb=AF038966 /gi=tep:     [Parsing package id...]
DDX18 ENSG00000088205 ATP-DEPENDENT RNA HELICASE DDX18 (DEAD-BOX PROTEIN 18) (MYC-REGULATED DEAD-BOX PROTEIN) (MRDB). [Source:SWISSPROT;Acc:Q9NVP1]DEAD (Asp-Glu-Ala-Asp) box polypeptide 18X98743 /FEATURE=cds /DEFINITION=HSRNAHELC H.sapiens mRNA for RNA helicase (Myc-regulated tep:     [Parsing pa
PES1 ENSG00000100029 PESCADILLO HOMOLOG 1. [Source:SWISSPROT;Acc:O00541]pescadillo homolog 1, containing BRCT domain (zebrafish) /// pescadillo homolog 1, containing BRCT domain (zebrafish)Cluster Incl. U78310:Homo sapiens pescadillo mRNA, complete cds /cds=(58,1824) /gb=U783tep:     [Parsing package id...]
RANGAP1 ENSG00000100401 RAN-GTPASE ACTIVATING PROTEIN 1. [Source:SWISSPROT;Acc:P46060]Ran GTPase activating protein 1Cluster Incl. X82260:H.sapiens mRNA for RanGTPase activating protein 1 /cds=(0,1763) /gb=X82260 /gi=575267 /ug=Hs.183800 /len=1764
APEX1 ENSG00000100823 DNA-(APURINIC OR APYRIMIDINIC SITE) LYASE (EC 4.2.99.18) (AP ENDONUCLEASE 1) (APEX NUCLEASE) (APEN) (REF-1 PROTEIN). [Source:SWISSPROT;Acc:P27695]APEX nuclease (multifunctional DNA repair enzyme) 1 /// APEX nuclease (multifunctional DNA repair enzyme) 1M8tep:     [Parsing package id...]
MYBL2 ENSG00000101057 MYB-RELATED PROTEIN B (B-MYB). [Source:SWISSPROT;Acc:P10244]v-myb myeloblastosis viral oncogene homolog (avian)-like 2 /// v-myb myeloblastosis viral oncogene homolog (avian)-like 2X13293 /FEATURE=cds /DEFINITION=HSBMYB Human mRNA for B-myb gene
USP10 ENSG00000103194 UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 10 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 10) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 10) (DEUBIQUITINATING ENZYME 10). [Source:SWISSPROT;Acc:Q14694]ubiquitin specific protease 10Cluster Incl. D80012:Human mRNA for KItep:     [Parsing package id...]
n.a. ENSG00000104613 hypothetical protein FLJ10569Cluster Incl. W27152:23h11 Homo sapiens cDNA /gb=W27152 /gi=1306731 /ug=Hs.165671 /len=676
RPA3 ENSG00000106399 REPLICATION PROTEIN A 14 KDA SUBUNIT (RP-A) (RF-A) (REPLICATION FACTOR-A PROTEIN 3). [Source:SWISSPROT;Acc:P35244]replication protein A3, 14kDa /// replication protein A3, 14kDaL07493 /FEATURE= /DEFINITION=HUM14RPA Homo sapiens replication protein A 14kDatep:     [Parsing package id...]
CXCL12 ENSG00000107562 stromal cell derived factor 1 precursor (SDF1); pre B-cell growth stimulating factor (PBSF)chemokine (C-X-C motif) ligand 12 (stromal cell-derived factor 1) /// chemokine (C-X-C motif) ligand 12 (stromal cell-derived factor 1)Cluster Incl. L36033:Human prtep:     [Parsing package id...]
n.a. ENSG00000109184 KIAA0276 proteinCluster Incl. D87466:Human mRNA for KIAA0276 gene, partial cds /cds=(0,931) /gb=D87466 /gi=1665816 /ug=Hs.98551 /len=4185
MCM3 ENSG00000112118 DNA REPLICATION LICENSING FACTOR MCM3 (DNA POLYMERASE ALPHA HOLOENZYME-ASSOCIATED PROTEIN P1) (RLF BETA SUBUNIT) (P102 PROTEIN) (P1-MCM3). [Source:SWISSPROT;Acc:P25205]MCM3 minichromosome maintenance deficient 3 (S. cerevisiae) /// MCM3 minichromosome maitep:     [Parsing package id...]
GMNN ENSG00000112312 GEMININ. [Source:SWISSPROT;Acc:O75496]
HSPA9B ENSG00000113013 STRESS-70 PROTEIN, MITOCHONDRIAL PRECURSOR (75 KDA GLUCOSE REGULATED PROTEIN) (GRP 75) (PEPTIDE-BINDING PROTEIN 74) (PBP74) (MORTALIN) (MOT). [Source:SWISSPROT;Acc:P38646]heat shock 70kDa protein 9B (mortalin-2)Cluster Incl. L15189:Homo sapiens mitochondrtep:     [Parsing package id...]
TCERG1 ENSG00000113649 TRANSCRIPTION ELONGATION REGULATOR 1; TRANSCRIPTION FACTOR CA150; TATA BOX BINDING PROTEIN (TBP)-ASSOCIATED FACTOR, RNA POLYMERASE II, S, 150KD; TATA BOX-BINDING PROTEIN-ASSOCIATED FACTOR 2S. [Source:RefSeq;Acc:NM_006706]transcription elongation regulatortep:     [Parsing package id...]
RNU3IP2 ENSG00000114767 U3 SNORNP-ASSOCIATED 55-KDA PROTEIN. [Source:RefSeq;Acc:NM_004704]RNA, U3 small nucleolar interacting protein 2 /// RNA, U3 small nucleolar interacting protein 2Cluster Incl. AJ001340:Homo sapiens mRNA for U3 snoRNP associated 55 kDa protein /cds=(34,1461tep:     [Parsing package id...]
SFRS7 ENSG00000115875 SPLICING FACTOR, ARGININE/SERINE-RICH 7 (SPLICING FACTOR 9G8). [Source:SWISSPROT;Acc:Q16629]splicing factor, arginine/serine-rich 7, 35kDaCluster Incl. L41887:Homo sapiens splicing factor, arginine/serine-rich 7 (SFRS7) gene, complete cds /cds=(105,821) /tep:     [Parsing package id...]
MSH6 ENSG00000116062 DNA MISMATCH REPAIR PROTEIN MSH6 (MUTS-ALPHA 160 KDA SUBUNIT) (G/T MISMATCH BINDING PROTEIN) (GTBP) (GTMBP) (P160). [Source:SWISSPROT;Acc:P52701]U73737 /FEATURE=mRNA /DEFINITION=HUMMSH06 Human hMSH6 gene, exons 6-10 and complete cds
CENPF ENSG00000117724 CENP-F KINETOCHORE PROTEIN (CENTROMERE PROTEIN F) (MITOSIN) (AH ANTIGEN). [Source:SWISSPROT;Acc:P49454]centromere protein F, 350/400ka (mitosin)Cluster Incl. U30872:Human mitosin mRNA, complete cds /cds=(72,9413) /gb=U30872 /gi=1000093 /ug=Hs.77204 /len=1tep:
MXI1 ENSG00000119950 MAX INTERACTING PROTEIN 1 (MXI1 PROTEIN). [Source:SWISSPROT;Acc:P50539]MAX interactor 1 /// MAX interactor 1Cluster Incl. L07648:Human MXI1 mRNA, complete cds /cds=(208,894) /gb=L07648 /gi=506626 /ug=Hs.118630 /len=2400
AMD1 ENSG00000123505 S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (EC 4.1.1.50) (ADOMETDC) (SAMDC) [CONTAINS: S-ADENOSYLMETHIONINE DECARBOXYLASE ALPHA CHAIN; S- ADENOSYLMETHIONINE DECARBOXYLASE BETA CHAIN]. [Source:SWISSPROT;Acc:P17707]adenosylmethionine decarboxylase 1Clustetep:     [Parsing package id...]
ELK1 ENSG00000126767 ETS-DOMAIN PROTEIN ELK-1. [Source:SWISSPROT;Acc:P19419]ELK1, member of ETS oncogene familyM25269 /FEATURE= /DEFINITION=HUMELK1A Homo sapiens tyrosine kinase (ELK1) oncogene mRNA, complete cds
ILF3 ENSG00000129351 INTERLEUKIN ENHANCER-BINDING FACTOR 3 (NUCLEAR FACTOR OF ACTIVATED T CELLS-90) (NF-AT-90) (DOUBLE-STRANDED RNA-BINDING PROTEIN 76) (DRBP76) (TRANSLATIONAL CONTROL PROTEIN 80) (TCP80) (NUCLEAR FACTOR ASSOCIATED WITH DSRNA) (NFAR) (M-PHASE PHOSPHOPROTEIN 4)tep:     [Parsing package id...]
TFDP1 ENSG00000130266 TRANSCRIPTION FACTOR DP-1 (E2F DIMERIZATION PARTNER 1) (DRTF1- POLYPEPTIDE-1) (DRTF1). [Source:SWISSPROT;Acc:Q14186]transcription factor Dp-1 /// transcription factor Dp-1Cluster Incl. L23959:Homo sapiens E2F-related transcription factor (DP-1) mRNA, comptep:     [Parsing package id...]
n.a. ENSG00000130713 EXOSOME COMPLEX EXONUCLEASE RRP4 (EC 3.1.13.-) (RIBOSOMAL RNA PROCESSING PROTEIN 4). [Source:SWISSPROT;Acc:Q13868]
TOP2A ENSG00000131747 DNA TOPOISOMERASE II, ALPHA ISOZYME (EC 5.99.1.3). [Source:SWISSPROT;Acc:P11388]topoisomerase (DNA) II alpha 170kDaJ04088 /FEATURE= /DEFINITION=HUMTOPII Human DNA topoisomerase II (top2) mRNA, complete cds
EIF5A ENSG00000132507 EUKARYOTIC TRANSLATION INITIATION FACTOR 5A (EIF-5A) (EIF-4D) (REV- BINDING FACTOR). [Source:SWISSPROT;Acc:P10159]eukaryotic translation initiation factor 5ACluster Incl. AI074025:oy66g12.x1 Homo sapiens cDNA, 3' end /clone=IMAGE-1670854 /clone_end=3' /gbtep:     [Parsing package id...]
n.a. ENSG00000132763 DKFZP564I122 protein /// DKFZP564I122 proteinCluster Incl. AL080062:Homo sapiens mRNA; cDNA DKFZp564I122 (from clone DKFZp564I122) /cds=(0,868) /gb=AL080062 /gi=5262466 /ug=Hs.13024 /len=2229
n.a. ENSG00000136718 U3 snoRNP protein 4 homologCluster Incl. AF054996:Homo sapiens clone 23783 mRNA sequence /cds=UNKNOWN /gb=AF054996 /gi=3005711 /ug=Hs.91579 /len=1555
ATIC ENSG00000138363 BIFUNCTIONAL PURINE BIOSYNTHESIS PROTEIN PURH [INCLUDES: PHOSPHORIBOSYLAMINOIMIDAZOLECARBOXAMIDE FORMYLTRANSFERASE (EC 2.1.2.3) (AICAR TRANSFORMYLASE); IMP CYCLOHYDROLASE (EC 3.5.4.10) (INOSINICASE) (IMP SYNTHETASE) (ATIC)]. [Source:SWISSPROT;Acc:P31939]5tep:     [Parsing package id...]
ATIC ENSG00000138363 BIFUNCTIONAL PURINE BIOSYNTHESIS PROTEIN PURH [INCLUDES: PHOSPHORIBOSYLAMINOIMIDAZOLECARBOXAMIDE FORMYLTRANSFERASE (EC 2.1.2.3) (AICAR TRANSFORMYLASE); IMP CYCLOHYDROLASE (EC 3.5.4.10) (INOSINICASE) (IMP SYNTHETASE) (ATIC)]. [Source:SWISSPROT;Acc:P31939]5tep:     [Parsing package id...]
PEX5 ENSG00000139197 PEROXISOMAL TARGETING SIGNAL 1 RECEPTOR (PEROXISMORE RECEPTOR 1) (PEROXISOMAL C-TERMINAL TARGETING SIGNAL IMPORT RECEPTOR) (PTS1-BP) (PEROXIN-5) (PTS1 RECEPTOR). [Source:SWISSPROT;Acc:P50542]peroxisomal biogenesis factor 5 /// peroxisomal biogenesis factotep:     [Parsing package id...]
TAF4B ENSG00000141384 TRANSCRIPTION INITIATION FACTOR TFIID 105 KDA SUBUNIT (TAFII-105) (TAFII105) (FRAGMENT). [Source:SWISSPROT;Acc:Q92750]TAF4b RNA polymerase II, TATA box binding protein (TBP)-associated factor, 105kDaCluster Incl. Y09321:H.sapiens TAFII105 mRNA, partial /ctep:     [Parsing package id...]
HDGF ENSG00000143321 HEPATOMA-DERIVED GROWTH FACTOR (HDGF) (HIGH-MOBILITY GROUP PROTEIN 1- LIKE 2) (HMG-1L2). [Source:SWISSPROT;Acc:P51858]hepatoma-derived growth factor (high-mobility group protein 1-like)Cluster Incl. D16431:Human mRNA for hepatoma-derived growth factor, cotep:     [Parsing package id...]
HDGF ENSG00000143321 HEPATOMA-DERIVED GROWTH FACTOR (HDGF) (HIGH-MOBILITY GROUP PROTEIN 1- LIKE 2) (HMG-1L2). [Source:SWISSPROT;Acc:P51858]hepatoma-derived growth factor (high-mobility group protein 1-like)Cluster Incl. L24521:Human transformation-related protein mRNA, 3' endtep:     [Parsing package id...]
ILF2 ENSG00000143621 INTERLEUKIN ENHANCER BINDING FACTOR 2; NUCLEAR FACTOR OF ACTIVATED T-CELLS, 45-KDA. [Source:RefSeq;Acc:NM_004515]interleukin enhancer binding factor 2, 45kDa /// interleukin enhancer binding factor 2, 45kDa /// interleukin enhancer binding factor 2, 45kDatep:     [Parsing package id...]
CCNA2 ENSG00000145386 CYCLIN A2 (CYCLIN A). [Source:SWISSPROT;Acc:P20248]cyclin A2 /// cyclin A2Cluster Incl. X51688:Human mRNA for cyclin A /cds=(107,1405) /gb=X51688 /gi=30306 /ug=Hs.85137 /len=1649
MDH2 ENSG00000146701 MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR (EC 1.1.1.37). [Source:SWISSPROT;Acc:P40926]malate dehydrogenase 2, NAD (mitochondrial) /// malate dehydrogenase 2, NAD (mitochondrial)Cluster Incl. AF047470:Homo sapiens malate dehydrogenase precursor (MDH) mtep:     [Parsing package id...]
PEG10 ENSG00000146743 PATERNALLY EXPRESSED 10. [Source:RefSeq;Acc:NM_015068]paternally expressed 10Cluster Incl. AB028974:Homo sapiens mRNA for KIAA1051 protein, partial cds /cds=(0,1029) /gb=AB028974 /gi=5689438 /ug=Hs.137476 /len=6188
PPRC1 ENSG00000148840 peroxisome proliferative activated receptor, gamma, coactivator-related 1Cluster Incl. AB011167:Homo sapiens mRNA for KIAA0595 protein, partial cds /cds=(0,4564) /gb=AB011167 /gi=3043713 /ug=Hs.146957 /len=4860
SSRP1 ENSG00000149136 STRUCTURE-SPECIFIC RECOGNITION PROTEIN 1 (SSRP1) (RECOMBINATION SIGNAL SEQUENCE RECOGNITION PROTEIN) (T160) (CHROMATIN-SPECIFIC TRANSCRIPTION ELONGATION FACTOR 80 KDA SUBUNIT) (FACT 80 KDA SUBUNIT). [Source:SWISSPROT;Acc:Q08945]structure specific recognittep:     [Parsing package id...]
PTK9 ENSG00000151239 PTK9 PROTEIN TYROSINE KINASE 9; PROTEIN TYROSINE KINASE 9. [Source:RefSeq;Acc:NM_002822]PTK9 protein tyrosine kinase 9 /// PTK9 protein tyrosine kinase 9U02680 /FEATURE= /DEFINITION=HSU02680 Human protein tyrosine kinase mRNA, complete cds



HGNC Symbol Ensembl ID Gene Description
ACSL1 ENSG00000151726 LONG-CHAIN-FATTY-ACID--COA LIGASE 2 (EC 6.2.1.3) (LONG-CHAIN ACYL-COA SYNTHETASE 2) (LACS 2). [Source:SWISSPROT;Acc:P33121]acyl-CoA synthetase long-chain family member 1 /// acyl-CoA synthetase long-chain family member 1Cluster Incl. D10040:Homo sapiens mtep:     [Parsing package id...]
PFKM ENSG00000152556 6-PHOSPHOFRUCTOKINASE, MUSCLE TYPE (EC 2.7.1.11) (PHOSPHOFRUCTOKINASE 1) (PHOSPHOHEXOKINASE) (PHOSPHOFRUCTO-1-KINASE ISOZYME A) (PFK-A). [Source:SWISSPROT;Acc:P08237]phosphofructokinase, muscle /// phosphofructokinase, muscleCluster Incl. U24183:Human photep:     [Parsing package id...]
HNRPDL ENSG00000152795 HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN D-LIKE; A+U-RICH ELEMENT RNA BINDING FACTOR. [Source:RefSeq;Acc:NM_005463]heterogeneous nuclear ribonucleoprotein D-likeCluster Incl. D89678:Homo sapiens mRNA for A+U-rich element RNA binding factor, complete cds /ctep:     [Parsing package id...]
RPIA ENSG00000153574 RIBOSE 5-PHOSPHATE ISOMERASE (EC 5.3.1.6) (PHOSPHORIBOISOMERASE). [Source:SWISSPROT;Acc:P49247]ribose 5-phosphate isomerase A (ribose 5-phosphate epimerase)Cluster Incl. L35035:Homo sapiens ribose 5-phosphate isomerase (RPI) mRNA /cds=UNKNOWN /gb=L35035 /tep:     [Parsing package id...]
SLC16A1 ENSG00000155380 MONOCARBOXYLATE TRANSPORTER 1 (MCT 1). [Source:SWISSPROT;Acc:P53985]solute carrier family 16 (monocarboxylic acid transporters), member 1Cluster Incl. L31801:Homo sapiens monocarboxylate transporter 1 (SLC16A1) mRNA, complete cds /cds=(12,1514) /gb=L31801tep:     [Parsing package id...]
KCNJ6 ENSG00000157542 G PROTEIN-ACTIVATED INWARD RECTIFIER POTASSIUM CHANNEL 2 (GIRK2) (POTASSIUM CHANNEL, INWARDLY RECTIFYING, SUBFAMILY J, MEMBER 6) (INWARD RECTIFIER K+ CHANNEL KIR3.2) (KATP-2) (BIR1). [Source:SWISSPROT;Acc:P48051]potassium inwardly-rectifying channel, subftep:     [Parsing package id...]
SFRS2 ENSG00000161547 SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) (SPLICING COMPONENT, 35 KDA) (PR264 PROTEIN). [Source:SWISSPROT;Acc:Q01130]splicing factor, arginine/serine-rich 2Cluster Incl. X75755:H.sapiens PR264 gene /cds=(109,774) /gb=X75755 /gtep:     [Parsing package id...]
PRKCI ENSG00000163558 PROTEIN KINASE C, IOTA TYPE (EC 2.7.1.-) (NPKC-IOTA). [Source:SWISSPROT;Acc:P41743]protein kinase C, iotaL33881 /FEATURE= /DEFINITION=HUMPKCI Human protein kinase C iota isoform, complete cds
POLR2H ENSG00000163882 DNA-DIRECTED RNA POLYMERASES I, II, AND III 17.1 KDA POLYPEPTIDE (EC 2.7.7.6) (RPB17) (RPB8). [Source:SWISSPROT;Acc:P52434]polymerase (RNA) II (DNA directed) polypeptide HU37689 /FEATURE= /DEFINITION=HSU37689 Human RNA polymerase II subunit (hsRPB8) mRNA,tep:     [Parsin
ABCE1 ENSG00000164163 ATP-BINDING CASSETTE SUB-FAMILY E MEMBER 1 (RNASE L INHIBITOR) (RIBONUCLEASE 4 INHIBITOR) (RNS4I) (HUHP68). [Source:SWISSPROT;Acc:Q96B10]ATP-binding cassette, sub-family E (OABP), member 1Cluster Incl. X76388:H.sapiens mRNA for 2-5A binding protein /cds=(tep:     [Parsing package id...]
MELK ENSG00000165304 MATERNAL EMBRYONIC LEUCINE ZIPPER KINASE. [Source:RefSeq;Acc:NM_014791]maternal embryonic leucine zipper kinaseCluster Incl. D79997:Human mRNA for KIAA0175 gene, complete cds /cds=(170,2125) /gb=D79997 /gi=1136409 /ug=Hs.184339 /len=2470
DDX21 ENSG00000165732 NUCLEOLAR RNA HELICASE II (NUCLEOLAR RNA HELICASE GU) (RH II/GU) (DEAD-BOX PROTEIN 21). [Source:SWISSPROT;Acc:Q9NR30]DEAD (Asp-Glu-Ala-Asp) box polypeptide 21 /// DEAD (Asp-Glu-Ala-Asp) box polypeptide 21 /// DEAD (Asp-Glu-Ala-Asp) box polypeptide 21Clusttep:     [Parsing package id...]
SSSCA1 ENSG00000173465 SJOGREN'S SYNDROME/SCLERODERMA AUTOANTIGEN 1 (AUTOANTIGEN P27). [Source:SWISSPROT;Acc:O60232]Sjogren's syndrome/scleroderma autoantigen 1 /// Sjogren's syndrome/scleroderma autoantigen 1Cluster Incl. AB001740:Homo sapiens mRNA for p27, complete cds /cds=(tep:     [Parsing package id...]
n.a. ENSG00000175602 DELTA-INTERACTING PROTEIN A (HEPATITIS DELTA ANTIGEN INTERACTING PROTEIN A). [Source:SWISSPROT;Acc:Q15834]hepatitis delta antigen-interacting protein ACluster Incl. U63825:Human hepatitis delta antigen interacting protein A (dipA) mRNA, complete cds /cds=tep:     [Parsing package id...]
HSPCA ENSG00000176668 HEAT SHOCK PROTEIN 86 (FRAGMENT). [Source:SPTREMBL;Acc:Q14568]heat shock 90kDa protein 1, alphaCluster Incl. X15183:Human mRNA for 90-kDa heat-shock protein /cds=(60,2258) /gb=X15183 /gi=32487 /ug=Hs.180532 /len=2912
DEAF1 ENSG00000177030 DEFORMED EPIDERMAL AUTOREGULATORY FACTOR 1 HOMOLOG (NUCLEAR DEAF-1 RELATED TRANSCRIPTIONAL REGULATOR) (NUDR) (SUPPRESSIN). [Source:SWISSPROT;Acc:O75398]deformed epidermal autoregulatory factor 1 (Drosophila)Cluster Incl. AF049460:Homo sapiens nuclear DEAFtep:     [Parsing package id...]
n.a. ENSG00000177176 Cluster Incl. AL050035:Homo sapiens mRNA; cDNA DKFZp566H0124 (from clone DKFZp566H0124) /cds=UNKNOWN /gb=AL050035 /gi=4884276 /ug=Hs.133130 /len=1289
EIF1AX ENSG00000179112 EUKARYOTIC TRANSLATION INITIATION FACTOR 1A, X-CHROMOSOMAL (EIF-1A X ISOFORM) (EIF-4C). [Source:SWISSPROT;Acc:P47813]eukaryotic translation initiation factor 1A, X-linkedCluster Incl. L18960:Human protein synthesis factor (eIF-4C) mRNA, complete cds /cds=tep:     [Parsing package id...]
n.a. ENSG00000180997 MY016 PROTEIN. [Source:SPTREMBL;Acc:Q9H3K6]hypothetical protein MGC5178Cluster Incl. AA310786:EST181572 Homo sapiens cDNA, 5' end /clone=ATCC-156790 /clone_end=5' /gb=AA310786 /gi=1963114 /ug=Hs.181634 /len=463
n.a. ENSG00000181708 DKFZP564K2062 proteinCluster Incl. AL080088:Homo sapiens mRNA; cDNA DKFZp564K2062 (from clone DKFZp564K2062) /cds=(0,664) /gb=AL080088 /gi=5262504 /ug=Hs.70877 /len=1150
SF3A3 --- splicing factor SF3a60splicing factor 3a, subunit 3, 60kDa /// splicing factor 3a, subunit 3, 60kDaCluster Incl. X81789:H.sapiens mRNA for splicing factor SF3a60 /cds=(565,2070) /gb=X81789 /gi=551449 /ug=Hs.77897 /len=3276
n.a. --- cDNA clone EUROIMAGE 39515Cluster Incl. AL079283:Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 39515 /cds=UNKNOWN /gb=AL079283 /gi=5102744 /ug=Hs.4310 /len=1454
AK2 ENSG00000004455 ADENYLATE KINASE ISOENZYME 2, MITOCHONDRIAL (EC 2.7.4.3) (ATP-AMP TRANSPHOSPHORYLASE). [Source:SWISSPROT;Acc:P54819]adenylate kinase 2Cluster Incl. U54645:Human adenylate kinase 2B (adk2b) gene, complete cds /cds=(3,701) /gb=U54645 /gi=1710886 /ug=Hs.1718tep:     [Parsi
PLAUR ENSG00000011422 UROKINASE PLASMINOGEN ACTIVATOR SURFACE RECEPTOR, GPI-ANCHORED FORM PRECURSOR (U-PAR) (MONOCYTE ACTIVATION ANTIGEN MO3) (CD87 ANTIGEN). [Source:SWISSPROT;Acc:Q03405]U09937 /FEATURE=mRNA /DEFINITION=HSUROKR7 Human urokinase-type plasminogen receptor, exon t
SCARB1 ENSG00000073060 SCAVENGER RECEPTOR CLASS B, MEMBER 1; CD36 ANTIGEN-LIKE 1; SCAVENGER RECEPTOR CLASS B TYPE 1; CD36 ANTIGEN (COLLAGEN TYPE I RECEPTOR, THROMBOSPONDIN RECEPTOR)-LIKE 1. [Source:RefSeq;Acc:NM_005505]scavenger receptor class B, member 1Cluster Incl. Z22555:H.tep:     [Parsing package id...]
MCM2 ENSG00000073111 DNA REPLICATION LICENSING FACTOR MCM2 (NUCLEAR PROTEIN BM28). [Source:SWISSPROT;Acc:P49736]MCM2 minichromosome maintenance deficient 2, mitotin (S. cerevisiae) /// MCM2 minichromosome maintenance deficient 2, mitotin (S. cerevisiae)Cluster Incl. D21063:Hutep:     [Parsing package id...]
EXOSC7 ENSG00000075914 EXOSOME COMPLEX EXONUCLEASE RRP42 (EC 3.1.13.-) (RIBOSOMAL RNA PROCESSING PROTEIN 42) (P8). [Source:SWISSPROT;Acc:Q15024]exosome component 7Cluster Incl. D29958:Human mRNA for KIAA0116 gene, partial cds /cds=(0,873) /gb=D29958 /gi=473948 /ug=Hs.182877 /letep:     
KHSRP ENSG00000088247 KH-TYPE SPLICING REGULATORY PROTEIN (FUSE BINDING PROTEIN 2); KH-TYPE SPLICING REGULATORY PROTEIN (FUSE-BINDING PROTEIN 2). [Source:RefSeq;Acc:NM_003685]KH-type splicing regulatory protein (FUSE binding protein 2)Cluster Incl. AA628946:af28f05.s1 Homo saptep:     [Parsing package id...]
NUDC ENSG00000090273 NUCLEAR DISTRIBUTION GENE C HOMOLOG (A. NIDULANS); NUCLEAR DISTRIBUTION GENE C (A.NIDULANS) HOMOLOG. [Source:RefSeq;Acc:NM_006600]nuclear distribution gene C homolog (A. nidulans)Cluster Incl. AB019408:Homo sapiens mRNA, expressed in fibroblasts of periodtep:     [Parsing package id...]
CGRRF1 ENSG00000100532 CELL GROWTH REGULATORY WITH RING FINGER DOMAIN. [Source:RefSeq;Acc:NM_006568]cell growth regulator with ring finger domain 1 /// cell growth regulator with ring finger domain 1Cluster Incl. U66469:Human cell growth regulator CGR19 mRNA, complete cds /cds=tep:     [Parsing package id...]
APEX1 ENSG00000100823 DNA-(APURINIC OR APYRIMIDINIC SITE) LYASE (EC 4.2.99.18) (AP ENDONUCLEASE 1) (APEX NUCLEASE) (APEN) (REF-1 PROTEIN). [Source:SWISSPROT;Acc:P27695]APEX nuclease (multifunctional DNA repair enzyme) 1 /// APEX nuclease (multifunctional DNA repair enzyme) 1M8tep:     [Parsing package id...]
GARS ENSG00000106105 GLYCYL-TRNA SYNTHETASE (EC 6.1.1.14) (GLYCINE--TRNA LIGASE) (GLYRS). [Source:SWISSPROT;Acc:P41250]glycyl-tRNA synthetase /// glycyl-tRNA synthetaseCluster Incl. U09510:Human glycyl-tRNA synthetase mRNA, complete cds /cds=(364,2421) /gb=U09510 /gi=595304 /tep:     [Parsing packag
EIF3S9 ENSG00000106263 EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT 9 (EIF-3 ETA) (EIF3 P116) (EIF3 P110) (EIF3B). [Source:SWISSPROT;Acc:P55884]eukaryotic translation initiation factor 3, subunit 9 eta, 116kDaCluster Incl. U78525:Homo sapiens eukaryotic translation initiatep:     [Parsing package id...]
IMPDH1 ENSG00000106348 INOSINE-5'-MONOPHOSPHATE DEHYDROGENASE 1 (EC 1.1.1.205) (IMP DEHYDROGENASE 1) (IMPDH-I) (IMPD 1). [Source:SWISSPROT;Acc:P20839]IMP (inosine monophosphate) dehydrogenase 1 /// IMP (inosine monophosphate) dehydrogenase 1Cluster Incl. J05272:Human IMP dehydrtep:     [Parsing package id...]
VEGF ENSG00000112715 VASCULAR ENDOTHELIAL GROWTH FACTOR A PRECURSOR (VEGF-A) (VASCULAR PERMEABILITY FACTOR) (VPF). [Source:SWISSPROT;Acc:P15692]vascular endothelial growth factorCluster Incl. M63978:Human vascular endothelial growth factor gene /cds=(1038,1685) /gb=M63978 /gitep:     [Parsing package id...]
TFDP2 ENSG00000114126 TRANSCRIPTION FACTOR DP-2 (E2F DIMERIZATION PARTNER 2). [Source:SWISSPROT;Acc:Q14188]transcription factor Dp-2 (E2F dimerization partner 2)Cluster Incl. U18422:Human DP2 (Humdp2) mRNA, complete cds /cds=(140,1300) /gb=U18422 /gi=604478 /ug=Hs.239717 /len=tep:
PRDX1 ENSG00000117450 PEROXIREDOXIN 1 (EC 1.11.1.-) (THIOREDOXIN PEROXIDASE 2) (THIOREDOXIN- DEPENDENT PEROXIDE REDUCTASE 2) (PROLIFERATION-ASSOCIATED PROTEIN PAG) (NATURAL KILLER CELL ENHANCING FACTOR A) (NKEF-A). [Source:SWISSPROT;Acc:Q06830]peroxiredoxin 1 /// peroxiredoxintep:     [Parsing package id...]
SCO2 ENSG00000130489 SCO2 PROTEIN HOMOLOG, MITOCHONDRIAL PRECURSOR. [Source:SWISSPROT;Acc:O43819]SCO cytochrome oxidase deficient homolog 2 (yeast)Cluster Incl. AL021683:Homo sapiens cDNA homologous to Yeast SCO1 & SCO2 genes and C.elegans C01F1.2 gene /cds=(85,885) /gb=AL021tep:     [Parsing package id...]
TUBG1 ENSG00000131462 TUBULIN GAMMA-1 CHAIN (GAMMA-1 TUBULIN) (GAMMA-TUBULIN COMPLEX COMPONENT 1) (GCP-1). [Source:SWISSPROT;Acc:P23258]tubulin, gamma 1 /// tubulin, gamma 1Cluster Incl. M61764:Human gamma-tubulin mRNA, complete cds /cds=(24,1379) /gb=M61764 /gi=183702 /ug=Hs.tep:     [Parsing 
MYCN ENSG00000134323 N-MYC PROTO-ONCOGENE PROTEIN. [Source:SWISSPROT;Acc:P04198]v-myc myelocytomatosis viral related oncogene, neuroblastoma derived (avian)M13228 /FEATURE=cds /DEFINITION=HUMNMCY1A Human N-myc oncogene protein mRNA
ABL2 ENSG00000143322 TYROSINE-PROTEIN KINASE ABL2 (EC 2.7.1.112) (TYROSINE KINASE ARG). [Source:SWISSPROT;Acc:P42684]v-abl Abelson murine leukemia viral oncogene homolog 2 (arg, Abelson-related gene)M35296 /FEATURE= /DEFINITION=HUMARGCAA Human tyrosine kinase arg gene mRNA
SLC20A1 ENSG00000144136 SOLUTE CARRIER FAMILY 20 (PHOSPHATE TRANSPORTER), MEMBER 1; GLVR-1; PIT-1; GIBBON APE LEUKEMIA VIRUS RECEPTOR 1. [Source:RefSeq;Acc:NM_005415]solute carrier family 20 (phosphate transporter), member 1L20859 /FEATURE= /DEFINITION=HUMGLVR1X Human leukemia vtep:     [Parsing package id...]
CDKN2B ENSG00000147883 CYCLIN-DEPENDENT KINASE 4 INHIBITOR B (P14-INK4B) (P15-INK4B) (MULTIPLE TUMOR SUPPRESSOR 2) (MTS2). [Source:SWISSPROT;Acc:P42772]cyclin-dependent kinase inhibitor 2B (p15, inhibits CDK4) /// cyclin-dependent kinase inhibitor 2B (p15, inhibits CDK4)Clustertep:     [Parsing package id...]
n.a. ENSG00000162568 DKFZP564C186 proteinCluster Incl. AL050019:Homo sapiens mRNA; cDNA DKFZp564C186 (from clone DKFZp564C186) /cds=(0,2264) /gb=AL050019 /gi=4884087 /ug=Hs.134200 /len=2743
FANCG ENSG00000165281 FANCONI ANEMIA GROUP G PROTEIN (FACG PROTEIN) (DNA-REPAIR PROTEIN XRCC9). [Source:SWISSPROT;Acc:O15287]
PMPCA ENSG00000165688 MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT, MITOCHONDRIAL PRECURSOR (EC 3.4.24.64) (ALPHA-MPP) (P-55) (HA1523). [Source:SWISSPROT;Acc:Q10713]peptidase (mitochondrial processing) alphaCluster Incl. D21064:Human mRNA for KIAA0123 gene, partial cds /cdtep:     [Parsing package id...]
PSMC3 ENSG00000165916 26S PROTEASE REGULATORY SUBUNIT 6A (TAT-BINDING PROTEIN 1) (TBP-1) (PROTEASOME SUBUNIT P50). [Source:SWISSPROT;Acc:P17980]proteasome (prosome, macropain) 26S subunit, ATPase, 3M34079 /FEATURE= /DEFINITION=HUMTBP1 Human immunodeficiency virus tat transactitep:     [Parsing package id...]
MCM7 ENSG00000166508 DNA REPLICATION LICENSING FACTOR MCM7 (CDC47 HOMOLOG) (P1.1-MCM3). [Source:SWISSPROT;Acc:P33993]MCM7 minichromosome maintenance deficient 7 (S. cerevisiae)D55716 /FEATURE= /DEFINITION=HUMP1CDC47 Human mRNA for P1cdc47, complete cds
ABCA3 ENSG00000167972 ATP-BINDING CASSETTE, SUB-FAMILY A, MEMBER 3 (ATP-BINDING CASSETTE TRANSPORTER 3) (ATP-BINDING CASSETTE 3) (ABC-C TRANSPORTER). [Source:SWISSPROT;Acc:Q99758]ATP-binding cassette, sub-family A (ABC1), member 3 /// ATP-binding cassette, sub-family A (ABC1),tep:     [Parsing package id...]
EIF4EBP1 ENSG00000169150 EUKARYOTIC TRANSLATION INITIATION FACTOR 4E BINDING PROTEIN 1. [Source:RefSeq;Acc:NM_004095]eukaryotic translation initiation factor 4E binding protein 1 /// eukaryotic translation initiation factor 4E binding protein 1Cluster Incl. L36055:Human 4E-bindintep:     [Parsing package id...]
TNFRSF4 ENSG00000174608 TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 4 PRECURSOR (OX40L RECEPTOR) (ACT35 ANTIGEN) (TAX-TRANSCRIPTIONALLY ACTIVATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN). [Source:SWISSPROT;Acc:P43489]Cluster Incl. X75962:H.sapiens mRNA for OX40 homologue /tep:     [Parsing package id...]
SRP72 ENSG00000174780 SIGNAL RECOGNITION PARTICLE 72 KDA PROTEIN (SRP72). [Source:SWISSPROT;Acc:O76094]signal recognition particle 72kDa /// signal recognition particle 72kDaCluster Incl. AF069765:Homo sapiens signal recognition particle 72 (SRP72) mRNA, complete cds /cds=(10,tep:     [Parsing package id...]
ALG3 ENSG00000175142 DOLICHYL-P-MAN:MAN(5)GLCNAC(2)-PP-DOLICHYL MANNOSYLTRANSFERASE (EC 2.4.1.-) (DOL-P-MAN DEPENDENT ALPHA(1-3)-MANNOSYLTRANSFERASE) (NOT56-LIKE PROTEIN). [Source:SWISSPROT;Acc:Q92685]asparagine-linked glycosylation 3 homolog (yeast, alpha-1,3-mannosyltransfetep:     [Parsing package id...]
CKS1B ENSG00000178556 CYCLIN-DEPENDENT KINASES REGULATORY SUBUNIT 1 (CKS-1) (SID1334) (PNAS-16 / PNAS-143). [Source:SWISSPROT;Acc:P33551]CDC28 protein kinase regulatory subunit 1B /// CDC28 protein kinase regulatory subunit 1BCluster Incl. AA926959:om68h08.s1 Homo sapiens cDNAtep:     [Parsing package id...]
NSEP1 ENSG00000178563 nuclease sensitive element binding protein 1 /// nuclease sensitive element binding protein 1Cluster Incl. J03827:Y box binding protein-1 (YB-1) mRNA /cds=(126,1079) /gb=J03827 /gi=340418 /ug=Hs.74497 /len=1481
FARSLA ENSG00000179115 PHENYLALANYL-TRNA SYNTHETASE ALPHA CHAIN (EC 6.1.1.20) (PHENYLALANINE- -TRNA LIGASE ALPHA CHAIN) (PHERS) (CML33). [Source:SWISSPROT;Acc:Q9Y285]phenylalanine-tRNA synthetase-like, alpha subunitCluster Incl. U07424:Human putative tRNA synthetase-like proteitep:     [Parsing package id...]
PRIM1 ENSG00000181494 DNA PRIMASE SMALL SUBUNIT (EC 2.7.7.-) (DNA PRIMASE 49 KDA SUBUNIT) (P49). [Source:SWISSPROT;Acc:P49642]primase, polypeptide 1, 49kDa /// primase, polypeptide 1, 49kDaX74330 /FEATURE=cds /DEFINITION=HSPRIM1 H.sapiens mRNA for DNA primase (subunit p48)



