
Supplementary Table 1: Dysregulated transcripts in 
higher vs. lower self-renewing tumorspheres

Column # gene_assignmentGene Symbol RefSeq mrna_assignmentFold-change 
17808 NM_000064 // C3 // complement component 3 // 19p13.3-p13.2 // 718 /// ENST00000245907 /C3 NM_000064 NM_000064 // RefSeq // Homo sapiens complement component 3 (C3), mRNA. // chr19 // 100 -9.80151
25035 NM_000587 // C7 // complement component 7 // 5p13 // 730 /// ENST00000313164 // C7 // cC7 NM_000587 NM_000587 // RefSeq // Homo sapiens complement component 7 (C7), mRNA. // chr5 // 100 /-9.66509
31513 NM_002364 // MAGEB2 // melanoma antigen family B, 2 // Xp21.3 // 4113 /// ENST000003789MAGEB2 NM_002364 NM_002364 // RefSeq // Homo sapiens melanoma antigen family B, 2 (MAGEB2), mRNA. // chr-8.93256
8921 NM_006169 // NNMT // nicotinamide N-methyltransferase // 11q23.1 // 4837 /// ENST000002NNMT NM_006169 NM_006169 // RefSeq // Homo sapiens nicotinamide N-methyltransferase (NNMT), mRNA. // c-6.1603

27684 NM_003247 // THBS2 // thrombospondin 2 // 6q27 // 7058 /// ENST00000366787 // THBS2 // THBS2 NM_003247 NM_003247 // RefSeq // Homo sapiens thrombospondin 2 (THBS2), mRNA. // chr6 // 100 // 1-5.97582
6246 --- --- AL832451 // GenBank // Homo sapiens mRNA; cDNA DKFZp451C2311 (from clone DKFZp451C2311)-5.7161

11628 NM_006475 // POSTN // periostin, osteoblast specific factor // 13q13.3 // 10631 /// NM_POSTN NM_006475 NM_006475 // RefSeq // Homo sapiens periostin, osteoblast specific factor (POSTN), tran-5.4787
23904 NM_017581 // CHRNA9 // cholinergic receptor, nicotinic, alpha 9 // 4p14 // 55584 /// ENCHRNA9 NM_017581 NM_017581 // RefSeq // Homo sapiens cholinergic receptor, nicotinic, alpha 9 (CHRNA9), -5.11622
32137 NM_001017930 // DCAF8L1 // DDB1 and CUL4 associated factor 8-like 1 // Xp21.3 // 139425DCAF8L1 NM_001017930NM_001017930 // RefSeq // Homo sapiens DDB1 and CUL4 associated factor 8-like 1 (DCAF8L-4.82092
26772 NM_001029858 // SLC35F1 // solute carrier family 35, member F1 // 6q22.31 // 222553 ///SLC35F1 NM_001029858NM_001029858 // RefSeq // Homo sapiens solute carrier family 35, member F1 (SLC35F1), m-4.80847
20398 NM_003469 // SCG2 // secretogranin II // 2q35-q36 // 7857 /// ENST00000305409 // SCG2 /SCG2 NM_003469 NM_003469 // RefSeq // Homo sapiens secretogranin II (SCG2), mRNA. // chr2 // 100 // 10-4.7138
6247 NM_004120 // GBP2 // guanylate binding protein 2, interferon-inducible // 1p22.2 // 263GBP2 NM_004120 NM_004120 // RefSeq // Homo sapiens guanylate binding protein 2, interferon-inducible (-4.65313

12008 NM_000956 // PTGER2 // prostaglandin E receptor 2 (subtype EP2), 53kDa // 14q22 // 5732PTGER2 NM_000956 NM_000956 // RefSeq // Homo sapiens prostaglandin E receptor 2 (subtype EP2), 53kDa (PT-4.41451
32109 NM_001079858 // GPR64 // G protein-coupled receptor 64 // Xp22.13 // 10149 /// NM_00575GPR64 NM_001079858NM_001079858 // RefSeq // Homo sapiens G protein-coupled receptor 64 (GPR64), transcrip-4.36306
24447 NM_000730 // CCKAR // cholecystokinin A receptor // 4p15.1-p15.2 // 886 /// ENST0000029CCKAR NM_000730 NM_000730 // RefSeq // Homo sapiens cholecystokinin A receptor (CCKAR), mRNA. // chr4 /-4.34636
4852 NM_014839 // LPPR4 // lipid phosphate phosphatase-related protein type 4 // 1p21.2 // 9LPPR4 NM_014839 NM_014839 // RefSeq // Homo sapiens lipid phosphate phosphatase-related protein type 4 -4.12051

21345 NM_002243 // KCNJ15 // potassium inwardly-rectifying channel, subfamily J, member 15 //KCNJ15 NM_002243 NM_002243 // RefSeq // Homo sapiens potassium inwardly-rectifying channel, subfamily J,-4.04998
32868 NM_001710 // CFB // complement factor B // 6p21.3 // 629 /// ENST00000417261 // CFB // CFB NM_001710 NM_001710 // RefSeq // Homo sapiens complement factor B (CFB), mRNA. // chr6 // 100 // -3.92304
30513 NM_003275 // TMOD1 // tropomodulin 1 // 9q22.3 // 7111 /// NM_001166116 // TMOD1 // troTMOD1 NM_003275 NM_003275 // RefSeq // Homo sapiens tropomodulin 1 (TMOD1), transcript variant 1, mRNA.-3.89589
7751 NM_173576 // MKX // mohawk homeobox // 10p12.1 // 283078 /// ENST00000419761 // MKX // MKX NM_173576 NM_173576 // RefSeq // Homo sapiens mohawk homeobox (MKX), mRNA. // chr10 // 100 // 100-3.88714

26445 NM_001710 // CFB // complement factor B // 6p21.3 // 629 /// ENST00000425368 // CFB // CFB NM_001710 NM_001710 // RefSeq // Homo sapiens complement factor B (CFB), mRNA. // chr6 // 100 // -3.8821
19985 NM_000575 // IL1A // interleukin 1, alpha // 2q14 // 3552 /// ENST00000263339 // IL1A /IL1A NM_000575 NM_000575 // RefSeq // Homo sapiens interleukin 1, alpha (IL1A), mRNA. // chr2 // 100 /-3.81093
24024 NM_001657 // AREG // amphiregulin // 4q13-q21 // 374 /// BC009799 // AREG // amphiregulAREG NM_001657 NM_001657 // RefSeq // Homo sapiens amphiregulin (AREG), mRNA. // chr4 // 100 // 100 //-3.7682
31772 NM_014467 // SRPX2 // sushi-repeat-containing protein, X-linked 2 // Xq21.33-q23 // 272SRPX2 NM_014467 NM_014467 // RefSeq // Homo sapiens sushi-repeat-containing protein, X-linked 2 (SRPX2)-3.60736
17634 NM_001145014 // RFPL4A // ret finger protein-like 4A // 19q13.42 // 342931 /// ENST0000RFPL4A NM_001145014NM_001145014 // RefSeq // Homo sapiens ret finger protein-like 4A (RFPL4A), mRNA. // ch-3.60454
24155 NM_133477 // SYNPO2 // synaptopodin 2 // 4q26 // 171024 /// NM_001128933 // SYNPO2 // sSYNPO2 NM_133477 NM_133477 // RefSeq // Homo sapiens synaptopodin 2 (SYNPO2), transcript variant 1, mRNA-3.60372
27591 --- --- ENST00000410832 // ENSEMBL // ncrna:misc_RNA chromosome:GRCh37:6:141807278:141807549:-1-3.56966
24222 NM_001957 // EDNRA // endothelin receptor type A // 4q31.22 // 1909 /// NM_001166055 //EDNRA NM_001957 NM_001957 // RefSeq // Homo sapiens endothelin receptor type A (EDNRA), transcript vari-3.52587
22944 NM_006580 // CLDN16 // claudin 16 // 3q28 // 10686 /// ENST00000264734 // CLDN16 // claCLDN16 NM_006580 NM_006580 // RefSeq // Homo sapiens claudin 16 (CLDN16), mRNA. // chr3 // 100 // 100 //-3.38161
16565 NM_001128588 // SLC14A1 // solute carrier family 14 (urea transporter), member 1 (Kidd SLC14A1 NM_001128588NM_001128588 // RefSeq // Homo sapiens solute carrier family 14 (urea transporter), mem-3.37347
12666 NM_001002236 // SERPINA1 // serpin peptidase inhibitor, clade A (alpha-1 antiproteinaseSERPINA1 NM_001002236NM_001002236 // RefSeq // Homo sapiens serpin peptidase inhibitor, clade A (alpha-1 ant-3.35763
31754 NM_138960 // TGIF2LX // TGFB-induced factor homeobox 2-like, X-linked // Xq21.31 // 903TGIF2LX NM_138960 NM_138960 // RefSeq // Homo sapiens TGFB-induced factor homeobox 2-like, X-linked (TGIF-3.33536
17633 NM_001145014 // RFPL4A // ret finger protein-like 4A // 19q13.42 // 342931 /// ENST0000RFPL4A NM_001145014NM_001145014 // RefSeq // Homo sapiens ret finger protein-like 4A (RFPL4A), mRNA. // ch-3.3099
25075 NM_138453 // RAB3C // RAB3C, member RAS oncogene family // 5q13 // 115827 /// ENST00000RAB3C NM_138453 NM_138453 // RefSeq // Homo sapiens RAB3C, member RAS oncogene family (RAB3C), mRNA. //-3.28987
29437 NM_000067 // CA2 // carbonic anhydrase II // 8q22 // 760 /// ENST00000285379 // CA2 // CA2 NM_000067 NM_000067 // RefSeq // Homo sapiens carbonic anhydrase II (CA2), mRNA. // chr8 // 100 /-3.25985
24604 NM_001565 // CXCL10 // chemokine (C-X-C motif) ligand 10 // 4q21 // 3627 /// ENST000003CXCL10 NM_001565 NM_001565 // RefSeq // Homo sapiens chemokine (C-X-C motif) ligand 10 (CXCL10), mRNA. /-3.24973
11596 NM_002019 // FLT1 // fms-related tyrosine kinase 1 (vascular endothelial growth factor/FLT1 NM_002019 NM_002019 // RefSeq // Homo sapiens fms-related tyrosine kinase 1 (vascular endothelial-3.22188
32651 NM_139214 // TGIF2LY // TGFB-induced factor homeobox 2-like, Y-linked // Yp11.2 // 9065TGIF2LY NM_139214 NM_139214 // RefSeq // Homo sapiens TGFB-induced factor homeobox 2-like, Y-linked (TGIF-3.20976
24174 NM_024582 // FAT4 // FAT tumor suppressor homolog 4 (Drosophila) // 4q28.1 // 79633 ///FAT4 NM_024582 NM_024582 // RefSeq // Homo sapiens FAT tumor suppressor homolog 4 (Drosophila) (FAT4),-3.14771
33001 NM_001710 // CFB // complement factor B // 6p21.3 // 629 /// ENST00000417261 // CFB // CFB NM_001710 NM_001710 // RefSeq // Homo sapiens complement factor B (CFB), mRNA. // chr6 // 100 // -3.14069
25614 NM_003966 // SEMA5A // sema domain, seven thrombospondin repeats (type 1 and type 1-likSEMA5A NM_003966 NM_003966 // RefSeq // Homo sapiens sema domain, seven thrombospondin repeats (type 1 a-3.1147
23936 NM_023940 // RASL11B // RAS-like, family 11, member B // 4q12 // 65997 /// ENST00000248RASL11B NM_023940 NM_023940 // RefSeq // Homo sapiens RAS-like, family 11, member B (RASL11B), mRNA. // c-3.10502
6804 NM_000963 // PTGS2 // prostaglandin-endoperoxide synthase 2 (prostaglandin G/H synthasePTGS2 NM_000963 NM_000963 // RefSeq // Homo sapiens prostaglandin-endoperoxide synthase 2 (prostaglandi-3.09565
6068 NR_002755 // RNU5D // RNA, U5D small nuclear // 1p34.1 // 26830 /// NR_002755 // RNU5D RNU5D NR_002755 NR_002755 // RefSeq // Homo sapiens RNA, U5D small nuclear (RNU5D), small nuclear RNA. -3.08595

