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 sphingomyelin phosphodiesterase, acid-like 3A|SMPDL3A|6q22.31 

 tetraspanin 12|TSPAN12|7q31.31 

 solute carrier family 39 (zinc transporter), member 8|SLC39A8|4q22-q24 

 clusterin|CLU|8p21-p12 

 serum amyloid A1|SAA1|11p15.1 

 paraoxonase 3|PON3|7q21.3 

 cell growth regulator with EF-hand domain 1|CGREF1|2p23.3 

 fibroblast growth factor 13|FGF13|Xq26.3 

 glypican 4|GPC4|Xq26.1 

 wingless-type MMTV integration site family, member 5A|WNT5A|3p21-p14 

 cathepsin Z|CTSZ|20q13.32 

 olfactomedin 1|OLFM1|9q34.3 

 adrenoceptor alpha 2C|ADRA2C|4p16 

 G protein-coupled estrogen receptor 1|GPER|7p22.3 

 heat shock 22kDa protein 8|HSPB8|12q24.23 

 aldehyde dehydrogenase 2 family (mitochondrial)|ALDH2|12q24.2 

 EGF-like-domain, multiple 6|EGFL6|Xp22 

 cytochrome P450, family 1, subfamily B, polypeptide 1|CYP1B1|2p22.2 

 tenascin C|TNC|9q33 

 latent transforming growth factor beta binding protein 1|LTBP1|2p22-p21 

 carboxypeptidase E|CPE|4q32.3 

 four and a half LIM domains 2|FHL2|2q12.2 

 six transmembrane epithelial antigen of the prostate 1|STEAP1|7q21 

 cartilage oligomeric matrix protein|COMP|19p13.1 

 LIM and cysteine-rich domains 1|LMCD1|3p26-p24 

 collagen, type XVI, alpha 1|COL16A1|1p35-p34 

 gastrin-releasing peptide|GRP|18q21.1-q21.32 

 lysosomal-associated membrane protein family, member 5|LAMP5|20p12 

 matrilin 3|MATN3|2p24-p23 

 collagen, type III, alpha 1|COL3A1|2q31 

 unc-5 homolog B (C. elegans)|UNC5B|10q22.1 

 spondin 2, extracellular matrix protein|SPON2|4p16.3 

 fibulin 2|FBLN2|3p25.1 

 growth arrest-specific 1|GAS1|9q21.3-q22 

 RAB31, member RAS oncogene family|RAB31|18p11.3 

 spondin 1, extracellular matrix protein|SPON1|11p15.2 

 podoplanin|PDPN|1p36.21 

 integrin, alpha 11|ITGA11|15q23 

 collagen, type I, alpha 1|COL1A1|17q21.33 

 fibronectin 1|FN1|2q34 

 sulfatase 1|SULF1|8q13.1 

 collagen, type XI, alpha 1|COL11A1|1p21 

 collagen triple helix repeat containing 1|CTHRC1|8q22.3 

 collagen, type X, alpha 1|COL10A1|6q21-q22 

 NADPH oxidase 4|NOX4|11q14.2-q21 

 matrix metallopeptidase 11 (stromelysin 3)|MMP11|22q11.23 

 gap junction protein, beta 2, 26kDa|GJB2|13q11-q12 

 inhibin, beta A|INHBA|7p15-p13 

 plasminogen activator, urokinase|PLAU|10q24 

 leucine rich repeat containing 17|LRRC17|7q22.1 

 periostin, osteoblast specific factor|POSTN|13q13.3 

 follistatin-like 1|FSTL1|3q13.33 

 collagen, type VI, alpha 1|COL6A1|21q22.3 

 cathepsin K|CTSK|1q21 

 collagen, type XII, alpha 1|COL12A1|6q12-q13 

 nidogen 2 (osteonidogen)|NID2|14q22.1 

 collagen, type V, alpha 1|COL5A1|9q34.2-q34.3 

 cadherin 11, type 2, OB-cadherin (osteoblast)|CDH11|16q21 

 fibroblast activation protein, alpha|FAP|2q23 

 collagen, type I, alpha 2|COL1A2|7q22.1 

 fibrillin 1|FBN1|15q21.1 

 collagen, type V, alpha 2|COL5A2|2q14-q32 

 secreted protein, acidic, cysteine-rich (osteonectin)|SPARC|5q31.3-q32 

 thrombospondin 2|THBS2|6q27 

 lumican|LUM|12q21.3-q22 

 lysyl oxidase-like 1|LOXL1|15q22 

 HtrA serine peptidase 1|HTRA1|10q26.3 

 coiled-coil domain containing 80|CCDC80|3q13.2 

 decorin|DCN|12q21.33 

 retinoic acid receptor responder (tazarotene induced) 2|RARRES2|7q36.1 

 serpin peptidase inhibitor, clade F (alpha-2 antiplasmin, pigment epithelium derived factor), member 1|SERPINF1|17p13.3 

 secreted frizzled-related protein 2|SFRP2|4q31.3 

 dapper, antagonist of beta-catenin, homolog 1 (Xenopus laevis)|DACT1|14q23.1 

 asporin|ASPN|9q22 

 platelet-derived growth factor receptor-like|PDGFRL|8p22-p21.3 

 microfibrillar-associated protein 2|MFAP2|1p36.1-p35 

 WNT1 inducible signaling pathway protein 1|WISP1|8q24.22 

 microfibrillar associated protein 5|MFAP5|12p13.1-p12.3 

 integrin, beta-like 1 (with EGF-like repeat domains)|ITGBL1|13q33 

 tumor necrosis factor, alpha-induced protein 6|TNFAIP6|2q23.3 

 peptidylprolyl isomerase C (cyclophilin C)|PPIC|5q23.2 

 sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican) 1|SPOCK1|5q31.2 

 lectin, galactoside-binding, soluble, 1|LGALS1|22q13.1 

 platelet-derived growth factor receptor, alpha polypeptide|PDGFRA|4q12 

 peripheral myelin protein 22|PMP22|17p12 

 WNT1 inducible signaling pathway protein 2|WISP2|20q13.12 

 nicotinamide N-methyltransferase|NNMT|11q23.1 

 cartilage intermediate layer protein, nucleotide pyrophosphohydrolase|CILP|15q22 

 matrix metallopeptidase 3 (stromelysin 1, progelatinase)|MMP3|11q22.3 

 matrix metallopeptidase 10 (stromelysin 2)|MMP10|11q22.3 

 matrix metallopeptidase 13 (collagenase 3)|MMP13|11q22.3 

 potassium large conductance calcium-activated channel, subfamily M, beta member 4|KCNMB4|12q 