HGNC Symbol Ensembl ID Gene Description
TBL3 --- SazD (Transducin like protein)transducin (beta)-like 3Cluster Incl. U02609:Human transducin-like protein mRNA, complete cds /cds=(392,1951) /gb=U02609 /gi=414535 /ug=Hs.114416 /len=2475
JUND --- jun D proto-oncogeneCluster Incl. X56681:Human junD mRNA /cds=(174,1217) /gb=X56681 /gi=34018 /ug=Hs.2780 /len=1891
PTBP1 ENSG00000011304 POLYPYRIMIDINE TRACT-BINDING PROTEIN 1 (PTB) (HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP I) (57 KDA RNA-BINDING PROTEIN PPTB-1). [Source:SWISSPROT;Acc:P26599]polypyrimidine tract binding protein 1Cluster Incl. X66975:H.sapiens mRNA for heterogeneoutep:     [Parsing package id...]
MRE11A ENSG00000020922 DOUBLE-STRAND BREAK REPAIR PROTEIN MRE11A (MRE11 HOMOLOG 1). [Source:SWISSPROT;Acc:P49959]MRE11 meiotic recombination 11 homolog A (S. cerevisiae) /// MRE11 meiotic recombination 11 homolog A (S. cerevisiae)Cluster Incl. U37359:Homo sapiens MRE11 homologutep:     [Parsing package id...]
HSPA5 ENSG00000044574 78 KDA GLUCOSE-REGULATED PROTEIN PRECURSOR (GRP 78) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN) (BIP) (ENDOPLASMIC RETICULUM LUMENAL CA2+ BINDING PROTEIN GRP78). [Source:SWISSPROT;Acc:P11021]heat shock 70kDa protein 5 (glucose-regulated protein, 78kDa)Cltep:     [Parsing package id...]
OAT ENSG00000065154 ORNITHINE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR (EC 2.6.1.13) (ORNITHINE--OXO-ACID AMINOTRANSFERASE). [Source:SWISSPROT;Acc:P04181]ornithine aminotransferase (gyrate atrophy) /// ornithine aminotransferase (gyrate atrophy)Cluster Incl. M12267:Human ortep:     [Parsing package id...]
TFRC ENSG00000072274 TRANSFERRIN RECEPTOR PROTEIN 1 (TFR1) (TR) (TFR) (TRFR) (CD71 ANTIGEN) (T9) (P90). [Source:SWISSPROT;Acc:P02786]transferrin receptor (p90, CD71)Cluster Incl. X01060:Human mRNA for transferrin receptor /cds=(263,2545) /gb=X01060 /gi=37432 /ug=Hs.77356 /lentep: 
SHMT1 ENSG00000072465 SERINE HYDROXYMETHYLTRANSFERASE, CYTOSOLIC (EC 2.1.2.1) (SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) (SHMT). [Source:SWISSPROT;Acc:P34896]serine hydroxymethyltransferase 1 (soluble)Cluster Incl. L11931:Human cytosolic serine hydroxymethyltransfertep:     [Parsing package id...]
CLNS1A ENSG00000074201 CHLORIDE CONDUCTANCE REGULATORY PROTEIN ICLN (I(CLN)) (CHLORIDE CHANNEL, NUCLEOTIDE SENSITIVE 1A) (CHLORIDE ION CURRENT INDUCER PROTEIN) (CLCI) (RETICULOCYTE PICLN). [Source:SWISSPROT;Acc:P54105]chloride channel, nucleotide-sensitive, 1A /// chloride chantep:     [Parsing package id...]
SEMA3C ENSG00000075223 SEMAPHORIN 3C PRECURSOR (SEMAPHORIN E) (SEMA E). [Source:SWISSPROT;Acc:Q99985]sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3CAB000220 /FEATURE= /DEFINITION=AB000220 Homo sapiens mRNA for semaphorin E, complete cds
MCAM ENSG00000076706 CELL SURFACE GLYCOPROTEIN MUC18 PRECURSOR (MELANOMA-ASSOCIATED ANTIGEN MUC18) (MELANOMA-ASSOCIATED ANTIGEN A32) (S-ENDO 1 ENDOTHELIAL- ASSOCIATED ANTIGEN) (CD146 ANTIGEN) (MELANOMA ADHESION MOLECULE). [Source:SWISSPROT;Acc:P43121]melanoma cell adhesion motep:     [Parsing package id...]
MAPKAPK5 ENSG00000089022 MITOGEN-ACTIVATED PROTEIN KINASE-ACTIVATED PROTEIN KINASE 5 ISOFORM 2; P38-REGULATED/ACTIVATED PROTEIN KINASE. [Source:RefSeq;Acc:NM_139078]mitogen-activated protein kinase-activated protein kinase 5 /// mitogen-activated protein kinase-activated protein tep:     [Parsing package id...]
SIP1 ENSG00000092208 SURVIVAL OF MOTOR NEURON PROTEIN-INTERACTING PROTEIN 1 (SMN- INTERACTING PROTEIN 1) (COMPONENT OF GEMS 2) (GEMIN2). [Source:SWISSPROT;Acc:O14893]survival of motor neuron protein interacting protein 1 /// survival of motor neuron protein interacting proteitep:     [Parsing package id...]
NF2 ENSG00000100305 MERLIN (SCHWANNOMIN) (NEUROFIBROMIN 2). [Source:SWISSPROT;Acc:P35240]neurofibromin 2 (bilateral acoustic neuroma)Cluster Incl. L11353:Human moesin-ezrin-radixin-like protein mRNA, complete cds /cds=(219,2006) /gb=L11353 /gi=292291 /ug=Hs.902 /len=2257
SLC1A5 ENSG00000105281 NEUTRAL AMINO ACID TRANSPORTER B(0) (ATB(0)) (SODIUM-DEPENDENT NEUTRAL AMINO ACID TRANSPORTER TYPE 2) (RD114/SIMIAN TYPE D RETROVIRUS RECEPTOR) (BABOON M7 VIRUS RECEPTOR). [Source:SWISSPROT;Acc:Q15758]solute carrier family 1 (neutral amino acid transportetep:     [Parsing package id...]
PSMA2 ENSG00000106588 PROTEASOME SUBUNIT ALPHA TYPE 2 (EC 3.4.25.1) (PROTEASOME COMPONENT C3) (MACROPAIN SUBUNIT C3) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C3). [Source:SWISSPROT;Acc:P25787]proteasome (prosome, macropain) subunit, alpha type, 2 /// proteasome (prosome, tep:     [Parsing package id...]
RAD51C ENSG00000108384 DNA REPAIR PROTEIN RAD51 HOMOLOG 3. [Source:SWISSPROT;Acc:O43502]RAD51 homolog C (S. cerevisiae) /// RAD51 homolog C (S. cerevisiae)Cluster Incl. AF029670:Homo sapiens Rad51C truncated protein (RAD51C) mRNA, complete cds /cds=(16,423) /gb=AF029670 /gi=290tep:     [Parsing package id.
CTSC ENSG00000109861 DIPEPTIDYL-PEPTIDASE I PRECURSOR (EC 3.4.14.1) (DPP-I) (DPPI) (CATHEPSIN C) (CATHEPSIN J) (DIPEPTIDYL TRANSFERASE). [Source:SWISSPROT;Acc:P53634]cathepsin C /// cathepsin CX87212 /FEATURE=cds /DEFINITION=HSCATHCGE H.sapiens mRNA for cathepsin C
HSPA8 ENSG00000109971 HEAT SHOCK COGNATE 71 KDA PROTEIN. [Source:SWISSPROT;Acc:P11142]heat shock 70kDa protein 8Cluster Incl. Y00371:Human hsc70 gene for 71 kd heat shock cognate protein /cds=(83,2023) /gb=Y00371 /gi=32466 /ug=Hs.180414 /len=2024
n.a. ENSG00000110108 hypothetical protein MGC5508Cluster Incl. N53547:yv43b12.s1 Homo sapiens cDNA, 3' end /clone=IMAGE-245471 /clone_end=3' /gb=N53547 /gi=1194713 /ug=Hs.13662 /len=665
IGFBP2 ENSG00000115457 INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 2 PRECURSOR (IGFBP-2) (IBP-2) (IGF-BINDING PROTEIN 2). [Source:SWISSPROT;Acc:P18065]insulin-like growth factor binding protein 2, 36kDa /// insulin-like growth factor binding protein 2, 36kDaCluster Incl. X16302:tep:     [Parsing package id...]
DARS ENSG00000115866 ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE--TRNA LIGASE) (ASPRS). [Source:SWISSPROT;Acc:P14868]aspartyl-tRNA synthetaseCluster Incl. J05032:Human aspartyl-tRNA synthetase alpha-2 subunit mRNA, complete cds /cds=(93,1595) /gb=J05032 /gi=179101 /ug=Htep:     [Parsing pa
UCHL3 ENSG00000118939 UBIQUITIN CARBOXYL-TERMINAL HYDROLASE ISOZYME L3 (EC 3.4.19.12) (UCH- L3) (UBIQUITIN THIOLESTERASE L3). [Source:SWISSPROT;Acc:P15374]ubiquitin carboxyl-terminal esterase L3 (ubiquitin thiolesterase) /// ubiquitin carboxyl-terminal esterase L3 (ubiquitin ttep:     [Parsing package id...]
GTF3A ENSG00000122034 TRANSCRIPTION FACTOR IIIA (FACTOR A) (TFIIIA). [Source:SWISSPROT;Acc:Q92664]general transcription factor IIIACluster Incl. D32257:Human GTF3A mRNA for Xenopus transcription factor IIIA homologue, complete cds /cds=(19,1290) /gb=D32257 /gi=1000446 /ug=Hs.7tep:     [Parsing
RPL5 ENSG00000122406 60S RIBOSOMAL PROTEIN L5. [Source:SWISSPROT;Acc:P46777]ribosomal protein L5Cluster Incl. U14966:Human ribosomal protein L5 mRNA, complete cds /cds=(30,923) /gb=U14966 /gi=550012 /ug=Hs.180946 /len=987
AMD1 ENSG00000123505 S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (EC 4.1.1.50) (ADOMETDC) (SAMDC) [CONTAINS: S-ADENOSYLMETHIONINE DECARBOXYLASE ALPHA CHAIN; S- ADENOSYLMETHIONINE DECARBOXYLASE BETA CHAIN]. [Source:SWISSPROT;Acc:P17707]adenosylmethionine decarboxylase 1Clustetep:     [Parsing package id...]
HSPA1A ENSG00000124567 HEAT SHOCK 70 KDA PROTEIN 1 (HSP70.1) (HSP70-1/HSP70-2). [Source:SWISSPROT;Acc:P08107]M11717 /FEATURE=mRNA /DEFINITION=HUMHSP70D Human heat shock protein (hsp 70) gene, complete cds
SYNGR3 ENSG00000127561 SYNAPTOGYRIN 3. [Source:SWISSPROT;Acc:O43761]synaptogyrin 3 /// synaptogyrin 3Cluster Incl. AJ002309:Homo sapiens mRNA for synaptogyrin 3 /cds=(17,673) /gb=AJ002309 /gi=2959873 /ug=Hs.6467 /len=1877
NINJ1 ENSG00000131669 NINJURIN 1 (NERVE INJURY-INDUCED PROTEIN 1). [Source:SWISSPROT;Acc:Q92982]ninjurin 1 /// ninjurin 1Cluster Incl. U91512:Human adhesion molecule ninjurin mRNA, complete cds /cds=(20,478) /gb=U91512 /gi=3077898 /ug=Hs.11342 /len=1221
SNRPA1 ENSG00000131876 U2 SMALL NUCLEAR RIBONUCLEOPROTEIN A' (U2 SNRNP-A'). [Source:SWISSPROT;Acc:P09661]small nuclear ribonucleoprotein polypeptide A'Cluster Incl. X13482:Human mRNA for U2 snRNP-specific A protein /cds=(56,823) /gb=X13482 /gi=37546 /ug=Hs.80506 /len=1033
TAF9 ENSG00000134059 TRANSCRIPTION INITIATION FACTOR TFIID 31 KDA SUBUNIT (TAFII-31) (TAFII-32) (TAFII32). [Source:SWISSPROT;Acc:Q16594]TAF9 RNA polymerase II, TATA box binding protein (TBP)-associated factor, 32kDa /// TAF9 RNA polymerase II, TATA box binding protein (TBP)-atep:     [Parsing package id...]
SYNCRIP ENSG00000135316 NS1-ASSOCIATED PROTEIN 1. [Source:RefSeq;Acc:NM_006372]synaptotagmin binding, cytoplasmic RNA interacting proteinCluster Incl. AF037448:Homo sapiens RRM RNA binding protein Gry-rbp (GRY-RBP) mRNA, complete cds /cds=(525,2396) /gb=AF037448 /gi=3037012 /ug=tep:     [Parsing pack
n.a. ENSG00000136270 CELL CYCLE PROGRESSION 2 PROTEIN. [Source:RefSeq;Acc:NM_030900]
ITGB3BP ENSG00000142856 INTEGRIN BETA 3 BINDING PROTEIN (BETA3-ENDONEXIN); BETA 3 ENDONEXIN. [Source:RefSeq;Acc:NM_014288]integrin beta 3 binding protein (beta3-endonexin) /// integrin beta 3 binding protein (beta3-endonexin)Cluster Incl. U37139:Human beta 3-endonexin mRNA, longtep:     [Parsing package id...]
PTPRF ENSG00000142949 LAR PROTEIN PRECURSOR (LEUKOCYTE ANTIGEN RELATED) (EC 3.1.3.48). [Source:SWISSPROT;Acc:P10586]protein tyrosine phosphatase, receptor type, FCluster Incl. Y00815:Human mRNA for LCA-homolog. LAR protein (leukocyte antigen related) /cds=(370,6063) /gb=Y00815tep:     [Parsing package id...]
CHEK1 ENSG00000149554 SERINE/THREONINE-PROTEIN KINASE CHK1 (EC 2.7.1.-). [Source:SWISSPROT;Acc:O14757]CHK1 checkpoint homolog (S. pombe) /// CHK1 checkpoint homolog (S. pombe)Cluster Incl. AF016582:Homo sapiens checkpoint kinase Chk1 (CHK1) mRNA, complete cds /cds=(34,1464) /gtep:     [Parsing package id...]
TCEB1 ENSG00000154582 ELONGIN C; TRANSCRIPTION ELONGATION FACTOR B (SIII), POLYPEPTIDE 1 (15KD, ELONGIN C); TRANSCRIPTION ELONGATION FACTOR B, POLYPEPTIDE 1. [Source:RefSeq;Acc:NM_005648]transcription elongation factor B (SIII), polypeptide 1 (15kDa, elongin C)L34587 /FEATURE=tep:     [Parsing package id...]
n.a. ENSG00000155506 likely ortholog of mouse la related proteinCluster Incl. AB018274:Homo sapiens mRNA for KIAA0731 protein, partial cds /cds=(0,3290) /gb=AB018274 /gi=3882182 /ug=Hs.6214 /len=4095
VBP1 ENSG00000155959 PREFOLDIN SUBUNIT 3 (VON HIPPEL-LINDAU BINDING PROTEIN 1) (VHL BINDING PROTEIN-1) (VBP-1) (HIBBJ46). [Source:SWISSPROT;Acc:Q15765]von Hippel-Lindau binding protein 1 /// von Hippel-Lindau binding protein 1U56833 /FEATURE= /DEFINITION=HSU56833 Human VHL bitep:     [Parsing package id...]
BUB1B ENSG00000156970 MITOTIC CHECKPOINT SERINE/THREONINE-PROTEIN KINASE BUB1 BETA (EC 2.7.1.-) (HBUBR1) (MAD3/BUB1-RELATED PROTEIN KINASE) (MITOTIC CHECKPOINT KINASE MAD3L). [Source:SWISSPROT;Acc:O60566]BUB1 budding uninhibited by benzimidazoles 1 homolog beta (yeast) /// BUBtep:     [Parsing package id...]
RACGAP1 ENSG00000161800 RAC GTPASE ACTIVATING PROTEIN 1; GTPASE ACTIVATING PROTEIN. [Source:RefSeq;Acc:NM_013277]
AK3 ENSG00000162433 ADENYLATE KINASE ISOENZYME 4, MITOCHONDRIAL (EC 2.7.4.3) (ATP-AMP TRANSPHOSPHORYLASE). [Source:SWISSPROT;Acc:P27144]adenylate kinase 3Cluster Incl. X60673:Human AK3 mRNA for adenylate kinase 3 /cds=UNKNOWN /gb=X60673 /gi=28576 /ug=Hs.182740 /len=1692
HNRPF ENSG00000169813 HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP F). [Source:SWISSPROT;Acc:P52597]heterogeneous nuclear ribonucleoprotein FCluster Incl. L28010:Homo sapiens HnRNP F protein mRNA, complete cds /cds=(28,1275) /gb=L28010 /gi=452047 /ug=Hs.808 /len=1887
PDAP1 ENSG00000176672 PDGFA associated protein 1 /// PDGFA associated protein 1Cluster Incl. U41745:Human PDGF associated protein mRNA, complete cds /cds=(21,566) /gb=U41745 /gi=1136583 /ug=Hs.8653 /len=837
SELE ENSG00000007908 E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOLECULE 1) (ELAM-1) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (CD62E). [Source:SWISSPROT;Acc:P16581]selectin E (endothelial adhesion molecule 1) /// selectin E (endothelial adhesion moltep:     [Parsing package id...]
n.a. ENSG00000048162 PROTEIN CGI-117 (PROTEIN HSPC111). [Source:SWISSPROT;Acc:Q9Y3C1]hypothetical protein HSPC111Cluster Incl. AI553745:tn28c11.x1 Homo sapiens cDNA, 3' end /clone=IMAGE-2168948 /clone_end=3' /gb=AI553745 /gi=4486108 /ug=Hs.227152 /len=722
RCN1 ENSG00000049449 RETICULOCALBIN 1 PRECURSOR. [Source:SWISSPROT;Acc:Q15293]reticulocalbin 1, EF-hand calcium binding domain /// reticulocalbin 1, EF-hand calcium binding domainCluster Incl. D42073:Human mRNA for reticulocalbin, complete cds /cds=(52,1047) /gb=D42073 /gi=12tep:     [Parsing package id...]
GLDC ENSG00000049496 GLYCINE DEHYDROGENASE [DECARBOXYLATING], MITOCHONDRIAL PRECURSOR (EC 1.4.4.2) (GLYCINE DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P- PROTEIN). [Source:SWISSPROT;Acc:P23378]glycine dehydrogenase (decarboxylating; glycine decarboxylase, glycine cleavage systemtep:     [Parsing package id...]
PMS1 ENSG00000064933 PMS1 PROTEIN HOMOLOG 1 (DNA MISMATCH REPAIR PROTEIN PMS1). [Source:SWISSPROT;Acc:P54277]PMS1 postmeiotic segregation increased 1 (S. cerevisiae)Cluster Incl. U13695:Human homolog of yeast mutL (hPMS1) gene, complete cds /cds=(0,2798) /gb=U13695 /gi=535512tep:     [Parsing package i
PFKP ENSG00000067057 6-PHOSPHOFRUCTOKINASE, TYPE C (EC 2.7.1.11) (PHOSPHOFRUCTOKINASE 1) (PHOSPHOHEXOKINASE) (PHOSPHOFRUCTO-1-KINASE ISOZYME C) (PFK-C) (6-PHOSPHOFRUCTOKINASE, PLATELET TYPE). [Source:SWISSPROT;Acc:Q01813]phosphofructokinase, plateletCluster Incl. D25328:Humantep:     [Parsing package id...]
PDCD2 ENSG00000071994 PROGRAMMED CELL DEATH PROTEIN 2 (ZINC FINGER PROTEIN RP-8). [Source:SWISSPROT;Acc:Q16342]programmed cell death 2S78085 /FEATURE= /DEFINITION=S78085 PDCD2=programmed cell death-2/Rp8 homolog [human, fetal lung, mRNA, 1282 nt]
MGST2 ENSG00000085871 MICROSOMAL GLUTATHIONE S-TRANSFERASE 2 (EC 2.5.1.18) (MICROSOMAL GST- 2) (MICROSOMAL GST-II). [Source:SWISSPROT;Acc:Q99735]microsomal glutathione S-transferase 2 /// microsomal glutathione S-transferase 2U77604 /FEATURE= /DEFINITION=HSU77604 Homo sapiens tep:     [Parsing package id...]
NDUFB7 ENSG00000099795 NADH-UBIQUINONE OXIDOREDUCTASE B18 SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) (COMPLEX I-B18) (CI-B18) (CELL ADHESION PROTEIN SQM1). [Source:SWISSPROT;Acc:P17568]NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7, 18kDa /// NADH dehydrogenase (ubiquinone) 1 bettep:     [Parsing package id...]
G22P1 ENSG00000100419 ATP-DEPENDENT DNA HELICASE II, 70 KDA SUBUNIT (LUPUS KU AUTOANTIGEN PROTEIN P70) (KU70) (70 KDA SUBUNIT OF KU ANTIGEN) (THYROID-LUPUS AUTOANTIGEN) (TLAA) (CTC BOX BINDING FACTOR 75 KDA SUBUNIT) (CTCBF) (CTC75). [Source:SWISSPROT;Acc:P12956]
n.a. ENSG00000103226 PROTEIN PM5 PRECURSOR. [Source:SWISSPROT;Acc:Q15155]Cluster Incl. X57398:Human mRNA for pM5 protein /cds=(0,3572) /gb=X57398 /gi=35526 /ug=Hs.227823 /len=4086
PBEF1 ENSG00000105835 PRE-B CELL ENHANCING FACTOR PRECURSOR. [Source:SWISSPROT;Acc:P43490]pre-B-cell colony enhancing factor 1Cluster Incl. U02020:Human pre-B cell enhancing factor (PBEF) mRNA, complete cds /cds=(27,1502) /gb=U02020 /gi=404012 /ug=Hs.239138 /len=2376
TBL2 ENSG00000106638 TRANSDUCIN BETA-LIKE 2 PROTEIN (WS BETA-TRANSDUCIN REPEATS PROTEIN) (WS-BETATRP) (WILLIAMS-BEUREN SYNDROME CHROMOSOME REGION 13 PROTEIN). [Source:SWISSPROT;Acc:Q9Y4P3]transducin (beta)-like 2Cluster Incl. AL080162:Homo sapiens mRNA; cDNA DKFZp434N024 (frotep:     [Parsing package id...]