19117 NM_003937 // KYNU // kynureninase (L-kynurenine hydrolase) // 2q22.2 // 8942 /// NM_001KYNU NM_003937 NM_003937 // RefSeq // Homo sapiens kynureninase (L-kynurenine hydrolase) (KYNU), trans-3.07267



13524 NM_001218 // CA12 // carbonic anhydrase XII // 15q22 // 771 /// NM_206925 // CA12 // caCA12 NM_001218 NM_001218 // RefSeq // Homo sapiens carbonic anhydrase XII (CA12), transcript variant 1-3.06835
28829 NM_001185 // AZGP1 // alpha-2-glycoprotein 1, zinc-binding // 7q22.1 // 563 /// ENST000AZGP1 NM_001185 NM_001185 // RefSeq // Homo sapiens alpha-2-glycoprotein 1, zinc-binding (AZGP1), mRNA.-3.06778
21862 --- --- ENST00000466665 // ENSEMBL // ncrna_pseudogene:tRNA_pseudogene chromosome:GRCh37:22:445-3.06345
7413 NM_004670 // PAPSS2 // 3'-phosphoadenosine 5'-phosphosulfate synthase 2 // 10q24 // 906PAPSS2 NM_004670 NM_004670 // RefSeq // Homo sapiens 3'-phosphoadenosine 5'-phosphosulfate synthase 2 (P-3.05823

10203 NM_000924 // PDE1B // phosphodiesterase 1B, calmodulin-dependent // 12q13 // 5153 /// NPDE1B NM_000924 NM_000924 // RefSeq // Homo sapiens phosphodiesterase 1B, calmodulin-dependent (PDE1B),-3.03838
27773 NM_000600 // IL6 // interleukin 6 (interferon, beta 2) // 7p21 // 3569 /// ENST00000404IL6 NM_000600 NM_000600 // RefSeq // Homo sapiens interleukin 6 (interferon, beta 2) (IL6), mRNA. // -3.00383

812 --- --- --- // --- // pos_control // --- // --- // --- // --- // --- // ----3.00157
5740 NM_001561 // TNFRSF9 // tumor necrosis factor receptor superfamily, member 9 // 1p36 //TNFRSF9 NM_001561 NM_001561 // RefSeq // Homo sapiens tumor necrosis factor receptor superfamily, member -2.99803
7316 NM_002727 // SRGN // serglycin // 10q22.1 // 5552 /// NR_036430 // SRGN // serglycin //SRGN NM_002727 NM_002727 // RefSeq // Homo sapiens serglycin (SRGN), transcript variant 1, mRNA. // ch-2.9718

23506 NM_005630 // SLCO2A1 // solute carrier organic anion transporter family, member 2A1 // SLCO2A1 NM_005630 NM_005630 // RefSeq // Homo sapiens solute carrier organic anion transporter family, me-2.95571
6693 NM_003617 // RGS5 // regulator of G-protein signaling 5 // 1q23.1 // 8490 /// NM_001195RGS5 NM_003617 NM_003617 // RefSeq // Homo sapiens regulator of G-protein signaling 5 (RGS5), transcri-2.94796

23018 NM_003256 // TIMP4 // TIMP metallopeptidase inhibitor 4 // 3p25 // 7079 /// ENST0000028TIMP4 NM_003256 NM_003256 // RefSeq // Homo sapiens TIMP metallopeptidase inhibitor 4 (TIMP4), mRNA. //-2.89017
21404 NM_020528 // PCBP3 // poly(rC) binding protein 3 // 21q22.3 // 54039 /// NM_001130141 /PCBP3 NM_020528 NM_020528 // RefSeq // Homo sapiens poly(rC) binding protein 3 (PCBP3), transcript vari-2.87412
5197 NM_002036 // DARC // Duffy blood group, chemokine receptor // 1q21-q22 // 2532 /// NM_0DARC NM_002036 NM_002036 // RefSeq // Homo sapiens Duffy blood group, chemokine receptor (DARC), trans-2.8682
5195 NM_021189 // CADM3 // cell adhesion molecule 3 // 1q21.2-q22 // 57863 /// NM_001127173 CADM3 NM_021189 NM_021189 // RefSeq // Homo sapiens cell adhesion molecule 3 (CADM3), transcript varian-2.85781
7995 NM_019859 // HTR7 // 5-hydroxytryptamine (serotonin) receptor 7 (adenylate cyclase-coupHTR7 NM_019859 NM_019859 // RefSeq // Homo sapiens 5-hydroxytryptamine (serotonin) receptor 7 (adenyla-2.84782

31211 NM_002160 // TNC // tenascin C // 9q33 // 3371 /// ENST00000350763 // TNC // tenascin CTNC NM_002160 NM_002160 // RefSeq // Homo sapiens tenascin C (TNC), mRNA. // chr9 // 100 // 100 // 38-2.83723
28753 NM_006379 // SEMA3C // sema domain, immunoglobulin domain (Ig), short basic domain, secSEMA3C NM_006379 NM_006379 // RefSeq // Homo sapiens sema domain, immunoglobulin domain (Ig), short basi-2.8071
22837 NM_001168214 // LOC401097 // hypothetical protein LOC401097 // 3q25.33 // 401097 /// ENLOC401097 NM_001168214NM_001168214 // RefSeq // Homo sapiens hypothetical protein LOC401097 (LOC401097), mRNA-2.79852
32136 NR_002784 // SMEK3P // SMEK homolog 3, suppressor of mek1 (Dictyostelium) pseudogene //SMEK3P NR_002784 NR_002784 // RefSeq // Homo sapiens SMEK homolog 3, suppressor of mek1 (Dictyostelium) -2.77874
25484 NM_000806 // GABRA1 // gamma-aminobutyric acid (GABA) A receptor, alpha 1 // 5q34-q35 /GABRA1 NM_000806 NM_000806 // RefSeq // Homo sapiens gamma-aminobutyric acid (GABA) A receptor, alpha 1 -2.76196
23646 NM_003810 // TNFSF10 // tumor necrosis factor (ligand) superfamily, member 10 // 3q26 /TNFSF10 NM_003810 NM_003810 // RefSeq // Homo sapiens tumor necrosis factor (ligand) superfamily, member -2.75845
20401 NM_006216 // SERPINE2 // serpin peptidase inhibitor, clade E (nexin, plasminogen activaSERPINE2 NM_006216 NM_006216 // RefSeq // Homo sapiens serpin peptidase inhibitor, clade E (nexin, plasmin-2.73819
31603 NM_001477 // GAGE12I // G antigen 12I // Xp11.23 // 26748 /// NM_001474 // GAGE4 // G aGAGE12I NM_001477 NM_001477 // RefSeq // Homo sapiens G antigen 12I (GAGE12I), mRNA. // chrX // 100 // 44-2.71897
31607 NM_001127345 // GAGE12B // G antigen 12B // Xp11.23 // 729428 /// NM_001098409 // GAGE1GAGE12B NM_001127345NM_001127345 // RefSeq // Homo sapiens G antigen 12B (GAGE12B), mRNA. // chrX // 93 // -2.71897
31610 NM_001098409 // GAGE12G // G antigen 12G // Xp11.23 // 645073 /// NM_001098408 // GAGE1GAGE12G NM_001098409NM_001098409 // RefSeq // Homo sapiens G antigen 12G (GAGE12G), mRNA. // chrX // 100 //-2.71636
31611 NM_001098409 // GAGE12G // G antigen 12G // Xp11.23 // 645073 /// NM_001098408 // GAGE1GAGE12G NM_001098409NM_001098409 // RefSeq // Homo sapiens G antigen 12G (GAGE12G), mRNA. // chrX // 100 //-2.71636
11812 NM_004093 // EFNB2 // ephrin-B2 // 13q33 // 1948 /// ENST00000245323 // EFNB2 // ephrinEFNB2 NM_004093 NM_004093 // RefSeq // Homo sapiens ephrin-B2 (EFNB2), mRNA. // chr13 // 97 // 97 // 32-2.69877
25665 NM_000949 // PRLR // prolactin receptor // 5p13.2 // 5618 /// ENST00000382002 // PRLR /PRLR NM_000949 NM_000949 // RefSeq // Homo sapiens prolactin receptor (PRLR), mRNA. // chr5 // 100 // -2.68346
26786 NM_001446 // FABP7 // fatty acid binding protein 7, brain // 6q22-q23 // 2173 /// ENST0FABP7 NM_001446 NM_001446 // RefSeq // Homo sapiens fatty acid binding protein 7, brain (FABP7), mRNA. -2.66926
25922 NM_002317 // LOX // lysyl oxidase // 5q23.2 // 4015 /// NM_001178102 // LOX // lysyl oxLOX NM_002317 NM_002317 // RefSeq // Homo sapiens lysyl oxidase (LOX), transcript variant 1, mRNA. //-2.60562
25856 NM_002064 // GLRX // glutaredoxin (thioltransferase) // 5q14 // 2745 /// NM_001118890 /GLRX NM_002064 NM_002064 // RefSeq // Homo sapiens glutaredoxin (thioltransferase) (GLRX), transcript -2.60558
32874 NM_002122 // HLA-DQA1 // major histocompatibility complex, class II, DQ alpha 1 // 6p21HLA-DQA1 NM_002122 NM_002122 // RefSeq // Homo sapiens major histocompatibility complex, class II, DQ alph-2.59761
33009 NM_002122 // HLA-DQA1 // major histocompatibility complex, class II, DQ alpha 1 // 6p21HLA-DQA1 NM_002122 NM_002122 // RefSeq // Homo sapiens major histocompatibility complex, class II, DQ alph-2.59761
25524 NM_002449 // MSX2 // msh homeobox 2 // 5q35.2 // 4488 /// ENST00000239243 // MSX2 // msMSX2 NM_002449 NM_002449 // RefSeq // Homo sapiens msh homeobox 2 (MSX2), mRNA. // chr5 // 100 // 95 /-2.59741
31604 NM_001098406 // GAGE12J // G antigen 12J // Xp11.23 // 729396 /// NM_001098412 // GAGE1GAGE12J NM_001098406NM_001098406 // RefSeq // Homo sapiens G antigen 12J (GAGE12J), mRNA. // chrX // 91 // -2.59154
27647 NM_001024465 // SOD2 // superoxide dismutase 2, mitochondrial // 6q25.3 // 6648 /// NM_SOD2 NM_001024465NM_001024465 // RefSeq // Homo sapiens superoxide dismutase 2, mitochondrial (SOD2), nu-2.58102
27569 NM_001143676 // SGK1 // serum/glucocorticoid regulated kinase 1 // 6q23 // 6446 /// NM_SGK1 NM_001143676NM_001143676 // RefSeq // Homo sapiens serum/glucocorticoid regulated kinase 1 (SGK1), -2.57908