 follistatin|FST|5q11.2 

 monooxygenase, DBH-like 1|MOXD1|6q23.2 

 collagen, type VII, alpha 1|COL7A1|3p21.1 

 collagen, type XVIII, alpha 1|COL18A1|21q22.3 

 snail homolog 2 (Drosophila)|SNAI2|8q11 

 plastin 3|PLS3|Xq23 

 annexin A1|ANXA1|9q21.13 

 tubulin, beta 6 class V|TUBB6|18p11.21 

 S100 calcium binding protein A4|S100A4|1q21 

 S100 calcium binding protein A6|S100A6|1q21 

 transforming growth factor, beta-induced, 68kDa|TGFBI|5q31 

 collectin sub-family member 12|COLEC12|18pter-p11.3 

 chemokine (C-X-C motif) receptor 7|CXCR7|2q37.3 

 growth arrest-specific 6|GAS6|13q34 

 TIMP metallopeptidase inhibitor 3|TIMP3|22q12.3 

 hephaestin|HEPH|Xq11-q12 

 CXADR-like membrane protein|CLMP|11q24.1 

 v-maf musculoaponeurotic fibrosarcoma oncogene homolog B (avian)|MAFB|20q11.2-q13.1 

 sarcospan|SSPN|12p11.2 

 platelet derived growth factor C|PDGFC|4q32 

 transmembrane protein 45A|TMEM45A|3q12.2 

 procollagen-lysine, 2-oxoglutarate 5-dioxygenase 2|PLOD2|3q24 

 fatty acid binding protein 5 (psoriasis-associated)|FABP5|8q21.13 

 glycoprotein (transmembrane) nmb|GPNMB|7p15 

 matrix metallopeptidase 1 (interstitial collagenase)|MMP1|11q22.3 

 matrix metallopeptidase 9 (gelatinase B, 92kDa gelatinase, 92kDa type IV collagenase)|MMP9|20q11.2-q13.1 

 heme oxygenase (decycling) 1|HMOX1|22q13.1 

 interleukin 1 receptor antagonist|IL1RN|2q14.2 

 matrix metallopeptidase 12 (macrophage elastase)|MMP12|11q22.3 

 aquaporin 9|AQP9|15q 

 chemokine (C-C motif) ligand 7|CCL7|17q11.2-q12 

 secreted phosphoprotein 1|SPP1|4q22.1 

 solute carrier family 16, member 3 (monocarboxylic acid transporter 4)|SLC16A3|17q25 

 ubiquitin carboxyl-terminal esterase L1 (ubiquitin thiolesterase)|UCHL1|4p14 

 sulfatase 2|SULF2|20q12-q13.2 

 FK506 binding protein 10, 65 kDa|FKBP10|17q21.2 

 adenylate kinase 5|AK5|1p31 

 dual specificity phosphatase 6|DUSP6|12q22-q23 

 guanylate cyclase 1, soluble, alpha 3|GUCY1A3|4q31.1-q31.2 

 potassium inwardly-rectifying channel, subfamily J, member 8|KCNJ8|12p11.23 

 acyl-CoA synthetase long-chain family member 1|ACSL1|4q35 

 haptoglobin|HP|16q22.2 

 histidine decarboxylase|HDC|15q21-q22 

 frizzled-related protein|FRZB|2qter 

 odd-skipped related 2 (Drosophila)|OSR2|8q22.2 

 goosecoid homeobox|GSC|14q32.1 

 dipeptidyl-peptidase 4|DPP4|2q24.3 

 monoamine oxidase B|MAOB|Xp11.23 

 apolipoprotein D|APOD|3q26.2-qter 

 monoamine oxidase A|MAOA|Xp11.3 

 carboxypeptidase X (M14 family), member 2|CPXM2|10q26.13 

 glycoprotein, alpha-galactosyltransferase 1 pseudogene|GGTA1P|9q33.2 

 elastin|ELN|7q11.23 

 angiopoietin-like 7|ANGPTL7|1p36 

 cytochrome c oxidase subunit VIIa polypeptide 1 (muscle)|COX7A1|19q13.1 

 nephroblastoma overexpressed|NOV|8q24.1 

 aldehyde oxidase 1|AOX1|2q33 

 regulator of cell cycle|RGCC|13q14.11 

 carboxypeptidase A3 (mast cell)|CPA3|3q24 

 coagulation factor XIII, A1 polypeptide|F13A1|6p25.3-p24.3 

 G protein-coupled receptor 34|GPR34|Xp11.4 

 membrane-spanning 4-domains, subfamily A, member 7|MS4A7|11q12 

 V-set and immunoglobulin domain containing 4|VSIG4|Xq12-q13.3 

 CD163 molecule|CD163|12p13.3 

 transmembrane protein 37|TMEM37|2q14.2 

 monoglyceride lipase|MGLL|3q21.3 

 proteoglycan 4|PRG4|1q25-q31 

 glypican 3|GPC3|Xq26.1 

 matrilin 2|MATN2|8q22 

 inhibitor of DNA binding 1, dominant negative helix-loop-helix protein|ID1|20q11 

 filamin C, gamma|FLNC|7q32-q35 

 retinoic acid induced 2|RAI2|Xp22 

 fibromodulin|FMOD|1q32 

 SPARC related modular calcium binding 2|SMOC2|6q27 

 homeobox A7|HOXA7|7p15.2 

 retinol binding protein 7, cellular|RBP7|1p36.22 

 Fc fragment of IgE, high affinity I, receptor for; alpha polypeptide|FCER1A|1q23 

 protocadherin 18|PCDH18|4q31 

 heat shock 27kDa protein 2|HSPB2|11q22-q23 

 thioredoxin interacting protein|TXNIP|1q21.1 

 calponin 1, basic, smooth muscle|CNN1|19p13.2-p13.1 

 myosin, heavy chain 11, smooth muscle|MYH11|16p13.11 

 aldehyde dehydrogenase 1 family, member A1|ALDH1A1|9q21.13 

 adrenoceptor alpha 2A|ADRA2A|10q25.2 

 cathepsin G|CTSG|14q11.2 

 GTP binding protein overexpressed in skeletal muscle|GEM|8q13-q21 

 connective tissue growth factor|CTGF|6q23.1 

 cysteine-rich, angiogenic inducer, 61|CYR61|1p22.3 

 early growth response 3|EGR3|8p23-p21 

 early growth response 2|EGR2|10q21.1 

 dual specificity phosphatase 1|DUSP1|5q34 

 early growth response 1|EGR1|5q31.1 

 FBJ murine osteosarcoma viral oncogene homolog|FOS|14q24.3 

 zinc finger protein 36, C3H type, homolog (mouse)|ZFP36|19q13.1 

 nuclear receptor subfamily 4, group A, member 1|NR4A1|12q13 

 activating transcription factor 3|ATF3|1q32.3 

 interleukin 6 (interferon, beta 2)|IL6|7p21 

 suppressor of cytokine signaling 3|SOCS3|17q25.3 

 chemokine (C-C motif) ligand 2|CCL2|17q11.2-q12 

 cholesterol 25-hydroxylase|CH25H|10q23 

 ABI family, member 3 (NESH) binding protein|ABI3BP|3q12 

 hydroxysteroid (11-beta) dehydrogenase 1|HSD11B1|1q32-q41 

 procollagen C-endopeptidase enhancer 2|PCOLCE2|3q21-q24 

 Kruppel-like factor 2 (lung)|KLF2|19p13.11 

 monocyte to macrophage differentiation-associated|MMD|17q 

 ADAM metallopeptidase with thrombospondin type 1 motif, 5|ADAMTS5|21q21.3 

 aquaporin 1 (Colton blood group)|AQP1|7p14 

 glycosylphosphatidylinositol anchored high density lipoprotein binding protein 1|GPIHBP1|8q24.3 