HGNC Symbol Ensembl ID Gene Description
GCN5L2 ENSG00000108773 GENERAL CONTROL OF AMINO ACID SYNTHESIS PROTEIN 5-LIKE 2 (EC 2.3.1.-) (HISTONE ACETYLTRANSFERASE GCN5) (HSGCN5). [Source:SWISSPROT;Acc:Q92830]GCN5 general control of amino-acid synthesis 5-like 2 (yeast) /// GCN5 general control of amino-acid synthesis 5-tep:     [Parsing package id...]
CDK2AP1 ENSG00000111328 CYCLIN-DEPENDENT KINASE 2-ASSOCIATED PROTEIN 1 (CDK2-ASSOCIATED PROTEIN 1) (PUTATIVE ORAL CANCER SUPPRESSOR) (DELETED IN ORAL CANCER- 1) (DOC-1). [Source:SWISSPROT;Acc:O14519]CDK2-associated protein 1 /// CDK2-associated protein 1Cluster Incl. AF006484:Hotep:     [Parsing package id...]
NOL1 ENSG00000111641 PROLIFERATING-CELL NUCLEOLAR ANTIGEN P120 (PROLIFERATION-ASSOCIATED NUCLEOLAR PROTEIN P120). [Source:SWISSPROT;Acc:P46087]nucleolar protein 1, 120kDa /// nucleolar protein 1, 120kDaX55504 /FEATURE=cds /DEFINITION=HSP120A H.sapiens mRNA for P120 antigen
SLC29A1 ENSG00000112759 EQUILIBRATIVE NUCLEOSIDE TRANSPORTER 1 (EQUILIBRATIVE NITROBENZYLMERCAPTOPURINE RIBOSIDE-SENSITIVE NUCLEOSIDE TRANSPORTER) (EQUILIBRATIVE NBMPR-SENSITIVE NUCLEOSIDE TRANSPORTER) (NUCLEOSIDE TRANSPORTER, ES-TYPE). [Source:SWISSPROT;Acc:Q99808]solute carrietep:     [Parsing package id...]
BNIP1 ENSG00000113734 BCL2/ADENOVIRUS E1B 19-KDA PROTEIN-INTERACTING PROTEIN 1. [Source:SWISSPROT;Acc:Q12981]BCL2/adenovirus E1B 19kDa interacting protein 1Cluster Incl. U15172:Homo sapiens BCL2/adenovirus E1B 19kD-interacting protein 1 (BNIP1) mRNA, complete cds /cds=(10,696)tep:     [Parsing package id...]
DBN1 ENSG00000113758 DREBRIN (DEVELOPMENTALLY REGULATED BRAIN PROTEIN). [Source:SWISSPROT;Acc:Q16643]drebrin 1 /// drebrin 1Cluster Incl. D17530:Homo sapiens mRNA for drebrin E, complete cds /cds=(97,2046) /gb=D17530 /gi=498650 /ug=Hs.89434 /len=2553
EIF4G1 ENSG00000114867 EUKARYOTIC TRANSLATION INITIATION FACTOR 4 GAMMA (EIF-4-GAMMA) (EIF- 4G) (EIF4G) (P220). [Source:SWISSPROT;Acc:Q04637]eukaryotic translation initiation factor 4 gamma, 1Cluster Incl. AF104913:Homo sapiens eukaryotic protein synthesis initiation factor mRNtep:     [Parsing package id...]
B4GALT2 ENSG00000117411 BETA-1,4-GALACTOSYLTRANSFERASE 2 (EC 2.4.1.-) (BETA-1,4-GALTASE 2) (BETA4GAL-T2) (B4GAL-T2) (UDP-GALACTOSE:BETA-N-ACETYLGLUCOSAMINE BETA- 1,4-GALACTOSYLTRANSFERASE 2) (UDP-GAL:BETA-GLCNAC BETA-1,4- GALACTOSYLTRANSFERASE 2) [INCLUDES: LACTOSE SYNTHASE A PRtep:     [Parsing package id...]
TMEM5 ENSG00000118600 TRANSMEMBRANE PROTEIN 5; PUTATIVE TYPE II MEMBRANE PROTEIN. [Source:RefSeq;Acc:NM_014254]transmembrane protein 5Cluster Incl. AB015633:Homo sapiens mRNA for type II membrane protein, complete cds, clone-HP10481 /cds=(104,1435) /gb=AB015633 /gi=4586843 /ugtep:     [Parsing packa
FVT1 ENSG00000119537 FOLLICULAR VARIANT TRANSLOCATION PROTEIN 1 PRECURSOR (FVT-1). [Source:SWISSPROT;Acc:Q06136]follicular lymphoma variant translocation 1Cluster Incl. X63657:H.sapiens fvt1 mRNA /cds=(107,1105) /gb=X63657 /gi=296185 /ug=Hs.74050 /len=2272
ETF1 ENSG00000120705 EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) (EUKARYOTIC RELEASE FACTOR 1) (TB3-1) (C11 PROTEIN). [Source:SWISSPROT;Acc:P46055]eukaryotic translation termination factor 1Cluster Incl. X81625:H.sapiens mRNA for Cl1 protein /cds=(135,1448) /gb=Xtep:     [Parsing package id...]
ATF4 ENSG00000128272 CYCLIC-AMP-DEPENDENT TRANSCRIPTION FACTOR ATF-4 (ACTIVATING TRANSCRIPTION FACTOR 4) (DNA-BINDING PROTEIN TAXREB67) (CYCLIC AMP RESPONSE ELEMENT-BINDING PROTEIN 2) (CREB2). [Source:SWISSPROT;Acc:P18848]activating transcription factor 4 (tax-responsive enhatep:     [Parsing package id...]
ILF3 ENSG00000129351 INTERLEUKIN ENHANCER-BINDING FACTOR 3 (NUCLEAR FACTOR OF ACTIVATED T CELLS-90) (NF-AT-90) (DOUBLE-STRANDED RNA-BINDING PROTEIN 76) (DRBP76) (TRANSLATIONAL CONTROL PROTEIN 80) (TCP80) (NUCLEAR FACTOR ASSOCIATED WITH DSRNA) (NFAR) (M-PHASE PHOSPHOPROTEIN 4)tep:     [Parsing package id...]
RAMP1 ENSG00000132329 RECEPTOR ACTIVITY-MODIFYING PROTEIN 1 PRECURSOR (CRLR ACTIVITY- MODIFYING-PROTEIN 1) (CALCITONIN-RECEPTOR-LIKE RECEPTOR-ACTIVITY- MODIFYING-PROTEIN 1). [Source:SWISSPROT;Acc:O60894]receptor (calcitonin) activity modifying protein 1 /// receptor (calcitonitep:     [Parsing package id...]
n.a. ENSG00000134697 AUTOANTIGEN NGP-1. [Source:SWISSPROT;Acc:Q13823]nucleolar GTPase /// nucleolar GTPaseCluster Incl. L05425:Homo sapiens autoantigen mRNA, complete cds /cds=(79,2274) /gb=L05425 /gi=179284 /ug=Hs.75528 /len=2313
ADCY3 ENSG00000138031 ADENYLATE CYCLASE TYPE III (EC 4.6.1.1) (ADENYLATE CYCLASE, OLFACTIVE TYPE) (ATP PYROPHOSPHATE-LYASE) (ADENYLYL CYCLASE) (AC-III) (AC3). [Source:SWISSPROT;Acc:O60266]adenylate cyclase 3Cluster Incl. AB011083:Homo sapiens mRNA for KIAA0511 protein, partialtep:     [Parsing package id...]
AFG3L2 ENSG00000141385 AFG3-LIKE PROTEIN 2 (EC 3.4.24.-) (PARAPLEGIN-LIKE PROTEIN). [Source:SWISSPROT;Acc:Q9Y4W6]AFG3 ATPase family gene 3-like 2 (yeast) /// AFG3 ATPase family gene 3-like 2 (yeast)Cluster Incl. Y18314:Homo sapiens mRNA for paraplegin-like protein /cds=(113,250tep:     [Parsing package id...]
PRPS1 ENSG00000147224 RIBOSE-PHOSPHATE PYROPHOSPHOKINASE I (EC 2.7.6.1) (PHOSPHORIBOSYL PYROPHOSPHATE SYNTHETASE I) (PPRIBP) (PRS-I). [Source:SWISSPROT;Acc:P09329]phosphoribosyl pyrophosphate synthetase 1 /// phosphoribosyl pyrophosphate synthetase 1Cluster Incl. D00860:Homo step:     [Parsing package id...]
OPRS1 ENSG00000147955 TYPE I SIGMA RECEPTOR ISOFORM 1; SR31747 BINDING PROTEIN 1; SIGMA 1 RECEPTOR. [Source:RefSeq;Acc:NM_005866]opioid receptor, sigma 1 /// opioid receptor, sigma 1Cluster Incl. U79528:Human SR31747 binding protein 1 mRNA, complete cds /cds=(74,745) /gb=U7952tep:     [Parsing package id...]
TOMM70A ENSG00000154174 MITOCHONDRIAL PRECURSOR PROTEINS IMPORT RECEPTOR (TRANSLOCASE OF OUTER MEMBRANE TOM70). [Source:SWISSPROT;Acc:O94826]translocase of outer mitochondrial membrane 70 homolog A (yeast)Cluster Incl. AB018262:Homo sapiens mRNA for KIAA0719 protein, complete cdtep:     [Parsing package id...]
APRT ENSG00000158581 ADENINE PHOSPHORIBOSYLTRANSFERASE (EC 2.4.2.7) (APRT). [Source:SWISSPROT;Acc:P07741]adenine phosphoribosyltransferaseCluster Incl. Y00486:Human APRT gene for adenine phosphoribosyltransferase /cds=(71,613) /gb=Y00486 /gi=28818 /ug=Hs.28914 /len=841
FGFR4 ENSG00000160867 FIBROBLAST GROWTH FACTOR RECEPTOR 4 PRECURSOR (EC 2.7.1.112) (FGFR-4). [Source:SWISSPROT;Acc:P22455]fibroblast growth factor receptor 4L03840 /FEATURE= /DEFINITION=HUMFGFR4X Human fibroblast growth factor receptor 4 (FGFR4) mRNA, complete cds
DEFA6 ENSG00000164822 DEFENSIN 6 PRECURSOR (DEFENSIN, ALPHA 6). [Source:SWISSPROT;Acc:Q01524]defensin, alpha 6, Paneth cell-specific /// defensin, alpha 6, Paneth cell-specificCluster Incl. U33317:Human defensin 6 (HD-6) gene, complete cds /cds=(41,346) /gb=U33317 /gi=1200181 tep:     [Parsing pack
ZNF9 ENSG00000169714 CELLULAR NUCLEIC ACID BINDING PROTEIN (CNBP). [Source:SWISSPROT;Acc:P20694]zinc finger protein 9 (a cellular retroviral nucleic acid binding protein) /// zinc finger protein 9 (a cellular retroviral nucleic acid binding protein)Cluster Incl. U19765:Human tep:     [Parsing package id...]
RAC3 ENSG00000169750 RAS-RELATED C3 BOTULINUM TOXIN SUBSTRATE 3 (P21-RAC3). [Source:SWISSPROT;Acc:O14658]ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protein Rac3) /// ras-related C3 botulinum toxin substrate 3 (rho family, small GTP binding protetep:     [Parsing package id...]
WNT10B ENSG00000169884 WNT-10B PROTEIN PRECURSOR (WNT-12). [Source:SWISSPROT;Acc:O00744]wingless-type MMTV integration site family, member 10B /// wingless-type MMTV integration site family, member 10BU81787 /FEATURE= /DEFINITION=HSU81787 Human Wnt10B mRNA, complete cds
NFRKB ENSG00000170322 NUCLEAR FACTOR RELATED TO KAPPA B BINDING PROTEIN. [Source:RefSeq;Acc:NM_006165]nuclear factor related to kappa B binding protein /// nuclear factor related to kappa B binding proteinCluster Incl. U08191:Human R kappa B mRNA, complete cds /cds=(2220,5216)tep:     [Parsing package id...]
CDK5R2 ENSG00000171450 CYCLIN-DEPENDENT KINASE 5 ACTIVATOR 2 PRECURSOR (CDK5 ACTIVATOR 2) (CYCLIN-DEPENDENT KINASE 5 REGULATORY SUBUNIT 2) (P39) (P39I). [Source:SWISSPROT;Acc:Q13319]cyclin-dependent kinase 5, regulatory subunit 2 (p39)Cluster Incl. U34051:Human cyclin-dependenttep:     [Parsing package id...]
CYCS ENSG00000172115 CYTOCHROME C. [Source:SWISSPROT;Acc:P00001]
YES1 ENSG00000176105 PROTO-ONCOGENE TYROSINE-PROTEIN KINASE YES (EC 2.7.1.112) (P61-YES) (C-YES). [Source:SWISSPROT;Acc:P07947]v-yes-1 Yamaguchi sarcoma viral oncogene homolog 1M15990 /FEATURE= /DEFINITION=HUMCYES1 Human c-yes-1 mRNA
DLEU1 ENSG00000176124 LEUKEMIA ASSOCIATED PROTEIN 1. [Source:SWISSPROT;Acc:O43261]deleted in lymphocytic leukemia, 1 /// deleted in lymphocytic leukemia, 1Cluster Incl. Y15227:Homo sapiens mRNA for leukemia associated gene 1 /cds=(267,485) /gb=Y15227 /gi=2664278 /ug=Hs.20149 /tep:     [
BNIP3 ENSG00000176643 BCL2/ADENOVIRUS E1B 19-KDA PROTEIN-INTERACTING PROTEIN 3. [Source:SWISSPROT;Acc:Q12983]BCL2/adenovirus E1B 19kDa interacting protein 3Cluster Incl. AF002697:Homo sapiens E1B 19K/Bcl-2-binding protein Nip3 mRNA, nuclear gene encoding mitochondrial protein,tep:     [Parsing package id...]
RAD23A ENSG00000179262 UV EXCISION REPAIR PROTEIN RAD23 HOMOLOG A (HHR23A). [Source:SWISSPROT;Acc:P54725]RAD23 homolog A (S. cerevisiae)Cluster Incl. D21235:Human mRNA for HHR23A protein, complete cds /cds=(36,1127) /gb=D21235 /gi=498145 /ug=Hs.180455 /len=1719

clone 121711 defective mariner transposon Hsmar2Cluster Incl. U92014:Human clone 121711 defective mariner transposon Hsmar2 mRNA sequence /cds=UNKNOWN /gb=U92014 /gi=2052456 /ug=Hs.153527 /len=1415
UBE2G2 --- ubiquitin conjugating enzyme G2 (UBE2G2)ubiquitin-conjugating enzyme E2G 2 (UBC7 homolog, yeast)Cluster Incl. AF032456:Homo sapiens ubiquitin conjugating enzyme G2 (UBE2G2) mRNA, complete cds /cds=(55,552) /gb=AF032456 /gi=3004908 /ug=Hs.192853 /len=2890
KCNQ3 --- KCNQ3 potassium channel; epilepsy-involved (FRAGMENT).potassium voltage-gated channel, KQT-like subfamily, member 3Cluster Incl. AF033347:Homo sapiens potassium channel homolog (KCNQ3) mRNA, partial cds /cds=(0,2477) /gb=AF033347 /gi=2801449 /ug=Hs.40866 tep:     [Pa
MTA1 --- metastasis-associated MTA1metastasis associated 1Cluster Incl. U35113:Human metastasis-associated mta1 mRNA, complete cds /cds=(32,2179) /gb=U35113 /gi=1008543 /ug=Hs.101448 /len=2640
LIG3 ENSG00000005156 DNA LIGASE III (EC 6.5.1.1) (POLYDEOXYRIBONUCLEOTIDE SYNTHASE [ATP]). [Source:SWISSPROT;Acc:P49916]ligase III, DNA, ATP-dependentCluster Incl. X84740:H.sapiens mRNA for DNA ligase III /cds=(333,3101) /gb=X84740 /gi=860962 /ug=Hs.100299 /len=3400
ITGA2B ENSG00000005961 INTEGRIN ALPHA-IIB PRECURSOR (PLATELET MEMBRANE GLYCOPROTEIN IIB) (GPALPHA IIB) (GPIIB) (CD41 ANTIGEN). [Source:SWISSPROT;Acc:P08514]integrin, alpha 2b (platelet glycoprotein IIb of IIb/IIIa complex, antigen CD41B) /// integrin, alpha 2b (platelet glycoprtep:     [Parsing package id...]
TOMM34 ENSG00000025772 MITOCHONDRIAL IMPORT RECEPTOR SUBUNIT TOM34 (TRANSLOCASE OF OUTER MEMBRANE 34 KDA SUBUNIT) (HTOM34). [Source:SWISSPROT;Acc:Q15785]translocase of outer mitochondrial membrane 34 /// translocase of outer mitochondrial membrane 34Cluster Incl. AI130910:qb81gtep:     [Parsing package id...]
ITIH4 ENSG00000055955 INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H4 PRECURSOR (ITI HEAVY CHAIN H4) (INTER-ALPHA-INHIBITOR HEAVY CHAIN 4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HEAVY CHAIN-RELATED PROTEIN) (IHRP) (PLASMA KALLIKREIN SENSITIVE GLYCOPROTEIN 120) (PK-120) (GP120) (PRtep:     [Parsing package id...]
POLD1 ENSG00000062822 DNA POLYMERASE DELTA CATALYTIC SUBUNIT (EC 2.7.7.7) (DNA POLYMERASE DELTA SUBUNIT P125). [Source:SWISSPROT;Acc:P28340]polymerase (DNA directed), delta 1, catalytic subunit 125kDa /// polymerase (DNA directed), delta 1, catalytic subunit 125kDaM80397 /FEATtep:     [Parsing package id...]
IKBKAP ENSG00000070061 IKAPPAB KINASE COMPLEX-ASSOCIATED PROTEIN (IKK COMPLEX-ASSOCIATED PROTEIN) (P150). [Source:SWISSPROT;Acc:O95163]inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase complex-associated proteinCluster Incl. AF044195:Homo sapiens IkappaB kintep:     [Parsing package id...]
ASNS ENSG00000070669 ASPARAGINE SYNTHETASE [GLUTAMINE-HYDROLYZING] (EC 6.3.5.4) (GLUTAMINE- DEPENDENT ASPARAGINE SYNTHETASE) (TS11 CELL CYCLE CONTROL PROTEIN). [Source:SWISSPROT;Acc:P08243]asparagine synthetase /// asparagine synthetaseCluster Incl. M27396:Human asparagine sytep:     [Parsing package id...]
MX1 ENSG00000075290 WNT-8B PROTEIN PRECURSOR. [Source:SWISSPROT;Acc:Q93098]myxovirus (influenza virus) resistance 1, interferon-inducible protein p78 (mouse) /// myxovirus (influenza virus) resistance 1, interferon-inducible protein p78 (mouse)Cluster Incl. M33882:Human p78 tep:     [Parsing package id...]
XRCC5 ENSG00000079246 ATP-DEPENDENT DNA HELICASE II, 80 KDA SUBUNIT (LUPUS KU AUTOANTIGEN PROTEIN P86) (KU86) (KU80) (86 KDA SUBUNIT OF KU ANTIGEN) (THYROID- LUPUS AUTOANTIGEN) (TLAA) (CTC BOX BINDING FACTOR 85 KDA SUBUNIT) (CTCBF) (CTC85) (NUCLEAR FACTOR IV) (DNA-REPAIR PROTEtep:     [Parsing package id...]
XPO1 ENSG00000082898 EXPORTIN 1; CRM1, YEAST, HOMOLOG; EXPORTIN-1 (REQUIRED FOR CHROMOSOME REGION MAINTENANCE); EXPORTIN 1 (CRM1, YEAST, HOMOLOG). [Source:RefSeq;Acc:NM_003400]exportin 1 (CRM1 homolog, yeast) /// exportin 1 (CRM1 homolog, yeast)Cluster Incl. Y08614:Homo sapietep:     [Parsing package id...]
RAD54L ENSG00000085999 RAD54-LIKE PROTEIN; RAD54 HOMOLOG. [Source:RefSeq;Acc:NM_003579]RAD54-like (S. cerevisiae) /// RAD54-like (S. cerevisiae)X97795 /FEATURE=cds /DEFINITION=HSRAD54 H.sapiens mRNA homologous to S. cerevisiae RAD54
PTHLH ENSG00000087494 PARATHYROID HORMONE-RELATED PROTEIN PRECURSOR (PTH-RP)parathyroid hormone-like hormoneM24351 /FEATURE=expanded_cds /DEFINITION=HUMPTHL4 Human parathyroid hormone-like protein (PLP) gene, exon 6, clones lambda-PLPg(1,3,7-2)
MSH2 ENSG00000095002 DNA MISMATCH REPAIR PROTEIN MSH2. [Source:SWISSPROT;Acc:P43246]mutS homolog 2, colon cancer, nonpolyposis type 1 (E. coli) /// mutS homolog 2, colon cancer, nonpolyposis type 1 (E. coli)U03911 /FEATURE= /DEFINITION=HSU03911 Human mutator gene (hMSH2) mRNAtep:     [Parsing
CDKL1 ENSG00000100490 SERINE/THREONINE-PROTEIN KINASE KKIALRE (EC 2.7.1.-) (CYCLIN-DEPENDENT KINASE-LIKE 1). [Source:SWISSPROT;Acc:Q00532]cyclin-dependent kinase-like 1 (CDC2-related kinase)X66358 /FEATURE=cds#1 /DEFINITION=HSSTHPKB H.sapiens mRNA KKIALRE for serine/threonine tep:     [Parsing
ADA ENSG00000101093 ADENOSINE DEAMINASE (EC 3.5.4.4) (ADENOSINE AMINOHYDROLASE). [Source:SWISSPROT;Acc:P00813]adenosine deaminase /// adenosine deaminaseCluster Incl. X02994:Human mRNA for adenosine deaminase (adenosine aminohydrolase, EC 3.5.4.4) /cds=(95,1186) /gb=X02994 /tep:     [Parsing package id...]
n.a. ENSG00000103226 PROTEIN PM5 PRECURSOR. [Source:SWISSPROT;Acc:Q15155]Cluster Incl. X57398:Human mRNA for pM5 protein /cds=(0,3572) /gb=X57398 /gi=35526 /ug=Hs.227823 /len=4086
TGFB1 ENSG00000105329 TRANSFORMING GROWTH FACTOR BETA 1 PRECURSOR (TGF-BETA 1). [Source:SWISSPROT;Acc:P01137]transforming growth factor, beta 1 (Camurati-Engelmann disease) /// transforming growth factor, beta 1 (Camurati-Engelmann disease)Cluster Incl. X02812:Human mRNA for ttep:     [Parsing package id...]
NPTX2 ENSG00000106236 NEURONAL PENTRAXIN II PRECURSOR (NP-II) (NP2). [Source:SWISSPROT;Acc:P47972]neuronal pentraxin IICluster Incl. U29195:Human neuronal pentraxin II (NPTX2) gene /cds=(58,1650) /gb=U29195 /gi=881970 /ug=Hs.3281 /len=2891
BAG1 ENSG00000107262 BAG-FAMILY MOLECULAR CHAPERONE REGULATOR-1 (BCL-2 BINDING ATHANOGENE- 1) (BAG-1) (GLUCOCORTICOID RECEPTOR-ASSOCIATED PROTEIN RAP46). [Source:SWISSPROT;Acc:Q99933]BCL2-associated athanogeneCluster Incl. Z35491:H.sapiens mRNA for novel glucocorticoid recepttep:     [Parsing package id...]
BAG1 ENSG00000107262 BAG-FAMILY MOLECULAR CHAPERONE REGULATOR-1 (BCL-2 BINDING ATHANOGENE- 1) (BAG-1) (GLUCOCORTICOID RECEPTOR-ASSOCIATED PROTEIN RAP46). [Source:SWISSPROT;Acc:Q99933]BCL2-associated athanogene /// BCL2-associated athanogeneCluster Incl. Z35491:H.sapiens mRNA tep:     [Parsing package id...]