862 --- --- --- // --- // pos_control // --- // --- // --- // --- // --- // ----2.57499
26122 NM_003062 // SLIT3 // slit homolog 3 (Drosophila) // 5q35 // 6586 /// AB017169 // SLIT3SLIT3 NM_003062 NM_003062 // RefSeq // Homo sapiens slit homolog 3 (Drosophila) (SLIT3), mRNA. // chr5 -2.57108
25025 NM_004172 // SLC1A3 // solute carrier family 1 (glial high affinity glutamate transportSLC1A3 NM_004172 NM_004172 // RefSeq // Homo sapiens solute carrier family 1 (glial high affinity glutam-2.56728
15720 NM_002903 // RCVRN // recoverin // 17p13.1 // 5957 /// ENST00000226193 // RCVRN // recoRCVRN NM_002903 NM_002903 // RefSeq // Homo sapiens recoverin (RCVRN), mRNA. // chr17 // 100 // 100 // -2.5604
7340 NM_019058 // DDIT4 // DNA-damage-inducible transcript 4 // 10pter-q26.12 // 54541 /// EDDIT4 NM_019058 NM_019058 // RefSeq // Homo sapiens DNA-damage-inducible transcript 4 (DDIT4), mRNA. //-2.55995

28612 NM_001013398 // IGFBP3 // insulin-like growth factor binding protein 3 // 7p13-p12 // 3IGFBP3 NM_001013398NM_001013398 // RefSeq // Homo sapiens insulin-like growth factor binding protein 3 (IG-2.55604
8867 NM_001165 // BIRC3 // baculoviral IAP repeat-containing 3 // 11q22 // 330 /// NM_182962BIRC3 NM_001165 NM_001165 // RefSeq // Homo sapiens baculoviral IAP repeat-containing 3 (BIRC3), transc-2.55157

32904 NM_003897 // IER3 // immediate early response 3 // 6p21.3 // 8870 /// ENST00000259874 /IER3 NM_003897 NM_003897 // RefSeq // Homo sapiens immediate early response 3 (IER3), mRNA. // chr6 //-2.53564
27122 NM_003897 // IER3 // immediate early response 3 // 6p21.3 // 8870 /// ENST00000259874 /IER3 NM_003897 NM_003897 // RefSeq // Homo sapiens immediate early response 3 (IER3), mRNA. // chr6 //-2.51567
33032 NM_003897 // IER3 // immediate early response 3 // 6p21.3 // 8870 /// ENST00000259874 /IER3 NM_003897 NM_003897 // RefSeq // Homo sapiens immediate early response 3 (IER3), mRNA. // chr6 //-2.51567
6335 --- --- ENST00000362840 // ENSEMBL // ncrna:misc_RNA chromosome:GRCh37:1:111307030:111307128:-1-2.51128



11232 NR_003925 // RNU4-1 // RNA, U4 small nuclear 1 // 12q24.31 // 26835RNU4-1 NR_003925 NR_003925 // RefSeq // Homo sapiens RNA, U4 small nuclear 1 (RNU4-1), small nuclear RNA-2.50734
7983 NM_018363 // RNLS // renalase, FAD-dependent amine oxidase // 10q23.31 // 55328 /// NM_RNLS NM_018363 NM_018363 // RefSeq // Homo sapiens renalase, FAD-dependent amine oxidase (RNLS), trans-2.49939
6649 NM_004833 // AIM2 // absent in melanoma 2 // 1q22 // 9447 /// ENST00000368130 // AIM2 /AIM2 NM_004833 NM_004833 // RefSeq // Homo sapiens absent in melanoma 2 (AIM2), mRNA. // chr1 // 100 /-2.47856

21119 NM_002999 // SDC4 // syndecan 4 // 20q12 // 6385 /// ENST00000372733 // SDC4 // syndecaSDC4 NM_002999 NM_002999 // RefSeq // Homo sapiens syndecan 4 (SDC4), mRNA. // chr20 // 100 // 100 // -2.47831
24015 NM_000584 // IL8 // interleukin 8 // 4q13-q21 // 3576 /// ENST00000307407 // IL8 // intIL8 NM_000584 NM_000584 // RefSeq // Homo sapiens interleukin 8 (IL8), mRNA. // chr4 // 100 // 100 //-2.47811
31472 NM_004726 // REPS2 // RALBP1 associated Eps domain containing 2 // Xp22.2 // 9185 /// NREPS2 NM_004726 NM_004726 // RefSeq // Homo sapiens RALBP1 associated Eps domain containing 2 (REPS2), -2.45506
21117 NM_003064 // SLPI // secretory leukocyte peptidase inhibitor // 20q12 // 6590 /// ENST0SLPI NM_003064 NM_003064 // RefSeq // Homo sapiens secretory leukocyte peptidase inhibitor (SLPI), mRN-2.45459
24537 NM_001553 // IGFBP7 // insulin-like growth factor binding protein 7 // 4q12 // 3490 ///IGFBP7 NM_001553 NM_001553 // RefSeq // Homo sapiens insulin-like growth factor binding protein 7 (IGFBP-2.45262
8898 NM_178834 // LAYN // layilin // 11q23.1 // 143903 /// ENST00000375614 // LAYN // layiliLAYN NM_178834 NM_178834 // RefSeq // Homo sapiens layilin (LAYN), mRNA. // chr11 // 100 // 100 // 36 -2.4508

32629 NM_001289 // CLIC2 // chloride intracellular channel 2 // Xq28 // 1193 /// ENST00000369CLIC2 NM_001289 NM_001289 // RefSeq // Homo sapiens chloride intracellular channel 2 (CLIC2), mRNA. // -2.44301
25847 NM_001145678 // C5orf36 // chromosome 5 open reading frame 36 // 5q15 // 285600 /// ENSC5orf36 NM_001145678NM_001145678 // RefSeq // Homo sapiens chromosome 5 open reading frame 36 (C5orf36), tr-2.42478
4980 --- --- ENST00000364829 // ENSEMBL // ncrna:snRNA chromosome:GRCh37:1:144534038:144534199:1 gen-2.41957

31605 NM_001098406 // GAGE12J // G antigen 12J // Xp11.23 // 729396 /// NM_001476 // GAGE6 //GAGE12J NM_001098406NM_001098406 // RefSeq // Homo sapiens G antigen 12J (GAGE12J), mRNA. // chrX // 100 //-2.40301
10335 NM_014903 // NAV3 // neuron navigator 3 // 12q14.3 // 89795 /// ENST00000397909 // NAV3NAV3 NM_014903 NM_014903 // RefSeq // Homo sapiens neuron navigator 3 (NAV3), mRNA. // chr12 // 100 //-2.3959
15320 NM_000212 // ITGB3 // integrin, beta 3 (platelet glycoprotein IIIa, antigen CD61) // 17ITGB3 NM_000212 NM_000212 // RefSeq // Homo sapiens integrin, beta 3 (platelet glycoprotein IIIa, antig-2.38694
18653 NM_012413 // QPCT // glutaminyl-peptide cyclotransferase // 2p22.2 // 25797 /// ENST000QPCT NM_012413 NM_012413 // RefSeq // Homo sapiens glutaminyl-peptide cyclotransferase (QPCT), mRNA. /-2.38664
2093 --- --- --- // --- // pos_control // --- // --- // --- // --- // --- // ----2.3832

27379 NM_004370 // COL12A1 // collagen, type XII, alpha 1 // 6q12-q13 // 1303 /// NM_080645 /COL12A1 NM_004370 NM_004370 // RefSeq // Homo sapiens collagen, type XII, alpha 1 (COL12A1), transcript v-2.37799
7987 NM_003956 // CH25H // cholesterol 25-hydroxylase // 10q23 // 9023 /// ENST00000371852 /CH25H NM_003956 NM_003956 // RefSeq // Homo sapiens cholesterol 25-hydroxylase (CH25H), mRNA. // chr10 -2.36911

29843 NM_005195 // CEBPD // CCAAT/enhancer binding protein (C/EBP), delta // 8p11.2-p11.1 // CEBPD NM_005195 NM_005195 // RefSeq // Homo sapiens CCAAT/enhancer binding protein (C/EBP), delta (CEBP-2.36804
9772 NM_001885 // CRYAB // crystallin, alpha B // 11q22.3-q23.1 // 1410 /// ENST00000227251 CRYAB NM_001885 NM_001885 // RefSeq // Homo sapiens crystallin, alpha B (CRYAB), mRNA. // chr11 // 100 -2.36713

12417 NM_022073 // EGLN3 // egl nine homolog 3 (C. elegans) // 14q13.1 // 112399 /// ENST0000EGLN3 NM_022073 NM_022073 // RefSeq // Homo sapiens egl nine homolog 3 (C. elegans) (EGLN3), mRNA. // c-2.3609
25442 NM_002084 // GPX3 // glutathione peroxidase 3 (plasma) // 5q23 // 2878 /// ENST00000388GPX3 NM_002084 NM_002084 // RefSeq // Homo sapiens glutathione peroxidase 3 (plasma) (GPX3), mRNA. // -2.33032
22281 NM_138712 // PPARG // peroxisome proliferator-activated receptor gamma // 3p25 // 5468 PPARG NM_138712 NM_138712 // RefSeq // Homo sapiens peroxisome proliferator-activated receptor gamma (P-2.32593
29415 NM_015364 // LY96 // lymphocyte antigen 96 // 8q21.11 // 23643 /// NM_001195797 // LY96LY96 NM_015364 NM_015364 // RefSeq // Homo sapiens lymphocyte antigen 96 (LY96), transcript variant 1,-2.3242
31509 NM_182506 // MAGEB10 // melanoma antigen family B, 10 // Xp21.3 // 139422 /// ENST00000MAGEB10 NM_182506 NM_182506 // RefSeq // Homo sapiens melanoma antigen family B, 10 (MAGEB10), mRNA. // c-2.29869
25848 NM_001145678 // C5orf36 // chromosome 5 open reading frame 36 // 5q15 // 285600 /// ENSC5orf36 NM_001145678NM_001145678 // RefSeq // Homo sapiens chromosome 5 open reading frame 36 (C5orf36), tr-2.2923
30799 NM_152629 // GLIS3 // GLIS family zinc finger 3 // 9p24.2 // 169792 /// NM_001042413 //GLIS3 NM_152629 NM_152629 // RefSeq // Homo sapiens GLIS family zinc finger 3 (GLIS3), transcript varia-2.27678
4853 NM_017734 // PALMD // palmdelphin // 1p22-p21 // 54873 /// ENST00000263174 // PALMD // PALMD NM_017734 NM_017734 // RefSeq // Homo sapiens palmdelphin (PALMD), mRNA. // chr1 // 100 // 97 // -2.27351
1663 --- --- --- // --- // pos_control // --- // --- // --- // --- // --- // ----2.24545

17690 --- --- ENST00000516402 // ENSEMBL // ncrna:rRNA chromosome:GRCh37:19:58874805:58874929:1 gene:-2.23488
16590 NM_004163 // RAB27B // RAB27B, member RAS oncogene family // 18q21.2 // 5874 /// ENST00RAB27B NM_004163 NM_004163 // RefSeq // Homo sapiens RAB27B, member RAS oncogene family (RAB27B), mRNA. -2.22753
25030 NM_003999 // OSMR // oncostatin M receptor // 5p13.1 // 9180 /// NM_001168355 // OSMR /OSMR NM_003999 NM_003999 // RefSeq // Homo sapiens oncostatin M receptor (OSMR), transcript variant 1,-2.22746
31606 NM_001098406 // GAGE12J // G antigen 12J // Xp11.23 // 729396 /// NM_001098412 // GAGE1GAGE12J NM_001098406NM_001098406 // RefSeq // Homo sapiens G antigen 12J (GAGE12J), mRNA. // chrX // 100 //-2.2266
27660 NM_004562 // PARK2 // parkinson protein 2, E3 ubiquitin protein ligase (parkin) // 6q25PARK2 NM_004562 NM_004562 // RefSeq // Homo sapiens parkinson protein 2, E3 ubiquitin protein ligase (p-2.223
22686 NM_006810 // PDIA5 // protein disulfide isomerase family A, member 5 // 3q21.1 // 10954PDIA5 NM_006810 NM_006810 // RefSeq // Homo sapiens protein disulfide isomerase family A, member 5 (PDI-2.21886
31373 --- --- --- -2.21771
3577 --- --- --- // --- // pos_control // --- // --- // --- // --- // --- // ----2.21178