 gelsolin|GSN|9q33 

 growth differentiation factor 10|GDF10|10q11.22 

 c-fos induced growth factor (vascular endothelial growth factor D)|FIGF|Xp22.31 

 scavenger receptor class A, member 5 (putative)|SCARA5|8p21.1 

 peptidase inhibitor 16|PI16|6p21.2 

 tenascin XB|TNXB|6p21.3 

 cysteine dioxygenase, type I|CDO1|5q23.2 

 four and a half LIM domains 1|FHL1|Xq26 

 cell death-inducing DFFA-like effector a|CIDEA|18p11.21 

 alcohol dehydrogenase 1C (class I), gamma polypeptide|ADH1C|4q23 

 lipase, hormone-sensitive|LIPE|19q13.2 

 fatty acid binding protein 4, adipocyte|FABP4|8q21 

 CD36 molecule (thrombospondin receptor)|CD36|7q11.2 

 lipoprotein lipase|LPL|8p22 

 G0/G1switch 2|G0S2|1q32.2 

 peroxisome proliferator-activated receptor gamma|PPARG|3p25 

 complement factor D (adipsin)|CFD|19p13.3 

 cell death-inducing DFFA-like effector c|CIDEC|3p25.3 

 adiponectin, C1Q and collagen domain containing|ADIPOQ|3q27 

 retinol binding protein 4, plasma|RBP4|10q23-q24 

 solute carrier family 7 (neutral amino acid transporter light chain, asc system), member 10|SLC7A10|19q13.1 

 diacylglycerol O-acyltransferase 2|DGAT2|11q13.5 

 inter-alpha-trypsin inhibitor heavy chain family, member 5|ITIH5|10p14 

 TIMP metallopeptidase inhibitor 4|TIMP4|3p25 

 C-type lectin domain family 3, member B|CLEC3B|3p22-p21.3 

 dermatopontin|DPT|1q12-q23 

 early B-cell factor 1|EBF1|5q34 

 guanine nucleotide binding protein (G protein), gamma 11|GNG11|7q21 

 lipoma HMGIC fusion partner|LHFP|13q12 

 insulin-like growth factor 1 (somatomedin C)|IGF1|12q23.2 

 osteoglycin|OGN|9q22 

 microfibrillar-associated protein 4|MFAP4|17p11.2 

 runt-related transcription factor 1; translocated to, 1 (cyclin D-related)|RUNX1T1|8q22 

 collagen, type XIV, alpha 1|COL14A1|8q23 

 chemokine (C-X-C motif) ligand 12|CXCL12|10q11.1 

 sushi-repeat containing protein, X-linked|SRPX|Xp21.1 

 reversion-inducing-cysteine-rich protein with kazal motifs|RECK|9p13.3 

 phospholipid scramblase 4|PLSCR4|3q24 

 secreted frizzled-related protein 4|SFRP4|7p14.1 

 caveolin 1, caveolae protein, 22kDa|CAV1|7q31.1 

 serum deprivation response|SDPR|2q32-q33 

 integral membrane protein 2A|ITM2A|Xq13.3-Xq21.2 

 matrix metallopeptidase 19|MMP19|12q14 

 chromosome 13 open reading frame 33|C13orf33|13q12.3 

 SRY (sex determining region Y)-box 17|SOX17|8q11.23 

 LIM and senescent cell antigen-like domains 2|LIMS2|2q14.3 

 prostaglandin E receptor 3 (subtype EP3)|PTGER3|1p31.2 

 pyruvate dehydrogenase kinase, isozyme 4|PDK4|7q21.3 

 ectonucleotide pyrophosphatase/phosphodiesterase 2|ENPP2|8q24.1 

 protein S (alpha)|PROS1|3q11.2 

 family with sequence similarity 110, member D|FAM110D|1p36.11 

 selenoprotein P, plasma, 1|SEPP1|5q31 

 claudin 5|CLDN5|22q11.21 

 tissue factor pathway inhibitor (lipoprotein-associated coagulation inhibitor)|TFPI|2q32 

 RAS, dexamethasone-induced 1|RASD1|17p11.2 

 interleukin 33|IL33|9p24.1 

 aldo-keto reductase family 1, member C1 (dihydrodiol dehydrogenase 1; 20-alpha (3-alpha)-hydroxysteroid dehydrogenase)|AKR1C1|10p15-p14 

 aldo-keto reductase family 1, member C3 (3-alpha hydroxysteroid dehydrogenase, type II)|AKR1C3|10p15-p14 