HGNC Symbol Ensembl ID Gene Description
SHB ENSG00000107338 SHB (SRC HOMOLOGY 2 DOMAIN CONTAINING) ADAPTOR PROTEIN B; SHB ADAPTOR PROTEIN (A SRC HOMOLOGY 2 PROTEIN); SHB (SRC HOMOLOGY 2 DOMAIN-CONTAINING) ADAPTOR PROTEIN B. [Source:RefSeq;Acc:NM_003028]SHB (Src homology 2 domain containing) adaptor protein BClustetep:     [Parsing package id...]
EIF3S10 ENSG00000107581 EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT 10 (EIF-3 THETA) (EIF3 P167) (EIF3 P180) (EIF3 P185) (EIF3A). [Source:SWISSPROT;Acc:Q14152]eukaryotic translation initiation factor 3, subunit 10 theta, 150/170kDaCluster Incl. D50929:Human mRNA for KIAA0tep:     [Parsing package id...]
HTATIP2 ENSG00000109854 HIV-1 TAT INTERACTIVE PROTEIN 2, 30KDA; TAT-INTERACTING PROTEIN (30KD); HIV-1 TAT INTERACTIVE PROTEIN 2, 30 KDA; HIV-1 TAT INTERACTIVE PROTEIN 2, 30 KD. [Source:RefSeq;Acc:NM_006410]HIV-1 Tat interactive protein 2, 30kDaCluster Incl. AF039103:Homo sapienstep:     [Parsing package id...]
CALCA ENSG00000110680 CALCITONIN PRECURSOR [CONTAINS: CALCITONIN; KATACALCIN (CALCITONIN CARBOXYL-TERMINAL PEPTIDE) (CCP) (PDN-21)]. [Source:SWISSPROT;Acc:P01258]calcitonin/calcitonin-related polypeptide, alphaCluster Incl. X02330:Human mRNA for calcitonin and calcitonin gene tep:     [Parsing package id...]
C6orf108 ENSG00000112667 PUTATIVE C-MYC-RESPONSIVE. [Source:RefSeq;Acc:NM_006443]chromosome 6 open reading frame 108Cluster Incl. AF040105:Homo sapiens RCL (Rcl) mRNA, complete cds /cds=(17,541) /gb=AF040105 /gi=2773296 /ug=Hs.109752 /len=644
ACY1 ENSG00000114786 AMINOACYLASE-1 (EC 3.5.1.14) (N-ACYL-L-AMINO-ACID AMIDOHYDROLASE) (ACY-1). [Source:SWISSPROT;Acc:Q03154]aminoacylase 1 /// aminoacylase 1Cluster Incl. L07548:Human aminoacylase-1 (ACY1) mRNA, complete cds /cds=(61,1287) /gb=L07548 /gi=178070 /ug=Hs.79 /letep:     
PASK ENSG00000115687 PAS DOMAIN CONTAINING SERINE/THREONINE KINASE; PAS-SERINE/THREONINE KINASE. [Source:RefSeq;Acc:NM_015148]PAS domain containing serine/threonine kinaseCluster Incl. D50925:Human mRNA for KIAA0135 gene, partial cds /cds=(0,3727) /gb=D50925 /gi=1469192 /ug=Htep:     [Parsing pa
CEBPZ ENSG00000115816 CCAAT-BOX-BINDING TRANSCRIPTION FACTOR (CCAAT-BINDING FACTOR) (CBF). [Source:SWISSPROT;Acc:Q03701]CCAAT/enhancer binding protein zeta /// CCAAT/enhancer binding protein zetaCluster Incl. M37197:Human CCAAT-box-binding factor (CBF) mRNA, complete cds /cds=tep:     [Parsing package id...]
RAP1A ENSG00000116473 RAS-RELATED PROTEIN RAP-1A (C21KG) (KREV-1 PROTEIN) (GTP-BINDING PROTEIN SMG-P21A) (G-22K). [Source:SWISSPROT;Acc:P10113]RAP1A, member of RAS oncogene family /// RAP1A, member of RAS oncogene familyCluster Incl. M22995:Human ras-related protein (Krev-1) mtep:     [Parsing package id...]
NID ENSG00000116962 NIDOGEN PRECURSOR (ENTACTIN). [Source:SWISSPROT;Acc:P14543]nidogen (enactin)Cluster Incl. M30269:Human nidogen mRNA, complete cds /cds=(90,3833) /gb=M30269 /gi=189208 /ug=Hs.62041 /len=4898
IDE ENSG00000119912 INSULIN-DEGRADING ENZYME (EC 3.4.24.56) (INSULYSIN) (INSULINASE) (INSULIN PROTEASE). [Source:SWISSPROT;Acc:P14735]insulin-degrading enzymeCluster Incl. M21188:Human insulin-degrading enzyme (IDE) mRNA, complete cds /cds=UNKNOWN /gb=M21188 /gi=184555 /ug=Htep:     [Parsing p
HOXB7 ENSG00000120087 HOMEOBOX PROTEIN HOX-B7 (HOX-2C) (HHO.C1). [Source:SWISSPROT;Acc:P09629]homeo box B7Cluster Incl. M16937:Human homeo box c1 protein, mRNA, complete cds /cds=(99,752) /gb=M16937 /gi=184300 /ug=Hs.819 /len=1359
GUCY1B2 ENSG00000123201 GUANYLATE CYCLASE SOLUBLE, BETA-2 CHAIN (EC 4.6.1.2) (GCS-BETA-2). [Source:SWISSPROT;Acc:O75343]
SERPINA7 ENSG00000123561 THYROXINE-BINDING GLOBULIN PRECURSOR (T4-BINDING GLOBULIN). [Source:SWISSPROT;Acc:P05543]serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 7 /// serine (or cysteine) proteinase inhibitor, clade A (alpha-1 anttep:     [Parsing package id...]
FPRL2 ENSG00000123859 FMLP-RELATED RECEPTOR II (FMLP-R-II). [Source:SWISSPROT;Acc:P25089]
MTRR ENSG00000124275 METHIONINE SYNTHASE REDUCTASE, MITOCHONDRIAL PRECURSOR (EC 2.1.1.135) (MSR). [Source:SWISSPROT;Acc:Q9UBK8]5-methyltetrahydrofolate-homocysteine methyltransferase reductaseCluster Incl. AF025794:Homo sapiens methionine synthase reductase (MTRR) mRNA, compltep:     [Parsing package id...]
THRA ENSG00000126351 THYROID HORMONE RECEPTOR ALPHA (C-ERBA-ALPHA) (C-ERBA-1) (EAR-7) (EAR7). [Source:SWISSPROT;Acc:P10827]thyroid hormone receptor, alpha (erythroblastic leukemia viral (v-erb-a) oncogene homolog, avian)M24748 /FEATURE=cds#2 /DEFINITION=HUMTHRA1A Human thyroitep:     [Parsing package id...]
POR ENSG00000127948 NADPH-CYTOCHROME P450 REDUCTASE (EC 1.6.2.4) (CPR) (P450R). [Source:SWISSPROT;Acc:P16435]P450 (cytochrome) oxidoreductaseS90469 /FEATURE= /DEFINITION=S90469 cytochrome P450 reductase [human, placenta, mRNA Partial, 2403 nt]
YWHAH ENSG00000128245 14-3-3 PROTEIN ETA (PROTEIN AS1). [Source:SWISSPROT;Acc:Q04917]tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide /// tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptideD78577 /FEATUtep:     [Parsing package id...]
TRIM28 ENSG00000130726 TRANSCRIPTION INTERMEDIARY FACTOR 1-BETA (TIF1-BETA) (TRIPARTITE MOTIF PROTEIN 28) (NUCLEAR COREPRESSOR KAP-1) (KRAB-ASSOCIATED PROTEIN 1). [Source:SWISSPROT;Acc:Q13263]tripartite motif-containing 28 /// tripartite motif-containing 28Cluster Incl. X97548:tep:     [Parsing package id...]
DHX30 ENSG00000132153 DEAD/H (ASP-GLU-ALA-ASP/HIS) BOX POLYPEPTIDE 30 ISOFORM 2. [Source:RefSeq;Acc:NM_014966]DEAH (Asp-Glu-Ala-His) box polypeptide 30Cluster Incl. AB020697:Homo sapiens mRNA for KIAA0890 protein, complete cds /cds=(143,3727) /gb=AB020697 /gi=4240268 /ug=Hs.61tep:     [Parsi
CDK8 ENSG00000132964 CELL DIVISION PROTEIN KINASE 8 (EC 2.7.1.-) (PROTEIN KINASE K35). [Source:SWISSPROT;Acc:P49336]cyclin-dependent kinase 8X85753 /FEATURE= /DEFINITION=HSCDK8 Homo sapiens mRNA for CDK8 protein kinase
CCNH ENSG00000134480 CYCLIN H (MO15-ASSOCIATED PROTEIN) (P37) (P34). [Source:SWISSPROT;Acc:P51946]cyclin H /// cyclin HCluster Incl. U11791:Human cyclin H mRNA, complete cds /cds=(60,1031) /gb=U11791 /gi=536919 /ug=Hs.514 /len=1203
RFK ENSG00000135002 riboflavin kinaseCluster Incl. AF038172:Homo sapiens clone 23923 mRNA sequence /cds=UNKNOWN /gb=AF038172 /gi=2795890 /ug=Hs.37558 /len=1567
RABGGTB ENSG00000137955 GERANYLGERANYL TRANSFERASE TYPE II BETA SUBUNIT (EC 2.5.1.-) (RAB GERANYLGERANYLTRANSFERASE BETA SUBUNIT) (RAB GERANYL- GERANYLTRANSFERASE BETA SUBUNIT) (RAB GG TRANSFERASE BETA) (RAB GGTASE BETA). [Source:SWISSPROT;Acc:P53611]Rab geranylgeranyltransferastep:     [Parsing package id...]
PLK4 ENSG00000142731 SERINE/THREONINE KINASE 18; SNK AKIN KINASE. [Source:RefSeq;Acc:NM_014264]polo-like kinase 4 (Drosophila)Cluster Incl. Y13115:Homo sapiens mRNA for serine/threonine protein kinase SAK /cds=(140,3052) /gb=Y13115 /gi=2125813 /ug=Hs.172052 /len=3092
CYP4B1 ENSG00000142973 CYTOCHROME P450 4B1 (EC 1.14.14.1) (CYPIVB1) (P450-HP). [Source:SWISSPROT;Acc:P13584]cytochrome P450, family 4, subfamily B, polypeptide 1J02871 /FEATURE= /DEFINITION=HUMCP45IV Human lung cytochrome P450 (IV subfamily) BI protein, complete cds
TP53BP2 ENSG00000143514 TUMOR SUPPRESSOR P53-BINDING PROTEIN 2 (P53-BINDING PROTEIN 2) (53BP2) (BCL2-BINDING PROTEIN) (BBP). [Source:SWISSPROT;Acc:Q13625]tumor protein p53 binding protein, 2 /// tumor protein p53 binding protein, 2Cluster Incl. U58334:Human Bcl2, p53 binding protep:     [Parsing package id...]
NVL ENSG00000143748 NUCLEAR VCP-LIKE; NUCLEAR VALOSIN-CONTAINING PROTEIN-LIKE. [Source:RefSeq;Acc:NM_002533]nuclear VCP-like /// nuclear VCP-likeCluster Incl. U68140:Homo sapiens nuclear VCP-like protein NVLp.2 (NVL.2) mRNA, complete cds /cds=(56,2626) /gb=U68140 /gi=2406564tep:     [Parsing package 
ARF1 ENSG00000143761 ADP-RIBOSYLATION FACTOR 1. [Source:SWISSPROT;Acc:P32889]ADP-ribosylation factor 1 /// ADP-ribosylation factor 1 /// ADP-ribosylation factor 1Cluster Incl. M36340:Human ADP-ribosylation factor 1 (ARF1) mRNA, complete cds /cds=(77,622) /gb=M36340 /gi=178982tep:     [Parsing package 
PLK2 ENSG00000145632 SERINE/THREONINE-PROTEIN KINASE SNK (EC 2.7.1.-) (SERUM INDUCIBLE KINASE). [Source:SWISSPROT;Acc:Q9NYY3]polo-like kinase 2 (Drosophila) /// polo-like kinase 2 (Drosophila)Cluster Incl. AF059617:Homo sapiens serum-inducible kinase mRNA, complete cds /cds=(tep:     [Parsing package id...]
GZMA ENSG00000145649 GRANZYME A PRECURSOR (EC 3.4.21.78) (CYTOTOXIC T-LYMPHOCYTE PROTEINASE 1) (HANUKKAH FACTOR) (H FACTOR) (HF) (GRANZYME 1) (CTL TRYPTASE) (FRAGMENTIN 1). [Source:SWISSPROT;Acc:P12544]granzyme A (granzyme 1, cytotoxic T-lymphocyte-associated serine esterase tep:     [Parsing package id...]
NOLA2 ENSG00000145912 NUCLEOLAR PROTEIN FAMILY A, MEMBER 2; LIKELY HOMOLOG OF YEAST NHP2, COMPONENT OF THE H/ACA SNORNP. [Source:RefSeq;Acc:NM_017838]nucleolar protein family A, member 2 (H/ACA small nucleolar RNPs)Cluster Incl. AI816034:au44e05.x1 Homo sapiens cDNA, 3' end /ctep:     [Parsing package id...]
HMBS ENSG00000149397 PORPHOBILINOGEN DEAMINASE (EC 4.3.1.8) (HYDROXYMETHYLBILANE SYNTHASE) (HMBS) (PRE-UROPORPHYRINOGEN SYNTHASE) (PBG-D). [Source:SWISSPROT;Acc:P08397]hydroxymethylbilane synthase /// hydroxymethylbilane synthaseCluster Incl. M95623:Homo sapiens hydroxymethyltep:     [Parsing package id...]
ITIH2 ENSG00000151655 INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR (ITI HEAVY CHAIN H2) (INTER-ALPHA-INHIBITOR HEAVY CHAIN 2) (INTER-ALPHA-TRYPSIN INHIBITOR COMPLEX COMPONENT II) (SERUM-DERIVED HYALURONAN-ASSOCIATED PROTEIN) (SHAP). [Source:SWISSPROT;Acc:P19823]intertep:     [Parsing package id...]
SACS ENSG00000151835 spastic ataxia of Charlevoix-Saguenay (sacsin)Cluster Incl. AB018273:Homo sapiens mRNA for KIAA0730 protein, partial cds /cds=(0,3014) /gb=AB018273 /gi=3882180 /ug=Hs.159492 /len=4318
GABPA ENSG00000154727 GA-binding protein alpha subunit (GABP-alpha); transcription factor E4TF1-47; nuclear respiratory factor-2 alpha subunitGA binding protein transcription factor, alpha subunit 60kDa /// GA binding protein transcription factor, alpha subunit 60kDaCluster Intep:     [Parsing package id...]
ETS2 ENSG00000157557 C-ETS-2 PROTEIN.v-ets erythroblastosis virus E26 oncogene homolog 2 (avian)J04102 /FEATURE= /DEFINITION=HUMETS2A Human erythroblastosis virus oncogene homolog 2 (ets-2) mRNA, complete cds
IL8RA ENSG00000163464 HIGH AFFINITY INTERLEUKIN-8 RECEPTOR A (IL-8R A) (IL-8 RECEPTOR TYPE 1) (CXCR-1) (CDW128A). [Source:SWISSPROT;Acc:P25024]interleukin 8 receptor, alpha /// interleukin 8 receptor, alphaU11870 /FEATURE=mRNA /DEFINITION=HSU11870 Human interleukin-8 receptor tep:     [Parsing package id...]
API5 ENSG00000166181 APOPTOSIS INHIBITOR 5; FIBROBLAST GROWTH FACTOR 2-INTERACTING FACTOR 2; API5-LIKE 1. [Source:RefSeq;Acc:NM_006595]apoptosis inhibitor 5Cluster Incl. Y15906:Homo sapiens mRNA for XAGL protein /cds=(132,1646) /gb=Y15906 /gi=5327056 /ug=Hs.227913 /len=3721
n.a. ENSG00000166557 MEMBRANE PROTEIN P24B PRECURSOR. [Source:SWISSPROT;Acc:Q9Y3Q3]integral type I protein /// integral type I proteinCluster Incl. AL109672:Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 755868 /cds=(98,751) /gb=AL109672 /gi=5689836 /ug=Hs.179516 /tep:     [P
ICT1 ENSG00000167862 IMMATURE COLON CARCINOMA TRANSCRIPT 1 (DIGESTION SUBSTRACTION 1) (DS- 1). [Source:SWISSPROT;Acc:Q14197]immature colon carcinoma transcript 1 /// immature colon carcinoma transcript 1Cluster Incl. X81788:Homo sapiens ICT1 (alias DS-1) mRNA /cds=(2,622) /gbtep:     [Parsing package id...]
DFFB ENSG00000169598 DNA FRAGMENTATION FACTOR 40 KDA SUBUNIT (EC 3.-.-.-) (DFF-40) (CASPASE-ACTIVATED DEOXYRIBONUCLEASE) (CASPASE-ACTIVATED DNASE) (CAD) (CASPASE-ACTIVATED NUCLEASE) (CPAN). [Source:SWISSPROT;Acc:O76075]DNA fragmentation factor, 40kDa, beta polypeptide (caspastep:     [Parsing package id...]
USP7 ENSG00000171616 UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 7 (EC 3.1.2.15) (UBIQUITIN THIOLESTERASE 7) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 7) (DEUBIQUITINATING ENZYME 7) (HERPESVIRUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE). [Source:SWISSPROT;Acc:Q93009]ubiquitin specific tep:     [Parsing package id...]
PAP ENSG00000172016 PANCREATITIS-ASSOCIATED PROTEIN 1 PRECURSOR. [Source:SWISSPROT;Acc:Q06141]pancreatitis-associated protein /// pancreatitis-associated proteinCluster Incl. L15533:Homo sapiens pancreatits-associated protein (PAP) gene, complete cds /cds=(60,587) /gb=L15533tep:     [Parsing package id...]
BSG ENSG00000172270 BASIGIN PRECURSOR (LEUKOCYTE ACTIVATION ANTIGEN M6) (COLLAGENASE STIMULATORY FACTOR) (EXTRACELLULAR MATRIX METALLOPROTEINASE INDUCER) (EMMPRIN) (5F7) (CD147 ANTIGEN) (TUMOR CELL-DERIVED COLLAGENASE STIMULATORY FACTOR) (TCSF) (OK BLOOD GROUP ANTIGEN). [Soutep:     [Parsing package id...]
YIF1 ENSG00000174851 YIP1P-INTERACTING FACTOR; PUTATIVE RAB5-INTERACTING PROTEIN; PUTATIVE TRANSMEMBRANE PROTEIN 54TMP. [Source:RefSeq;Acc:NM_020470]Yip1 interacting factor homolog (S. cerevisiae) /// Yip1 interacting factor homolog (S. cerevisiae)Cluster Incl. AF004876:Homo tep:     [Parsing package id...]
POLE ENSG00000177084 DNA POLYMERASE EPSILON, CATALYTIC SUBUNIT A (EC 2.7.7.7) (DNA POLYMERASE II SUBUNIT A). [Source:SWISSPROT;Acc:Q07864]polymerase (DNA directed), epsilon /// polymerase (DNA directed), epsilonCluster Incl. L09561:Homo sapiens DNA polymerase epsilon, catalyttep:     [Parsing package id...]

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) [Not included] 2.3764
induced (448) Miscellanous group01_(11) 4.84187
induced (448) Cell cycle group01_(11) 2.30844
induced (448) Signal Transductiongroup01_(11) 3.61493
induced (448) Miscellanous group01_(11) 3.96701
induced (448) Miscellanous group01_(11) 2.24702
induced (448) Miscellanous group01_(11) 2.46796
induced (448) Cell cycle group01_(11) 5.25137
induced (448) Signal Transductiongroup01_(11) 2.70384
induced (448) Metabolism group01_(11) 4.01599
induced (448) Metabolism group01_(11) 2.25686
induced (448) Cell cycle group01_(11) 5.52907
induced (448) Protein Synthesis group02_(25) 1.50055
induced (448) Cell cycle group02_(25) 1.89026
induced (448) Protein Synthesis group02_(25) 1.35741
induced (448) Protein Synthesis group02_(25) 1.51645
induced (448) Metabolism group02_(25) 1.57055
induced (448) Signal Transductiongroup02_(25) 1.62763
induced (448) Cell cycle group02_(25) 1.59223
induced (448) Metabolism group02_(25) 1.66341
induced (448) Metabolism group02_(25) 1.86158
induced (448) Cell cycle group02_(25) 1.54319
induced (448) Metabolism group02_(25) 0.45412
induced (448) Signal Transductiongroup02_(25) 0.52046
induced (448) Metabolism group02_(25) 1.61905
induced (448) Metabolism group02_(25) 1.86434
induced (448) Cell cycle group02_(25) 1.44826
induced (448) Protein Synthesis group02_(25) 1.48379
induced (448) Signal Transductiongroup02_(25) 1.5814
induced (448) Cell cycle group02_(25) 1.89059
induced (448) Apoptosis group02_(25) 1.70988
induced (448) Metabolism group02_(25) 1.56801
induced (448) Cell cycle group02_(25) 1.45025
induced (448) Transcription group02_(25) 1.48622
induced (448) Signal Transductiongroup02_(25) 1.5809
induced (448) Protein Synthesis group02_(25) 1.60541
induced (448) Signal Transductiongroup02_(25) 1.63124
induced (448) Miscellanous group03_(50) 1.34626
induced (448) Signal Transductiongroup03_(50) 1.20535
induced (448) Signal Transductiongroup03_(50) 1.2126
induced (448) Signal Transductiongroup03_(50) 0.99649
induced (448) Signal Transductiongroup03_(50) 0.36648
induced (448) Protein Synthesis group03_(50) 1.2073
induced (448) Signal Transductiongroup03_(50) 1.92922
induced (448) Adhesion group03_(50) 1.73848
induced (448) Cell cycle group03_(50) 1.28346
induced (448) Metabolism group03_(50) 1.34544
induced (448) Signal Transductiongroup03_(50) 1.26191
induced (448) Miscellanous group03_(50) 13.4611
induced (448) Cell cycle group03_(50) 1.36814
induced (448) Metabolism group03_(50) 1.3206
induced (448) Cell cycle group03_(50) 1.13536
induced (448) Immunity/Inflammationgroup03_(50) 1.42593
induced (448) Signal Transductiongroup03_(50) 1.45735
induced (448) Miscellanous group03_(50) 1.4522
induced (448) Adhesion group03_(50) 1.52071
induced (448) Metabolism group03_(50) 0.71143



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) Metabolism group03_(50) 1.37324
induced (448) Protein Synthesis group03_(50) 1.39505
induced (448) Metabolism group03_(50) 1.47264
induced (448) Metabolism group03_(50) 1.31557
induced (448) Miscellanous group03_(50) 1.06385
induced (448) Protein Synthesis group03_(50) 1.38291
induced (448) Signal Transductiongroup03_(50) 0.84576
induced (448) Metabolism group03_(50) 1.61226
induced (448) Metabolism group03_(50) 1.00579
induced (448) Protein Synthesis group03_(50) 1.40911
induced (448) Miscellanous group03_(50) 4.22989
induced (448) Signal Transductiongroup03_(50) 1.36716
induced (448) Miscellanous group03_(50) 1.16959
induced (448) Metabolism group03_(50) 0.93658
induced (448) Signal Transductiongroup03_(50) 1.29848
induced (448) Signal Transductiongroup03_(50) 1.44342
induced (448) Miscellanous group03_(50) 1.41629
induced (448) Metabolism group03_(50) 0.12912
induced (448) Signal Transductiongroup03_(50) 1.42152
induced (448) Signal Transductiongroup03_(50) 1.87657
induced (448) Protein Synthesis group03_(50) 1.42724
induced (448) Protein Synthesis group03_(50) 1.58858
induced (448) Metabolism group03_(50) 1.17485
induced (448) Cell cycle group03_(50) 1.60379
induced (448) Metabolism group03_(50) 1.42246
induced (448) Metabolism group03_(50) 1.42041
induced (448) Metabolism group03_(50) 1.64671
induced (448) Signal Transductiongroup03_(50) 2.16172
induced (448) Cell cycle group03_(50) 1.57608
induced (448) Miscellanous group03_(50) 1.54568
induced (448) Metabolism group04_(39) 0.93285
induced (448) Cell cycle group04_(39) 1.3775
induced (448) Metabolism group04_(39) 1.10324
induced (448) Miscellanous group04_(39) 1.22065
induced (448) Protein Synthesis group04_(39) 1.40369
induced (448) Miscellanous group04_(39) 1.18203
induced (448) Cell cycle group04_(39) 1.19014
induced (448) Metabolism group04_(39) 1.51045
induced (448) Protein Synthesis group04_(39) 1.27464
induced (448) Cell cycle group04_(39) 1.1839
induced (448) Cell cycle group04_(39) 1.26719
induced (448) Metabolism group04_(39) 1.24742
induced (448) Transcription group04_(39) 1.43075
induced (448) Protein Synthesis group04_(39) 1.50033
induced (448) Miscellanous group04_(39) 1.03437
induced (448) Cell cycle group04_(39) 1.38226
induced (448) Miscellanous group04_(39) 1.19051
induced (448) Signal Transductiongroup04_(39) 1.33767
induced (448) Cell cycle group04_(39) 0.97911
induced (448) Metabolism group04_(39) 1.18278
induced (448) Protein Synthesis group04_(39) 1.52508
induced (448) Signal Transductiongroup04_(39) 1.10747
induced (448) Cell cycle group04_(39) 1.78281
induced (448) Metabolism group04_(39) 1.6905
induced (448) Protein Synthesis group04_(39) 1.21105
induced (448) Signal Transductiongroup04_(39) 1.38926
induced (448) Signal Transductiongroup04_(39) 1.32091



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) Cell cycle group04_(39) 3.17761
induced (448) Metabolism group04_(39) 1.45133
induced (448) Metabolism group04_(39) 1.35875
induced (448) Metabolism group04_(39) 1.26823
induced (448) Cell cycle group04_(39) 1.22531
induced (448) Signal Transductiongroup04_(39) 0.9772
induced (448) Miscellanous group04_(39) 1.19489
induced (448) Miscellanous group04_(39) 1.75175
induced (448) Metabolism group04_(39) 1.13386
induced (448) Metabolism group04_(39) 1.29156
induced (448) Cell cycle group04_(39) 1.16129
induced (448) Cell cycle group04_(39) 1.08143
induced (448) Metabolism group05_(55) 1.21388
induced (448) Metabolism group05_(55) 1.21653
induced (448) Cell cycle group05_(55) 1.15509
induced (448) Metabolism group05_(55) 1.26971
induced (448) Transcription group05_(55) 1.1875
induced (448) Metabolism group05_(55) 0.83981
induced (448) Metabolism group05_(55) 1.17977
induced (448) Miscellanous group05_(55) 1.15293
induced (448) Cell cycle group05_(55) 1.44215
induced (448) Metabolism group05_(55) 1.04448
induced (448) Cell cycle group05_(55) 1.34424
induced (448) Cell cycle group05_(55) 1.1793
induced (448) Cell cycle group05_(55) 0.63939
induced (448) Cell cycle group05_(55) 1.29939
induced (448) Cell cycle group05_(55) 1.36766
induced (448) Signal Transductiongroup05_(55) 1.05866
induced (448) Miscellanous group05_(55) 0.95987
induced (448) Miscellanous group05_(55) 1.2805
induced (448) Metabolism group05_(55) 0.92228
induced (448) Signal Transductiongroup05_(55) 1.36447
induced (448) Signal Transductiongroup05_(55) 1.71085
induced (448) Apoptosis group05_(55) 0.92007
induced (448) Metabolism group05_(55) 0.83211
induced (448) Metabolism group05_(55) 0.98653
induced (448) Cell cycle group05_(55) 1.37431
induced (448) Protein Synthesis group05_(55) 1.27927
induced (448) Cell cycle group05_(55) 1.26589
induced (448) Metabolism group05_(55) 0.93668
induced (448) Cell cycle group05_(55) 1.07985
induced (448) Metabolism group05_(55) 0.93349
induced (448) Metabolism group05_(55) 1.33609
induced (448) Metabolism group05_(55) 1.27248
induced (448) Metabolism group05_(55) 1.19447
induced (448) Cell cycle group05_(55) 1.30828
induced (448) Cell cycle group05_(55) 1.06288
induced (448) Metabolism group05_(55) 1.04946
induced (448) Metabolism group05_(55) 1.16123
induced (448) Cell cycle group05_(55) 1.3222
induced (448) Metabolism group05_(55) 1.28746
induced (448) Cell cycle group05_(55) 1.0375
induced (448) Cell cycle group05_(55) 1.24944
induced (448) Protein Synthesis group05_(55) 1.3731
induced (448) Metabolism group05_(55) 0.11568
induced (448) Metabolism group05_(55) 1.23424
induced (448) Signal Transductiongroup05_(55) 1.18776



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) Miscellanous group05_(55) 1.2387
induced (448) Signal Transductiongroup05_(55) 1.5487
induced (448) Transcription group05_(55) 1.24152
induced (448) Cell cycle group05_(55) 1.30425
induced (448) Protein Synthesis group05_(55) 0.92391
induced (448) Protein Synthesis group05_(55) 1.3219
induced (448) Cell cycle group05_(55) 1.65691
induced (448) Protein Synthesis group05_(55) 0.72559
induced (448) Metabolism group05_(55) 1.25902
induced (448) Miscellanous group05_(55) 1.36491
induced (448) Metabolism group06_(67) 1.04909
induced (448) Signal Transductiongroup06_(67) 1.6733
induced (448) Miscellanous group06_(67) 0.95603
induced (448) Metabolism group06_(67) 1.00989
induced (448) Protein Synthesis group06_(67) 1.25202
induced (448) Metabolism group06_(67) 0.57469
induced (448) Protein Synthesis group06_(67) 1.15068
induced (448) Protein Synthesis group06_(67) 1.14414
induced (448) Signal Transductiongroup06_(67) 1.01559
induced (448) Cell cycle group06_(67) 1.33419
induced (448) Transcription group06_(67) 1.29557
induced (448) Metabolism group06_(67) 1.01975
induced (448) Miscellanous group06_(67) 0.76092
induced (448) Cell cycle group06_(67) 1.41483
induced (448) Signal Transductiongroup06_(67) 1.00046
induced (448) Miscellanous group06_(67) 0.97915
induced (448) Cell cycle group06_(67) 1.79011
induced (448) Miscellanous group06_(67) 0.99417
induced (448) Metabolism group06_(67) 1.04121
induced (448) Transcription group06_(67) 0.80809
induced (448) Metabolism group06_(67) 1.0667
induced (448) Metabolism group06_(67) 1.22445
induced (448) Cell cycle group06_(67) 1.15211
induced (448) Cell cycle group06_(67) 1.08356
induced (448) Transcription group06_(67) 1.24438
induced (448) Metabolism group06_(67) 0.97734
induced (448) Transcription group06_(67) 0.99305
induced (448) Signal Transductiongroup06_(67) 1.23164
induced (448) Transcription group06_(67) 1.03834
induced (448) Protein Synthesis group06_(67) 1.00754
induced (448) Cell cycle group06_(67) 1.12853
induced (448) Protein Synthesis group06_(67) 1.12484
induced (448) Miscellanous group06_(67) 1.02357
induced (448) Metabolism group06_(67) 1.23476
induced (448) Cell cycle group06_(67) 1.12373
induced (448) Cell cycle group06_(67) 1.21664
induced (448) Metabolism group06_(67) 1.07918
induced (448) Transcription group06_(67) 1.02797
induced (448) Signal Transductiongroup06_(67) 1.22358
induced (448) Signal Transductiongroup06_(67) 1.28071
induced (448) Signal Transductiongroup06_(67) 1.20744
induced (448) Cell cycle group06_(67) 1.19313
induced (448) Metabolism group06_(67) 1.22058
induced (448) Miscellanous group06_(67) 1.44959
induced (448) Signal Transductiongroup06_(67) 0.94437
induced (448) Transcription group06_(67) 1.24561
induced (448) Signal Transductiongroup06_(67) 1.34615



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) Metabolism group06_(67) 0.91687
induced (448) Metabolism group06_(67) 1.28262
induced (448) Metabolism group06_(67) 1.04157
induced (448) Metabolism group06_(67) 0.94101
induced (448) Metabolism group06_(67) 0.41351
induced (448) Metabolism group06_(67) 1.2786
induced (448) Metabolism group06_(67) 1.02704
induced (448) Signal Transductiongroup06_(67) 0.84682
induced (448) Transcription group06_(67) 1.32116
induced (448) Metabolism group06_(67) 0.6866
induced (448) Signal Transductiongroup06_(67) 1.27441
induced (448) Protein Synthesis group06_(67) 0.74002
induced (448) Miscellanous group06_(67) 1.12711
induced (448) Miscellanous group06_(67) 1.21357
induced (448) Metabolism group06_(67) 0.98101
induced (448) Transcription group06_(67) 1.06629
induced (448) Miscellanous group06_(67) 1.0083
induced (448) Protein Synthesis group06_(67) 0.8281
induced (448) Miscellanous group06_(67) 1.21652
induced (448) Miscellanous group06_(67) 1.09651
induced (448) Metabolism group07_(37) 1.05147
induced (448) Miscellanous group07_(37) 1.42716
induced (448) Cell cycle group07_(37) 0.89803
induced (448) Signal Transductiongroup07_(37) 1.02257
induced (448) Adhesion group07_(37) 0.77152
induced (448) Cell cycle group07_(37) 1.24398
induced (448) Protein Synthesis group07_(37) 1.21598
induced (448) Metabolism group07_(37) 1.03021
induced (448) Miscellanous group07_(37) 1.26719
induced (448) Cell cycle group07_(37) 1.0118
induced (448) Cell cycle group07_(37) 1.09852
induced (448) Protein Synthesis group07_(37) 1.19488
induced (448) Protein Synthesis group07_(37) 1.21527
induced (448) Metabolism group07_(37) 1.16639
induced (448) Signal Transductiongroup07_(37) 1.87363
induced (448) Transcription group07_(37) 1.10912
induced (448) Metabolism group07_(37) 1.05206
induced (448) Metabolism group07_(37) 1.11537
induced (448) Metabolism group07_(37) 1.14335
induced (448) Transcription group07_(37) 1.12384
induced (448) Signal Transductiongroup07_(37) 1.42956
induced (448) Metabolism group07_(37) 1.1411
induced (448) Cell cycle group07_(37) 1.64573
induced (448) Miscellanous group07_(37) 1.10775
induced (448) Cell cycle group07_(37) 1.35147
induced (448) Metabolism group07_(37) 1.12328
induced (448) Metabolism group07_(37) 1.32879
induced (448) Cell cycle group07_(37) 1.48747
induced (448) Metabolism group07_(37) 0.9891
induced (448) Protein Synthesis group07_(37) 1.151
induced (448) Signal Transductiongroup07_(37) 1.27171
induced (448) Metabolism group07_(37) 1.00404
induced (448) Metabolism group07_(37) 0.90013
induced (448) Cell cycle group07_(37) 1.08272
induced (448) Transcription group07_(37) 1.00877
induced (448) Protein Synthesis group07_(37) 1.12775
induced (448) Cell cycle group07_(37) 1.01017



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) Signal Transductiongroup08_(44) 1.03572
induced (448) Transcription group08_(44) 1.29562
induced (448) Metabolism group08_(44) 1.1253
induced (448) Cell cycle group08_(44) 1.12138
induced (448) Metabolism group08_(44) 1.12893
induced (448) Metabolism group08_(44) 1.0997
induced (448) Metabolism group08_(44) 1.04406
induced (448) Metabolism group08_(44) 1.01202
induced (448) Metabolism group08_(44) 1.17999
induced (448) Immunity/Inflammationgroup08_(44) 1.4029
induced (448) Adhesion group08_(44) 0.98349
induced (448) Signal Transductiongroup08_(44) 1.18476
induced (448) Metabolism group08_(44) 1.06483
induced (448) Metabolism group08_(44) 1.15812
induced (448) Metabolism group08_(44) 1.47504
induced (448) Metabolism group08_(44) 1.18952
induced (448) Cell cycle group08_(44) 1.07359
induced (448) Apoptosis group08_(44) 0.95852
induced (448) Metabolism group08_(44) 1.08507
induced (448) Miscellanous group08_(44) 0.511
induced (448) Signal Transductiongroup08_(44) 1.05091
induced (448) Protein Synthesis group08_(44) 1.08118
induced (448) Metabolism group08_(44) 1.02202
induced (448) Transcription group08_(44) 0.97068
induced (448) Protein Synthesis group08_(44) 1.12898
induced (448) Metabolism group08_(44) 0.73975
induced (448) Metabolism group08_(44) 2.23581
induced (448) Miscellanous group08_(44) 0.89946
induced (448) Adhesion group08_(44) 0.24112
induced (448) Metabolism group08_(44) 1.1024
induced (448) Transcription group08_(44) 1.12279
induced (448) Metabolism group08_(44) 1.32004
induced (448) Cell cycle group08_(44) 1.22827
induced (448) Adhesion group08_(44) 1.11119
induced (448) Signal Transductiongroup08_(44) 1.07111
induced (448) Cell cycle group08_(44) 1.01791
induced (448) Transcription group08_(44) 1.05153
induced (448) Miscellanous group08_(44) 0.90476
induced (448) Metabolism group08_(44) 0.914
induced (448) Cell cycle group08_(44) 1.15887
induced (448) Signal Transductiongroup08_(44) 0.88986
induced (448) Cell cycle group08_(44) 1.69248
induced (448) Metabolism group08_(44) 1.23193
induced (448) Signal Transductiongroup08_(44) 1.03511
induced (448) Adhesion group09_(47) 1.27826
induced (448) Miscellanous group09_(47) 1.14839
induced (448) Metabolism group09_(47) 0.23216
induced (448) Metabolism group09_(47) 0.53743
induced (448) Cell cycle group09_(47) 1.07045
induced (448) Metabolism group09_(47) 0.90664
induced (448) Apoptosis group09_(47) 1.04283
induced (448) Metabolism group09_(47) 1.28168
induced (448) Metabolism group09_(47) 1.16558
induced (448) Cell cycle group09_(47) 1.21622
induced (448) Miscellanous group09_(47) 1.32008
induced (448) Signal Transductiongroup09_(47) 0.68784
induced (448) Miscellanous group09_(47) 0.98072