32453 NM_017938 // FAM70A // family with sequence similarity 70, member A // Xq24 // 55026 //FAM70A NM_017938 NM_017938 // RefSeq // Homo sapiens family with sequence similarity 70, member A (FAM70-2.19484
31609 NM_001127345 // GAGE12B // G antigen 12B // Xp11.23 // 729428 /// NM_001098408 // GAGE1GAGE12B NM_001127345NM_001127345 // RefSeq // Homo sapiens G antigen 12B (GAGE12B), mRNA. // chrX // 100 //-2.19314
32578 NM_004961 // GABRE // gamma-aminobutyric acid (GABA) A receptor, epsilon // Xq28 // 256GABRE NM_004961 NM_004961 // RefSeq // Homo sapiens gamma-aminobutyric acid (GABA) A receptor, epsilon -2.19228
19430 NM_004591 // CCL20 // chemokine (C-C motif) ligand 20 // 2q33-q37 // 6364 /// NM_001130CCL20 NM_004591 NM_004591 // RefSeq // Homo sapiens chemokine (C-C motif) ligand 20 (CCL20), transcript-2.18776
6245 --- --- ENST00000439531 // ENSEMBL // cdna:pseudogene chromosome:GRCh37:1:89569968:89570450:-1 -2.17591

19917 NM_004418 // DUSP2 // dual specificity phosphatase 2 // 2q11 // 1844 /// ENST0000028894DUSP2 NM_004418 NM_004418 // RefSeq // Homo sapiens dual specificity phosphatase 2 (DUSP2), mRNA. // ch-2.16749
7414 NM_000314 // PTEN // phosphatase and tensin homolog // 10q23.3 // 5728 /// U92436 // PTPTEN NM_000314 NM_000314 // RefSeq // Homo sapiens phosphatase and tensin homolog (PTEN), mRNA. // chr-2.16397

28183 NM_001753 // CAV1 // caveolin 1, caveolae protein, 22kDa // 7q31.1 // 857 /// NM_001172CAV1 NM_001753 NM_001753 // RefSeq // Homo sapiens caveolin 1, caveolae protein, 22kDa (CAV1), transcr-2.15497
30038 NM_001040624 // NCALD // neurocalcin delta // 8q22.2 // 83988 /// NM_001040625 // NCALDNCALD NM_001040624NM_001040624 // RefSeq // Homo sapiens neurocalcin delta (NCALD), transcript variant 1,-2.14698
21512 NM_001136154 // ERG // v-ets erythroblastosis virus E26 oncogene homolog (avian) // 21qERG NM_001136154NM_001136154 // RefSeq // Homo sapiens v-ets erythroblastosis virus E26 oncogene homolo-2.14507
26926 NM_152410 // PACRG // PARK2 co-regulated // 6q26 // 135138 /// NM_001080378 // PACRG //PACRG NM_152410 NM_152410 // RefSeq // Homo sapiens PARK2 co-regulated (PACRG), transcript variant 1, m-2.14155



14958 NM_001251 // CD68 // CD68 molecule // 17p13 // 968 /// NM_001040059 // CD68 // CD68 molCD68 NM_001251 NM_001251 // RefSeq // Homo sapiens CD68 molecule (CD68), transcript variant 1, mRNA. /-2.13938
25157 NM_005242 // F2RL1 // coagulation factor II (thrombin) receptor-like 1 // 5q13 // 2150 F2RL1 NM_005242 NM_005242 // RefSeq // Homo sapiens coagulation factor II (thrombin) receptor-like 1 (F-2.13889
20786 NM_005194 // CEBPB // CCAAT/enhancer binding protein (C/EBP), beta // 20q13.1 // 1051 /CEBPB NM_005194 NM_005194 // RefSeq // Homo sapiens CCAAT/enhancer binding protein (C/EBP), beta (CEBPB-2.1375
6634 NM_012081 // ELL2 // elongation factor, RNA polymerase II, 2 // 5q15 // 22936 /// ENST0ELL2 NM_012081 NM_012081 // RefSeq // Homo sapiens elongation factor, RNA polymerase II, 2 (ELL2), mRN-2.12893
6072 NM_001166292 // PTCH2 // patched 2 // 1p34.1 // 8643 /// ENST00000438067 // PTCH2 // paPTCH2 NM_001166292NM_001166292 // RefSeq // Homo sapiens patched 2 (PTCH2), transcript variant 2, mRNA. /-2.12875

27187 NM_033554 // HLA-DPA1 // major histocompatibility complex, class II, DP alpha 1 // 6p21HLA-DPA1 NM_033554 NM_033554 // RefSeq // Homo sapiens major histocompatibility complex, class II, DP alph-2.12541
32949 NM_033554 // HLA-DPA1 // major histocompatibility complex, class II, DP alpha 1 // 6p21HLA-DPA1 NM_033554 NM_033554 // RefSeq // Homo sapiens major histocompatibility complex, class II, DP alph-2.12541
23383 ENST00000383686 // LOC151760 // hypothetical LOC151760 // 3q13.13 // 151760LOC151760 ENST00000383686ENST00000383686 // ENSEMBL // Putative uncharacterized protein LOC151760 gene:ENSG00000-2.12264
28130 NM_000602 // SERPINE1 // serpin peptidase inhibitor, clade E (nexin, plasminogen activaSERPINE1 NM_000602 NM_000602 // RefSeq // Homo sapiens serpin peptidase inhibitor, clade E (nexin, plasmin-2.11771
9741 NM_033292 // CASP1 // caspase 1, apoptosis-related cysteine peptidase (interleukin 1, bCASP1 NM_033292 NM_033292 // RefSeq // Homo sapiens caspase 1, apoptosis-related cysteine peptidase (in-2.11635
6244 NM_002053 // GBP1 // guanylate binding protein 1, interferon-inducible, 67kDa // 1p22.2GBP1 NM_002053 NM_002053 // RefSeq // Homo sapiens guanylate binding protein 1, interferon-inducible, -2.11575

30694 NM_000050 // ASS1 // argininosuccinate synthase 1 // 9q34.1 // 445 /// NM_054012 // ASSASS1 NM_000050 NM_000050 // RefSeq // Homo sapiens argininosuccinate synthase 1 (ASS1), transcript var-2.11291
18796 NM_000189 // HK2 // hexokinase 2 // 2p13 // 3099 /// ENST00000290573 // HK2 // hexokinaHK2 NM_000189 NM_000189 // RefSeq // Homo sapiens hexokinase 2 (HK2), mRNA. // chr2 // 100 // 100 // -2.10601
7601 NM_002775 // HTRA1 // HtrA serine peptidase 1 // 10q26.3 // 5654 /// ENST00000368984 //HTRA1 NM_002775 NM_002775 // RefSeq // Homo sapiens HtrA serine peptidase 1 (HTRA1), mRNA. // chr10 // -2.10521

23709 NM_198152 // UTS2D // urotensin 2 domain containing // 3q28 // 257313 /// ENST000003405UTS2D NM_198152 NM_198152 // RefSeq // Homo sapiens urotensin 2 domain containing (UTS2D), mRNA. // chr-2.1007
27793 AK056484 // LOC441204 // hypothetical locus LOC441204 // 7p15.2 // 441204LOC441204 AK056484 AK056484 // GenBank // Homo sapiens cDNA FLJ31922 fis, clone NT2RP7005219. // chr7 // 1-2.09868
11155 NM_001142343 // CMKLR1 // chemokine-like receptor 1 // 12q24.1 // 1240 /// NM_004072 //CMKLR1 NM_001142343NM_001142343 // RefSeq // Homo sapiens chemokine-like receptor 1 (CMKLR1), transcript v-2.09797
24018 NM_001511 // CXCL1 // chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating actCXCL1 NM_001511 NM_001511 // RefSeq // Homo sapiens chemokine (C-X-C motif) ligand 1 (melanoma growth s-2.09609
25021 NM_002185 // IL7R // interleukin 7 receptor // 5p13 // 3575 /// ENST00000303115 // IL7RIL7R NM_002185 NM_002185 // RefSeq // Homo sapiens interleukin 7 receptor (IL7R), mRNA. // chr5 // 100-2.09425
9680 NM_001814 // CTSC // cathepsin C // 11q14.2 // 1075 /// NM_148170 // CTSC // cathepsin CTSC NM_001814 NM_001814 // RefSeq // Homo sapiens cathepsin C (CTSC), transcript variant 1, mRNA. // -2.09003

25730 NM_001017992 // ACTBL2 // actin, beta-like 2 // 5q11.2 // 345651 /// ENST00000423391 //ACTBL2 NM_001017992NM_001017992 // RefSeq // Homo sapiens actin, beta-like 2 (ACTBL2), mRNA. // chr5 // 10-2.08932
17034 NM_000201 // ICAM1 // intercellular adhesion molecule 1 // 19p13.3-p13.2 // 3383 /// ENICAM1 NM_000201 NM_000201 // RefSeq // Homo sapiens intercellular adhesion molecule 1 (ICAM1), mRNA. //-2.08913
23991 NM_152997 // C4orf7 // chromosome 4 open reading frame 7 // 4q13|4q13 // 260436 /// ENSC4orf7 NM_152997 NM_152997 // RefSeq // Homo sapiens chromosome 4 open reading frame 7 (C4orf7), mRNA. /-2.07809
4862 NM_001078 // VCAM1 // vascular cell adhesion molecule 1 // 1p32-p31 // 7412 /// NM_0806VCAM1 NM_001078 NM_001078 // RefSeq // Homo sapiens vascular cell adhesion molecule 1 (VCAM1), transcri-2.07695

27762 NM_001621 // AHR // aryl hydrocarbon receptor // 7p15 // 196 /// ENST00000242057 // AHRAHR NM_001621 NM_001621 // RefSeq // Homo sapiens aryl hydrocarbon receptor (AHR), mRNA. // chr7 // 1-2.07074
22244 NM_003670 // BHLHE40 // basic helix-loop-helix family, member e40 // 3p26 // 8553 /// EBHLHE40 NM_003670 NM_003670 // RefSeq // Homo sapiens basic helix-loop-helix family, member e40 (BHLHE40)-2.06983
32873 NM_019111 // HLA-DRA // major histocompatibility complex, class II, DR alpha // 6p21.3 HLA-DRA NM_019111 NM_019111 // RefSeq // Homo sapiens major histocompatibility complex, class II, DR alph-2.06242
18956 NM_001056 // SULT1C2 // sulfotransferase family, cytosolic, 1C, member 2 // 2q12.3 // 6SULT1C2 NM_001056 NM_001056 // RefSeq // Homo sapiens sulfotransferase family, cytosolic, 1C, member 2 (S-2.05394
12886 NM_013372 // GREM1 // gremlin 1 // 15q13.3 // 26585 /// NM_001191323 // GREM1 // gremliGREM1 NM_013372 NM_013372 // RefSeq // Homo sapiens gremlin 1 (GREM1), transcript variant 1, mRNA. // c-2.04928
5196 --- --- ENST00000410620 // ENSEMBL // ncrna:rRNA chromosome:GRCh37:1:159148263:159148349:1 gene-2.04379