 protein phosphatase 1, regulatory (inhibitor) subunit 1A|PPP1R1A|12q13.2 

 superoxide dismutase 3, extracellular|SOD3|4p15.3-p15.1 

 palmdelphin|PALMD|1p22-p21 

 A kinase (PRKA) anchor protein 12|AKAP12|6q24-q25 

 slit homolog 2 (Drosophila)|SLIT2|4p15.2 

 SPARC-like 1 (hevin)|SPARCL1|4q22.1 

 ADAM metallopeptidase with thrombospondin type 1 motif, 1|ADAMTS1|21q21.2 

 transforming growth factor, beta receptor III|TGFBR3|1p33-p32 

 complement component 3|C3|19p13.3-p13.2 

 transmembrane and tetratricopeptide repeat containing 1|TMTC1|12p11.22 

 oxytocin receptor|OXTR|3p25 

 dystonin|DST|6p12.1 

 pleiotrophin|PTN|7q33 

 actin, gamma 2, smooth muscle, enteric|ACTG2|2p13.1 

 protein phosphatase 1, regulatory (inhibitor) subunit 14A|PPP1R14A|19q13.1 

 chromosome 2 open reading frame 40|C2orf40|2q12.2 

 prion protein|PRNP|20p13 

 sarcoglycan, epsilon|SGCE|7q21.3 

 caveolin 2|CAV2|7q31.1 

 STEAP family member 4|STEAP4|7q21.12 

 chemokine (C-X-C motif) ligand 14|CXCL14|5q31 

 regulator of G-protein signaling 5|RGS5|1q23.1 

 thyroid hormone responsive|THRSP|11q14.1 

 mitochondrial amidoxime reducing component 1|40969|1q41 

 protein kinase, cAMP-dependent, regulatory, type II, beta|PRKAR2B|7q22 

 EGF containing fibulin-like extracellular matrix protein 1|EFEMP1|2p16 

 epoxide hydrolase 2, cytoplasmic|EPHX2|8p21 

 cytochrome P450, family 2, subfamily E, polypeptide 1|CYP2E1|10q24.3-qter 

 cardiomyopathy associated 5|CMYA5|5q14.1 

 parvalbumin|PVALB|22q13.1 

 myosin, heavy chain 4, skeletal muscle|MYH4|17p13.1 

 myotilin|MYOT|5q31 

 actinin, alpha 3|ACTN3|11q13.1 

 solute carrier family 2 (facilitated glucose transporter), member 4|SLC2A4|17p13 

 carbonic anhydrase III, muscle specific|CA3|8q21.2 

 myomesin (M-protein) 2, 165kDa|MYOM2|8p23.3 

 phosphorylase, glycogen, liver|PYGL|14q21-q22 

 selectin E|SELE|1q22-q25 

 nuclear receptor subfamily 2, group F, member 2|NR2F2|15q26 

 solute carrier family 24 (sodium/potassium/calcium exchanger), member 3|SLC24A3|20p13 

 inhibin, beta B|INHBB|2cen-q13 

 chromosome 1 open reading frame 115|C1orf115|1q41 

 matrix Gla protein|MGP|12p12.3 

 tetraspanin 6|TSPAN6|Xq22 

 apolipoprotein C-I|APOC1|19q13.2 

 ankyrin repeat domain 22|ANKRD22|10q23.31 

 protein phosphatase, Mg2+/Mn2+ dependent, 1K|PPM1K|4q22.1 

 janus kinase and microtubule interacting protein 1|JAKMIP1|4p16.1 

 ras homolog family member H|RHOH|4p13 

 interferon stimulated exonuclease gene 20kDa|ISG20|15q26 

 guanylate binding protein 4|GBP4|1p22.2 

 chemokine (C-X-C motif) ligand 10|CXCL10|4q21 

 interferon-induced protein 44-like|IFI44L|1p31.1 

 ubiquitin specific peptidase 18|USP18|22q11.21 

 interferon-induced protein with tetratricopeptide repeats 2|IFIT2|10q23.31 

 interferon-induced protein 44|IFI44|1p31.1 

 myxovirus (influenza virus) resistance 1, interferon-inducible protein p78 (mouse)|MX1|21q22.3 

 interferon-induced protein with tetratricopeptide repeats 1|IFIT1|10q23.31 

 ISG15 ubiquitin-like modifier|ISG15|1p36.33 

 2’-5’-oligoadenylate synthetase-like|OASL|12q24.2 

 interferon induced with helicase C domain 1|IFIH1|2q24 

 receptor (chemosensory) transporter protein 4|RTP4|3q27.3 

 bone marrow stromal cell antigen 2|BST2|19p13.1 

 phospholipid scramblase 1|PLSCR1|3q23 

 chemokine (C-X-C motif) ligand 13|CXCL13|4q21 

 ubiquitin D|UBD|6p21.3 

 lysosomal-associated membrane protein 3|LAMP3|3q26.3-q27 

 lectin, galactoside-binding, soluble, 2|LGALS2|22q13.1 

 placenta-specific 8|PLAC8|4q21.22 

 lymphocyte cytosolic protein 1 (L-plastin)|LCP1|13q14.3 

 ADAM-like, decysin 1|ADAMDEC1|8p21.2 

 interferon, gamma-inducible protein 16|IFI16|1q22 

 chemokine (C-C motif) receptor 2|CCR2|3p21.31 

 fibrinogen-like 2|FGL2|7q11.23 

 RAS guanyl releasing protein 2 (calcium and DAG-regulated)|RASGRP2|11q13 

 membrane-spanning 4-domains, subfamily A, member 1|MS4A1|11q12 

 granzyme B (granzyme 2, cytotoxic T-lymphocyte-associated serine esterase 1)|GZMB|14q11.2 

 sterile alpha motif domain containing 9-like|SAMD9L|7q21.2 

 guanylate binding protein 1, interferon-inducible|GBP1|1p22.2 

 cathepsin S|CTSS|1q21 

 neutrophil cytosolic factor 2|NCF2|1q25 

 SLAM family member 8|SLAMF8|1q23.2 

 phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma)|PLA2G7|6p21.2-p12 

 baculoviral IAP repeat containing 3|BIRC3|11q22 

 guanylate binding protein 5|GBP5|1p22.2 

 chemokine (C-X-C motif) ligand 9|CXCL9|4q21 

 granzyme K (granzyme 3; tryptase II)|GZMK|5q11.2 

 granzyme A (granzyme 1, cytotoxic T-lymphocyte-associated serine esterase 3)|GZMA|5q11-q12 

 lymphotoxin beta (TNF superfamily, member 3)|LTB|6p21.3 

 interleukin 7 receptor|IL7R|5p13 

 signaling threshold regulating transmembrane adaptor 1|SIT1|9p13-p12 

 CD247 molecule|CD247|1q22-q23 

 CD52 molecule|CD52|1p36 

 FYN binding protein|FYB|5p13.1 

 CD48 molecule|CD48|1q21.3-q22 

 CD53 molecule|CD53|1p13 

 CD3g molecule, gamma (CD3-TCR complex)|CD3G|11q23 

 CD2 molecule|CD2|1p13.1 

 CD8a molecule|CD8A|2p12 

 CD3d molecule, delta (CD3-TCR complex)|CD3D|11q23 

 CD69 molecule|CD69|12p13 

 chemokine (C-C motif) ligand 5|CCL5|17q11.2-q12 

 Fc fragment of IgG, low affinity IIb, receptor (CD32)|FCGR2B|1q23 

 membrane-spanning 4-domains, subfamily A, member 6A|MS4A6A|11q12.1 

 vascular cell adhesion molecule 1|VCAM1|1p32-p31 

 beta-2-microglobulin|B2M|15q21-q22.2 

 POU class 2 associating factor 1|POU2AF1|11q23.1 

 immunoglobulin J polypeptide, linker protein for immunoglobulin alpha and mu polypeptides|IGJ|4q21 