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) Protein Synthesis group09_(47) 0.81582
induced (448) Cell cycle group09_(47) 1.21604
induced (448) Protein Synthesis group09_(47) 1.17826
induced (448) Metabolism group09_(47) 1.03641
induced (448) Apoptosis group09_(47) 1.51801
induced (448) Metabolism group09_(47) 0.97252
induced (448) Protein Synthesis group09_(47) 1.11453
induced (448) Metabolism group09_(47) 0.55927
induced (448) Signal Transductiongroup09_(47) 0.85335
induced (448) Miscellanous group09_(47) 0.2208
induced (448) Protein Synthesis group09_(47) 0.96041
induced (448) Transcription group09_(47) 1.05744
induced (448) Transcription group09_(47) 1.16996
induced (448) Metabolism group09_(47) 1.42907
induced (448) Signal Transductiongroup09_(47) 1.08658
induced (448) Signal Transductiongroup09_(47) 0.61993
induced (448) Metabolism group09_(47) 1.12675
induced (448) Cell cycle group09_(47) 1.13059
induced (448) Metabolism group09_(47) 0.37851
induced (448) Metabolism group09_(47) 1.21096
induced (448) Cell cycle group09_(47) 1.29353
induced (448) Signal Transductiongroup09_(47) 0.69969
induced (448) Miscellanous group09_(47) 1.18016
induced (448) Transcription group09_(47) 1.6475
induced (448) Signal Transductiongroup09_(47) 0.12015
induced (448) Signal Transductiongroup09_(47) 3.05265
induced (448) Transcription group09_(47) 1.30406
induced (448) Cell cycle group09_(47) 1.17064
induced (448) Metabolism group09_(47) 0.13868
induced (448) Signal Transductiongroup09_(47) 1.00449
induced (448) Miscellanous group09_(47) 1.07807
induced (448) Apoptosis group09_(47) 0.95028
induced (448) Cell cycle group09_(47) 1.12355
induced (448) Miscellanous group09_(47) 0.41569
induced (448) Metabolism group10_(72) 1.25227
induced (448) Metabolism group10_(72) 0.8407
induced (448) Transcription group10_(72) 1.11265
induced (448) Cell cycle group10_(72) 1.30475
induced (448) Signal Transductiongroup10_(72) 1.37088
induced (448) Metabolism group10_(72) 1.16749
induced (448) Miscellanous group10_(72) 1.03377
induced (448) Cell cycle group10_(72) 1.21528
induced (448) Signal Transductiongroup10_(72) 1.08096
induced (448) Protein Synthesis group10_(72) 0.78433
induced (448) Signal Transductiongroup10_(72) 1.21969
induced (448) Cell cycle group10_(72) 1.63313
induced (448) Metabolism group10_(72) 1.0894
induced (448) Cell cycle group10_(72) 1.30816
induced (448) Signal Transductiongroup10_(72) 0.58548
induced (448) Cell cycle group10_(72) 1.17264
induced (448) Cell cycle group10_(72) 0.9063
induced (448) Metabolism group10_(72) 1.08888
induced (448) Miscellanous group10_(72) 1.08238
induced (448) Signal Transductiongroup10_(72) 0.72051
induced (448) Adhesion group10_(72) 0.41935
induced (448) Apoptosis group10_(72) 1.2899
induced (448) Apoptosis group10_(72) 1.15374



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

regulation_48h Ontology Group ratioDiff _8Tc vs 100Tc
induced (448) Signal Transductiongroup10_(72) 0.86843
induced (448) Protein Synthesis group10_(72) 0.92623
induced (448) Transcription group10_(72) 1.45903
induced (448) Signal Transductiongroup10_(72) 1.13444
induced (448) Miscellanous group10_(72) 1.19198
induced (448) Metabolism group10_(72) 1.49339
induced (448) Signal Transductiongroup10_(72) 0.78773
induced (448) Transcription group10_(72) 0.9466
induced (448) Signal Transductiongroup10_(72) 0.76155
induced (448) Adhesion group10_(72) 1.25385
induced (448) Signal Transductiongroup10_(72) 1.05635
induced (448) Transcription group10_(72) 1.26641
induced (448) Signal Transductiongroup10_(72) 1.2161
induced (448) Miscellanous group10_(72) 0.87814
induced (448) Signal Transductiongroup10_(72) 1.14439
induced (448) Metabolism group10_(72) 0.87687
induced (448) Signal Transductiongroup10_(72) 0.99733
induced (448) Metabolism group10_(72) 1.141
induced (448) Signal Transductiongroup10_(72) 1.02239
induced (448) Transcription group10_(72) 1.3573
induced (448) Miscellanous group10_(72) 1.06363
induced (448) Transcription group10_(72) 0.56615
induced (448) Transcription group10_(72) 1.06268
induced (448) Metabolism group10_(72) 1.23926
induced (448) Metabolism group10_(72) 1.16822
induced (448) Signal Transductiongroup10_(72) 1.14971
induced (448) Metabolism group10_(72) 1.21661
induced (448) Signal Transductiongroup10_(72) 2.73204
induced (448) Miscellanous group10_(72) 0.92542
induced (448) Signal Transductiongroup10_(72) 1.08929
induced (448) Signal Transductiongroup10_(72) 0.91806
induced (448) Immunity/Inflammationgroup10_(72) 1.76904
induced (448) Protein Synthesis group10_(72) 3.37019
induced (448) Metabolism group10_(72) 1.21367
induced (448) Miscellanous group10_(72) 0.8581
induced (448) Metabolism group10_(72) 0.29733
induced (448) Transcription group10_(72) 1.17483
induced (448) Transcription group10_(72) 0.68972
induced (448) Signal Transductiongroup10_(72) 1.03057
induced (448) Apoptosis group10_(72) 0.993
induced (448) Metabolism group10_(72) 1.04228
induced (448) Protein Synthesis group10_(72) 0.9037
induced (448) Apoptosis group10_(72) 0.9399
induced (448) Metabolism group10_(72) 1.01493
induced (448) Immunity/Inflammationgroup10_(72) 1.02525
induced (448) Signal Transductiongroup10_(72) 0.86176
induced (448) Signal Transductiongroup10_(72) 1.24813
induced (448) Cell cycle group10_(72) 1.09589
induced (448) Miscellanous group10_(72) 0.35856



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
4.81549 6.66592 9.56934
6.71896 9.27174 4.78749
3.75328 4.66457 5.73212
2.94268 8.1558 2.17108
2.11863 2.07955 2.42135
4.19037 3.37186 4.83496
2.25103 2.99466 4.1095
3.76623 7.70054 9.4519
2.54673 3.85817 4.42124
4.70979 4.93726 15.42908
4.48987 3.55254 5.82794
15.54284 13.6743 14.60326
2.07637 2.22999 2.65853
3.26224 3.69856 4.88817
2.19881 3.19541 3.88134
2.69691 2.43193 3.66158
2.59134 3.29691 3.56176
2.07153 2.10507 2.3458
2.73837 3.37929 3.91134
2.04021 2.73932 2.72483
2.62304 3.25362 3.87065
2.08307 2.52457 2.74736
2.24522 4.38339 2.30539
2.60904 5.48787 2.65001
2.80028 2.59915 3.22885
2.40818 2.80154 2.43602
2.19245 2.75535 3.12647
2.12655 2.40387 2.53434
2.0889 2.69317 2.79258
2.17632 2.96327 3.04084
2.76006 2.89325 3.4475
2.38861 3.10118 3.88176
2.30469 2.85753 3.12945
2.11858 2.54551 2.64704
2.15543 2.01053 2.4144
2.07228 2.2788 2.42498
2.05212 2.5154 2.9446
1.9494 2.34422 2.83542
1.89737 2.4156 2.60547
1.82421 3.0025 2.15551
1.72121 2.11201 2.49754
1.70159 2.37402 2.45864
1.47277 2.09977 2.03272
1.95403 2.37595 3.6872
1.55853 2.36932 2.17634
1.82868 2.39415 2.6133
1.49852 2.13702 2.32288
1.78077 2.37834 2.58474
1.79537 83.04585 22.94621
1.712 2.06789 2.12232
1.76625 2.13765 2.65962
1.62243 2.27814 2.62605
1.97132 2.35206 2.63978
1.8368 2.47737 2.97843
1.65886 3.06294 2.96822
1.9524 2.1623 2.25914
0.79647 2.39668 2.38242



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
1.91314 2.31554 3.36477
1.47536 2.58579 2.71718
1.95572 2.46401 2.81177
1.83745 2.45599 2.90171
1.12173 2.0534 2.10568
1.78181 2.31217 2.55573
1.90649 2.10192 3.23506
1.92888 2.22135 2.56848
1.56971 2.21557 2.54962
0.47104 3.15682 2.93052
0.18787 4.97927 5.36059
1.83353 2.1637 2.26084
1.77896 2.44741 2.14863
1.61808 2.10926 2.2726
1.72555 2.16611 2.61201
1.99284 2.05263 2.14009
1.5329 2.07363 2.10016
1.48275 3.45872 2.9279
1.56456 2.02778 2.06541
1.40521 4.18783 3.5851
1.84493 2.20351 2.83921
1.90047 2.27739 2.26511
1.51384 2.02355 2.2315
1.90031 2.06492 2.15035
1.7638 2.1771 2.37648
1.69942 2.82226 3.38783
1.8119 2.02061 2.61375
1.63689 2.68896 2.36896
1.72504 2.19078 2.80687
1.24192 3.02726 3.20113
1.10468 1.7302 2.29587
1.73718 1.81578 2.44866
1.62943 1.93033 2.1892
1.51149 1.95995 2.05543
1.76138 1.92484 2.09881
1.77363 1.90119 2.27456
1.64511 1.64511 2.25067
1.52793 1.84837 2.16734
1.56604 1.98401 2.14148
1.47776 1.87085 2.04232
1.71392 1.87034 2.13365
1.63725 1.80246 2.10822
1.8862 1.945 2.18251
2.44565 1.94807 2.34684
1.74896 1.93653 2.33734
2.01262 1.95725 2.45444
1.35448 1.80728 2.19751
1.71524 1.9643 2.38681
1.51532 1.64931 2.00999
1.65046 1.80897 2.37117
2.02514 1.88755 2.42838
1.51373 1.79676 2.09275
1.92799 1.59738 2.44071
2.14819 1.67757 2.06398
1.68122 1.89721 2.06805
1.70135 1.76479 2.24487
1.45678 1.63785 2.14063



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
5.36344 0.32002 5.43797
1.91156 1.73122 2.31769
2.05131 1.84885 2.47132
1.13868 1.83818 2.2574
1.73284 1.92543 2.16261
1.58977 1.51319 2.01867
1.92382 1.96119 2.10028
1.77909 1.94096 2.29173
1.83347 1.64499 2.44741
1.35767 1.41486 2.08633
1.68933 1.79879 2.18224
1.49987 1.72055 2.08511
1.97105 2.03541 1.84092
1.51634 1.64201 1.73135
1.48892 1.58587 1.93437
1.39779 1.62596 1.91053
1.49072 1.58357 1.78478
1.21551 1.4205 1.57653
1.4471 1.80614 1.85421
1.53397 1.55436 1.78733
1.4841 1.68728 1.91587
1.73045 1.76598 1.92542
1.74289 1.54987 1.76963
1.66452 2.02226 1.83287
1.31137 2.18955 1.95793
1.40683 1.73825 1.71136
1.63709 1.8574 1.97721
1.26603 1.64609 1.73945
1.26226 1.53946 1.61014
1.42812 1.56346 1.80976
1.43645 1.78144 1.86249
1.74825 1.664 1.83822
1.52571 1.63963 1.56957
1.3436 1.39729 1.62894
1.87999 1.68966 1.74418
1.2763 1.66739 1.70436
1.67396 1.75913 1.92993
1.61773 1.60752 1.9294
1.53414 1.75076 1.80126
1.44138 1.33836 1.89954
1.44683 1.61157 1.90329
1.43667 1.97308 1.98634
1.43178 1.73899 1.81352
1.29221 1.69593 1.85203
1.61989 1.99064 1.97193
1.37322 1.77171 1.88905
2.17229 1.62117 1.56237
1.55664 1.65995 1.93501
1.64985 2.13432 1.99208
1.66285 1.53828 1.6267
1.57668 1.82956 1.91019
1.28399 1.58465 1.69996
1.6531 1.85679 1.98708
1.6381 1.64767 1.91436
0.83645 1.04821 1.47966
1.35635 1.59622 1.80767
1.88298 1.97448 1.97642



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
1.57778 1.74948 1.96342
1.70427 1.94261 1.87898
1.54869 1.79738 1.90429
1.63058 1.70477 1.99201
1.29899 1.66308 1.68951
1.36602 1.71366 1.77032
1.74438 1.5449 1.75756
1.38947 1.55856 1.64316
1.65714 1.9546 1.90466
1.48539 1.69408 1.97339
1.0858 1.37852 1.3979
1.19298 0.29935 1.24134
1.14765 1.5509 1.72484
1.22339 1.33462 1.6755
1.25017 1.62039 1.61687
0.85166 1.35067 1.54701
1.18135 1.50316 1.54127
1.47171 1.71151 1.71442
1.37388 1.44133 1.48451
1.54085 1.67068 1.86064
1.40542 1.52269 1.65744
0.63669 2.03409 1.69649
1.16301 1.73467 1.40168
1.65984 1.54568 1.84241
1.41663 1.1107 1.81305
1.4152 0.93186 1.92143
1.0957 1.7133 1.62388
1.49957 1.38504 1.65636
1.41819 1.50618 1.68934
1.43166 1.41557 1.54893
1.37878 1.45174 1.6849
1.36419 1.65024 1.71178
1.29411 1.52402 1.84194
1.3468 1.72191 1.71199
1.3135 1.31743 1.19626
1.46884 1.75988 1.81387
1.25578 1.25589 1.53549
1.27684 1.69743 1.45194
1.30899 1.19587 1.54643
1.46097 1.43448 1.63248
1.32611 1.33342 1.72915
1.4407 1.31863 1.61858
1.3424 1.48857 2.53246
1.26981 1.47297 1.59543
1.31938 1.6846 1.784
1.34126 1.44386 1.60867
1.02944 1.43278 1.44383
1.27715 0.78418 1.59577
1.40911 1.43719 1.51037
1.40055 1.70753 1.58303
1.39121 1.55236 1.55894
1.65893 1.32234 1.69948
1.42357 1.73773 1.74186
2.46209 2.23414 1.70597
1.31446 1.49879 1.73975
1.35381 1.49549 1.75099
0.78374 1.1719 1.95839



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
1.05562 1.3981 1.38136
1.53198 1.85416 1.84244
1.18311 1.38335 1.43917
1.17079 1.51594 1.79342
1.49252 0.65561 1.86384
1.44304 1.5021 1.71109
1.11256 1.35913 1.45094
1.32665 1.20011 1.5112
1.68864 1.69291 1.76266
0.96334 1.46254 2.75349
1.1531 1.28846 1.56933
1.68681 1.52334 3.37362
1.34237 1.48112 1.57811
1.32206 1.476 1.63967
1.54057 1.41137 2.02849
1.23974 1.42025 1.57268
1.20198 1.71333 1.63954
1.42727 1.54594 2.14374
1.37967 1.55072 1.67411
1.18893 1.20466 1.34098
1.3409 1.25199 1.42738
1.95846 1.8929 1.52947
1.03793 1.33934 1.58498
2.31965 4.95749 4.31479
1.34649 1.49581 1.44399
1.41763 1.60275 1.58334
1.49572 1.43067 1.56325
1.19079 1.44352 1.53272
1.43608 1.48229 1.47768
1.34957 1.76849 1.54921
1.34581 1.54524 1.63411
1.19508 1.41018 1.44792
1.39024 1.52765 1.6301
1.24664 1.49884 1.44751
1.03044 0.96363 1.564
1.01517 1.05677 1.67127
1.26841 1.40978 1.54272
1.74361 1.61204 1.97416
1.23565 1.61129 1.80625
1.41986 1.40047 1.67606
0.96056 1.21173 1.24694
1.45071 1.99997 1.63072
2.64784 1.761 1.7792
1.21262 1.66423 1.57628
1.44508 1.48016 1.65057
1.19616 1.49273 1.29986
1.38664 1.30797 1.52169
1.46905 1.57033 1.60345
1.16464 1.64454 1.46588
1.2625 1.32854 1.33156
1.31431 1.14723 1.28288
1.29724 1.33775 1.58723
1.2302 1.2188 1.32756
1.30073 1.56062 1.54686
1.35999 1.42518 1.56026
1.32818 1.3299 1.5047
1.20708 1.28638 1.4941



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
1.23711 1.38175 1.49383
1.39854 1.31856 1.4348
1.15617 1.36786 1.43175
1.43326 1.30143 1.56588
1.23214 1.30682 1.43533
1.11385 1.20277 1.7458
1.01142 1.1663 1.24182
1.92542 1.33317 1.52502
1.24154 1.37863 1.39875
1.42359 2.16307 0.60205
1.09568 1.33053 1.38685
1.4306 1.32714 1.30618
1.33596 1.3053 1.21266
1.37248 1.30174 1.45042
1.57681 2.00982 1.85443
1.17445 1.32753 1.37957
0.98008 1.0806 1.18319
1.07321 1.0949 1.36775
1.34564 1.4386 1.63389
0.50858 1.19812 0.99952
1.04942 0.97923 1.20325
1.05074 1.34506 1.36797
1.1508 1.33321 1.50905
1.1458 1.42162 1.36544
1.19306 1.35436 1.54653
0.91694 1.35458 1.30986
2.50251 2.02209 1.68169
0.98368 1.03472 1.31079
0.90496 0.56941 1.04925
1.36757 1.42166 1.37707
1.16729 1.2921 1.36929
1.23111 1.70773 1.75101
1.30608 1.3199 1.42706
1.23727 1.2678 1.58749
0.78533 1.44589 1.29964
1.28042 1.32372 1.37843
1.12161 1.37051 1.38793
1.27772 1.42337 1.38203
1.08205 1.15711 1.37953
1.28166 1.57021 1.43236
1.25419 1.42432 1.59703
0.97056 3.3664 1.73792
1.2064 1.48182 1.5015
1.36813 1.10505 1.43392
1.17509 1.34232 1.29611
1.22682 1.58391 1.72964
0.63597 2.03976 1.55543
1.06106 1.17037 1.20599
0.88411 1.16837 1.72631
1.04765 1.13303 1.15028
1.25076 1.29272 1.53306
1.14382 1.24924 1.21992
1.26941 1.17246 1.36696
1.23504 1.37817 1.43209
1.16331 1.28916 1.29282
1.26953 1.01908 0.85629
1.34037 1.09588 1.5104



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
1.18565 1.53618 1.29113
1.08947 1.28619 1.29295
1.29501 1.16495 1.3197
0.9107 0.95277 1.23615
2.07308 1.37236 1.52779
0.89039 1.15516 1.16155
1.19633 1.354 1.44219
1.12376 1.23139 1.11688
1.01788 1.20934 1.2524
0.15944 1.58378 1.24199
1.41824 1.62946 1.78485
1.0212 0.99316 1.15285
1.23224 1.46661 1.4456
1.18455 0.61564 1.09466
1.19947 1.30391 1.29219
0.79299 0.97611 1.12168
1.14608 1.2803 1.29512
1.26991 1.04015 1.35957
0.85733 1.15606 1.0864
1.51196 1.42919 1.9022
1.44246 1.38176 1.46593
1.09695 0.62692 1.13336
1.87951 0.81984 1.95287
2.00292 2.18833 7.24229
0.19521 3.4411 2.48214
0.90817 4.32133 3.7414
1.39616 0.97651 1.60998
0.31257 1.16259 0.68765
0.81954 2.38292 1.82884
1.00476 0.93581 1.22672
1.17498 1.12858 1.32786
1.09549 1.0033 1.14375
1.1333 1.27838 1.39914
1.3958 3.78709 1.72
1.18656 1.37832 1.45728
1.01398 0.63747 0.65028
1.13924 1.0163 1.18657
1.14915 0.99918 1.32903
1.28758 1.89885 1.71598
0.90409 0.35709 2.44076
1.20227 1.2289 1.44091
1.27841 1.23885 1.32148
0.9328 1.18483 1.22793
0.8199 0.87529 1.18092
0.81876 1.01753 1.3563
1.55747 1.89786 2.07611
1.11758 1.31164 1.39555
1.68937 1.70003 1.422
0.93206 1.28298 0.26569
1.22944 1.39876 1.67335
1.27422 2.59521 1.17348
1.29998 1.22812 1.37405
1.0138 1.24452 1.05187
0.88889 7.10936 0.69789
1.71847 1.61177 0.35312
1.17362 1.3072 1.19474
1.17525 1.20341 1.10759



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

ratioDiff_6Tc vs 100Tc ratioDiff_5Tc vs 100Tc ratioDiff_4Tc vs 100Tc
0.84765 0.88004 1.03833
1.14591 1.37776 1.35358
1.6758 1.15264 1.47362
1.44599 1.57128 1.61023
1.27696 1.31296 1.43525
1.15447 1.07613 1.42712
0.77175 0.6829 0.77769
1.06497 1.19553 1.30525
0.67928 1.06945 0.95514
1.80346 3.16872 3.41103
1.16389 1.12688 1.32239
1.19832 0.71134 1.0822
1.47788 1.40074 1.52368
1.25204 1.1769 1.51905
1.25372 1.3291 1.28725
1.04965 1.37959 1.2704
1.0731 1.22143 1.21715
1.13954 1.33435 1.13064
1.17877 1.29924 1.48519
1.36011 1.46573 1.5112
1.30156 1.35335 1.35254
0.89522 0.94533 1.50464
1.02629 1.17347 1.1388
1.14418 1.40914 1.46824
1.13529 1.15813 1.16389
1.1231 1.33374 1.25495
0.81355 1.54551 0.94931
1.35674 1.51305 1.13398
1.08326 1.34043 1.38316
0.98633 1.28356 1.12594
0.95277 0.77905 0.80503
1.09549 1.41137 1.24976
1.24852 1.06095 1.02717
1.46905 1.67248 1.5853
0.71147 1.28372 1.16288
1.06878 1.12275 0.9261
1.11316 1.46483 1.59847
0.98439 1.03957 1.09818
1.20766 1.13181 1.43267
1.6649 3.10374 2.12926
1.14312 1.07736 1.22184
2.12424 1.23888 1.14807
0.92897 1.05236 1.00404
0.99249 1.08675 1.10627
1.20722 1.20541 1.13253
0.84388 1.0299 1.1167
1.27416 1.45378 1.37105
2.01802 1.19232 1.31779
1.07274 2.59249 1.10129



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
13.11573 21.17833 26.06885
5.55876 6.40089 6.68435
7.35152 9.80579 11.12337
3.06001 2.03685 2.34019
3.42652 3.20666 3.31588
5.90076 6.55599 9.51036
2.59587 8.10613 3.98033
12.10905 15.88817 19.18292
6.42169 7.12388 9.79533
5.78616 3.46901 6.37967
8.91352 6.3907 6.05618
12.3419 22.41183 20.32034
3.08798 3.63391 4.02403
6.1018 8.51046 9.64544
4.33956 4.79779 5.62588
3.67267 9.09594 7.41599
4.51071 5.83574 6.43193
2.89179 2.4634 3.36876
5.98648 7.71481 8.25106
2.9864 3.89912 4.73016
5.06488 7.28193 8.88317
2.87093 3.44335 4.0815
2.58755 4.07592 4.01285
7.28652 15.32848 3.63227
2.85821 3.71819 3.63575
3.0779 4.42506 4.01333
3.49131 4.04725 5.29434
2.99582 3.16191 4.37029
3.97853 4.58428 5.32856
3.3416 4.06858 4.79479
4.46685 5.89092 7.08906
4.7571 5.97775 7.64331
3.39264 4.42702 5.28414
3.26571 4.36685 5.07555
2.68197 3.08827 3.66679
2.85023 3.34788 4.34955
3.99745 5.41579 6.99128
4.02502 5.271 5.78745
3.42931 4.30959 5.33996
2.9178 3.08907 3.05459
2.64887 2.71032 3.17837
2.99194 4.51007 4.31026
2.39723 3.47795 3.44154
4.60843 6.5576 8.84941
2.63238 3.014 4.28346
2.91879 3.51196 4.39815
3.00131 3.63388 4.24662
3.22641 4.39484 4.58202
34.32732 32.40066 37.52651
2.6348 3.0029 3.73352
2.81402 4.13553 4.30424
2.32129 2.95247 3.73194
3.19004 4.17922 4.65361
3.54622 3.81196 4.38879
3.06129 3.25807 4.04027
2.69546 2.52688 3.25474
2.39694 3.39124 3.28079



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
3.83553 5.45814 5.6542
3.14418 4.01065 4.63103
3.22456 4.92942 5.02204
3.3612 4.5916 4.91382
2.50168 3.31217 3.59429
3.04535 3.72904 4.5457
4.47339 5.67884 8.8153
3.62518 4.1845 5.20667
4.0741 4.30929 4.2079
3.23948 8.15883 5.68718
5.63691 3.91489 8.52168
2.6766 3.40082 3.91463
2.43178 3.33003 3.54306
2.97261 3.46612 4.529
2.7561 3.38791 4.60386
2.71922 2.88726 3.52769
2.11052 2.63502 2.98456
2.97316 6.14039 3.06521
2.27695 2.85 3.03675
4.23425 4.66391 6.60921
3.29637 4.73757 4.54123
2.96016 3.31189 4.08686
2.6524 3.29523 3.48001
2.49677 2.8296 3.53333
2.78865 3.43486 3.73266
4.31382 6.39053 7.2928
2.82912 4.37649 4.53848
2.34896 2.80413 4.20309
3.25422 3.70893 3.931
3.2359 4.66654 5.6421
2.20729 3.09668 3.78402
2.69877 2.88481 3.73981
2.64743 3.89127 3.72097
2.45173 3.0628 3.25393
2.46973 2.85156 3.0262
2.73111 3.04541 3.35436
2.69124 2.39273 3.28753
2.49816 2.8522 3.06417
2.45636 2.96397 3.42436
2.48554 3.20592 3.2613
2.4332 2.85719 3.45679
2.3611 2.47657 3.45562
2.54 2.97707 3.73295
3.32762 4.42402 4.23353
3.11147 4.04051 4.5615
2.63075 2.78986 3.36151
2.47137 3.33849 3.24681
2.42545 2.74548 3.03527
2.35955 2.86347 2.92115
2.85022 3.37157 4.36284
3.10271 4.3193 4.03704
2.445 3.22009 3.47098
2.77605 2.98994 3.69024
2.19737 2.40475 2.79054
2.38085 2.77555 3.42876
2.73601 3.19216 2.82854
2.38752 3.6968 3.39889



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
5.21739 4.28043 7.14526
2.33893 2.34634 2.66675
3.05798 3.48671 4.01693
2.38999 2.54767 3.59211
2.42142 2.92137 3.46375
2.51901 2.87735 4.02997
2.70203 3.42971 3.9659
2.93112 3.7031 4.18997
2.96685 3.28927 4.04917
2.09572 2.25422 2.61082
2.77219 3.11053 3.4607
2.41324 3.5006 3.7431
3.30157 4.20236 3.71866
2.24136 2.60973 3.01149
2.29635 3.10695 2.91121
3.1245 2.9063 3.36254
2.13307 2.36175 2.92288
2.32364 2.47389 2.77128
2.1113 2.69327 2.73718
2.26679 2.46232 3.02763
2.27898 3.01784 3.16144
2.1434 2.48968 3.13118
2.45582 2.56985 3.21684
2.64609 3.3473 3.2567
2.01895 3.13985 2.60402
2.00854 2.31834 2.87848
2.46837 3.03378 2.82948
2.03379 2.25423 2.21444
2.08412 2.63314 2.71323
2.06898 2.38976 2.53225
2.55303 3.8471 4.0475
2.19733 2.88371 3.11043
2.32583 2.16321 2.48651
2.04647 2.38296 2.3735
2.4016 2.4857 3.36852
2.06257 2.59132 2.60867
2.43789 2.61647 2.93229
2.01792 2.35097 2.70461
2.23495 2.43077 2.57957
2.21414 2.71201 3.30122
2.34069 2.82208 2.9398
2.54872 3.06729 4.05467
2.13094 2.63096 2.68426
2.01797 2.29227 2.74529
2.24354 2.37697 2.83264
2.17779 2.62455 2.71957
2.11938 2.23875 2.78681
2.36888 2.75345 2.99976
2.09972 2.55053 2.64326
2.05101 2.23695 2.32871
2.20327 2.40886 3.36235
2.01412 2.44101 2.62062
2.34019 2.88102 2.73744
2.37136 2.39968 2.66301
6.18694 4.72295 3.01465
2.07764 2.56068 2.70897
2.33182 2.67078 3.49384



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
2.36155 2.47949 2.96123
2.65996 3.06246 3.47277
2.06368 2.50079 2.70317
2.07742 2.27395 2.38322
2.09698 2.59569 2.58514
2.04731 2.17567 2.7339
2.21238 2.4034 2.57223
2.10372 2.80412 2.99634
2.1499 2.40223 2.77992
2.3608 2.69074 2.91844
1.64078 2.21704 2.44069
1.71096 2.97458 3.12292
1.82813 2.48757 2.74485
1.74526 2.44286 2.19877
1.9286 2.1444 2.37764
1.68105 2.00934 2.8272
1.66147 2.25165 2.19743
1.94327 2.38792 2.72053
1.79942 2.26594 2.12772
1.9782 2.20126 2.7381
1.90873 2.5218 2.38788
1.9306 2.0833 2.44318
1.74267 2.06561 2.38999
1.94007 2.52789 2.10001
1.85852 2.09233 2.34589
1.75947 2.09357 2.63819
1.98581 2.39013 2.19818
1.91369 2.30337 2.29317
1.9939 2.15481 2.52409
1.88379 2.12908 2.20921
1.89929 2.4582 2.86836
1.83473 2.18597 2.14227
1.99363 2.39288 2.48281
1.89439 2.29573 2.24953
1.80239 2.11941 2.135
1.9196 2.43756 2.39397
1.54908 2.02143 2.07359
1.88431 2.13064 2.52537
1.70851 2.2382 2.17637
1.87351 2.24748 2.40202
1.94057 2.15076 2.07898
1.77209 2.15931 2.26745
1.98259 2.29706 2.25136
1.81903 2.05254 2.47649
1.95968 2.46525 2.47984
1.89584 2.07723 2.27432
1.99741 2.05921 2.32912
1.8123 2.13205 2.01349
1.85283 2.0435 2.29815
1.98856 2.22199 2.48221
1.87134 2.02237 2.35109
1.96678 2.40726 2.10283
1.90377 2.60622 2.64823
1.88138 2.77629 2.21727
1.91826 2.39833 2.69448
1.98113 2.22046 2.58201
1.74734 10.74686 15.67224



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
1.67209 2.49683 2.61338
1.96933 2.38548 3.23589
1.76196 2.0154 2.08819
1.76398 2.44571 2.63509
1.54498 2.56516 3.15358
1.8489 2.08212 2.19253
1.76825 2.09721 2.11701
1.62721 2.30503 4.78829
1.96646 2.274 2.72492
1.55991 2.0614 2.30309
1.76092 2.21844 2.14613
1.33709 2.72086 2.646
1.61987 2.31451 2.24889
1.74626 2.12788 2.38463
1.55843 2.16403 2.39837
1.69562 2.05664 2.25179
1.92193 2.32045 2.81974
1.7661 2.4927 2.33677
1.73497 2.52681 2.49597
1.62294 2.00053 2.05847
1.62036 1.98687 2.01857
2.01046 1.88781 2.21733
1.66779 1.8936 2.11445
3.14161 1.97863 3.49915
1.54626 1.89872 2.23497
1.75544 1.71356 2.16229
1.74717 1.92946 2.18852
1.67406 1.91834 2.15423
1.67434 1.85587 2.0756
2.16563 1.85064 2.34343
1.68873 1.76364 2.24981
1.8577 1.93443 2.27537
1.76491 1.82618 2.30478
1.58961 1.85123 2.05051
4.73812 1.94291 2.5559
1.69612 1.836 2.10575
1.60717 1.89065 2.05707
1.835 1.80502 2.46641
1.97191 1.87307 2.41932
1.64245 1.65202 2.05377
1.42487 1.54787 9.99615
1.81764 1.82315 2.16346
2.12224 1.42292 2.24799
1.49995 1.93163 2.25665
1.84558 1.92713 2.25021
1.39397 1.77646 2.08026
1.5638 1.74202 2.00101
1.88727 1.77272 2.10953
2.04587 1.80847 2.21206
1.44348 1.60906 2.20363
0.9756 1.92307 2.09305
1.3648 1.61317 2.01192
1.48196 1.66408 2.44095
1.57172 1.69886 2.0868
1.75454 1.93118 2.26607
1.85024 1.79068 2.20319
1.77856 1.75704 2.19618