25279 NM_005460 // SNCAIP // synuclein, alpha interacting protein // 5q23.2 // 9627 /// ENST0SNCAIP NM_005460 NM_005460 // RefSeq // Homo sapiens synuclein, alpha interacting protein (SNCAIP), mRNA-2.0395
19418 NM_152386 // SGPP2 // sphingosine-1-phosphate phosphatase 2 // 2q36.1 // 130367 /// ENSSGPP2 NM_152386 NM_152386 // RefSeq // Homo sapiens sphingosine-1-phosphate phosphatase 2 (SGPP2), mRNA-2.03225
24242 NM_015271 // TRIM2 // tripartite motif-containing 2 // 4q31.3 // 23321 /// NM_001130067TRIM2 NM_015271 NM_015271 // RefSeq // Homo sapiens tripartite motif-containing 2 (TRIM2), transcript v-2.02962
19250 NM_016315 // GULP1 // GULP, engulfment adaptor PTB domain containing 1 // 2q32.3-q33 //GULP1 NM_016315 NM_016315 // RefSeq // Homo sapiens GULP, engulfment adaptor PTB domain containing 1 (G-2.0264
23602 NM_001168214 // LOC401097 // hypothetical protein LOC401097 // 3q25.33 // 401097 /// ENLOC401097 NM_001168214NM_001168214 // RefSeq // Homo sapiens hypothetical protein LOC401097 (LOC401097), mRNA-2.02578
25067 NM_139017 // IL31RA // interleukin 31 receptor A // 5q11.2 // 133396 /// ENST0000044734IL31RA NM_139017 NM_139017 // RefSeq // Homo sapiens interleukin 31 receptor A (IL31RA), mRNA. // chr5 /-2.02352
30890 NR_023917 // PTENP1 // phosphatase and tensin homolog pseudogene 1 // 9p21 // 11191 ///PTENP1 NR_023917 NR_023917 // RefSeq // Homo sapiens phosphatase and tensin homolog pseudogene 1 (PTENP1-2.0162
26956 NM_030666 // SERPINB1 // serpin peptidase inhibitor, clade B (ovalbumin), member 1 // 6SERPINB1 NM_030666 NM_030666 // RefSeq // Homo sapiens serpin peptidase inhibitor, clade B (ovalbumin), me-2.01253
6334 NM_002232 // KCNA3 // potassium voltage-gated channel, shaker-related subfamily, memberKCNA3 NM_002232 NM_002232 // RefSeq // Homo sapiens potassium voltage-gated channel, shaker-related sub-2.01081

10767 NM_030762 // BHLHE41 // basic helix-loop-helix family, member e41 // 12p12.1 // 79365 /BHLHE41 NM_030762 NM_030762 // RefSeq // Homo sapiens basic helix-loop-helix family, member e41 (BHLHE41)-2.01014
7420 NM_020799 // STAMBPL1 // STAM binding protein-like 1 // 10q23.31 // 57559 /// ENST00000STAMBPL1 NM_020799 NM_020799 // RefSeq // Homo sapiens STAM binding protein-like 1 (STAMBPL1), mRNA. // ch-2.00837
6249 NM_052941 // GBP4 // guanylate binding protein 4 // 1p22.2 // 115361 /// ENST0000035575GBP4 NM_052941 NM_052941 // RefSeq // Homo sapiens guanylate binding protein 4 (GBP4), mRNA. // chr1 /-2.00505
7712 NM_001081 // CUBN // cubilin (intrinsic factor-cobalamin receptor) // 10p12.31 // 8029 CUBN NM_001081 NM_001081 // RefSeq // Homo sapiens cubilin (intrinsic factor-cobalamin receptor) (CUBN-2.0019

30567 NM_003358 // UGCG // UDP-glucose ceramide glucosyltransferase // 9q31 // 7357 /// ENST0UGCG NM_003358 NM_003358 // RefSeq // Homo sapiens UDP-glucose ceramide glucosyltransferase (UGCG), mR-2.00011
12857 --- --- ENST00000384701 // ENSEMBL // ncrna:snoRNA chromosome:GRCh37:15:30404401:30404533:1 gen2.00953
6478 NM_003528 // HIST2H2BE // histone cluster 2, H2be // 1q21.2 // 8349 /// ENST00000369155HIST2H2BE NM_003528 NM_003528 // RefSeq // Homo sapiens histone cluster 2, H2be (HIST2H2BE), mRNA. // chr1 2.01844
705 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.02261
657 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.02576

17805 NM_006087 // TUBB4 // tubulin, beta 4 // 19p13.3 // 10382 /// ENST00000264071 // TUBB4 TUBB4 NM_006087 NM_006087 // RefSeq // Homo sapiens tubulin, beta 4 (TUBB4), mRNA. // chr19 // 100 // 12.02616



3125 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.02673
30452 --- --- ENST00000365653 // ENSEMBL // ncrna:misc_RNA chromosome:GRCh37:9:86607847:86607948:1 ge2.0437
5376 NM_000186 // CFH // complement factor H // 1q32 // 3075 /// NM_001014975 // CFH // compCFH NM_000186 NM_000186 // RefSeq // Homo sapiens complement factor H (CFH), transcript variant 1, mR2.0462
8164 NM_001005463 // EBF3 // early B-cell factor 3 // 10q26.3 // 253738 /// ENST00000368648 EBF3 NM_001005463NM_001005463 // RefSeq // Homo sapiens early B-cell factor 3 (EBF3), mRNA. // chr10 // 2.05199
1288 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.05503

27750 NM_138426 // GLCCI1 // glucocorticoid induced transcript 1 // 7p21.3 // 113263 /// ENSTGLCCI1 NM_138426 NM_138426 // RefSeq // Homo sapiens glucocorticoid induced transcript 1 (GLCCI1), mRNA.2.05669
948 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.06121

18600 NM_020134 // DPYSL5 // dihydropyrimidinase-like 5 // 2p23.3 // 56896 /// ENST0000028869DPYSL5 NM_020134 NM_020134 // RefSeq // Homo sapiens dihydropyrimidinase-like 5 (DPYSL5), mRNA. // chr2 2.06395
644 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.08453

30996 NR_002836 // PGM5P2 // phosphoglucomutase 5 pseudogene 2 // 9q12 // 595135 /// NM_02196PGM5P2 NR_002836 NR_002836 // RefSeq // Homo sapiens phosphoglucomutase 5 pseudogene 2 (PGM5P2), non-cod2.0853
30995 NR_002836 // PGM5P2 // phosphoglucomutase 5 pseudogene 2 // 9q12 // 595135 /// NM_02196PGM5P2 NR_002836 NR_002836 // RefSeq // Homo sapiens phosphoglucomutase 5 pseudogene 2 (PGM5P2), non-cod2.10178
16712 NM_001137671 // POTEC // POTE ankyrin domain family, member C // 18p11.21 // 388468 ///POTEC NM_001137671NM_001137671 // RefSeq // Homo sapiens POTE ankyrin domain family, member C (POTEC), mR2.10506
22304 NM_054110 // GALNTL2 // UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosGALNTL2 NM_054110 NM_054110 // RefSeq // Homo sapiens UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-ac2.11445
22918 NM_004443 // EPHB3 // EPH receptor B3 // 3q21-qter // 2049 /// ENST00000330394 // EPHB3EPHB3 NM_004443 NM_004443 // RefSeq // Homo sapiens EPH receptor B3 (EPHB3), mRNA. // chr3 // 100 // 102.11716
29760 NM_022659 // EBF2 // early B-cell factor 2 // 8p21.2 // 64641 /// AK304372 // EBF2 // eEBF2 NM_022659 NM_022659 // RefSeq // Homo sapiens early B-cell factor 2 (EBF2), mRNA. // chr8 // 100 2.12753
2301 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.12866

20418 NM_152527 // SLC16A14 // solute carrier family 16, member 14 (monocarboxylic acid transSLC16A14 NM_152527 NM_152527 // RefSeq // Homo sapiens solute carrier family 16, member 14 (monocarboxylic2.14684
14021 NM_013292 // MYLPF // myosin light chain, phosphorylatable, fast skeletal muscle // 16pMYLPF NM_013292 NM_013292 // RefSeq // Homo sapiens myosin light chain, phosphorylatable, fast skeletal2.14949
13711 NM_020211 // RGMA // RGM domain family, member A // 15q26.1 // 56963 /// NM_001166286 /RGMA NM_020211 NM_020211 // RefSeq // Homo sapiens RGM domain family, member A (RGMA), transcript vari2.15345
22749 NM_004441 // EPHB1 // EPH receptor B1 // 3q21-q23 // 2047 /// ENST00000398015 // EPHB1 EPHB1 NM_004441 NM_004441 // RefSeq // Homo sapiens EPH receptor B1 (EPHB1), mRNA. // chr3 // 100 // 102.16958
32084 NM_001001995 // GPM6B // glycoprotein M6B // Xp22.2 // 2824 /// NM_001001996 // GPM6B /GPM6B NM_001001995NM_001001995 // RefSeq // Homo sapiens glycoprotein M6B (GPM6B), transcript variant 1, 2.17075
2463 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.17261
6198 NM_173808 // NEGR1 // neuronal growth regulator 1 // 1p31.1 // 257194 /// ENST000003577NEGR1 NM_173808 NM_173808 // RefSeq // Homo sapiens neuronal growth regulator 1 (NEGR1), mRNA. // chr1 2.17948
2094 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.17986

10336 NM_005639 // SYT1 // synaptotagmin I // 12cen-q21 // 6857 /// NM_001135805 // SYT1 // sSYT1 NM_005639 NM_005639 // RefSeq // Homo sapiens synaptotagmin I (SYT1), transcript variant 1, mRNA.2.19343
11001 NM_153377 // LRIG3 // leucine-rich repeats and immunoglobulin-like domains 3 // 12q14.1LRIG3 NM_153377 NM_153377 // RefSeq // Homo sapiens leucine-rich repeats and immunoglobulin-like domain2.1953
17343 NM_016941 // DLL3 // delta-like 3 (Drosophila) // 19q13 // 10683 /// NM_203486 // DLL3 DLL3 NM_016941 NM_016941 // RefSeq // Homo sapiens delta-like 3 (Drosophila) (DLL3), transcript varian2.19592
2618 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.22017

28770 NM_024636 // STEAP4 // STEAP family member 4 // 7q21.12 // 79689 /// ENST00000380079 //STEAP4 NM_024636 NM_024636 // RefSeq // Homo sapiens STEAP family member 4 (STEAP4), mRNA. // chr7 // 102.22431
3386 --- --- --- // --- // pos_control // --- // --- // --- // --- // --- // ---2.23566

20048 NM_001083538 // POTEE // POTE ankyrin domain family, member E // 2q21.1 // 445582 /// NPOTEE NM_001083538NM_001083538 // RefSeq // Homo sapiens POTE ankyrin domain family, member E (POTEE), mR2.24247
20344 --- --- ENST00000490401 // ENSEMBL // ncrna_pseudogene:Mt_tRNA_pseudogene chromosome:GRCh37:2:22.26906
1581 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.27885

21905 NM_001145442 // POTEM // POTE ankyrin domain family, member M // 14q11.2 // 641455 /// POTEM NM_001145442NM_001145442 // RefSeq // Homo sapiens POTE ankyrin domain family, member M (POTEM), mR2.28876
11843 NM_001145442 // POTEM // POTE ankyrin domain family, member M // 14q11.2 // 641455 /// POTEM NM_001145442NM_001145442 // RefSeq // Homo sapiens POTE ankyrin domain family, member M (POTEM), mR2.28985
6260 NM_003243 // TGFBR3 // transforming growth factor, beta receptor III // 1p33-p32 // 704TGFBR3 NM_003243 NM_003243 // RefSeq // Homo sapiens transforming growth factor, beta receptor III (TGFB2.30542

12311 NR_027480 // POTEG // POTE ankyrin domain family, member G // 14q11.2 // 404785 /// NM_POTEG NR_027480 NR_027480 // RefSeq // Homo sapiens POTE ankyrin domain family, member G (POTEG), trans2.36073
19074 NM_001083538 // POTEE // POTE ankyrin domain family, member E // 2q21.1 // 445582 /// NPOTEE NM_001083538NM_001083538 // RefSeq // Homo sapiens POTE ankyrin domain family, member E (POTEE), mR2.36184
1140 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.36898