 tumor necrosis factor receptor superfamily, member 17|TNFRSF17|16p13.1 

 Der1-like domain family, member 3|DERL3|22q11.23 

 CD38 molecule|CD38|4p15 

 major histocompatibility complex, class II, DR beta 1|HLA-DRB1|6p21.3 

 CD74 molecule, major histocompatibility complex, class II invariant chain|CD74|5q32 

 chemokine (C-X-C motif) ligand 11|CXCL11|4q21.2 

 chemokine (C-C motif) ligand 19|CCL19|9p13 

 prostaglandin D2 synthase 21kDa (brain)|PTGDS|9q34.2-q34.3 

 regulator of G-protein signaling 1|RGS1|1q31 

 acid phosphatase 5, tartrate resistant|ACP5|19p13.3-p13.2 

 src kinase associated phosphoprotein 1|SKAP1|17q21.32 

 tumor necrosis factor (ligand) superfamily, member 10|TNFSF10|3q26 

 heparan sulfate (glucosamine) 3-O-sulfotransferase 1|HS3ST1|4p16 

 tissue factor pathway inhibitor 2|TFPI2|7q22 

 3’-phosphoadenosine 5’-phosphosulfate synthase 2|PAPSS2|10q24 

 transmembrane protein 64|TMEM64|8q21.3 

 brain and acute leukemia, cytoplasmic|BAALC|8q22.3 

 nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, zeta|NFKBIZ|3p12-q12 

 glutathione S-transferase theta 1|GSTT1|22q11.23 

 leucyl-tRNA synthetase 2, mitochondrial|LARS2|3p21.3 

 phosphatidylinositol glycan anchor biosynthesis, class T|PIGT|20q12-q13.12 

 steroid sulfatase (microsomal), isozyme S|STS|Xp22.32 

 serine palmitoyltransferase, small subunit B|SPTSSB|3q26.1 

 fibroblast growth factor receptor 2|FGFR2|10q26 

 ankyrin 3, node of Ranvier (ankyrin G)|ANK3|10q21 

 collagen, type IV, alpha 6|COL4A6|Xq22 

 glycine amidinotransferase (L-arginine:glycine amidinotransferase)|GATM|15q21.1 

 autocrine motility factor receptor, E3 ubiquitin protein ligase|AMFR|16q21 

 H1 histone family, member 0|H1F0|22q13.1 

 ATPase, Na+/K+ transporting, beta 1 polypeptide|ATP1B1|1q24 

 polo-like kinase 2|PLK2|5q12.1-q13.2 

 ring finger protein 183|RNF183|9q32 

 arachidonate 15-lipoxygenase, type B|ALOX15B|17p13.1 

 tetraspanin 5|TSPAN5|4q23 

 dehydrogenase/reductase (SDR family) member 2|DHRS2|14q11.2 

 hydroxyprostaglandin dehydrogenase 15-(NAD)|HPGD|4q34-q35 

 homogentisate 1,2-dioxygenase|HGD|3q13.33 

 fatty acid synthase|FASN|17q25 

 glutathione S-transferase mu 2 (muscle)|GSTM2|1p13.3 

 glutamate receptor, ionotropic, AMPA 2|GRIA2|4q32.1 

 catenin (cadherin-associated protein), delta 2 (neural plakophilin-related arm-repeat protein)|CTNND2|5p15.2 

 amylo-alpha-1, 6-glucosidase, 4-alpha-glucanotransferase|AGL|1p21 

 neurexophilin 1|NXPH1|7p22 

 NEL-like 2 (chicken)|NELL2|12q12 

 WAP four-disulfide core domain 2|WFDC2|20q12-q13.2 

 deiodinase, iodothyronine, type I|DIO1|1p33-p32 

 cerebellin 2 precursor|CBLN2|18q22.3 

 cellular retinoic acid binding protein 2|CRABP2|1q21.3 

 pleckstrin and Sec7 domain containing 3|PSD3|8p21.3 

 receptor (G protein-coupled) activity modifying protein 1|RAMP1|2q36-q37.1 

 microseminoprotein, beta-|MSMB|10q11.2 

 programmed cell death 4 (neoplastic transformation inhibitor)|PDCD4|10q24 

 fibronectin leucine rich transmembrane protein 3|FLRT3|20p11 

 insulin-like growth factor binding protein 2, 36kDa|IGFBP2|2q33-q34 

 activated leukocyte cell adhesion molecule|ALCAM|3q13.1 

 adhesion molecule with Ig-like domain 2|AMIGO2|12q13.11 

 carboxypeptidase B1 (tissue)|CPB1|3q24 

 fibrous sheath interacting protein 1|FSIP1|15q14 

 sushi domain containing 3|SUSD3|9q22.31 

 iroquois homeobox 5|IRX5|16q12.2 

 tumor-associated calcium signal transducer 2|TACSTD2|1p32 

 nebulette|NEBL|10p12 

 target of myb1 (chicken)-like 1|TOM1L1|17q23.2 

 desmoplakin|DSP|6p24 

 keratin 19|KRT19|17q21.2 

 claudin 4|CLDN4|7q11.23 

 keratin 18|KRT18|12q13 

 E74-like factor 3 (ets domain transcription factor, epithelial-specific )|ELF3|1q32.2 

 mal, T-cell differentiation protein 2 (gene/pseudogene)|MAL2|8q23 

 claudin 3|CLDN3|7q11.23 

 claudin 7|CLDN7| 

 serine peptidase inhibitor, Kunitz type, 2|SPINT2|19q13.1 

 chromosome 1 open reading frame 172|C1orf172|1p36.11 

 crumbs homolog 3 (Drosophila)|CRB3|19p13.3 

 B-box and SPRY domain containing|BSPRY|9q32 

 protease, serine, 8|PRSS8|16p11.2 

 cadherin 1, type 1, E-cadherin (epithelial)|CDH1|16q22.1 

 chromosome 11 open reading frame 52|C11orf52|11q23.1 

 ovo-like 1(Drosophila)|OVOL1|11q13 

 cingulin|CGN|1q21 

 interferon regulatory factor 6|IRF6|1q32.3-q41 

 transcription factor AP-2 gamma (activating enhancer binding protein 2 gamma)|TFAP2C|20q13.2 

 epiplakin 1|EPPK1|8q24.3 

 rhophilin, Rho GTPase binding protein 2|RHPN2|19q13.11 

 ring finger protein 43|RNF43|17q22 

 trichorhinophalangeal syndrome I|TRPS1|8q24.12 

 solute carrier family 9, subfamily A (NHE3, cation proton antiporter 3), member 3 regulator 1|SLC9A3R1|17q25.1 