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
1.65976 1.7365 1.99443
1.58372 1.85818 1.9196
1.48562 2.42327 1.73328
1.65826 1.63339 1.75464
1.52169 1.50422 1.91511
1.67448 1.75015 1.74451
1.36136 1.65318 1.62295
1.67296 1.87978 1.89917
1.58962 1.88611 1.87735
1.89269 2.38248 1.61418
1.41471 1.97199 1.96786
1.55913 1.66474 1.82121
2.03701 2.2293 1.83333
1.63676 1.8572 1.9114
1.74928 1.83156 1.8496
1.58956 1.82695 1.8689
1.33001 1.64797 1.76893
1.61216 1.93882 1.7539
1.58901 2.04339 1.97461
1.39744 1.70573 1.59459
1.275 1.52863 1.9553
1.41342 1.97742 1.78804
1.63483 2.00625 1.89131
1.52701 1.73322 1.90108
1.61301 2.06604 1.99476
1.5203 1.96941 1.72426
1.83462 2.01103 1.93227
1.60589 1.96038 1.85005
0.7598 0.99127 1.72971
1.55278 1.66008 1.96275
1.481 1.65761 1.76281
1.91962 2.19583 1.99841
1.60636 1.91587 1.90396
1.64182 2.14539 1.77688
1.42956 1.63305 1.75224
1.53422 2.10366 1.87561
1.556 1.776 1.85982
1.43656 1.7346 1.73058
1.56579 1.9559 1.87104
1.6049 1.9241 1.96255
1.73364 2.05916 1.88894
2.06656 1.95104 1.69952
1.59736 1.81054 1.91604
1.66448 2.15136 1.85385
1.24623 1.68338 1.66527
1.68295 1.93071 1.97424
2.06009 2.16931 2.63858
1.41125 1.31327 2.34409
1.08559 1.89891 2.13631
1.41933 1.62586 1.70069
1.47801 1.48647 1.70576
1.16869 1.54234 1.50267
1.4699 1.79464 1.81315
1.53247 1.72329 1.95877
1.51863 1.47004 1.7866
1.33303 1.15444 1.5802
1.40932 1.67972 1.67829



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
1.37692 1.62332 1.6067
1.35068 1.76676 1.67184
1.55408 1.73149 1.71902
1.47715 1.55412 1.48343
1.34045 1.82553 1.59496
1.34257 1.71716 1.92058
1.59704 1.73892 1.96695
1.49336 1.92129 1.68492
1.3202 1.42458 1.56542
1.35657 1.55874 1.49288
1.76494 2.84583 2.38456
1.23206 1.29648 1.62725
1.569 1.92895 1.80783
1.54661 1.43014 1.44015
1.5583 1.6439 1.88072
1.25143 1.56182 1.74507
1.41154 1.53707 1.89924
1.14059 1.51571 1.54713
1.88948 1.83557 2.21701
1.89897 1.9646 1.96088
1.54865 1.79082 1.95745
1.11376 1.0763 1.30802
1.20942 1.38198 2.16191
1.95854 2.63833 2.77646
2.32464 1.88603 3.33046
2.21465 4.0642 4.88812
1.60198 1.54885 1.52483
0.9715 1.06114 1.43417
2.62178 3.84074 3.58463
1.18168 1.28812 1.53605
1.32147 1.62415 1.80471
1.27468 1.50986 1.66027
1.44565 1.60644 1.69668
1.25844 2.04729 0.94385
1.43482 1.76835 1.69219
0.92554 1.09792 1.11777
1.33323 1.58378 1.48892
1.14078 1.14682 1.6073
1.4994 1.65331 1.73939
1.50353 1.94252 1.59732
1.125 1.51867 1.82305
1.5181 1.52941 1.68008
1.29883 1.49896 1.27517
1.12635 1.14946 1.50082
0.51808 1.13956 0.38581
2.09045 2.31348 2.18443
1.44871 1.68418 1.59171
1.68088 1.62496 1.78545
0.43376 0.3154 0.05568
1.90387 1.90799 1.93917
1.26031 1.55079 1.40044
1.35343 1.44438 1.62387
1.12686 1.28207 1.40219
0.64508 0.81684 0.66545
0.62265 0.66252 0.1442
1.33109 1.38447 1.48583
1.17247 1.32243 1.44637



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

ratioDiff_3Tc vs 100Tc ratioDiff_2Tc vs 100Tc ratioDiff_1 5Tc vs 100Tc
0.94802 1.37482 1.36243
1.43497 1.59215 1.63039
1.15159 1.49081 0.88688
1.43684 2.51202 1.83745
1.4318 1.56574 1.61735
1.49811 1.06198 1.57645
1.0524 1.0316 1.21096
1.31128 1.45701 1.47952
0.88376 1.09314 1.1763
2.40123 1.21164 1.80008
1.43872 1.7147 1.59449
1.01438 1.04476 0.78405
1.60775 1.56864 1.86421
1.46628 1.67917 1.88827
1.23948 1.36196 1.3578
1.11957 1.36195 1.29398
1.18024 1.16 1.46785
1.17039 1.1875 1.73828
1.52887 1.80174 1.76687
1.49821 1.56013 1.80524
1.31792 1.52042 1.69992
1.49728 1.55073 1.62099
1.26842 1.32238 1.41908
1.37716 1.87081 2.06224
1.17809 1.52625 1.57306
1.61233 1.72317 1.53458
1.41241 0.25675 0.7211
1.37046 1.64057 1.61474
1.28761 1.59927 1.6342
1.25506 1.29396 1.51245
0.63493 0.67669 0.5193
2.01651 1.69236 1.79475
1.4335 1.41897 1.51016
1.58312 1.69048 1.93167
1.00829 1.08656 1.40847
0.82328 0.95062 1.27284
1.53504 1.89061 1.95039
1.16747 1.41531 1.18718
1.22945 1.42727 1.64043
2.17643 2.78404 2.7498
1.19458 1.34948 1.43581
1.43444 1.8585 1.83986
1.07017 1.25286 1.28066
1.11755 1.33793 1.38624
1.16816 1.5484 1.58784
1.06042 1.20233 1.4945
1.37672 1.38607 1.66112
1.60146 1.81813 1.98996
1.44818 1.54321 1.95893



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
42.55956 61.70016 87.2543
4.10357 6.3119 8.40158
12.65542 14.61954 17.96404
3.12449 2.66786 5.3241
3.37662 3.7349 4.01786
9.78958 11.42233 11.98342
5.17794 6.20751 5.98053
21.45423 18.44407 18.12116
11.25789 16.51385 22.38685
5.63313 5.12545 3.8733
9.50067 7.22699 7.64863
22.08802 22.70379 19.9753
4.05368 4.95686 4.80397
11.13922 12.14102 16.09313
4.96488 6.3203 7.57916
8.45513 11.33701 18.69516
7.76917 9.92205 10.99592
3.33098 3.80349 4.04879
10.14723 11.5871 12.46339
5.06835 5.95614 7.63457
10.54797 14.22591 20.6756
3.74271 4.48048 4.79269
5.07592 5.03899 5.91824
4.07593 4.50861 5.75267
4.40334 4.12686 3.93035
4.64929 4.99496 6.79621
6.10337 7.34251 7.60621
4.46313 5.69714 6.76932
6.1002 6.72988 7.87789
4.88121 5.31886 5.92513
8.67284 10.7689 13.92644
8.50328 10.41076 11.85225
5.90896 6.46556 6.19095
5.93397 7.63018 9.67222
3.78125 3.89994 5.11409
4.3718 5.55623 6.38357
7.99525 9.57574 13.05877
6.87953 8.24313 9.64521
6.39893 7.51493 9.51248
3.81095 4.63422 4.71128
3.77528 4.29986 5.4231
6.17682 7.30694 7.93624
4.08365 5.12234 6.07415
9.25781 12.62613 16.02949
5.43696 4.44095 7.88416
4.11547 5.68639 6.2572
5.16085 5.88788 6.1659
5.88368 6.22625 7.96465
51.35556 47.78841 37.6185
4.53701 5.11245 6.1202
5.45996 5.74862 7.26408
3.66692 4.06559 5.12376
5.28119 6.08349 6.8464
5.05363 5.58444 5.50539
4.89528 5.33063 5.99164
3.25353 3.75738 4.18224
2.91755 3.16489 3.45813



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
6.97507 8.90679 10.31138
5.81345 6.35628 7.08892
6.45011 7.25866 8.54071
6.05208 7.05795 7.6957
4.05807 4.39638 4.86893
5.13769 5.37035 6.73213
12.17168 15.70198 24.75813
6.0683 7.10777 8.69138
5.98972 6.24911 7.8576
5.12628 5.10119 7.10827
5.6546 6.54545 6.72008
4.36018 6.13504 6.92114
2.22142 3.79878 5.85442
5.10289 6.2327 7.61093
5.18027 5.7891 6.2482
3.79467 3.89917 4.04968
2.93079 3.62611 4.39651
4.56867 5.595 5.11866
3.37525 4.37841 4.55456
7.74379 7.31666 8.54731
5.81309 6.48608 7.15331
4.23015 4.94352 6.29532
4.34853 4.80487 5.34596
3.48797 3.98954 4.13029
4.2107 4.86906 5.04736
9.42903 12.29211 15.74478
5.96045 7.82376 10.59142
3.08516 3.64827 3.45723
4.6726 5.77466 5.71765
6.69718 7.99568 8.69962
4.0559 4.23454 7.16147
3.96675 4.62964 5.415
5.09676 5.90432 6.29802
4.23861 4.55516 5.54856
3.26672 3.37693 4.47474
3.56795 4.08401 4.57245
3.53942 3.65389 4.70149
3.40318 3.77155 3.97735
4.0127 4.13728 5.35134
4.19954 4.61977 5.29812
3.85889 4.08958 4.58245
3.39492 3.93178 4.57534
3.75454 4.32384 4.30478
5.63011 7.46509 8.41908
5.93825 6.85478 8.48588
3.22934 3.23128 3.48935
4.05137 4.85003 5.1328
3.33136 3.05039 3.5464
3.61249 3.42897 3.8564
4.2137 5.52823 6.58006
5.05568 5.83235 6.66591
4.53008 5.29093 6.20834
3.6842 4.13598 4.56806
3.01959 3.76553 3.61984
3.8259 4.19661 4.69489
3.45009 3.32415 3.5811
7.00185 7.50938 12.48374



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
3.14164 7.8463 10.85495
3.26482 3.60919 3.45183
4.42329 5.5685 6.53145
3.33788 3.31949 3.43358
3.44961 3.61628 3.39589
4.68597 6.03741 6.94378
4.27309 4.67398 4.78849
4.56474 5.36788 5.97681
4.89194 4.95985 6.10057
2.84982 3.4874 3.97206
4.20229 4.99297 4.87651
4.37765 5.50917 4.90759
4.67172 5.61973 6.78752
3.42662 3.81534 4.68601
3.17558 3.36099 4.35299
3.90251 4.525 6.11094
3.02137 3.50232 4.20475
3.23947 3.77981 4.96559
3.07938 3.55716 3.82131
3.39876 4.11329 4.75064
3.94301 4.44875 6.20913
3.03254 3.52436 2.99671
3.9416 4.41847 4.17811
3.43513 3.83948 3.716
3.59547 3.94082 4.02843
3.19411 3.67234 3.90437
3.54552 3.80539 3.88604
2.58006 3.02842 2.81075
3.59872 3.70886 4.66488
2.86741 3.11077 3.40794
5.38773 5.98195 8.32828
3.45094 4.3423 5.21027
2.32137 2.95401 3.63672
2.50986 2.74883 3.4578
3.35422 4.45612 5.50266
3.22446 3.88522 3.86965
3.10485 3.64699 3.66958
2.72984 3.02598 3.26639
2.8697 2.66505 3.01777
3.49658 4.04596 4.858
3.34435 3.3341 3.49195
4.61441 5.65785 6.88885
3.23678 3.74546 4.08886
3.19433 3.33559 3.22191
2.90333 3.13124 3.43273
3.3877 3.4775 4.07296
3.00332 3.30828 3.68558
3.45462 3.79875 4.26683
2.49215 3.07422 3.43912
2.50939 2.77248 3.04709
3.29341 3.79516 4.42731
2.92046 2.99785 2.88227
3.08611 2.81643 2.11441
2.86722 2.97472 3.93541
3.27889 3.72518 3.88466
3.13807 4.07067 4.80403
3.39477 3.86957 4.60307



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
3.03537 3.04107 3.27422
4.28245 5.8698 7.90338
3.4574 3.62206 4.4895
2.65722 2.47974 2.61263
3.11147 3.60279 4.32251
3.02627 3.21677 4.08699
2.58118 2.6182 3.10905
3.58031 3.6395 4.33429
2.83237 3.12387 3.60669
3.19486 3.70007 3.46455
3.29189 3.89596 5.39441
5.04372 7.33883 6.81309
3.20898 3.73572 4.86181
2.94232 3.4234 3.8747
2.90741 3.3595 3.31665
2.24616 2.73019 2.78406
2.86706 2.84874 3.38371
2.75486 3.40684 3.81137
2.87308 2.86838 3.32081
2.4864 2.67292 3.14228
3.039 3.46259 3.1865
2.68116 2.61077 2.77824
2.58438 2.88128 3.13738
2.4983 2.50235 2.98915
2.48943 2.71107 3.0859
2.85736 3.18002 4.52962
3.16556 4.71474 5.36383
2.30297 2.54958 3.0563
3.09991 3.06831 3.12303
2.44073 2.71768 2.65569
2.96337 3.97149 4.98986
2.51243 2.4568 2.60276
2.95288 2.93276 3.6924
2.27301 2.24101 2.62182
2.42274 2.84671 2.77717
3.12782 3.0286 3.29496
2.57974 2.75663 3.21652
2.58064 3.33287 3.5075
2.56869 2.3599 2.11254
2.89697 2.68215 3.01261
2.64039 2.36501 2.01929
2.53638 2.25526 2.38186
2.91693 3.61117 4.56836
2.76538 3.03843 3.40013
3.01641 3.27294 3.76506
2.53944 2.46581 2.68238
2.96819 2.93627 4.34525
2.58881 2.60088 2.76189
2.44038 3.06291 3.57493
2.79845 3.3779 3.3949
2.4026 2.31204 2.53093
2.61863 2.17888 2.17448
3.04362 3.67645 4.09346
3.36856 4.51214 8.13611
3.13069 3.58351 4.16674
2.75375 3.18396 3.65571
17.9661 40.6391 46.43332



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
3.82401 4.20253 5.11831
3.33415 4.05675 5.36111
2.40166 2.37392 2.90982
3.10379 3.31655 4.24014
2.395 5.41817 5.66308
2.34355 2.47237 2.70192
2.37024 2.78461 2.87238
3.99947 4.17585 4.12576
2.6848 2.76369 3.78647
2.43505 2.39152 3.06277
2.2525 2.0913 2.42966
2.14047 2.94047 4.46449
2.47409 2.60138 2.9706
2.76305 2.91814 3.68001
2.29792 2.15057 2.25279
2.65433 3.1304 3.97091
3.25924 4.11289 5.74854
3.16383 2.81899 3.62597
2.80236 3.13596 4.09026
2.4932 2.5794 2.75322
2.72055 2.73358 2.75006
2.33998 2.60733 3.67897
2.07205 2.47743 2.32938
2.00149 5.077 4.13651
2.33704 3.13243 3.26626
2.00686 2.33583 2.48666
2.43804 2.81959 2.77967
2.46717 2.71192 2.87402
2.08878 2.47941 2.71591
2.46383 2.87671 3.04495
2.31787 2.40803 2.87503
2.63679 2.90124 3.58124
2.42211 2.61943 3.05344
2.13935 2.35305 3.16127
3.10277 3.34944 7.00747
2.44544 3.01612 3.38846
2.28505 2.38325 2.63213
2.24647 2.2319 2.13269
2.49799 2.59029 3.21643
2.27004 2.53736 3.14659
2.97884 2.85068 3.75771
2.10106 2.39641 2.43014
2.42227 3.01018 3.26388
2.34068 2.75513 3.03272
2.24945 2.40791 2.62456
2.138 2.44032 2.81063
2.03595 2.28076 2.29805
2.00869 2.29669 2.50078
2.28794 3.27194 4.05195
2.24692 2.50195 3.17964
2.34863 2.95533 3.30479
2.09652 2.28961 2.38668
2.08552 2.32703 3.09045
2.37541 2.65577 2.87021
2.30786 2.18322 2.29475
2.13637 2.7354 2.38551
2.34305 2.49709 2.30926



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
2.12114 2.22305 2.54996
2.19603 2.35626 2.45988
2.10288 2.23436 2.40669
2.10988 2.0012 2.26884
2.17778 2.17846 2.12109
2.2997 2.56202 2.56884
2.00211 2.01432 2.32121
2.08243 2.59617 2.78876
2.23441 2.25281 2.66778
2.75925 3.05475 4.09492
2.38139 2.52941 3.00442
2.00687 2.25608 2.34269
2.35874 2.45948 3.00766
2.20512 2.15203 2.29737
2.26812 2.51159 3.81948
2.02182 2.21533 2.36574
2.01237 2.31669 2.06484
2.09898 2.18691 2.75012
2.55568 2.37367 2.63081
2.06934 2.29935 2.38391
2.68317 3.70784 4.15456
2.04423 2.27549 2.80422
2.42562 2.54005 3.0887
2.03682 2.18373 2.45271
2.07825 2.01389 2.49848
2.54805 2.17837 2.71465
2.23857 2.10131 2.47026
2.7029 3.38976 4.36192
2.5549 3.35698 4.70439
2.179 2.25245 2.48261
2.08443 2.12874 2.13455
2.16904 2.69458 2.55817
2.18487 2.5438 2.80921
2.15417 2.07467 2.65332
2.04696 3.07111 3.5114
2.19603 2.2159 2.04195
2.34188 2.45703 2.49718
2.12772 2.00923 2.42507
2.06351 2.2361 2.29782
2.47283 2.8594 3.10059
2.14886 2.13781 2.26063
2.35488 3.01216 3.00224
2.00084 2.09886 2.2827
2.60091 2.68426 2.47501
1.76465 2.03393 2.03114
1.99734 2.60169 2.5236
0.17523 2.58736 3.12291
1.91757 2.19872 2.47885
1.54878 2.27122 2.15604
1.92083 2.39259 2.33567
1.70822 2.03668 2.15808
1.6855 2.06148 2.29762
1.97 2.14669 2.30556
1.99051 2.03141 2.30922
1.84628 2.09751 2.47187
1.34258 2.03608 2.23494
1.90188 2.1786 2.24235



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
1.24358 2.29638 2.26522
1.92764 2.36413 2.75525
1.98243 2.12644 2.73116
1.87925 2.01848 2.20564
1.75553 2.24189 2.04478
1.54869 2.4275 2.94763
1.98744 2.36364 2.50655
1.10763 2.49573 2.99692
1.77509 2.03239 2.23446
1.66279 2.8837 3.88861
1.48537 2.62282 3.42267
1.66561 2.04373 2.37346
1.76678 2.19128 2.5045
1.73581 2.44218 2.57713
1.94067 2.19141 2.39246
1.8449 2.3599 3.01733
1.93965 2.23644 2.53436
1.66392 2.00555 2.48746
1.58171 3.16209 4.05827
1.85241 2.42402 3.42677
1.84727 2.25601 2.12414
1.59993 2.31677 3.26111
1.83428 2.90574 2.60167
1.62604 2.28333 3.00708
0.25238 3.81293 5.49261
1.98001 4.53153 6.2122
1.7787 2.51335 2.62413
1.63492 2.32141 2.51195
0.547 4.24049 5.17051
1.97717 2.70757 3.14159
1.97516 2.12475 2.34238
1.92427 2.36297 2.97966
1.93086 2.08553 2.30461
1.74536 2.1401 2.27126
1.90597 1.84827 2.34154
1.3443 1.07219 2.15838
1.81367 1.87632 2.25746
1.50686 1.89846 2.28307
1.84054 1.99881 2.56326
1.34485 1.46227 2.00106
1.74286 1.69042 2.73182
1.72163 1.85457 2.18547
1.66509 1.59204 2.23281
1.40134 1.64749 2.2332
0.98617 0.69956 3.82523
2.00243 1.93514 2.26803
1.71726 1.75515 2.02546
1.92601 1.85774 2.0831
1.49946 0.5356 3.68779
1.96053 1.98553 2.15761
1.82786 1.62387 2.12672
1.73706 1.9483 2.51644
1.51007 1.6771 2.17437
0.96478 0.53068 26.38897
0.63812 0.61151 5.99783
1.62322 1.59474 2.076
1.49589 1.52093 2.02536



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

ratioDiff_1Tc vs 100Tc ratioDiff_0 5Tc vs 100Tc ratioDiff_0Tc vs 100Tc
1.46152 1.933 2.008
1.76727 1.8097 2.01006
1.3001 1.25372 2.46993
1.46495 1.85066 2.32848
1.71032 1.75957 2.0432
1.43372 1.67146 2.09794
1.23392 1.76769 2.07185
1.77124 1.73182 2.13946
1.44352 1.71952 2.14292
1.2512 1.06807 3.42032
2.043 1.9388 2.34453
0.92105 0.63728 3.38063
1.66455 1.9234 2.31464
1.87012 1.98896 2.59359
1.47086 1.52147 2.00635
1.52986 1.67138 2.08267
1.45482 1.808 2.2475
1.56192 1.93125 2.08338
1.88426 1.7047 2.00634
1.85181 1.94295 2.2735
1.83512 1.81065 2.22894
2.45068 1.93096 2.17855
1.41922 1.62185 2.00283
2.02827 1.99729 2.60186
1.64906 1.94136 2.04018
1.76239 1.76554 2.62038
0.72928 0.85251 2.77588
1.52489 1.85311 2.4665
1.7623 1.92322 2.50029
1.53188 1.72703 2.00703
0.65117 0.64504 2.26671
1.16987 1.1414 2.66388
1.56083 1.86499 2.51595
2.10447 1.96718 2.59794
1.02004 0.4869 3.02975
1.33404 1.27125 2.2351
1.89262 1.96747 2.23562
1.48816 1.68684 2.05107
1.61113 1.76378 2.04316
1.60795 1.96574 2.34659
1.60917 1.78271 2.19883
1.86327 1.99457 2.06577
1.47759 1.73099 2.01046
1.63516 1.68333 2.09794
1.28859 1.75648 2.16521
1.72851 1.73983 2.44774
1.69088 1.99934 2.26741
2.01623 1.84675 2.05241
1.42589 1.92804 2.35549



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
1.14494 2.72084 5.51345 7.63208 10.95632 15.01672
0.00607 0.02938 0.04077 0.05626 0.02905 0.03373
0.62349 1.43929 2.34013 2.90831 3.57392 4.5836
0.00946 0.0342 0.02784 0.07716 0.02054 0.02895
0.02124 0.08426 0.045 0.04417 0.05143 0.07278
0.0188 0.04225 0.07879 0.0634 0.09091 0.11095
0.00797 0.01968 0.01795 0.02388 0.03277 0.0207
0.00365 0.01919 0.01376 0.02814 0.03454 0.04425
0.01668 0.04509 0.04247 0.06434 0.07373 0.10709
0.00967 0.03884 0.04555 0.04775 0.14922 0.05596
0.00574 0.01295 0.02577 0.02039 0.03345 0.05116
0.00188 0.01042 0.02928 0.02576 0.02751 0.02325
0.37371 0.56077 0.77596 0.83337 0.99352 1.15401
1.03202 1.95079 3.3667 3.81699 5.04469 6.29718
0.03531 0.04793 0.07764 0.11283 0.13705 0.15323
0.02887 0.04378 0.07786 0.07021 0.10571 0.10603
0.59308 0.93146 1.53687 1.95533 2.11241 2.67521
0.19083 0.3106 0.39531 0.40171 0.44765 0.55184
0.1931 0.30746 0.52878 0.65254 0.75528 1.15599
0.26834 0.44636 0.54747 0.73507 0.73118 0.80137
0.09818 0.18277 0.25753 0.31944 0.38002 0.49727
0.17828 0.27512 0.37137 0.45008 0.4898 0.51183
0.0241 0.01094 0.05411 0.10564 0.05556 0.06236
0.01001 0.00521 0.02611 0.05492 0.02652 0.07292
0.02814 0.04556 0.0788 0.07314 0.09086 0.08043
0.03376 0.06294 0.0813 0.09458 0.08224 0.10391
2.27609 3.29638 4.99022 6.27142 7.11613 7.94653
0.22512 0.33403 0.47873 0.54116 0.57053 0.67442
0.91393 1.44529 1.90911 2.46137 2.55222 3.6361
0.07787 0.14722 0.16947 0.23075 0.23679 0.26021
0.33021 0.56462 0.9114 0.95538 1.1384 1.475
0.89231 1.39915 2.13138 2.76721 3.46373 4.24481
0.07447 0.108 0.17163 0.2128 0.23305 0.25265
0.05043 0.07495 0.10684 0.12837 0.13349 0.16469
6.20475 9.80911 13.37389 12.47483 14.98075 16.64096
0.32776 0.52619 0.67921 0.7469 0.79481 0.93419
0.47798 0.7797 0.98087 1.20231 1.40746 1.9107
0.24978 0.33627 0.48692 0.58554 0.70823 1.00537
0.11819 0.14246 0.22425 0.2855 0.30794 0.40531
0.06411 0.07774 0.11695 0.19249 0.13819 0.18706
0.02848 0.02838 0.04902 0.06015 0.07113 0.07544
0.04219 0.01546 0.07179 0.10016 0.10373 0.12623
0.67473 0.8146 0.99372 1.41678 1.37154 1.61748
0.05764 0.1112 0.11263 0.13695 0.21253 0.26563
0.01156 0.02009 0.01801 0.02738 0.02515 0.03042
0.08989 0.11537 0.16438 0.21521 0.23491 0.26237
0.67106 0.90287 1.0056 1.43407 1.55879 2.01406
0.19094 0.24095 0.34002 0.45412 0.49353 0.61605
0.00196 0.02634 0.00351 0.1625 0.0449 0.06717
0.21698 0.29686 0.37147 0.44869 0.4605 0.5717
0.4101 0.54158 0.72434 0.87665 1.09071 1.15403
0.0526 0.05972 0.08534 0.11983 0.13813 0.1221
1.19476 1.70364 2.35526 2.81015 3.1539 3.81133
0.10386 0.15136 0.19077 0.2573 0.30934 0.36831
0.07897 0.11468 0.131 0.24188 0.2344 0.24175
0.09076 0.13802 0.1772 0.19625 0.20504 0.24464
0.03857 0.02744 0.03072 0.09244 0.09189 0.09245



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
0.12756 0.17517 0.24404 0.29537 0.42921 0.48926
0.20557 0.28678 0.30329 0.53156 0.55857 0.64635
1.63781 2.41191 3.2031 4.03558 4.60515 5.28121
1.67426 2.2026 3.07637 4.11197 4.85821 5.62752
0.05356 0.05698 0.06008 0.10998 0.11278 0.13399
0.55653 0.76963 0.99163 1.28679 1.42234 1.69483
0.01673 0.01415 0.0319 0.03517 0.05413 0.07485
0.35361 0.57011 0.68207 0.78549 0.90824 1.2819
0.10702 0.10764 0.16799 0.23711 0.27286 0.43601
0.01754 0.02472 0.00826 0.05538 0.05141 0.05683
0.00905 0.03827 0.0017 0.04505 0.0485 0.051
0.38234 0.52272 0.70103 0.82727 0.86441 1.02337
0.02624 0.03069 0.04668 0.06422 0.05638 0.06381
0.16794 0.15729 0.27174 0.35423 0.38166 0.49922
0.13485 0.1751 0.23269 0.2921 0.35223 0.37166
0.42716 0.61657 0.85126 0.8768 0.91416 1.16154
0.13798 0.19542 0.21151 0.28612 0.28978 0.29121
0.01304 0.00168 0.01933 0.04509 0.03817 0.03876
0.18393 0.26146 0.28777 0.37297 0.37989 0.4188
0.02779 0.05215 0.03905 0.11638 0.09963 0.11767
0.26072 0.37211 0.48101 0.5745 0.74024 0.85943
0.62782 0.99734 1.19315 1.42979 1.42208 1.85845
2.43353 2.85904 3.68397 4.92438 5.43042 6.4547
0.24184 0.38786 0.45957 0.49938 0.52004 0.60382
1.11177 1.58145 1.96094 2.42043 2.6421 3.10034
0.12985 0.18444 0.22067 0.36647 0.43991 0.56015
0.20909 0.34431 0.37885 0.42249 0.54651 0.59154
0.029 0.06269 0.04747 0.07798 0.0687 0.06812
0.02175 0.03428 0.03752 0.04765 0.06105 0.07078
0.0532 0.08223 0.06607 0.16105 0.1703 0.17215
0.10126 0.09446 0.11186 0.1752 0.23248 0.22351
0.19759 0.27218 0.34325 0.35878 0.48383 0.53325
0.1111 0.12257 0.18103 0.21446 0.24322 0.29413
0.57771 0.70518 0.8732 1.13228 1.18744 1.41639
0.17974 0.2523 0.31659 0.34597 0.37724 0.44391
0.28034 0.33137 0.49722 0.53298 0.63765 0.76564
0.04097 0.04876 0.0674 0.0674 0.09221 0.11026
0.50365 0.76074 0.76954 0.93093 1.09158 1.2582
0.65492 0.83479 1.02563 1.29937 1.4025 1.60872
0.39836 0.47162 0.58868 0.74527 0.81358 0.99014
0.49898 0.6323 0.85521 0.93326 1.06465 1.21412
0.55173 0.68824 0.90332 0.99447 1.16317 1.30269
0.44272 0.63342 0.83506 0.86109 0.96624 1.12451
0.09108 0.13665 0.22275 0.17743 0.21375 0.30308
0.08146 0.08426 0.14247 0.15775 0.1904 0.25346
0.20049 0.27713 0.40351 0.39241 0.49209 0.52744
0.13569 0.16154 0.18379 0.24523 0.29818 0.33534
0.02381 0.03185 0.04084 0.04677 0.05683 0.05775
1.80037 1.76276 2.72813 2.96937 3.61872 4.24807
0.12485 0.14767 0.20606 0.22585 0.29604 0.35585
0.08315 0.12681 0.16839 0.15695 0.20192 0.25799
0.47836 0.52977 0.72411 0.8595 1.00109 1.16959
0.06957 0.12403 0.13413 0.11113 0.1698 0.19313
0.04798 0.08111 0.10307 0.08049 0.09903 0.10543
0.29098 0.35239 0.4892 0.55205 0.60176 0.69278
0.98569 1.36938 1.677 1.73954 2.21275 2.69686
0.03783 0.04997 0.05511 0.06196 0.08098 0.09032