20035 NM_001099771 // POTEF // POTE ankyrin domain family, member F // 2q21.1 // 728378 /// NPOTEF NM_001099771NM_001099771 // RefSeq // Homo sapiens POTE ankyrin domain family, member F (POTEF), mR2.42653
1374 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.43847

30453 NM_006180 // NTRK2 // neurotrophic tyrosine kinase, receptor, type 2 // 9q22.1 // 4915 NTRK2 NM_006180 NM_006180 // RefSeq // Homo sapiens neurotrophic tyrosine kinase, receptor, type 2 (NTR2.44057
6768 NM_004673 // ANGPTL1 // angiopoietin-like 1 // 1q25.2 // 9068 /// ENST00000234816 // ANANGPTL1 NM_004673 NM_004673 // RefSeq // Homo sapiens angiopoietin-like 1 (ANGPTL1), mRNA. // chr1 // 1002.44268
6113 NM_002867 // RAB3B // RAB3B, member RAS oncogene family // 1p32-p31 // 5865 /// ENST000RAB3B NM_002867 NM_002867 // RefSeq // Homo sapiens RAB3B, member RAS oncogene family (RAB3B), mRNA. //2.45073

24390 NM_001313 // CRMP1 // collapsin response mediator protein 1 // 4p16.1 // 1400 /// NM_00CRMP1 NM_001313 NM_001313 // RefSeq // Homo sapiens collapsin response mediator protein 1 (CRMP1), tran2.51031
29398 NM_024870 // PREX2 // phosphatidylinositol-3,4,5-trisphosphate-dependent Rac exchange fPREX2 NM_024870 NM_024870 // RefSeq // Homo sapiens phosphatidylinositol-3,4,5-trisphosphate-dependent 2.54672
20830 NM_207032 // EDN3 // endothelin 3 // 20q13.2-q13.3 // 1908 /// NM_207034 // EDN3 // endEDN3 NM_207032 NM_207032 // RefSeq // Homo sapiens endothelin 3 (EDN3), transcript variant 2, mRNA. //2.55095
31846 NM_002578 // PAK3 // p21 protein (Cdc42/Rac)-activated kinase 3 // Xq23 // 5063 /// NM_PAK3 NM_002578 NM_002578 // RefSeq // Homo sapiens p21 protein (Cdc42/Rac)-activated kinase 3 (PAK3), 2.61359
24188 NM_032961 // PCDH10 // protocadherin 10 // 4q28.3 // 57575 /// NM_020815 // PCDH10 // pPCDH10 NM_032961 NM_032961 // RefSeq // Homo sapiens protocadherin 10 (PCDH10), transcript variant 1, mR2.62432



16839 NM_005912 // MC4R // melanocortin 4 receptor // 18q22 // 4160 /// ENST00000299766 // MCMC4R NM_005912 NM_005912 // RefSeq // Homo sapiens melanocortin 4 receptor (MC4R), mRNA. // chr18 // 12.6617
999 --- --- --- // --- // neg_control // --- // --- // --- // --- // --- // ---2.67677

20419 --- --- ENST00000362530 // ENSEMBL // ncrna:misc_RNA chromosome:GRCh37:2:230922945:230923040:-12.70626
27786 NM_000905 // NPY // neuropeptide Y // 7p15.1 // 4852 /// ENST00000242152 // NPY // neurNPY NM_000905 NM_000905 // RefSeq // Homo sapiens neuropeptide Y (NPY), mRNA. // chr7 // 100 // 100 /2.75451
27829 NM_030636 // EEPD1 // endonuclease/exonuclease/phosphatase family domain containing 1 /EEPD1 NM_030636 NM_030636 // RefSeq // Homo sapiens endonuclease/exonuclease/phosphatase family domain 2.81967
8110 NM_005264 // GFRA1 // GDNF family receptor alpha 1 // 10q26.11 // 2674 /// NM_001145453GFRA1 NM_005264 NM_005264 // RefSeq // Homo sapiens GDNF family receptor alpha 1 (GFRA1), transcript va3.01386

24440 NM_018176 // LGI2 // leucine-rich repeat LGI family, member 2 // 4p15.2 // 55203 /// ENLGI2 NM_018176 NM_018176 // RefSeq // Homo sapiens leucine-rich repeat LGI family, member 2 (LGI2), mR3.06241
6375 NM_001232 // CASQ2 // calsequestrin 2 (cardiac muscle) // 1p13.3-p11 // 845 /// ENST000CASQ2 NM_001232 NM_001232 // RefSeq // Homo sapiens calsequestrin 2 (cardiac muscle) (CASQ2), nuclear g3.18184

24889 NM_000860 // HPGD // hydroxyprostaglandin dehydrogenase 15-(NAD) // 4q34-q35 // 3248 //HPGD NM_000860 NM_000860 // RefSeq // Homo sapiens hydroxyprostaglandin dehydrogenase 15-(NAD) (HPGD),3.19854
10817 NM_006159 // NELL2 // NEL-like 2 (chicken) // 12q12 // 4753 /// NM_001145108 // NELL2 /NELL2 NM_006159 NM_006159 // RefSeq // Homo sapiens NEL-like 2 (chicken) (NELL2), transcript variant 2,3.36861
12749 --- --- ENST00000438898 // ENSEMBL // cdna:pseudogene chromosome:GRCh37:15:22332586:22333195:1 3.42394
14233 NM_001740 // CALB2 // calbindin 2 // 16q22.2 // 794 /// NR_027910 // CALB2 // calbindinCALB2 NM_001740 NM_001740 // RefSeq // Homo sapiens calbindin 2 (CALB2), transcript variant CALB2, mRNA3.47981
16860 NM_182511 // CBLN2 // cerebellin 2 precursor // 18q22.3 // 147381 /// ENST00000269503 /CBLN2 NM_182511 NM_182511 // RefSeq // Homo sapiens cerebellin 2 precursor (CBLN2), mRNA. // chr18 // 13.60537
20800 NM_018431 // DOK5 // docking protein 5 // 20q13.2 // 55816 /// ENST00000262593 // DOK5 DOK5 NM_018431 NM_018431 // RefSeq // Homo sapiens docking protein 5 (DOK5), mRNA. // chr20 // 100 // 3.65648
29476 NM_001142462 // OSR2 // odd-skipped related 2 (Drosophila) // 8q22.2 // 116039 /// NM_0OSR2 NM_001142462NM_001142462 // RefSeq // Homo sapiens odd-skipped related 2 (Drosophila) (OSR2), trans3.77934
13359 NM_005159 // ACTC1 // actin, alpha, cardiac muscle 1 // 15q11-q14 // 70 /// ENST0000029ACTC1 NM_005159 NM_005159 // RefSeq // Homo sapiens actin, alpha, cardiac muscle 1 (ACTC1), mRNA. // ch3.92298
7164 NM_032812 // PLXDC2 // plexin domain containing 2 // 10p12.31 // 84898 /// ENST00000377PLXDC2 NM_032812 NM_032812 // RefSeq // Homo sapiens plexin domain containing 2 (PLXDC2), mRNA. // chr104.13583

20340 NM_079420 // MYL1 // myosin, light chain 1, alkali; skeletal, fast // 2q33-q34 // 4632 MYL1 NM_079420 NM_079420 // RefSeq // Homo sapiens myosin, light chain 1, alkali; skeletal, fast (MYL14.2751
10725 NM_000834 // GRIN2B // glutamate receptor, ionotropic, N-methyl D-aspartate 2B // 12p12GRIN2B NM_000834 NM_000834 // RefSeq // Homo sapiens glutamate receptor, ionotropic, N-methyl D-aspartat4.9206
20342 NM_005235 // ERBB4 // v-erb-a erythroblastic leukemia viral oncogene homolog 4 (avian) ERBB4 NM_005235 NM_005235 // RefSeq // Homo sapiens v-erb-a erythroblastic leukemia viral oncogene homo5.81068
10410 NM_004316 // ASCL1 // achaete-scute complex homolog 1 (Drosophila) // 12q23.2 // 429 //ASCL1 NM_004316 NM_004316 // RefSeq // Homo sapiens achaete-scute complex homolog 1 (Drosophila) (ASCL16.1049
12231 NM_003836 // DLK1 // delta-like 1 homolog (Drosophila) // 14q32 // 8788 /// ENST0000034DLK1 NM_003836 NM_003836 // RefSeq // Homo sapiens delta-like 1 homolog (Drosophila) (DLK1), mRNA. // 8.06174



Supplementary Table 2: Dysregulated transcripts in higher vs. lower 
self-renewing MB tumorspheres associated with cellular movement

Fold change (higher self-renewing
vs. lower self-renewing)

C3 -9.80151
C7 -9.66509
THBS2 -5.97582
POSTN -5.4787
SCG2 -4.7138
PTGER2 -4.41451
CCKAR -4.34636
CFB -3.92304
IL1A -3.81093
AREG/AREGB -3.7682
SRPX2 -3.60736
EDNRA -3.52587
SERPINA1 -3.35763
CXCL10 -3.24973
FLT1 -3.22188
SEMA5A -3.1147
PTGS2 -3.09565
AZGP1 -3.06778
IL6 -3.00383
TNFRSF9 -2.99803
TIMP4 -2.89017
DARC -2.8682
TNC -2.83723
SEMA3C -2.8071
TNFSF10 -2.75845
SERPINE2 -2.73819
EFNB2 -2.69877
PRLR -2.68346
FABP7 -2.66926
LOX -2.60562
GLRX -2.60558
MSX2 -2.59741
SOD2 -2.58102
SLIT3 -2.57108
SLC1A3 -2.56728
IGFBP3 -2.55604
SDC4 -2.47831
IL8 -2.47811
REPS2 -2.45506
SLPI -2.45459
ITGB3 -2.38694
QPCT -2.38664
CRYAB -2.36713
EGLN3 -2.3609

Molecule Name



PPARG -2.32593
LY96 -2.3242
OSMR -2.22746
PARK2 -2.223
CCL20 -2.18776
PTEN -2.16397
CAV1 -2.15497
ERG -2.14507
F2RL1 -2.13889
SERPINE1 -2.11771
CASP1 -2.11635
HTRA1 -2.10521
CMKLR1 -2.09797
CXCL1 -2.09609
CTSC -2.09003
ICAM1 -2.08913
VCAM1 -2.07695
AHR -2.07074
BHLHE40 -2.06983
GREM1 -2.04928
SERPINB1 -2.01253
KCNA3 -2.01081
CFH 2.0462
EBF3 2.05199
EPHB3 2.11716
EBF2 2.12753
EPHB1 2.16958
TGFBR3 2.30542
NTRK2 2.44057
ANGPTL1 2.44268
CRMP1 2.51031
EDN3 2.55095
PAK3 2.61359
PCDH10 2.62432
MC4R 2.6617
NPY 2.75451
GFRA1 3.01386
ERBB4 5.81068
ASCL1 6.1049



Supplementary Table 3: Predicted activation states of 
dysregulated cell movement transcripts in higher vs. lower 
self-renewing MB tumorspheres.