 purinergic receptor P2Y, G-protein coupled, 2|P2RY2|11q13.5-q14.1 

 epsin 3|EPN3|17q21.33 

 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 6 (GalNAc-T6)|GALNT6|12q13 

 breast carcinoma amplified sequence 1|BCAS1|20q13.2 

 tetraspanin 1|TSPAN1|1p34.1 

 transmembrane protein 45B|TMEM45B|11q24.3 

 potassium voltage-gated channel, delayed-rectifier, subfamily S, member 3|KCNS3|2p24 

 myoglobin|MB|22q13.1 

 homeobox B2|HOXB2|17q21.32 

 homeobox B6|HOXB6|17q21.3 

 melanoma associated antigen (mutated) 1-like 1|MUM1L1|Xq22.3 

 serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3|SERPINA3|14q32.1 

 nucleobindin 2|NUCB2|11p15.1 

 cytochrome P450, family 4, subfamily X, polypeptide 1|CYP4X1|1p33 

 cytokine inducible SH2-containing protein|CISH|3p21.3 

 neuropeptide Y receptor Y1|NPY1R|4q31.3-q32 

 angiotensin II receptor, type 1|AGTR1|3q24 

 potassium inwardly-rectifying channel, subfamily J, member 3|KCNJ3|2q24.1 

 hepsin|HPN|19q11-q13.2 

 cystatin 9-like|CST9L|20p11.21 

 chromosome 10 open reading frame 82|C10orf82|10q25.3 

 carboxymethylenebutenolidase homolog (Pseudomonas)|CMBL|5p15.2 

 calmegin|CLGN|4q28.3-q31.1 

 cysteine-rich protein 1 (intestinal)|CRIP1|14q32.33 

 proline rich 15|PRR15|7p14.3 

 cytochrome P450, family 4, subfamily B, polypeptide 1|CYP4B1|1p34-p12 

 collagen, type IV, alpha 5|COL4A5|Xq22 

 IQ motif containing GTPase activating protein 2|IQGAP2|5q13.3 

 solute carrier family 40 (iron-regulated transporter), member 1|SLC40A1|2q32 

 protease, serine, 23|PRSS23|11q14.1 

 plasminogen activator, tissue|PLAT|8p12 

 insulin-like growth factor binding protein, acid labile subunit|IGFALS|16p13.3 

 inositol 1,4,5-trisphosphate receptor, type 1|ITPR1|3p26.1 

 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3C|SEMA3C|7q21-q31 

 solute carrier family 27 (fatty acid transporter), member 2|SLC27A2|15q21.2 

 cytochrome b5 type A (microsomal)|CYB5A|18q23 

 tetraspanin 13|TSPAN13|7p21.1 

 cytochrome c oxidase subunit VIc|COX6C|8q22.2 

 glutathione S-transferase mu 3 (brain)|GSTM3|1p13.3 

 solute carrier family 19 (thiamine transporter), member 2|SLC19A2|1q23.3 

 nephronectin|NPNT|4q24 

 nitric oxide synthase trafficker|NOSTRIN|2q31.1 

 cAMP responsive element binding protein 3-like 4|CREB3L4|1q21.3 

 KIAA1324|KIAA1324|1p13.3 

 fructose-1,6-bisphosphatase 1|FBP1|9q22.3 

 chromosome 4 open reading frame 32|C4orf32|4q25 

 G protein-coupled receptor 160|GPR160|3q26.2-q27 

 StAR-related lipid transfer (START) domain containing 10|STARD10|11q13 

 GDNF family receptor alpha 1|GFRA1|10q26.11 

 acyl-CoA dehydrogenase, short/branched chain|ACADSB|10q26.13 

 vav 3 guanine nucleotide exchange factor|VAV3|1p13.3 

 interleukin 6 signal transducer (gp130, oncostatin M receptor)|IL6ST|5q11.2 

 N-acetyltransferase 2 (arylamine N-acetyltransferase)|NAT2|8p22 

 N-acetyltransferase 1 (arylamine N-acetyltransferase)|NAT1|8p22 

 solute carrier family 7 (amino acid transporter light chain, L system), member 8|SLC7A8|14q11.2 

 melanoma antigen family D, 2|MAGED2|Xp11.2 

 v-myb myeloblastosis viral oncogene homolog (avian)|MYB|6q22-q23 

 dachshund homolog 1 (Drosophila)|DACH1|13q22 

 solute carrier family 39 (zinc transporter), member 6|SLC39A6|18q12.2 

 anterior gradient 2 homolog (Xenopus laevis)|AGR2|7p21.3 

 forkhead box A1|FOXA1|14q12-q13 

 androgen receptor|AR|Xq12 

 trefoil factor 3 (intestinal)|TFF3|21q22.3 

 GATA binding protein 3|GATA3|10p15 

 estrogen receptor 1|ESR1|6q25.1 

 TBC1 domain family, member 9 (with GRAM domain)|TBC1D9|4q31.21 

 carbonic anhydrase XII|CA12|15q22 

 thrombospondin, type I, domain containing 4|THSD4|15q23 

 X-box binding protein 1|XBP1|22q12.1 

 DnaJ (Hsp40) homolog, subfamily C, member 12|DNAJC12|10q22.1 

 dynein, light chain, roadblock-type 2|DYNLRB2|16q23.3 

 signal peptide, CUB domain, EGF-like 2|SCUBE2|11p15.3 

 dynein, axonemal, light intermediate chain 1|DNALI1|1p35.1 

 chromosome 6 open reading frame 211|C6orf211|6q25.1 

 metallothionein-like 5, testis-specific (tesmin)|MTL5|11q13.2-q13.3 

 family with sequence similarity 214, member A|FAM214A|15q21.2-q21.3 

 calsyntenin 2|CLSTN2|3q23 

 nuclear receptor interacting protein 1|NRIP1|21q11.2 

 inositol polyphosphate-4-phosphatase, type II, 105kDa|INPP4B|4q31.21 

 T-box 3|TBX3|12q24.1 

 synaptotagmin-like 2|SYTL2|11q14 

 ATP-binding cassette, sub-family C (CFTR/MRP), member 8|ABCC8|11p15.1 

 ELOVL fatty acid elongase 5|ELOVL5|6p21.1-p12.1 

 progesterone receptor|PGR|11q22-q23 

 non-metastatic cells 5, protein expressed in (nucleoside-diphosphate kinase)|NME5|5q31 