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
0.00445 0.01414 0.02387 0.00142 0.0242 0.02322
0.04048 0.05875 0.07738 0.07008 0.09382 0.09468
0.09745 0.13241 0.1999 0.18017 0.24083 0.298
0.08213 0.10416 0.09352 0.15097 0.1854 0.19629
0.20718 0.25386 0.35901 0.39891 0.44805 0.50167
0.14782 0.14445 0.235 0.22368 0.2984 0.37236
1.21131 1.44738 2.33034 2.37561 2.54409 3.273
0.18582 0.32551 0.33059 0.36067 0.42585 0.54466
0.14298 0.16212 0.26215 0.2352 0.34993 0.4242
0.0841 0.10862 0.11418 0.11899 0.17546 0.17625
0.3542 0.41133 0.59836 0.63713 0.77295 0.98191
0.19023 0.20572 0.28532 0.3273 0.39665 0.45907
0.03558 0.04319 0.07013 0.07242 0.0655 0.11747
0.62993 0.76633 0.95519 1.03435 1.09063 1.4119
0.06003 0.06934 0.08938 0.0952 0.11612 0.13785
0.09221 0.11708 0.12889 0.14993 0.17617 0.28811
0.99187 1.17785 1.4786 1.5707 1.77027 2.11573
0.13484 0.11324 0.1639 0.19154 0.21258 0.31332
1.16721 1.37704 1.68907 2.10815 2.16425 2.46433
0.10495 0.121 0.16099 0.16313 0.18758 0.2379
0.09248 0.13337 0.13725 0.15604 0.17718 0.21076
0.54093 0.56499 0.93605 0.95527 1.04152 1.15943
0.06507 0.08747 0.11341 0.10085 0.11515 0.1598
0.0575 0.06781 0.09571 0.11628 0.10539 0.15215
0.04326 0.02766 0.05673 0.09472 0.0847 0.08734
1.4174 1.84175 1.99404 2.4638 2.42568 2.84691
0.39936 0.54619 0.65379 0.74177 0.78962 0.98577
0.52524 0.55605 0.66497 0.86459 0.91363 1.06823
0.05956 0.05717 0.07518 0.09169 0.0959 0.12413
0.37069 0.47467 0.52939 0.57956 0.67086 0.76695
0.09032 0.0833 0.12974 0.1609 0.16822 0.23059
0.13982 0.19078 0.24444 0.23266 0.25702 0.30723
0.05153 0.08816 0.07862 0.08449 0.08088 0.11985
0.09834 0.09048 0.13213 0.13741 0.16019 0.20125
0.06016 0.05006 0.1131 0.10165 0.10493 0.14448
0.62729 0.61884 0.80061 1.04594 1.06913 1.29383
7.55561 10.38378 12.64778 13.29127 14.58179 18.41978
0.32137 0.41112 0.51989 0.51661 0.62005 0.6485
0.8066 1.02107 1.23744 1.41216 1.4529 1.80271
0.07028 0.06583 0.1013 0.09406 0.1335 0.15561
0.85245 0.92052 1.23335 1.37378 1.62246 1.99532
0.48549 0.4532 0.69749 0.95791 0.96435 1.23738
2.5858 3.45486 3.7023 4.49667 4.68941 5.51018
3.3077 4.20899 4.27423 5.60963 6.12595 6.67483
1.72846 2.0646 2.79991 3.44075 3.40841 3.87786
0.27426 0.35881 0.37662 0.48591 0.51809 0.59728
0.03912 0.04158 0.08498 0.06342 0.06112 0.08291
0.25496 0.26757 0.39688 0.42322 0.49335 0.60397
0.12746 0.14801 0.21029 0.27204 0.25391 0.26763
0.11977 0.15836 0.19916 0.18424 0.19483 0.24565
0.82861 1.0668 1.30645 1.51599 1.5828 1.82565
0.44618 0.46291 0.57289 0.70704 0.75849 0.89866
0.70282 0.87813 1.16183 1.30499 1.39656 1.64473
0.18392 0.25254 0.30128 0.30304 0.35209 0.43614
0.04916 0.00569 0.04112 0.05153 0.07274 0.30415
0.51946 0.64114 0.70457 0.82917 0.93901 1.07925
0.04623 0.05491 0.08705 0.09128 0.09137 0.1078



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
1.35685 1.68073 2.14081 2.37378 2.66406 3.20427
0.05123 0.07934 0.08731 0.09952 0.09626 0.13627
0.3056 0.37941 0.47328 0.54928 0.58195 0.63066
0.58175 0.75875 0.94859 0.99175 1.15885 1.20854
0.24365 0.22511 0.3165 0.40521 0.41165 0.51093
1.56785 2.07254 2.14171 2.68676 2.7756 3.20988
0.32169 0.53301 0.56115 0.49698 0.56539 0.7117
0.08735 0.06338 0.12137 0.13614 0.14353 0.18376
0.2555 0.32168 0.4234 0.4994 0.48664 0.5493
6.78421 9.25981 10.07721 11.49298 13.38787 16.01615
0.13159 0.13805 0.14288 0.1814 0.18395 0.21591
0.01301 0.02177 0.01552 0.00389 0.01615 0.02226
0.15442 0.14763 0.17722 0.23949 0.26635 0.2823
0.39322 0.39711 0.48106 0.5248 0.65884 0.68627
0.96723 1.21099 1.2092 1.56729 1.56389 1.8654
0.08669 0.04982 0.07383 0.11709 0.13411 0.14573
0.43402 0.49942 0.51273 0.6524 0.66894 0.72111
0.40434 0.46262 0.59507 0.69203 0.69321 0.78574
0.10006 0.10162 0.13747 0.14422 0.14854 0.18005
0.1743 0.23255 0.26857 0.2912 0.32431 0.3448
0.19153 0.24814 0.26918 0.29164 0.31745 0.36558
0.09064 0.09243 0.05771 0.18437 0.15377 0.17499
0.04877 0.03711 0.05672 0.0846 0.06836 0.08499
0.20008 0.28308 0.3321 0.30926 0.36863 0.38817
0.04354 0.04356 0.06168 0.04836 0.07894 0.08092
0.03933 0.03851 0.05566 0.03665 0.07557 0.0692
0.22131 0.39617 0.24249 0.37917 0.35938 0.43948
0.15097 0.15009 0.22639 0.2091 0.25006 0.28891
0.87101 0.9069 1.23526 1.3119 1.47143 1.73671
0.18957 0.15319 0.2714 0.26835 0.29363 0.35711
0.19819 0.21141 0.27326 0.28772 0.33393 0.37642
1.02456 1.25452 1.39769 1.69077 1.75382 1.87979
0.73302 0.84452 0.94861 1.11714 1.35018 1.46137
0.32252 0.34947 0.43437 0.55535 0.55215 0.61098
0.07378 0.09181 0.09691 0.0972 0.08826 0.13298
0.2423 0.23681 0.3559 0.42642 0.4395 0.46512
0.18848 0.18717 0.23669 0.23671 0.28941 0.29197
0.3812 0.4695 0.48673 0.64706 0.55348 0.7183
0.2903 0.30143 0.38 0.34716 0.44893 0.49598
0.21101 0.2126 0.30828 0.30269 0.34447 0.39533
0.19435 0.21933 0.25773 0.25915 0.33606 0.37715
0.29621 0.33319 0.42675 0.39059 0.47944 0.52491
0.02757 0.02822 0.03701 0.04104 0.06982 0.05466
0.28131 0.34735 0.35721 0.41436 0.44881 0.51171
1.68325 1.89152 2.22084 2.8356 3.00291 3.29863
0.78872 0.95959 1.05788 1.1388 1.26879 1.49529
0.08866 0.09568 0.09127 0.12703 0.12801 0.17709
0.07043 0.0724 0.08995 0.05523 0.11239 0.12764
0.36462 0.44614 0.51379 0.52403 0.55071 0.67558
0.81301 1.04123 1.13866 1.38824 1.28702 1.61672
1.38592 1.67342 1.9281 2.15145 2.16057 2.59353
0.12282 0.14654 0.20375 0.16241 0.20873 0.24156
0.64929 0.79251 0.92431 1.12829 1.13097 1.2361
0.02075 0.03008 0.05109 0.04636 0.0354 0.03904
0.07047 0.06655 0.09263 0.10562 0.1226 0.13518
0.72021 0.8971 0.97503 1.07707 1.26108 1.42683
0.00151 0.00203 0.00118 0.00177 0.00295 0.00264



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
0.16541 0.15166 0.17461 0.23126 0.22849 0.27658
0.23965 0.30738 0.36714 0.44435 0.44154 0.47195
0.38179 0.39766 0.4517 0.52815 0.54946 0.6727
0.17969 0.16909 0.21038 0.2724 0.32226 0.31697
0.01258 0.0052 0.01877 0.00825 0.02344 0.01943
0.44605 0.57032 0.64367 0.67001 0.76323 0.8247
4.06265 4.17249 4.51995 5.52168 5.89467 7.18378
0.03793 0.03212 0.05032 0.04552 0.05732 0.06172
0.25996 0.34345 0.43898 0.44009 0.45822 0.5112
0.04365 0.02997 0.04205 0.06384 0.12019 0.06809
0.07897 0.10064 0.09106 0.10175 0.12393 0.13906
0.04435 0.03282 0.07481 0.06756 0.14962 0.0593
0.32994 0.37188 0.4429 0.48868 0.52068 0.53446
0.39139 0.47498 0.51744 0.57769 0.64175 0.68347
0.34543 0.33887 0.53216 0.48753 0.7007 0.53833
0.27876 0.29724 0.34559 0.39591 0.4384 0.47267
0.15422 0.1555 0.18537 0.26423 0.25285 0.2964
0.05823 0.04822 0.08311 0.09002 0.12483 0.10284
2.16861 2.63815 2.99197 3.3629 3.6305 3.76247
0.11253 0.12339 0.13379 0.13556 0.1509 0.18263
0.48299 0.50785 0.64764 0.6047 0.68941 0.78262
0.01769 0.02525 0.03465 0.03349 0.02706 0.03557
0.22594 0.2029 0.23451 0.30261 0.35811 0.37682
0.02058 0.02105 0.04775 0.10205 0.08882 0.06467
0.29118 0.22465 0.39207 0.43555 0.42046 0.45024
0.95433 1.18717 1.35289 1.52955 1.51103 1.67527
0.20215 0.24581 0.30236 0.28921 0.31601 0.35319
2.39112 2.46335 2.84733 3.45164 3.66491 4.00287
0.72867 0.92336 1.04643 1.0801 1.07674 1.22004
0.21023 0.21271 0.28372 0.37179 0.32569 0.45528
0.39394 0.43275 0.53017 0.60873 0.64374 0.66526
1.05699 1.26298 1.26319 1.49055 1.53044 1.96357
1.19013 1.44633 1.65457 1.8181 1.94003 2.10047
0.18156 0.21177 0.22634 0.27213 0.26281 0.28861
0.00953 0.01785 0.00982 0.00918 0.0149 0.04514
0.09494 0.1053 0.09638 0.10033 0.15867 0.16103
4.71743 4.96304 5.98365 6.65052 7.27766 7.5817
0.21479 0.23957 0.37451 0.34625 0.42403 0.39414
0.10715 0.12251 0.1324 0.17265 0.19354 0.21129
0.07736 0.08694 0.10984 0.10834 0.12966 0.12706
0.0213 0.03045 0.02046 0.02581 0.02656 0.03035
0.31071 0.35455 0.45075 0.62141 0.50668 0.56476
0.01813 0.02984 0.04801 0.03193 0.03226 0.03848
0.38294 0.4242 0.46436 0.6373 0.60362 0.57439
0.21066 0.2847 0.30442 0.31181 0.34771 0.38879
0.96683 1.08602 1.15648 1.44322 1.25674 1.34773
0.51492 0.68422 0.71401 0.6735 0.78355 0.80523
1.3928 2.07175 2.04609 2.18716 2.23329 2.62859
0.07064 0.06987 0.08227 0.11617 0.10355 0.14452
0.42807 0.49271 0.54044 0.56871 0.57 0.61791
0.02418 0.03075 0.03178 0.02774 0.03102 0.02359
0.53034 0.53248 0.68798 0.70946 0.84177 0.72381
0.13167 0.11852 0.16198 0.16048 0.1748 0.19513
0.09816 0.10628 0.12768 0.15319 0.15184 0.15428
3.95051 3.98514 5.37267 5.63018 6.16381 6.93133
0.33628 0.37924 0.44664 0.44722 0.506 0.6222
0.1101 0.11122 0.1329 0.14163 0.1645 0.19582



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
0.48851 0.50596 0.60434 0.675 0.72975 0.81081
0.25807 0.33436 0.36092 0.34028 0.37028 0.40871
0.4095 0.46081 0.47345 0.56014 0.5863 0.60836
0.15035 0.1686 0.21549 0.19567 0.23543 0.24932
0.75249 0.84951 0.92717 0.98337 1.08007 1.14506
0.1011 0.11118 0.11261 0.1216 0.1765 0.16929
1.12985 1.17963 1.14275 1.31774 1.40307 1.53813
0.04076 0.04125 0.07848 0.05434 0.06216 0.06819
1.56246 1.84368 1.93986 2.15405 2.18549 2.48371
0.01354 0.01899 0.01927 0.02928 0.00815 0.02562
0.06783 0.06671 0.07432 0.09025 0.09407 0.09596
0.40885 0.48439 0.5849 0.5426 0.53403 0.63745
0.04566 0.04862 0.061 0.0596 0.05537 0.09301
0.09853 0.11411 0.13523 0.12826 0.14291 0.16127
0.0621 0.0916 0.09792 0.12481 0.11516 0.10863
1.22018 1.45143 1.43304 1.61982 1.68332 1.93955
0.49556 0.53203 0.48569 0.5355 0.58634 0.6591
0.10053 0.09636 0.10789 0.11007 0.1375 0.16207
2.32214 2.51969 3.12476 3.34063 3.79412 3.6899
0.04139 0.02115 0.02105 0.04959 0.04137 0.05784
0.54367 0.57135 0.57054 0.53238 0.65417 0.69318
0.23787 0.25718 0.24994 0.31995 0.3254 0.33621
0.40776 0.41674 0.46925 0.54363 0.61533 0.66662
1.70377 1.65382 1.95218 2.42211 2.3264 2.60168
9.28582 10.48347 11.07853 12.57631 14.36083 14.9781
0.10198 0.07544 0.09351 0.13814 0.13358 0.15504
0.02171 0.04854 0.05433 0.0439 0.03651 0.03983
0.1103 0.09921 0.1085 0.11413 0.14458 0.17713
0.02294 0.00553 0.02076 0.01306 0.02407 0.01743
0.99392 1.0957 1.35926 1.41302 1.3687 1.54334
0.79486 0.89246 0.92783 1.02704 1.08839 1.17719
0.32768 0.43255 0.40341 0.55959 0.57377 0.62902
0.31747 0.38994 0.41464 0.41903 0.45305 0.50997
0.14705 0.1634 0.18194 0.18643 0.23344 0.24143
0.04472 0.0479 0.03512 0.06466 0.05812 0.06393
0.08152 0.08298 0.10438 0.10791 0.11237 0.12507
1.34027 1.40933 1.50326 1.83685 1.8602 2.08546
0.30113 0.27245 0.38476 0.42862 0.41617 0.43259
0.34198 0.31257 0.37004 0.39571 0.47177 0.53547
0.10896 0.12627 0.13965 0.17109 0.15607 0.17487
0.24069 0.21418 0.30187 0.34282 0.38439 0.41727
0.03125 0.05289 0.03033 0.1052 0.05431 0.06458
2.56957 3.16554 3.09992 3.80763 3.8582 4.10454
0.10366 0.1073 0.14182 0.11455 0.14864 0.17254
0.07899 0.10097 0.09282 0.10603 0.10238 0.09844
0.06018 0.06911 0.07383 0.09532 0.10409 0.10128
0.01328 0.00308 0.00844 0.02708 0.02065 0.02735
0.06879 0.03697 0.07299 0.08051 0.08296 0.09708
0.02839 0.03039 0.0251 0.03317 0.04901 0.03082
0.27196 0.24657 0.28492 0.30814 0.31283 0.386
0.13822 0.14414 0.17288 0.17868 0.2119 0.20429
0.28792 0.36902 0.32933 0.35968 0.35124 0.33649
0.95357 1.11146 1.21047 1.11802 1.30349 1.40165
0.927 1.12744 1.14488 1.27756 1.32755 1.4206
0.21279 0.2809 0.24754 0.27432 0.2751 0.32315
0.03354 0.02307 0.04258 0.03418 0.02872 0.04471
0.09804 0.09615 0.13141 0.10744 0.14808 0.13817



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
0.08182 0.06675 0.09701 0.12569 0.10564 0.11266
0.47154 0.57341 0.51373 0.60649 0.60968 0.6369
0.23735 0.27966 0.30737 0.2765 0.31323 0.36886
0.34088 0.35329 0.31044 0.32478 0.42138 0.50353
0.03886 0.05899 0.08056 0.05333 0.05937 0.05209
0.09242 0.08988 0.08229 0.10676 0.10735 0.12408
0.33189 0.3699 0.39705 0.44938 0.47865 0.53004
0.04218 0.02359 0.0474 0.05194 0.04711 0.06299
0.34116 0.29113 0.34726 0.41258 0.42727 0.4504
0.01519 0.00335 0.00242 0.02405 0.01886 0.0206
0.04067 0.03906 0.05768 0.06627 0.07259 0.07178
1.88943 1.99796 1.92948 1.87651 2.17823 2.32789
0.22464 0.26282 0.27681 0.32946 0.32474 0.35246
0.08388 0.11987 0.09936 0.05164 0.09182 0.12973
0.3993 0.43387 0.47895 0.52065 0.51597 0.62223
0.22559 0.13985 0.17889 0.2202 0.25304 0.28231
0.44324 0.49942 0.50799 0.56748 0.57405 0.62565
0.06302 0.07125 0.08003 0.06555 0.08568 0.07188
0.02986 0.0113 0.0256 0.03452 0.03244 0.05642
0.06186 0.07491 0.09353 0.08841 0.11767 0.11747
1.00542 1.30054 1.45028 1.38925 1.47388 1.55704
0.02857 0.01999 0.03134 0.01791 0.03238 0.03182
0.02631 0.03105 0.04945 0.02157 0.05138 0.03182
0.048 0.07908 0.09614 0.10504 0.34763 0.09401
0.01003 0.00121 0.00196 0.03452 0.0249 0.02332
0.01066 0.03253 0.00968 0.04605 0.03987 0.0236
0.03746 0.04885 0.0523 0.03658 0.06031 0.06001
0.01863 0.02181 0.00582 0.02166 0.01281 0.0181
0.01218 0.00169 0.00998 0.02903 0.02228 0.03194
0.11124 0.11174 0.11177 0.1041 0.13646 0.13145
0.18316 0.19746 0.21521 0.20671 0.24321 0.24204
0.43367 0.41211 0.47508 0.4351 0.49601 0.55279
0.67809 0.76187 0.76848 0.86686 0.94874 0.98028
0.01616 0.00672 0.02256 0.06121 0.0278 0.02034
0.29203 0.3657 0.34651 0.40251 0.42557 0.41901
0.02216 0.01863 0.02247 0.01413 0.01441 0.02051
0.2546 0.28328 0.29005 0.25875 0.3021 0.33944
0.07288 0.09509 0.08375 0.07282 0.09686 0.08314
0.02521 0.03456 0.03246 0.04787 0.04326 0.0378
0.02836 0.03311 0.02564 0.01013 0.06922 0.04264
0.0616 0.06368 0.07406 0.0757 0.08876 0.0693
0.41801 0.508 0.53439 0.51785 0.55239 0.63458
0.13526 0.14621 0.12617 0.16026 0.16609 0.17568
0.06102 0.04786 0.05003 0.05341 0.07206 0.06873
0.01523 0.01857 0.01247 0.01549 0.02065 0.00789
0.04533 0.07403 0.0706 0.08603 0.09411 0.09476
0.56709 0.61779 0.63377 0.74382 0.7914 0.82155
0.06474 0.08469 0.10937 0.11006 0.09206 0.10882
0.02767 0.0162 0.02579 0.0355 0.00735 0.012
0.21356 0.25043 0.26256 0.29872 0.35736 0.40659
0.05966 0.05407 0.07602 0.15483 0.07001 0.07519
0.14931 0.16258 0.1941 0.18337 0.20516 0.20208
0.26816 0.29025 0.27186 0.33373 0.28207 0.30218
0.00152 0.0011 0.00135 0.01083 0.00106 0.00098
0.01218 0.00511 0.02093 0.01963 0.0043 0.00758
0.39355 0.50764 0.46188 0.51445 0.47019 0.52385
0.55042 0.63504 0.64688 0.66238 0.60964 0.64535



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

Ex_100Tc Ex_8Tc Ex_6Tc Ex_5Tc Ex_4Tc Ex_3Tc
0.10253 0.08904 0.08691 0.09023 0.10646 0.0972
0.32007 0.29646 0.36677 0.44098 0.43324 0.45929
0.01919 0.028 0.03216 0.02212 0.02828 0.0221
0.02953 0.0335 0.0427 0.0464 0.04755 0.04243
1.0813 1.28889 1.38078 1.4197 1.55194 1.5482
0.09536 0.14241 0.11009 0.10262 0.13609 0.14286
0.03702 0.02916 0.02857 0.02528 0.02879 0.03896
0.35846 0.33932 0.38175 0.42855 0.46788 0.47004
0.0671 0.0511 0.04558 0.07176 0.06409 0.0593
0.01184 0.01485 0.02136 0.03753 0.0404 0.02844
0.13186 0.13929 0.15347 0.14859 0.17437 0.18971
0.03686 0.04668 0.04417 0.02622 0.03989 0.03739
0.16724 0.20338 0.24716 0.23426 0.25482 0.26888
0.06614 0.05808 0.08281 0.07784 0.10047 0.09698
0.04564 0.05223 0.05722 0.06066 0.05875 0.05657
0.15991 0.14022 0.16785 0.22061 0.20315 0.17903
0.20562 0.20507 0.22065 0.25115 0.25027 0.24268
0.15723 0.1794 0.17917 0.2098 0.17777 0.18402
0.6024 0.61589 0.71009 0.78266 0.89468 0.92099
1.3807 1.87402 1.87791 2.02374 2.08652 2.06858
0.50746 0.53975 0.66049 0.68677 0.68636 0.66879
0.05707 0.03231 0.05109 0.05395 0.08587 0.08545
0.21571 0.22923 0.22138 0.25313 0.24565 0.27361
0.07005 0.08681 0.08015 0.09871 0.10285 0.09647
0.36684 0.42855 0.41647 0.42485 0.42696 0.43217
0.05711 0.06566 0.06414 0.07617 0.07167 0.09208
0.01818 0.02212 0.01479 0.0281 0.01726 0.02568
0.03717 0.10155 0.05043 0.05624 0.04215 0.05094
0.55836 0.51672 0.60485 0.74844 0.7723 0.71895
2.00879 2.18815 1.98132 2.5784 2.26177 2.52116
0.10776 0.09893 0.10267 0.08395 0.08675 0.06842
0.02178 0.03853 0.02386 0.03074 0.02722 0.04392
0.08466 0.28532 0.1057 0.08982 0.08696 0.12136
0.14167 0.17194 0.20812 0.23694 0.22459 0.22428
0.02044 0.01754 0.01454 0.02624 0.02377 0.02061
0.0567 0.01686 0.0606 0.06366 0.05251 0.04668
0.07962 0.09354 0.08863 0.11663 0.12727 0.12222
0.07303 0.05037 0.07189 0.07592 0.0802 0.08526
0.09453 0.09742 0.11416 0.10699 0.13543 0.11622
0.02862 0.02842 0.04765 0.08883 0.06094 0.06229
0.40678 0.42398 0.465 0.43825 0.49702 0.48593
0.16573 0.14977 0.35205 0.20532 0.19027 0.23773
0.15107 0.14199 0.14034 0.15898 0.15168 0.16167
0.36369 0.36912 0.36096 0.39524 0.40234 0.40644
0.10496 0.10761 0.12671 0.12652 0.11887 0.12261
0.12811 0.1104 0.10811 0.13194 0.14306 0.13585
0.36154 0.45125 0.46066 0.5256 0.49569 0.49774
0.07269 0.07966 0.14669 0.08667 0.09579 0.11641
0.02557 0.00917 0.02743 0.06629 0.02816 0.03703



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
24.24792 29.84727 48.72814 70.64298 99.90093
0.03884 0.04056 0.0249 0.0383 0.05098
6.11381 6.93531 7.89053 9.11514 11.2004
0.01927 0.02214 0.02956 0.02524 0.05037
0.06811 0.07043 0.07172 0.07933 0.08534
0.12327 0.17882 0.18407 0.21477 0.22532
0.06464 0.03174 0.04129 0.0495 0.04769
0.05806 0.0701 0.0784 0.0674 0.06622
0.1188 0.16335 0.18774 0.27539 0.37333
0.03355 0.0617 0.05448 0.04957 0.03746
0.03668 0.03476 0.05453 0.04148 0.0439
0.04222 0.03828 0.04161 0.04277 0.03763
1.35803 1.50382 1.5149 1.85243 1.79529
8.78296 9.95429 11.4959 12.52977 16.60843
0.16941 0.19865 0.17531 0.22317 0.26762
0.2626 0.2141 0.2441 0.3273 0.53973
3.46106 3.81465 4.60774 5.88457 6.52146
0.47009 0.64286 0.63565 0.72582 0.77263
1.48973 1.59328 1.95943 2.23747 2.40668
1.04629 1.26929 1.36004 1.59827 2.04866
0.71494 0.87215 1.0356 1.3967 2.02993
0.61388 0.72765 0.66725 0.79878 0.85444
0.09823 0.09671 0.12233 0.12144 0.14263
0.1534 0.03635 0.04079 0.04512 0.05757
0.10463 0.10231 0.12391 0.11613 0.1106
0.14939 0.13549 0.15696 0.16863 0.22944
9.2119 12.0504 13.89182 16.71221 17.31241
0.71181 0.98384 1.00474 1.28254 1.52391
4.18971 4.86993 5.57516 6.15064 7.19984
0.31682 0.37337 0.3801 0.41418 0.46139
1.94524 2.34088 2.86386 3.556 4.59865
5.33401 6.8202 7.58756 9.28963 10.57588
0.32968 0.39351 0.44004 0.48149 0.46104
0.22022 0.25596 0.29925 0.38479 0.48777
19.16197 22.75153 23.46172 24.19818 31.73168
1.0973 1.42561 1.4329 1.82111 2.09228
2.58864 3.34169 3.82157 4.57701 6.24183
1.31659 1.44559 1.71837 2.05897 2.40918
0.50935 0.63113 0.75629 0.88819 1.12428
0.19804 0.19583 0.24432 0.2971 0.30204
0.07719 0.09052 0.10752 0.12246 0.15445
0.19028 0.18185 0.2606 0.30828 0.33483
2.34668 2.32211 2.75536 3.4562 4.09841
0.37798 0.51008 0.53362 0.72777 0.92394
0.03483 0.0495 0.06283 0.05132 0.09111
0.31569 0.39535 0.36994 0.51115 0.56246
2.43855 2.84974 3.46324 3.95112 4.13769
0.83915 0.87489 1.12343 1.18884 1.52077
0.0634 0.07343 0.10049 0.09351 0.07361
0.65157 0.8101 0.98444 1.1093 1.32796
1.69598 1.76517 2.23913 2.35751 2.979
0.1553 0.1963 0.19288 0.21385 0.26951
4.99316 5.55995 6.30976 7.26831 8.1798
0.39591 0.45582 0.52487 0.58 0.57179
0.25729 0.31906 0.38658 0.42096 0.47316
0.22934 0.2954 0.29529 0.34102 0.37958
0.1308 0.12654 0.11253 0.12207 0.13338



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
0.69624 0.72125 0.88974 1.13615 1.31532
0.82447 0.952 1.19507 1.30666 1.45727
8.07346 8.22515 10.56405 11.8883 13.98806
7.68753 8.22701 10.13275 11.81685 12.8846
0.1774 0.19251 0.21735 0.23547 0.26078
2.07532 2.52982 2.85928 2.98876 3.74663
0.09502 0.1475 0.20366 0.26273 0.41426
1.47968 1.84113 2.14581 2.51338 3.07336
0.46118 0.45033 0.64102 0.66878 0.84092
0.14313 0.09977 0.08993 0.08949 0.1247
0.03542 0.0771 0.05116 0.05922 0.0608
1.30027 1.49672 1.66707 2.34567 2.64623
0.08738 0.09297 0.05829 0.09968 0.15362
0.5821 0.7606 0.85698 1.04672 1.27818
0.45686 0.62083 0.69856 0.78066 0.84257
1.23332 1.50689 1.62093 1.66557 1.72986
0.36358 0.41181 0.40439 0.50033 0.60663
0.08005 0.03996 0.05956 0.07294 0.06673
0.5242 0.55855 0.62081 0.80532 0.83772
0.12961 0.18367 0.2152 0.20333 0.23753
1.23518 1.18399 1.51559 1.69105 1.86501
2.07927 2.56581 2.65577 3.10364 3.95233
8.01904 8.46872 10.58227 11.69279 13.00955
0.68431 0.8545 0.84353 0.96483 0.99887
3.81878 4.14986 4.68133 5.41328 5.6115
0.82981 0.94697 1.22436 1.59613 2.04446
0.91508 0.94895 1.24627 1.63587 2.21456
0.08132 0.12189 0.08947 0.1058 0.10026
0.08067 0.0855 0.10163 0.1256 0.12436
0.24826 0.30016 0.35629 0.42537 0.46282
0.31357 0.38317 0.4107 0.42879 0.72517
0.57001 0.73895 0.78379 0.91477 1.06995
0.43232 0.4134 0.56625 0.65597 0.69971
1.76941 1.87983 2.44869 2.63156 3.20546
0.51254 0.54393 0.58716 0.60697 0.80429
0.85375 0.94036 1.00024 1.14491 1.28184
0.09803 0.13469 0.14501 0.1497 0.19262
1.43651 1.54327 1.71401 1.89954 2.00319
1.94116 2.24268 2.628 2.70959 3.5047
1.27711 1.29917 1.67293 1.84033 2.11056
1.42568 1.72487 1.92551 2.04062 2.28655
1.3664 1.90657 1.87308 2.16928 2.52435
1.31801 1.65265 1.66221 1.91425 1.90581
0.40294 0.38559 0.51279 0.67992 0.76681
0.32914 0.37158 0.48373 0.55839 0.69126
0.55934 0.67395 0.64745 0.64784 0.69958
0.453 0.44056 0.54973 0.6581 0.69647
0.06537 0.07227 0.07932 0.07263 0.08444
5.1553 5.25915 6.50381 6.17341 6.94295
0.42094 0.5447 0.52608 0.6902 0.82152
0.35915 0.33568 0.42038 0.48496 0.55427
1.54036 1.66038 2.16701 2.53097 2.96982
0.20801 0.25673 0.25631 0.28774 0.3178
0.11538 0.13389 0.14488 0.18067 0.17368
0.80763 0.9977 1.11326 1.22113 1.36612
3.14648 2.78806 3.40072 3.27658 3.52985
0.13985 0.12858 0.26488 0.28408 0.47226