© 2000-2012 Ingenuity Systems, Inc. All rights reserved.
Category Functions Annotation p-Value Predicted Activation StateActivation z-score
Cellular Movementmigration of cells 1.17E-22 Decreased -3.730
Cellular Movementcell movement 1.05E-21 Decreased -3.443
Cellular Movementhoming 2.24E-15 Decreased -2.425
Cellular Movementrecruitment of cells 3.95E-15 Decreased -2.917
Cellular Movementhoming of cells 5.18E-15 Decreased -2.425
Cellular Movementcell movement of myeloid cells 1.61E-14 Decreased -3.551
Cellular Movementchemotaxis 1.88E-14 Decreased -2.272
Cellular Movementrecruitment of leukocytes 1.91E-14 Decreased -2.823
Cellular Movementchemotaxis of cells 3.69E-14 Decreased -2.272
Cellular Movementrecruitment of phagocytes 8.02E-14 Decreased -2.668
Cellular Movementrecruitment of granulocytes 1.04E-13 Decreased -2.416
Cellular Movementcell movement of phagocytes 1.61E-13 Decreased -3.184
Cellular Movementrecruitment of neutrophils 3.61E-13 Decreased -2.229
Cellular Movementcell movement of granulocytes 2.71E-12 Decreased -3.772
Cellular Movementcell movement of neutrophils 4.31E-12 Decreased -3.689
Cellular Movementleukocyte migration 5.56E-12 Decreased -3.853
Cellular Movementinvasion of cells 1.26E-11  -0.987
Cellular Movementmigration of endothelial cells 4.00E-11 Decreased -3.414
Cellular Movementchemotaxis of leukocytes 7.63E-11 Decreased -2.757
Cellular Movementcell movement of leukocytes 1.16E-10 Decreased -3.099
Cellular Movementcell movement of tumor cell lines1.63E-10 Decreased -2.277
Cellular Movementchemotaxis of myeloid cells 3.23E-10 Decreased -3.086
Cellular Movementchemotaxis of phagocytes 5.46E-10 Decreased -3.115
Cellular Movementmigration of phagocytes 5.98E-10  -1.749
Cellular Movementinfiltration 2.12E-09  -1.919
Cellular Movementmigration of tumor cell lines 3.43E-09 Decreased -2.497
Cellular Movementinfiltration of cells 8.84E-09  -1.919
Cellular Movementcell movement of antigen presenting cells1.28E-08  -1.055
Cellular Movementinfiltration of leukocytes 1.63E-08 Decreased -2.203
Cellular Movementcell movement of macrophages 2.02E-08  -0.693
Cellular Movementtransmigration of granulocytes 4.67E-08  -0.964
Cellular Movementmigration of mononuclear leukocytes4.70E-08  -1.880
Cellular Movementchemotaxis of granulocytes 6.59E-08 Decreased -2.486
Cellular Movementmigration of granulocytes 1.04E-07  -1.679
Cellular Movementtransmigration of neutrophils 1.74E-07  -1.334
Cellular Movementcell movement of mononuclear leukocytes2.68E-07 Decreased -2.218
Cellular Movementinvasion of epithelial cell lines 2.76E-07 Decreased -2.395
Cellular Movementmigration of neutrophils 3.63E-07  -1.870
Cellular Movementinfiltration of myeloid cells 3.89E-07 Decreased -2.703
Cellular Movementinfiltration by neutrophils 4.11E-07 Decreased -2.777
Cellular Movementcell movement of epithelial cell lines5.50E-07 Decreased -2.008
Cellular Movementmigration of dermal cells 1.27E-06  -1.195
Cellular Movementinvasion of tumor cell lines 1.49E-06  -1.450



Cellular Movementinfiltration of granulocytes 1.73E-06 Decreased -2.970
Cellular Movementrecruitment of monocytes 2.50E-06   
Cellular Movementchemotaxis of neutrophils 2.81E-06 Decreased -2.369
Cellular MovementT cell migration 2.89E-06  -1.857
Cellular Movementtransmigration of cells 2.91E-06  -0.446
Cellular Movementcell movement of T lymphocytes 3.18E-06  -1.644
Cellular Movementcell movement of monocytes 3.58E-06  -1.675
Cellular Movementtransmigration of phagocytes 4.43E-06  -0.840
Cellular Movementmigration of monocytes 5.34E-06  -0.600
Cellular Movementtransmigration of leukocytes 6.87E-06  -0.652
Cellular MovementLymphocyte migration 7.29E-06 Decreased -2.067
Cellular Movementinfiltration by macrophages 1.05E-05  -0.488
Cellular Movementchemoattraction of cells 1.09E-05  -1.727
Cellular Movementcell movement of kidney cell lines1.21E-05  -1.238
Cellular Movementrecruitment of mononuclear leukocytes1.37E-05  -1.849
Cellular Movementcell movement of lymphocytes 1.51E-05 Decreased -2.421
Cellular Movementmigration of antigen presenting cells1.67E-05  -0.880
Cellular Movementmovement of vascular endothelial cells1.68E-05  -1.845
Cellular Movementmigration of embryonic cells 2.16E-05  -0.640
Cellular Movementmigration of vascular smooth muscle cells3.07E-05 Decreased -2.433
Cellular Movementmigration of neural crest cells 3.18E-05  0.000
Cellular Movementmobilization of hematopoietic progenitor cells3.88E-05  -1.410
Cellular Movementchemotaxis of eosinophils 4.51E-05  -1.481
Cellular Movementchemotaxis of antigen presenting cells4.62E-05  -1.471
Cellular Movementinfiltration by mononuclear leukocytes5.15E-05  -0.966
Cellular Movementchemoattraction of phagocytes 5.21E-05 Decreased -2.164
Cellular Movementrecruitment of T lymphocytes 5.39E-05  -1.206
Cellular Movementcell movement of colon cancer cell lines5.44E-05 Decreased -2.619
Cellular Movementinfiltration by lymphocytes 6.37E-05  -1.226
Cellular Movementmigration of epithelial cell lines 7.22E-05  -1.969
Cellular Movementcell movement of brain cancer cell lines7.36E-05  -0.592
Cellular Movementcell movement of embryonic cell lines7.36E-05  -1.408
Cellular Movementmigration of colon cancer cell lines7.93E-05 Decreased -2.425
Cellular Movementcell movement of muscle cells 8.25E-05  -1.866
Cellular Movementinvasion of prostate cancer cell lines8.70E-05  0.128
Cellular Movementmigration of keratinocytes 9.52E-05  -1.387
Cellular Movementmigration of vascular endothelial cells9.68E-05  -1.561
Cellular Movementrecruitment of connective tissue cells1.15E-04  -1.258
Cellular Movementrecruitment of inflammatory leukocytes1.15E-04   