 PDZ domain containing 1|PDZK1|1q21 

 protein kinase (cAMP-dependent, catalytic) inhibitor beta|PKIB|6q22.31 

 RAB27B, member RAS oncogene family|RAB27B|18q21.2 

 pleckstrin homology domain containing, family F (with FYVE domain) member 2|PLEKHF2|8q22.1 

 synaptotagmin XVII|SYT17|16p12.3 

 RAS-like, estrogen-regulated, growth inhibitor|RERG|12p12.3 

 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 7 (GalNAc-T7)|GALNT7|4q31.1 

 trefoil factor 1|TFF1|21q22.3 

 serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 5|SERPINA5|14q32.1 

 protein phosphatase 1, regulatory subunit 3C|PPP1R3C|10q23-q24 

 ectonucleotide pyrophosphatase/phosphodiesterase 5 (putative)|ENPP5|6p21.1-p11.2 

 SH3 domain binding glutamic acid-rich protein like|SH3BGRL|Xq13.3 

 transcription elongation factor A (SII), 3|TCEA3|1p36.12 

 solute carrier family 16, member 6 (monocarboxylic acid transporter 7)|SLC16A6|17q24.2 

 mucin 1, cell surface associated|MUC1|1q21 

 transmembrane channel-like 5|TMC5|16p12.3 

 netrin 4|NTN4|12q22 

 saccharopine dehydrogenase (putative)|SCCPDH|1q44 

 quinoid dihydropteridine reductase|QDPR|4p15.31 

 ribonuclease, RNase A family, 4|RNASE4|14q11 

 chromosome 16 open reading frame 45|C16orf45|16p13.11 

 ectonucleotide pyrophosphatase/phosphodiesterase 1|ENPP1|6q22-q23 

 stanniocalcin 2|STC2|5q35.1 

 prolactin-induced protein|PIP|7q34 

 alpha-2-glycoprotein 1, zinc-binding|AZGP1|7q22.1 

 prolactin receptor|PRLR|5p13.2 

 receptor accessory protein 1|REEP1|2p11.2 

 interleukin 20 receptor, alpha|IL20RA|6q23.3 

 glycine receptor, beta|GLRB|4q31.3 

 membrane associated guanylate kinase, WW and PDZ domain containing 2|MAGI2|7q21 

 cadherin, EGF LAG seven-pass G-type receptor 1 (flamingo homolog, Drosophila)|CELSR1|22q13.3 

 solute carrier family 1 (glial high affinity glutamate transporter), member 2|SLC1A2|11p13-p12 

 RAB11 family interacting protein 1 (class I)|RAB11FIP1|8p11.22 

 complement factor B|CFB|6p21.3 

 acyl-CoA oxidase 2, branched chain|ACOX2|3p14.3 

 neural proliferation, differentiation and control, 1|NPDC1|9q34.3 

 sterol regulatory element binding transcription factor 1|SREBF1|17p11.2 

 meteorin, glial cell differentiation regulator|METRN|16p13.3 

 CXXC finger protein 4|CXXC4|4q22-q24 

 SLIT and NTRK-like family, member 6|SLITRK6|13q31.1 

 nuclear factor I/A|NFIA|1p31.3-p31.2 

 transcription factor AP-2 beta (activating enhancer binding protein 2 beta)|TFAP2B|6p12 

 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3E|SEMA3E|7q21.11 

 transforming growth factor, beta 3|TGFB3|14q24 

 WNK lysine deficient protein kinase 4|WNK4|17q21-q22 

 BPI fold containing family B, member 1|BPIFB1|20q11.21 

 chromosome 3 open reading frame 52|C3orf52|3q13.2 

 chromosome 3 open reading frame 14|C3orf14|3p14.2 

 EF-hand domain family, member D1|EFHD1|2q37.1 

 chloride intracellular channel 6|CLIC6|21q22.12 

 solute carrier family 1 (neuronal/epithelial high affinity glutamate transporter, system Xag), member 1|SLC1A1|9p24 

 lipid phosphate phosphatase-related protein type 3|LPPR3|19p13.3 

 cyclin D1|CCND1|11q13 

 transmembrane protein 101|TMEM101|17q21.31 

 Cbp/p300-interacting transactivator, with Glu/Asp-rich carboxy-terminal domain, 1|CITED1|Xq13.1 

 amphiregulin|AREG|4q13-q21 

 parathyroid hormone-like hormone|PTHLH|12p12.1-p11.2 

 odz, odd Oz/ten-m homolog 2 (Drosophila)|ODZ2|5q34 

 calmodulin-like 3|CALML3|10pter-p13 

 eukaryotic translation elongation factor 1 alpha 2|EEF1A2|20q13.3 

 troponin I type 3 (cardiac)|TNNI3|19q13.4 

 troponin T type 1 (skeletal, slow)|TNNT1|19q13.4 

 isochorismatase domain containing 1|ISOC1|5q22.1-q33.3 

 growth differentiation factor 15|GDF15|19p13.11 

 synaptotagmin XIII|SYT13|11p12-p11 

 chromosome 8 open reading frame 4|C8orf4|8p11.2 

 serpin peptidase inhibitor, clade I (neuroserpin), member 1|SERPINI1|3q26.1 

 synaptotagmin I|SYT1|12cen-q21 

 immediate early response 3|IER3|6p21.3 

 solute carrier family 6 (neurotransmitter transporter, serotonin), member 4|SLC6A4|17q11.2 

 ATH1, acid trehalase-like 1 (yeast)|ATHL1|11p15.5 

 thyrotropin-releasing hormone|TRH|3q13.3-q21 

 protein tyrosine phosphatase, non-receptor type 13 (APO-1/CD95 (Fas)-associated phosphatase)|PTPN13|4q21.3 

 doublecortin domain containing 2|DCDC2|6p22.1 

 nuclear receptor subfamily 4, group A, member 2|NR4A2|2q22-q23 

 zinc finger, matrin-type 4|ZMAT4|8p11.21 

 glycoprotein hormones, alpha polypeptide|CGA|6q12-q21 

 F-box protein 2|FBXO2|1p36.22 

 potassium voltage-gated channel, subfamily H (eag-related), member 2|KCNH2|7q36.1 