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
0.01905 0.0318 0.01398 0.03492 0.04831
0.09498 0.10795 0.13216 0.1461 0.13973
0.33978 0.39145 0.43105 0.54265 0.63649
0.20924 0.29502 0.27414 0.27263 0.282
0.60525 0.71762 0.71469 0.74922 0.70356
0.42533 0.59571 0.69268 0.89245 1.02643
4.15444 4.80394 5.17604 5.66164 5.80035
0.68811 0.77858 0.84822 0.99746 1.11061
0.4703 0.57895 0.69945 0.70916 0.87226
0.18958 0.21957 0.23967 0.29329 0.33405
1.10175 1.22578 1.48845 1.76851 1.72726
0.66592 0.71205 0.83276 1.04801 0.93357
0.14952 0.13231 0.16622 0.19995 0.2415
1.64395 1.89703 2.15853 2.4034 2.95186
0.18651 0.17476 0.19063 0.20176 0.26131
0.26799 0.31006 0.35985 0.41725 0.56349
2.34255 2.89912 2.99681 3.47385 4.17057
0.33358 0.37368 0.43681 0.50967 0.66956
3.14361 3.19486 3.59428 4.15195 4.46027
0.25842 0.31775 0.3567 0.43169 0.49858
0.27909 0.29237 0.36465 0.41142 0.57422
1.34674 1.69375 1.64039 1.90643 1.62101
0.16722 0.20932 0.25648 0.28751 0.27187
0.19247 0.18726 0.19752 0.22077 0.21367
0.13583 0.11265 0.15554 0.17048 0.17427
3.28601 4.07996 4.52733 5.20518 5.53405
1.21157 1.12998 1.41594 1.51972 1.55193
1.18401 1.16311 1.35515 1.59065 1.47632
0.15683 0.1616 0.21434 0.2209 0.27784
0.88586 0.93868 1.06292 1.15313 1.26329
0.34747 0.36557 0.48662 0.54029 0.75221
0.4032 0.4349 0.48251 0.60714 0.7285
0.11147 0.12813 0.11962 0.15222 0.1874
0.23434 0.23341 0.24682 0.27032 0.34004
0.14954 0.20265 0.20179 0.26808 0.33104
1.62551 1.63639 2.02267 2.43716 2.42739
19.76906 22.15522 23.45902 27.55526 27.72588
0.75553 0.86918 0.87729 0.97246 1.04972
1.96066 2.08068 2.3147 2.14963 2.43413
0.1906 0.23201 0.24574 0.28435 0.34142
2.40568 2.50603 2.85089 2.84215 2.97671
1.48914 1.9685 2.24025 2.74683 3.34447
6.80314 6.94095 8.36967 9.68501 10.57298
7.58213 9.08059 10.56587 11.03314 10.65712
4.1085 4.8961 5.01829 5.41222 5.93334
0.71981 0.74587 0.92911 0.95374 1.11705
0.08758 0.10902 0.11749 0.12942 0.14418
0.70202 0.76482 0.88079 0.96853 1.08787
0.32509 0.33691 0.31765 0.39184 0.43835
0.26792 0.27891 0.30055 0.33206 0.36495
1.99601 2.78608 2.72895 3.14471 3.66851
1.08913 1.16927 1.30305 1.33758 1.28601
2.02484 1.92393 2.16898 1.97944 1.48605
0.44135 0.48978 0.52734 0.54711 0.7238
0.23218 0.1482 0.16119 0.18313 0.19097
1.33017 1.4072 1.6301 2.11455 2.4955
0.12347 0.16152 0.15694 0.17889 0.2128



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
3.36429 4.01794 4.11854 4.12627 4.44263
0.15689 0.17791 0.21939 0.30071 0.40489
0.76424 0.82609 1.05658 1.1069 1.37199
1.32287 1.38644 1.54584 1.44259 1.5199
0.63244 0.62987 0.75811 0.87782 1.05318
3.41112 4.28634 4.74474 5.04342 6.40778
0.77315 0.82746 0.83034 0.84225 1.00015
0.24494 0.26173 0.31274 0.31791 0.3786
0.61377 0.71027 0.72367 0.79815 0.92151
18.25454 19.79934 21.6746 25.10207 23.50425
0.29174 0.32117 0.43318 0.51267 0.70985
0.0387 0.04063 0.06562 0.09548 0.08864
0.38413 0.42386 0.49553 0.57687 0.75076
0.96058 0.8646 1.15698 1.34615 1.52361
2.07413 2.29972 2.81213 3.24941 3.20796
0.17419 0.24509 0.19472 0.23668 0.24135
0.97726 0.95373 1.24436 1.23641 1.4686
0.96553 1.10002 1.1139 1.37752 1.54109
0.22673 0.2129 0.28748 0.28701 0.33228
0.38368 0.47725 0.43338 0.46589 0.5477
0.483 0.45735 0.58206 0.66319 0.61031
0.18883 0.22145 0.24302 0.23664 0.25182
0.10074 0.11656 0.12604 0.14052 0.15301
0.50578 0.42017 0.49986 0.50067 0.59807
0.0911 0.10214 0.10839 0.11804 0.13436
0.08234 0.10376 0.11238 0.12507 0.17815
0.52896 0.48648 0.70057 1.04342 1.18707
0.34774 0.3462 0.34768 0.38491 0.46141
1.87686 2.19851 2.70005 2.67253 2.72019
0.40361 0.4188 0.46269 0.51519 0.50344
0.48719 0.56848 0.58731 0.78711 0.98894
2.23966 2.19488 2.57414 2.51714 2.66668
1.75403 1.81995 2.16452 2.14977 2.7066
0.74042 0.72552 0.73309 0.72277 0.84559
0.15637 0.15752 0.17875 0.21003 0.2049
0.59062 0.58006 0.75787 0.73383 0.79837
0.381 0.39083 0.48623 0.51957 0.60625
0.8122 0.96267 0.98374 1.27049 1.33706
0.64975 0.6318 0.74569 0.68508 0.61327
0.47424 0.50685 0.61129 0.56596 0.63569
0.418 0.40405 0.51316 0.45964 0.39245
0.63961 0.67164 0.7513 0.66803 0.70553
0.06333 0.06207 0.08042 0.09956 0.12595
0.5774 0.69666 0.77793 0.85474 0.95649
4.14963 4.17419 5.07737 5.50918 6.33753
1.63835 1.7938 2.00291 1.94483 2.11565
0.18257 0.2065 0.26316 0.26033 0.38525
0.15016 0.14181 0.18233 0.18318 0.19452
0.7451 0.83795 0.88981 1.1168 1.30349
1.8065 2.01806 2.27517 2.74627 2.76009
2.80284 3.25842 3.32981 3.2043 3.50766
0.29566 0.25827 0.32162 0.26761 0.26707
1.69219 1.71947 1.97619 2.38708 2.65784
0.05761 0.04601 0.0699 0.09363 0.16883
0.16901 0.18988 0.22062 0.25253 0.29363
1.5992 1.85959 1.98328 2.29312 2.63288
0.01621 0.02364 0.0271 0.0613 0.07004



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
0.413 0.43228 0.63253 0.69514 0.84662
0.57168 0.77548 0.79903 0.9722 1.28479
0.76946 0.79725 0.91693 0.90634 1.11094
0.43947 0.4735 0.55772 0.59595 0.76191
0.03226 0.03966 0.03012 0.06814 0.07122
0.92873 0.97798 1.04534 1.1028 1.20519
8.52023 8.60066 9.62945 11.31289 11.66946
0.08743 0.18162 0.1517 0.15839 0.15649
0.59115 0.70837 0.69794 0.71845 0.98433
0.08998 0.10053 0.10629 0.10439 0.13369
0.17519 0.16948 0.17788 0.16515 0.19187
0.12067 0.11735 0.09493 0.13041 0.198
0.76365 0.742 0.8163 0.8583 0.98012
0.83283 0.93332 1.08143 1.14213 1.44032
0.74752 0.82847 0.79377 0.74287 0.77818
0.57331 0.62771 0.73992 0.87263 1.10693
0.35786 0.43486 0.50264 0.63429 0.88654
0.14515 0.13607 0.18423 0.16415 0.21114
5.47967 5.41279 6.07723 6.80067 8.87019
0.22512 0.23164 0.28056 0.29026 0.30982
0.95964 0.97495 1.314 1.32029 1.32825
0.0334 0.03923 0.0414 0.04613 0.06509
0.42784 0.47774 0.46816 0.55975 0.5263
0.04073 0.07203 0.0412 0.10451 0.08515
0.55287 0.65078 0.6805 0.9121 0.95107
1.6353 2.06354 1.91521 2.22915 2.37309
0.39004 0.44241 0.49285 0.56998 0.56191
4.58697 5.15101 5.89931 6.48452 6.87213
1.35232 1.51243 1.52203 1.80667 1.979
0.38906 0.49266 0.51797 0.60477 0.64014
0.69477 0.88629 0.9131 0.94862 1.13259
2.04467 2.40504 2.78706 3.06658 3.78534
2.17339 2.74299 2.88262 3.11746 3.63399
0.33611 0.37229 0.38842 0.42722 0.57396
0.01851 0.02435 0.02956 0.03191 0.06676
0.17431 0.19992 0.23217 0.28635 0.3217
8.919 9.7041 10.77956 11.24282 12.41687
0.3877 0.52976 0.48252 0.47939 0.45808
0.2007 0.25923 0.26766 0.27755 0.34464
0.1278 0.15888 0.17561 0.19629 0.24342
0.03297 0.21292 0.06345 0.06072 0.08004
0.56647 0.67221 0.65282 0.74459 0.75507
0.0258 0.04076 0.04392 0.05458 0.05918
0.7397 0.86416 0.89634 1.05505 1.16135
0.40597 0.47403 0.47387 0.50725 0.55289
1.71753 2.01126 2.06708 2.35937 2.7174
0.897 1.03036 1.04835 1.17441 1.18331
2.46905 2.93816 2.7977 3.19883 3.48309
0.12775 0.15626 0.16162 0.23113 0.28623
0.68879 0.94331 0.96184 1.07101 1.36111
0.0465 0.05061 0.05679 0.07146 0.07991
0.85553 1.067 1.11187 1.21427 1.26575
0.21911 0.3214 0.2746 0.3064 0.40692
0.16676 0.20484 0.23317 0.26069 0.28174
7.62913 8.95213 9.11721 8.62483 9.06543
0.60217 0.74089 0.71842 0.91986 0.8022
0.19345 0.2418 0.25797 0.27493 0.25425



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
0.8483 0.9743 1.0362 1.08598 1.24568
0.47954 0.49539 0.56673 0.60808 0.63482
0.99233 0.70978 0.86113 0.91497 0.98554
0.24558 0.26381 0.31722 0.30088 0.34112
1.13191 1.4411 1.63876 1.63927 1.5961
0.17694 0.17637 0.2325 0.25902 0.25971
1.86784 1.83369 2.26208 2.27588 2.62262
0.07662 0.07741 0.08488 0.10582 0.11367
2.94697 2.93329 3.49117 3.51993 4.1683
0.03225 0.02185 0.03735 0.04135 0.05543
0.13376 0.13348 0.16153 0.17157 0.20379
0.68063 0.7446 0.82051 0.9224 0.95781
0.10179 0.08371 0.1077 0.1123 0.13733
0.18299 0.18833 0.21727 0.21204 0.22636
0.11374 0.11486 0.14085 0.15597 0.23719
2.22921 2.28039 2.46698 2.7031 2.88663
0.81667 0.87661 0.99725 1.14806 1.02325
0.19491 0.17632 0.21101 0.21985 0.27647
4.74504 4.58531 5.93465 5.512 6.10911
0.0706 0.066 0.08565 0.09517 0.09867
0.83107 1.06304 1.45876 2.01584 2.25871
0.47037 0.42532 0.48626 0.54127 0.66704
0.81807 0.7712 0.98907 1.03573 1.25945
2.95301 3.239 3.47028 3.72058 4.17885
19.18486 18.52295 19.29822 18.70064 23.20047
0.20084 0.17584 0.25985 0.22215 0.27684
0.04366 0.04195 0.0486 0.04562 0.05363
0.21623 0.20406 0.29813 0.37389 0.48112
0.02274 0.03968 0.05861 0.07701 0.10792
1.64999 1.95082 2.16575 2.23876 2.46752
1.31757 1.40119 1.65683 1.69205 1.69667
0.71953 0.65484 0.71075 0.88296 0.83826
0.60823 0.60445 0.69363 0.80758 0.89184
0.31548 0.26129 0.31677 0.30508 0.39017
0.07303 0.07836 0.09154 0.13734 0.15703
0.17149 0.1529 0.17902 0.18064 0.16646
2.38032 2.49266 3.13875 3.29309 3.34689
0.52234 0.52113 0.64072 0.60504 0.73026
0.66888 0.63986 0.70568 0.7647 0.78581
0.20965 0.21384 0.26944 0.31156 0.33784
0.49562 0.45465 0.51721 0.51455 0.54411
0.06097 0.05311 0.07359 0.09413 0.09382
4.6523 4.92339 5.14131 5.39316 5.86556
0.22301 0.19217 0.26961 0.27825 0.25656
0.13297 0.13154 0.13939 0.16066 0.16044
0.11619 0.11881 0.1202 0.15657 0.15187
0.0288 0.03503 0.00233 0.03435 0.04146
0.09034 0.16125 0.13191 0.15125 0.17052
0.05391 0.06065 0.04397 0.06448 0.06121
0.44217 0.46252 0.52239 0.65069 0.63521
0.20546 0.23577 0.23611 0.28151 0.29829
0.44407 0.43265 0.48529 0.59354 0.66153
1.71131 1.72897 1.87853 2.04702 2.19851
1.59749 1.81578 1.8452 1.88312 2.14065
0.31281 0.38017 0.39287 0.44633 0.52599
0.03872 0.053 0.04503 0.06829 0.07496
0.16468 0.16454 0.18646 0.21359 0.21984



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
0.13282 0.13146 0.10175 0.18789 0.18534
0.8331 0.78834 0.90896 1.11478 1.29921
0.41097 0.40801 0.47053 0.50471 0.64824
0.52977 0.50567 0.6406 0.68806 0.75186
0.07094 0.06198 0.06822 0.08712 0.07946
0.1587 0.1775 0.14313 0.22435 0.27242
0.57713 0.65281 0.65961 0.78447 0.8319
0.08104 0.07107 0.04672 0.10527 0.12641
0.48601 0.53406 0.60559 0.69337 0.76231
0.02367 0.02267 0.02525 0.04379 0.05905
0.11574 0.09698 0.06041 0.10667 0.1392
2.4496 3.07457 3.14706 3.86149 4.48449
0.43332 0.40611 0.39689 0.49225 0.56261
0.11996 0.1208 0.1456 0.20485 0.21617
0.65641 0.75097 0.77491 0.87503 0.95531
0.35233 0.39367 0.41619 0.53237 0.68068
0.68129 0.84182 0.85973 0.99128 1.12333
0.09552 0.0975 0.10486 0.12639 0.15676
0.05481 0.0662 0.04723 0.09442 0.12118
0.12153 0.1213 0.11459 0.14995 0.21198
1.80053 1.96806 1.85728 2.26824 2.13565
0.03075 0.03737 0.04571 0.06619 0.09317
0.03636 0.05688 0.04826 0.07645 0.06845
0.12664 0.13327 0.07805 0.1096 0.14434
0.01892 0.03341 0.00253 0.03825 0.0551
0.04331 0.05209 0.0211 0.04829 0.0662
0.05802 0.05712 0.06663 0.09415 0.0983
0.01977 0.02672 0.03046 0.04325 0.0468
0.04679 0.04367 0.00666 0.05166 0.06299
0.14329 0.17087 0.21994 0.30119 0.34947
0.29748 0.33055 0.36177 0.38917 0.42903
0.65478 0.72001 0.8345 1.02475 1.29219
1.08931 1.1505 1.3093 1.41418 1.56273
0.03309 0.01526 0.02821 0.03459 0.03671
0.51641 0.49417 0.5566 0.53975 0.6838
0.02433 0.02477 0.02979 0.02376 0.04783
0.40323 0.37908 0.46176 0.47771 0.57475
0.08358 0.11714 0.10982 0.13836 0.16639
0.04168 0.04385 0.0464 0.05039 0.06462
0.05509 0.0453 0.03814 0.04147 0.05675
0.09355 0.1123 0.10736 0.10413 0.16828
0.63931 0.70229 0.71966 0.77523 0.91355
0.20275 0.17248 0.22522 0.21534 0.30201
0.07014 0.09158 0.08551 0.10053 0.13627
0.01735 0.00587 0.01501 0.01065 0.05824
0.10487 0.09902 0.09077 0.08772 0.10281
0.95508 0.90264 0.97384 0.99533 1.14862
0.1052 0.11559 0.12469 0.12027 0.13486
0.00873 0.00154 0.04149 0.01482 0.10204
0.40747 0.41413 0.41869 0.42403 0.46078
0.09252 0.08355 0.10905 0.09688 0.12688
0.21566 0.24246 0.25936 0.2909 0.37573
0.3438 0.37601 0.40494 0.44973 0.58308
0.00124 0.00101 0.00147 0.00081 0.04021
0.00807 0.00176 0.00777 0.00745 0.07305
0.54486 0.58475 0.63882 0.62761 0.81701
0.72789 0.79611 0.82337 0.83715 1.1148



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

Ex_2Tc Ex_1 5Tc Ex_1Tc Ex_0 5Tc Ex_0Tc
0.14096 0.13969 0.14985 0.19819 0.20588
0.5096 0.52184 0.56565 0.57923 0.64336
0.02861 0.01702 0.02495 0.02406 0.0474
0.07418 0.05426 0.04326 0.05465 0.06876
1.69303 1.74884 1.84937 1.90262 2.20931
0.10127 0.15033 0.13672 0.15939 0.20006
0.03819 0.04483 0.04568 0.06544 0.0767
0.52228 0.53035 0.63492 0.62079 0.76691
0.07335 0.07893 0.09686 0.11538 0.14379
0.01435 0.02132 0.01482 0.01265 0.04051
0.2261 0.21025 0.26939 0.25565 0.30915
0.03851 0.0289 0.03395 0.02349 0.12461
0.26234 0.31177 0.27838 0.32167 0.3871
0.11106 0.12489 0.12369 0.13155 0.17154
0.06216 0.06197 0.06713 0.06944 0.09157
0.21779 0.20692 0.24464 0.26727 0.33304
0.23852 0.30182 0.29914 0.37176 0.46213
0.18671 0.27331 0.24558 0.30365 0.32757
1.08537 1.06436 1.13508 1.02691 1.20862
2.15407 2.49249 2.55679 2.68263 3.13902
0.77155 0.86264 0.93125 0.91883 1.1311
0.0885 0.09251 0.13986 0.1102 0.12433
0.28525 0.30611 0.30614 0.34985 0.43203
0.13105 0.14446 0.14208 0.13991 0.18226
0.55989 0.57706 0.60494 0.71217 0.74842
0.09841 0.08764 0.10065 0.10083 0.14965
0.00467 0.01311 0.01326 0.0155 0.05047
0.06098 0.06002 0.05668 0.06888 0.09168
0.89297 0.91247 0.984 1.07385 1.39606
2.59929 3.0382 3.07722 3.46924 4.0317
0.07292 0.05596 0.07017 0.06951 0.24426
0.03686 0.03909 0.02548 0.02486 0.05802
0.12013 0.12785 0.13214 0.15789 0.213
0.23949 0.27366 0.29814 0.27869 0.36805
0.02221 0.02879 0.02085 0.00995 0.06193
0.0539 0.07217 0.07564 0.07208 0.12673
0.15053 0.15529 0.15069 0.15665 0.178
0.10336 0.0867 0.10868 0.12319 0.14979
0.13492 0.15507 0.1523 0.16673 0.19314
0.07968 0.0787 0.04602 0.05626 0.06716
0.54894 0.58406 0.65458 0.72517 0.89444
0.30801 0.30492 0.3088 0.33056 0.34236
0.18927 0.19347 0.22322 0.2615 0.30372
0.48659 0.50416 0.59469 0.61221 0.763
0.16252 0.16666 0.13525 0.18436 0.22726
0.15403 0.19146 0.22144 0.22289 0.31358
0.50112 0.60056 0.61132 0.72284 0.81976
0.13216 0.14465 0.14656 0.13424 0.14919
0.03946 0.05009 0.03646 0.0493 0.06023



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
= = +
+ = +
+ + +
+ + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= = +
= = +
= = +
= = +
- = +
= = +
= = +
= = +
= = +
= = +
= = +
+ = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
+ = +
= = +
= = +
= = +
= = +
= + +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
+ = +
= = +
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= + =
= = =
= + =
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= + =
= = =
= = =
= = =



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
= + =
= = =
= + =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= + =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
- = =
= = =
= = =



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= + +
= = =
= = =
= = =



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= + +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= + =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
+ + +
= = =
- = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
- = =
= = =
= = =
= = =
= = =
= + +
= = +
= = +
= = =
= - =
= = +
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = -
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

signDiff _8Tc vs 100Tc signDiff_6Tc vs 100Tc signDiff_5Tc vs 100Tc
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
+ = =
= = =
= = =
= = =
= = =
+ = =
= = =
= = =
- = =
= = =
= = =
= = =
= = +
= = =
= + =
= = =
= = =
= = =
= = =
= = =
= + =
- = +



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
+ + +
+ + +
+ + +
= + =
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
+ + +
= + +
= + +
= + +
= + +
= + +
= + +
+ + +
= + +
= + +
= + +
+ + +
= + +
= + +
= + +
= + +



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
= + +
= + +
= + +
+ + +
= + +
= + +
= + +
= + +
= + +
= + +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= + +
= = +
= + +
= = +
= = +
= = +
= + +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
+ + +
= = +
= = +
= = +
= + +
= = +
= = +
= + +
= = +
= = +
= = +
= = +
= = +
= + +
= = +



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
+ = +
= = +
+ = +
= = +
= = +
+ = +
= = +
= = +
+ = +
= = +
= = +
= = +
= + =
= = =
+ + =
= = =
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= + +
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = +
= = =
= = +
= = =
= = +
= = =
= = =
= = =
= = =
= = +
= = =
= = +
= = =
= = +
= = =
= = =
= = =
= = =
= = +
= + =
= = =
= = +
= = =
= = =
= + +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
+ = +
+ + =
+ = +
= = =
= = =
= + +
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
+ = =
= = =
= = =
= = =
= = =
= = =
+ + +
= = =
= = =
- - -
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

signDiff_4Tc vs 100Tc signDiff_3Tc vs 100Tc signDiff_2Tc vs 100Tc
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
+ + =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = -
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
+ + +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
+ = +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ = +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +
+ + +



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
+ + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
+ + +
= + +
= + +
= + +
= + +
= + +
= + +
+ + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= + +
= = +
= + +
+ = +
+ = +
+ = +
= = +
= = +
= = +
= = +
= + +
= = +
= = +
= = +



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
= = +
= = +
= + +
= = +
= = +
= = +
= + +
= = +
= = +
= = +
+ = +
= = +
= = +
= = +
= = +
= = +
= = +
= = +
+ = +
= = +
= = +
= = +
+ = +
+ = +
+ = +
+ = +
= = +
= = +
+ = +
= = +
= = +
= = +
= = +
= = +
= = =
= = =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
+ + =
= = =
= = =
- = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

signDiff_1 5Tc vs 100Tc signDiff_1Tc vs 100Tc signDiff_0 5Tc vs 100Tc
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= + =
= = =
+ + +
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= = =
= + =
= = =
= = =
= = =
= = =
= = =
+ = =
= = =
= = +
= = =
= = =
= = =
= = =
= = +
+ + =
= = =



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ + + + +
+ - - - +
+ + + + +
+ - - - +
+ - + - -
+ - + + +
+ - - - -
+ - - - -
+ - + - +
+ - - - +
+ - - - -
+ - - - -
+ + + + +
+ + + + +
+ - + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - + +
+ - - - +
+ - + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - + +
+ - - + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ - - - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - +



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ - - - +
+ - - - -
+ + + + +
+ - - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ - + - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + +
+ - - - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ - + + +



HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ - - - -
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - +
+ + + + +
+ - + + +



HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - + +
+ + + + +
+ - + + +
+ - - + -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - + +
+ + + + +
+ + + + +
+ - - - -



HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ - - + -
+ + + + +
+ - - - +
+ + + + +
+ - - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ - - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ - - + -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +



HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + -
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + - + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +



HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ - - + +
+ + + + +
+ - - - -
+ - - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ - - - -
+ - - + -
+ - + + +
+ - - - -
+ - - - +
+ - + + -
+ - - - -
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ - - - +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ - + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ - - - -
+ + + + +
+ + + + +



HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124

signDiff_0Tc vs 100Tc signEx_100Tc signEx_8Tc signEx_6Tc signEx_5Tc
+ + + + +
+ + + + +
+ - - - -
+ - - - +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + - +
+ - - - -
+ + + + +
+ - + - -
+ + + + +
+ + + + +
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ - + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - -
+ + + + +
+ + + + +
+ - - - -
+ + - + +
+ + + + +
+ + + + +
+ + + + +
+ - - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ - - - +



HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155

signEx_4Tc signEx_3Tc signEx_2Tc signEx_1 5Tc signEx_1Tc
+ + + + +
- - - + -
+ + + + +
- - - - -
+ + + + +
+ + + + +
- - + - +
- + + + +
+ + + + +
+ + - + +
- + - - +
- - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
- + + - +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
- - - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +



HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA

signEx_4Tc signEx_3Tc signEx_2Tc signEx_1 5Tc signEx_1Tc
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + - + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
- - + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
+ + + + +
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HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3
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HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9
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HGNC Symbol
ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1
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HGNC Symbol
TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2
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HGNC Symbol
GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1
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HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124
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HGNC Symbol
MYC
CACNA1G
NME1
ADCY2
C4orf9
FKBP5
CRKL
RFC5
PPP2CA
TIMM8A
n.a.
MAD2L1
MRPL12
NME1
METTL1
SLC7A5
SRM
IL1B
PAICS
TOMM40
PYCR1
UMPK
LRP8
DUSP14
METAP1
ABCE1
PA2G4
BOP1
RANBP1
CTPS
TRAP1
HSPD1
PFAS
TEAD4
MIF
VARS2
CENTG1
DSCR2
JAG2
PRKAR1B
n.a.
MATK
IARS
GAL
MCAM
CAD
FH
SRPK1
NEFH
NP
AHCY
POLD2
C1QBP
CAMKK2
n.a.
BYSL
NUP155
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HGNC Symbol
IFRD2
MRPL3
HSPE1
HSPE1
n.a.
EBNA1BP2
TNFRSF8
PRDX4
CSE1L
RPP40
n.a.
HRMT1L2
n.a.
n.a.
MADH4
IL9
PDCD11
HK2
PWP2H
n.a.
NOLC1
NOLC1
CCT2
DTYMK
HNRPAB
FASN
FASN
NMB
CHC1

KIAA0179
NTHL1
UNG
KIAA0020
n.a.
n.a.
POLE2
MTHFD1
NOL5A
PRPS2
RUVBL2
GPI
n.a.
NPM3
n.a.
CDC20
n.a.
PRKDC
CKS2
CSE1L
EEF1E1
HRMT1L2
n.a.
TST
DKC1
RAN
PDGFRA
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HGNC Symbol
CDK4
ALDH1B1
SORD
BDH
GMPS
GPR30
PHB
STRA13
XPOT
SMN1
CHC1
PLK1
n.a.
AK2
n.a.
MGST1
CSDA
n.a.
ATP1B3
BCS1L
UNG
PBP
CDC6
CDC7
MTAP
ADSL
CDKN3
VRK1
WFDC2
GSPT1
SLC39A14
n.a.
RLN2
BAG2
HSD17B8
UCHL3
NME2
MRPS12
PCNA
DPH2L2
CCNB1
MC1R
SOD1
ATP5G3
CCT3
RFC4
CDC25A
FRDA
SNRPD1
CHAF1A
PRDX2
BUB1
CDC2
POLR1C
SLC19A1
TOMM20
MMP3
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HGNC Symbol
UBE2C
PTPN2
RUVBL1
TYMS
DDX10
TUFM
AURKB
RRS1
GEMIN4
PTMA
CYP51A1
ARHGEF5
KIAA0690
VDAC1
DDX1
SCAMP1
DDX18
PES1
RANGAP1
APEX1
MYBL2
USP10
n.a.
RPA3
CXCL12
n.a.
MCM3
GMNN
HSPA9B
TCERG1
RNU3IP2
SFRS7
MSH6
CENPF
MXI1
AMD1
ELK1
ILF3
TFDP1
n.a.
TOP2A
EIF5A
n.a.
n.a.
ATIC
ATIC
PEX5
TAF4B
HDGF
HDGF
ILF2
CCNA2
MDH2
PEG10
PPRC1
SSRP1
PTK9
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ACSL1
PFKM
HNRPDL
RPIA
SLC16A1
KCNJ6
SFRS2
PRKCI
POLR2H
ABCE1
MELK
DDX21
SSSCA1
n.a.
HSPCA
DEAF1
n.a.
EIF1AX
n.a.
n.a.
SF3A3
n.a.
AK2
PLAUR
SCARB1
MCM2
EXOSC7
KHSRP
NUDC
CGRRF1
APEX1
GARS
EIF3S9
IMPDH1
VEGF
TFDP2
PRDX1
SCO2
TUBG1
MYCN
ABL2
SLC20A1
CDKN2B
n.a.
FANCG
PMPCA
PSMC3
MCM7
ABCA3
EIF4EBP1
TNFRSF4
SRP72
ALG3
CKS1B
NSEP1
FARSLA
PRIM1
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TBL3
JUND
PTBP1
MRE11A
HSPA5
OAT
TFRC
SHMT1
CLNS1A
SEMA3C
MCAM
MAPKAPK5
SIP1
NF2
SLC1A5
PSMA2
RAD51C
CTSC
HSPA8
n.a.
IGFBP2
DARS
UCHL3
GTF3A
RPL5
AMD1
HSPA1A
SYNGR3
NINJ1
SNRPA1
TAF9
SYNCRIP
n.a.
ITGB3BP
PTPRF
CHEK1
TCEB1
n.a.
VBP1
BUB1B
RACGAP1
AK3
HNRPF
PDAP1
SELE
n.a.
RCN1
GLDC
PMS1
PFKP
PDCD2
MGST2
NDUFB7
G22P1
n.a.
PBEF1
TBL2
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GCN5L2
CDK2AP1
NOL1
SLC29A1
BNIP1
DBN1
EIF4G1
B4GALT2
TMEM5
FVT1
ETF1
ATF4
ILF3
RAMP1
n.a.
ADCY3
AFG3L2
PRPS1
OPRS1
TOMM70A
APRT
FGFR4
DEFA6
ZNF9
RAC3
WNT10B
NFRKB
CDK5R2
CYCS
YES1
DLEU1
BNIP3
RAD23A

UBE2G2
KCNQ3
MTA1
LIG3
ITGA2B
TOMM34
ITIH4
POLD1
IKBKAP
ASNS
MX1
XRCC5
XPO1
RAD54L
PTHLH
MSH2
CDKL1
ADA
n.a.
TGFB1
NPTX2
BAG1
BAG1
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HGNC Symbol
SHB
EIF3S10
HTATIP2
CALCA
C6orf108
ACY1
PASK
CEBPZ
RAP1A
NID
IDE
HOXB7
GUCY1B2
SERPINA7
FPRL2
MTRR
THRA
POR
YWHAH
TRIM28
DHX30
CDK8
CCNH
RFK
RABGGTB
PLK4
CYP4B1
TP53BP2
NVL
ARF1
PLK2
GZMA
NOLA2
HMBS
ITIH2
SACS
GABPA
ETS2
IL8RA
API5
n.a.
ICT1
DFFB
USP7
PAP
BSG
YIF1
POLE

cDNA DKFZp586E1120Cluster Incl. AL049437:Homo sapiens mRNA; cDNA DKFZp586E1120 (from clone DKFZp586E1120) /cds=UNKNOWN /gb=AL049437 /gi=4500220 /ug=Hs.100292 /len=2124
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