Molecules # Molecules
AHR,ANGPTL1,AREG/AREGB,ASCL1,BHLHE40,C3,CASP1,CAV1,CCKAR,CCL20,CFB,CFH,CMKLR1,CRMP1,CRYAB,CTSC,CXCL1,CXCL10,DARC,EBF2,EBF3,EDN3,EDNRA,EFNB2,EGLN3,EPHB1,EPHB3,ERBB4,ERG,F2RL1,FABP7,FLT1,GFRA1,GLRX,GREM1,ICAM1,IGFBP3,IL1A,IL6,IL8,ITGB3,KCNA3,LOX,LY96 (includes EG:17087),MC4R,MSX2,NPY,NTRK2,OSMR,PAK3,PARK2,POSTN,PPARG,PRLR,PTEN,PTGS2,QPCT,REPS2,SCG2,SDC4,SEMA3C,SEMA5A,SERPINA1,SERPINB1,SERPINE1,SERPINE2,SLC1A3,SLIT3,SLPI,SOD2,SRPX2,THBS2,TNC (includes EG:116640),TNFRSF9,TNFSF10,VCAM176
AHR,ANGPTL1,AREG/AREGB,ASCL1,BHLHE40,C3,CASP1,CAV1,CCKAR,CCL20,CFB,CFH,CMKLR1,CRMP1,CRYAB,CTSC,CXCL1,CXCL10,DARC,EBF2,EBF3,EDN3,EDNRA,EFNB2,EGLN3,EPHB1,EPHB3,ERBB4,ERG,F2RL1,FABP7,FLT1,GFRA1,GLRX,GREM1,HTRA1,ICAM1,IGFBP3,IL1A,IL6,IL8,ITGB3,KCNA3,LOX,LY96 (includes EG:17087),MC4R,MSX2,NPY,NTRK2,OSMR,PAK3,PARK2,PCDH10,POSTN,PPARG,PRLR,PTEN,PTGS2,QPCT,REPS2,SCG2,SDC4,SEMA3C,SEMA5A,SERPINA1,SERPINB1,SERPINE1,SERPINE2,SLC1A3,SLIT3,SLPI,SOD2,SRPX2,TGFBR3,THBS2,TNC (includes EG:116640),TNFRSF9,TNFSF10,VCAM179
C3,CASP1,CAV1,CCL20,CMKLR1,CXCL1,CXCL10,DARC,EDN3,EDNRA,EFNB2,EPHB1,ERBB4,F2RL1,FLT1,GFRA1,GREM1,ICAM1,IGFBP3,IL1A,IL6,IL8,ITGB3,LOX,NPY,PPARG,PTEN,PTGS2,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS2,VCAM135
AHR,C3,CASP1,CAV1,CCL20,CMKLR1,CTSC,CXCL1,CXCL10,DARC,EFNB2,F2RL1,FLT1,ICAM1,IL1A,IL6,IL8,LY96 (includes EG:17087),PPARG,PTEN,PTGS2,SERPINE1,SLPI,THBS2,TNC (includes EG:116640),TNFRSF9,VCAM127
C3,CASP1,CAV1,CCL20,CMKLR1,CXCL1,CXCL10,DARC,EDN3,EDNRA,EPHB1,ERBB4,F2RL1,FLT1,GFRA1,GREM1,ICAM1,IGFBP3,IL1A,IL6,IL8,ITGB3,LOX,NPY,PPARG,PTEN,PTGS2,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS2,VCAM134
C3,CASP1,CCL20,CFB,CFH,CMKLR1,CXCL1,CXCL10,DARC,EDN3,EDNRA,EGLN3,F2RL1,FLT1,GREM1,ICAM1,IL1A,IL6,IL8,ITGB3,MC4R,PPARG,PTEN,PTGS2,QPCT,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS2,TNFRSF9,VCAM133
C3,CASP1,CAV1,CCL20,CMKLR1,CXCL1,CXCL10,DARC,EDN3,EDNRA,EFNB2,EPHB1,ERBB4,F2RL1,FLT1,GFRA1,GREM1,ICAM1,IL1A,IL6,IL8,ITGB3,LOX,NPY,PPARG,PTEN,PTGS2,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS233
AHR,C3,CASP1,CAV1,CCL20,CMKLR1,CTSC,CXCL1,CXCL10,DARC,F2RL1,FLT1,ICAM1,IL1A,IL6,IL8,LY96 (includes EG:17087),PPARG,PTEN,SERPINE1,SLPI,THBS2,TNC (includes EG:116640),TNFRSF9,VCAM125
C3,CASP1,CAV1,CCL20,CMKLR1,CXCL1,CXCL10,DARC,EDN3,EDNRA,EPHB1,ERBB4,F2RL1,FLT1,GFRA1,GREM1,ICAM1,IL1A,IL6,IL8,ITGB3,LOX,NPY,PPARG,PTEN,PTGS2,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS232
AHR,CASP1,CAV1,CCL20,CMKLR1,CTSC,CXCL1,CXCL10,DARC,F2RL1,ICAM1,IL1A,IL6,IL8,LY96 (includes EG:17087),PPARG,PTEN,SERPINE1,SLPI,THBS2,VCAM121
AHR,C3,CASP1,CAV1,CCL20,CTSC,CXCL1,CXCL10,DARC,F2RL1,ICAM1,IL1A,IL6,IL8,LY96 (includes EG:17087),PPARG,PTEN,SERPINE1,SLPI,VCAM120
C3,CASP1,CCL20,CFB,CFH,CMKLR1,CXCL1,CXCL10,DARC,EDN3,EDNRA,EGLN3,F2RL1,FLT1,GREM1,ICAM1,IL1A,IL6,IL8,ITGB3,MC4R,PPARG,PTEN,PTGS2,QPCT,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS2,VCAM132
AHR,CASP1,CAV1,CCL20,CTSC,CXCL1,CXCL10,DARC,F2RL1,ICAM1,IL1A,IL6,IL8,LY96 (includes EG:17087),PPARG,PTEN,SERPINE1,SLPI18
C3,CASP1,CFB,CFH,CXCL1,CXCL10,DARC,EDN3,EDNRA,F2RL1,ICAM1,IL1A,IL6,IL8,ITGB3,PPARG,PTEN,PTGS2,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,TNFRSF9,VCAM125
C3,CASP1,CFB,CFH,CXCL1,CXCL10,DARC,EDN3,EDNRA,F2RL1,ICAM1,IL1A,IL6,IL8,ITGB3,PTEN,PTGS2,SERPINA1,SERPINB1,SERPINE1,SLPI,VCAM122
AHR,C3,CASP1,CAV1,CCL20,CFB,CFH,CMKLR1,CTSC,CXCL1,CXCL10,DARC,EDN3,EDNRA,EGLN3,F2RL1,FLT1,GREM1,ICAM1,IL1A,IL6,IL8,ITGB3,KCNA3,LY96 (includes EG:17087),MC4R,PPARG,PTEN,PTGS2,QPCT,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS2,TNC (includes EG:116640),TNFRSF9,VCAM139
AREG/AREGB,AZGP1,BHLHE40,CAV1,CRMP1,CXCL1,CXCL10,EDN3,ERG,FLT1,GBP1,GFRA1,IER3,IL6,IL8,ITGB3,LOX,MSX2,NTRK2,PAK3,POSTN,PPARG,PTEN,PTGER2,PTGS2,SDC4,SERPINA1,SERPINE1,SERPINE2,SOD2,TGFBR3,THBS2,TIMP4,TNFSF1034
ANGPTL1,CAV1,CRYAB,CXCL1,EFNB2,ERG,F2RL1,FLT1,GREM1,ICAM1,IGFBP3,IL8,ITGB3,PTEN,PTGS2,SCG2,SEMA5A,SERPINE1,SLIT3,TNFSF10,VCAM121
C3,CASP1,CCL20,CMKLR1,CXCL1,CXCL10,EDN3,EDNRA,F2RL1,FLT1,GREM1,ICAM1,IL1A,IL8,ITGB3,PPARG,PTEN,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS223
C3,CASP1,CCL20,CFB,CFH,CMKLR1,CXCL1,CXCL10,DARC,EDN3,EDNRA,EGLN3,F2RL1,FLT1,GREM1,ICAM1,IL1A,IL6,IL8,ITGB3,KCNA3,MC4R,PPARG,PTEN,PTGS2,QPCT,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS2,TNFRSF9,VCAM134
AREG/AREGB,C3,CAV1,CCL20,CRMP1,CXCL10,DARC,EPHB1,F2RL1,FABP7,FLT1,HTRA1,IGFBP3,IL1A,IL6,IL8,ITGB3,LOX,MSX2,PARK2,PCDH10,POSTN,PTEN,PTGS2,SERPINA1,SERPINE1,SOD2,SRPX2,THBS2,TNC (includes EG:116640),TNFSF10,VCAM132
C3,CASP1,CCL20,CMKLR1,CXCL1,CXCL10,EDN3,EDNRA,FLT1,ICAM1,IL8,ITGB3,PPARG,PTEN,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS220
C3,CASP1,CCL20,CMKLR1,CXCL1,CXCL10,EDN3,EDNRA,FLT1,ICAM1,IL1A,IL8,ITGB3,PTEN,SCG2,SERPINA1,SERPINB1,SERPINE1,SLPI,THBS220
C3,CCL20,CMKLR1,CXCL1,CXCL10,DARC,FLT1,GREM1,ICAM1,IL6,IL8,ITGB3,PPARG,PTEN,QPCT,SCG2,SERPINE1,SLPI,VCAM119
C3,CASP1,CFB,CFH,CMKLR1,CXCL10,DARC,EGLN3,F2RL1,FLT1,ICAM1,IL1A,IL6,IL8,ITGB3,MC4R,PTEN,PTGS2,SERPINE1,THBS2,TNFRSF9,VCAM122
AREG/AREGB,CAV1,CCL20,CRMP1,CXCL10,EPHB1,F2RL1,FABP7,IGFBP3,IL1A,IL6,IL8,ITGB3,LOX,MSX2,PARK2,POSTN,PTEN,PTGS2,SERPINE1,SOD2,SRPX2,THBS2,TNC (includes EG:116640),TNFSF10,VCAM126
C3,CASP1,CFB,CFH,CMKLR1,CXCL10,DARC,EGLN3,F2RL1,FLT1,ICAM1,IL1A,IL6,IL8,ITGB3,MC4R,PTEN,PTGS2,SERPINE1,TNFRSF9,VCAM121
C3,CASP1,CCL20,CMKLR1,CXCL1,CXCL10,DARC,EGLN3,FLT1,ICAM1,IL1A,IL8,ITGB3,MC4R,PTEN,PTGS2,SCG2,SERPINE1,THBS219
C3,CASP1,CFB,CFH,CMKLR1,CXCL10,DARC,EGLN3,F2RL1,FLT1,ICAM1,IL1A,IL6,IL8,MC4R,PTEN,PTGS2,SERPINE1,TNFRSF9,VCAM120
C3,CASP1,CMKLR1,CXCL1,CXCL10,DARC,EGLN3,FLT1,ICAM1,IL8,ITGB3,MC4R,PTEN,PTGS2,SERPINE1,THBS216
CXCL10,ICAM1,IL6,IL8,ITGB3,SERPINE1,SLPI,VCAM18
C3,CCL20,CMKLR1,CXCL10,DARC,F2RL1,FLT1,GREM1,ICAM1,IL6,IL8,ITGB3,KCNA3,PPARG,PTEN,QPCT,THBS2,TNFRSF9,VCAM119
C3,CASP1,CXCL1,CXCL10,EDN3,EDNRA,ICAM1,IL8,PPARG,PTEN,SCG2,SERPINA1,SERPINB1,SLPI14
C3,CXCL1,CXCL10,DARC,ICAM1,IL6,IL8,ITGB3,PTEN,SERPINE1,SLPI,VCAM112
ICAM1,IL6,IL8,ITGB3,SERPINE1,SLPI,VCAM17
C3,CCL20,CMKLR1,CXCL10,DARC,F2RL1,FLT1,GREM1,ICAM1,IL6,IL8,ITGB3,KCNA3,PPARG,PTEN,PTGS2,QPCT,SERPINE1,THBS2,TNFRSF9,VCAM121
AREG/AREGB,IER3,POSTN,PTGER2,PTGS2,TGFBR36
CXCL1,DARC,ICAM1,IL6,IL8,ITGB3,PTEN,SERPINE1,SLPI,VCAM110
C3,CASP1,CFB,CFH,CXCL10,F2RL1,FLT1,ICAM1,IL1A,IL6,IL8,PTGS2,TNFRSF913
C3,CASP1,CFB,CFH,CXCL10,F2RL1,ICAM1,IL1A,IL6,IL8,PTGS211
C3,CCL20,CXCL1,CXCL10,EPHB3,ICAM1,POSTN,PTGS2,TGFBR39
CXCL1,CXCL10,ICAM1,IL6,IL8,ITGB3,POSTN,PTEN8
AREG/AREGB,AZGP1,CAV1,CRMP1,ERG,GFRA1,IL8,ITGB3,LOX,MSX2,POSTN,PPARG,PTEN,PTGER2,PTGS2,SDC4,SERPINA1,SERPINE2,SOD2,TIMP4,TNFSF1021



C3,CASP1,CFB,CFH,CXCL10,F2RL1,ICAM1,IL1A,IL6,IL8,PTGS2,TNFRSF912
CASP1,CCL20,CXCL10,ICAM1,IL8,VCAM16
CASP1,CXCL1,CXCL10,EDN3,EDNRA,ICAM1,IL8,PTEN,SERPINA1,SERPINB1,SLPI11
C3,CCL20,CXCL10,DARC,F2RL1,ICAM1,IL6,IL8,ITGB3,KCNA3,PTEN,THBS2,TNFRSF913
CXCL10,ICAM1,IL6,IL8,ITGB3,PPARG,SERPINE1,SLPI,TNC (includes EG:116640),VCAM110
C3,CCL20,CXCL10,DARC,F2RL1,ICAM1,IL6,IL8,ITGB3,PTEN,THBS2,TNFRSF912
CCL20,CXCL10,FLT1,GREM1,ICAM1,IL6,IL8,PPARG,QPCT,SERPINE1,VCAM111
ICAM1,IL6,IL8,ITGB3,PPARG,SERPINE1,SLPI,VCAM18
CCL20,FLT1,GREM1,ICAM1,IL6,PPARG,QPCT,VCAM18
CXCL10,ICAM1,IL6,IL8,ITGB3,PPARG,SERPINE1,SLPI,VCAM19
C3,CCL20,CMKLR1,CXCL10,DARC,F2RL1,ICAM1,IL6,IL8,ITGB3,KCNA3,PTEN,THBS2,TNFRSF9,VCAM115
C3,CASP1,CXCL10,DARC,EGLN3,ICAM1,MC4R,PTEN,PTGS29
C3,CCL20,CXCL1,CXCL10,GFRA1,IL8,SCG27
C3,CCL20,CXCL1,CXCL10,EPHB3,ICAM1,IL8,NTRK2,POSTN9
CASP1,CCL20,CXCL10,ICAM1,IL6,IL8,TNFRSF9,VCAM18
C3,CCL20,CMKLR1,CXCL10,DARC,F2RL1,ICAM1,IL6,IL8,ITGB3,KCNA3,PTEN,PTGS2,THBS2,TNFRSF9,VCAM116
C3,CCL20,CMKLR1,CXCL1,CXCL10,FLT1,ICAM1,IL8,SCG2,SERPINE110
CXCL1,EFNB2,F2RL1,FLT1,IL8,ITGB3,PTEN,PTGS2,TNFSF109
EDN3,EFNB2,ERBB4,FLT1,ITGB3,MSX2,SEMA3C,VCAM18
FLT1,IL1A,IL6,IL8,PTGS2,SDC4,SERPINE17
EDN3,EFNB2,ERBB4,ITGB3,MSX2,SEMA3C6
CCL20,CXCL10,IL8,SERPINA1,VCAM15
C3,CXCL10,IL8,PPARG,SCG25
CCL20,CMKLR1,CXCL10,FLT1,ICAM1,IL1A,ITGB3,SCG2,THBS29
C3,CXCL10,DARC,F2RL1,FLT1,IL6,IL8,TNFRSF9,VCAM19
C3,CCL20,CXCL1,CXCL10,IL85
CCL20,CXCL10,ICAM1,IL8,TNFRSF9,VCAM16
CAV1,CCL20,CXCL10,F2RL1,IL1A,PTEN,PTGS27
C3,CXCL10,DARC,F2RL1,IL6,IL8,TNFRSF9,VCAM18
C3,CCL20,EPHB3,ICAM1,POSTN,PTGS26
CRMP1,FABP7,FLT1,ITGB3,PCDH10,PTEN,TNC (includes EG:116640)7
C3,CCL20,CXCL1,CXCL10,EPHB3,ICAM1,POSTN7
CAV1,CCL20,CXCL10,F2RL1,IL1A,PTEN6
CXCL10,FLT1,IL1A,IL6,IL8,LOX,PTGS2,SDC4,SERPINE19
CAV1,ERG,IL8,PTEN,SERPINE2,TNFSF106
CXCL1,CXCL10,ICAM1,IL6,IL8,PTEN6
CXCL1,EFNB2,F2RL1,FLT1,ITGB3,PTEN,PTGS2,TNFSF108
FLT1,IL6,PTEN,PTGS2 4
C3,CXCL10,IL6,IL8 4