 oxoglutarate dehydrogenase-like|OGDHL|10q11.23 

 insulinoma-associated 1|INSM1|20p11.2 

 secretogranin III|SCG3|15q21 

 chromogranin B (secretogranin 1)|CHGB|20pter-p12 

 proprotein convertase subtilisin/kexin type 1|PCSK1|5q15-q21 

 synaptotagmin IV|SYT4|18q12.3 

 CART prepropeptide|CARTPT|5q13.2 

 brain expressed, X-linked 1|BEX1|Xq21-q23 

 brain expressed X-linked 2|BEX2|Xq22 

 zinc finger, DHHC-type containing 11|ZDHHC11|5p15.33 

 choline phosphotransferase 1|CHPT1|12q 

 cingulin-like 1|CGNL1|15q21.3 

 UDP glucuronosyltransferase 2 family, polypeptide B15|UGT2B15|4q13 

 testis expressed 14|TEX14|17q22 

 carbonic anhydrase VIII|CA8|8q11-q12 

 phorbol-12-myristate-13-acetate-induced protein 1|PMAIP1|18q21.32 

 cadherin 2, type 1, N-cadherin (neuronal)|CDH2|18q11.2 

 endothelial cell-specific molecule 1|ESM1|5q11.2 

 hyaluronan and proteoglycan link protein 1|HAPLN1|5q14.3 

 neuronal pentraxin II|NPTX2|7q21.3-q22.1 

 paired box 6|PAX6|11p13 

 megalencephalic leukoencephalopathy with subcortical cysts 1|MLC1|22q13.33 

 T-box 1|TBX1|22q11.21 

 actinin, alpha 2|ACTN2|1q42-q43 

 protein phosphatase 2, regulatory subunit B, gamma|PPP2R2C|4p16.1 

 chemokine (C-X-C motif) ligand 2|CXCL2|4q21 

 epiregulin|EREG|4q13.3 

 paternally expressed 10|PEG10|7q21 

 deleted in malignant brain tumors 1|DMBT1|10q26.13 

 kallikrein-related peptidase 11|KLK11|19q13.33 

 solute carrier family 5 (iodide transporter), member 8|SLC5A8|12q23.1 

 mesothelin|MSLN|16p13.3 

 insulin-like growth factor 2 mRNA binding protein 2|IGF2BP2|3q27.2 

 forkhead box F2|FOXF2|6p25.3 

 GATA binding protein 2|GATA2|3q21.3 

 fatty acid binding protein 3, muscle and heart (mammary-derived growth inhibitor)|FABP3|1p33-p32 

 cathepsin C|CTSC|11q14.2 

 carbonic anhydrase II|CA2|8q22 

 Sp5 transcription factor|SP5|2q31.1 

 carboxypeptidase M|CPM|12q14.3 

 arginase, type II|ARG2|14q24.1 

 tubulin, beta 3 class III|TUBB3|16q24.3 

 mesoderm specific transcript homolog (mouse)|MEST|7q32 

 crystallin, mu|CRYM|16p 

 cytokine-like 1|CYTL1|4p16-p15 

 basic leucine zipper transcription factor, ATF-like|BATF|14q24.3 

 microsomal glutathione S-transferase 2|MGST2|4q28.3 

 aquaporin 3 (Gill blood group)|AQP3|9p13 

 LY6/PLAUR domain containing 3|LYPD3|19q13.31 

 G protein-coupled receptor, family C, group 5, member A|GPRC5A|12p13-p12.3 

 glutathione peroxidase 2 (gastrointestinal)|GPX2|14q24.1 

 lectin, galactoside-binding, soluble, 7|LGALS7|19q13.2 

 ADP-ribosyltransferase 4 (Dombrock blood group)|ART4|12p13-p12 

 hormonally up-regulated Neu-associated kinase|HUNK|21q22.1 

 tumor necrosis factor receptor superfamily, member 19|TNFRSF19|13q12.11-q12.3 

 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3B|SEMA3B|3p21.3 

 naked cuticle homolog 2 (Drosophila)|NKD2|5p15.3 

 bone morphogenetic protein 7|BMP7|20q13 

 carbonyl reductase 3|CBR3|21q22.2 

 lymphoid enhancer-binding factor 1|LEF1|4q23-q25 

 growth factor receptor-bound protein 14|GRB14|2q22-q24 

 amyloid beta (A4) precursor protein|APP|21q21.3 

 Cbp/p300-interacting transactivator, with Glu/Asp-rich carboxy-terminal domain, 4|CITED4|1p34.2 

 transmembrane protein 158 (gene/pseudogene)|TMEM158|3p21.3 

 fibrinogen beta chain|FGB|4q28 

 fibrinogen gamma chain|FGG|4q28 

 fatty acid binding protein 1, liver|FABP1|2p11 

 alpha-2-HS-glycoprotein|AHSG|3q27 

 insulin-like growth factor binding protein 1|IGFBP1|7p13-p12 

 hemoglobin, alpha 2|HBA2|16p13.3 

 troponin C type 2 (fast)|TNNC2|20q12-q13.11 

 troponin I type 2 (skeletal, fast)|TNNI2|11p15.5 

 delta-like 1 homolog (Drosophila)|DLK1|14q32 

 dickkopf 1 homolog (Xenopus laevis)|DKK1|10q11.2 

 forkhead box D1|FOXD1|5q12-q13 

 coagulation factor C homolog, cochlin (Limulus polyphemus)|COCH|14q11.2-q13 

 serpin peptidase inhibitor, clade B (ovalbumin), member 2|SERPINB2|18q21.3 

 oligodendrocyte transcription factor 1|OLIG1|21q22.11 

 orosomucoid 2|ORM2|9q32 

 cytochrome P450, family 2, subfamily F, polypeptide 1|CYP2F1|19q13.2 

 dopa decarboxylase (aromatic L-amino acid decarboxylase)|DDC|7p12.2 

 homeobox B9|HOXB9|17q21.3 

 fibroblast growth factor binding protein 1|FGFBP1|4p15.32 

 DEAD (Asp-Glu-Ala-Asp) box polypeptide 3, Y-linked|DDX3Y|Yq11 

 LIM homeobox 2|LHX2|9q33.3 

 reprimo, TP53 dependent G2 arrest mediator candidate|RPRM|2q23.3 

 brain-derived neurotrophic factor|BDNF|11p13 

 protease, serine, 16 (thymus)|PRSS16|6p21 

 vasorin|VASN|16p13.3 

 eyes absent homolog 2 (Drosophila)|EYA2|20q13.1 

 C3 and PZP-like, alpha-2-macroglobulin domain containing 8|CPAMD8|19p13.11 

 transmembrane protein 139|TMEM139|7q34 

 lactate dehydrogenase B|LDHB|12p12.2-p12.1 

 cysteine and glycine-rich protein 2|CSRP2|12q21.1 

 zinc finger protein 521|ZNF521|18q11.2 

 cysteine-rich secretory protein LCCL domain containing 1|CRISPLD1|8q21.11 

 endothelin 3|EDN3|20q13.2-q13.3 

 v-myc myelocytomatosis viral oncogene homolog (avian)|MYC|8q24.21 

 transmembrane 4 L six family member 1|TM4SF1|3q21-q25 

 coxsackie virus and adenovirus receptor|CXADR|21q21.1 

 cyclin-dependent kinase inhibitor 2A|CDKN2A|9p21 

 cellular retinoic acid binding protein 1|CRABP1|15q24 

 schwannomin interacting protein 1|SCHIP1|3q25.32-q25.33 

 CNKSR family member 3|CNKSR3|6q25.2 

 gamma-aminobutyric acid (GABA) A receptor, epsilon|GABRE|Xq28 

 integrin, alpha 6|ITGA6|2q31.1 

 adrenomedullin|ADM|11p15.4 

 angiopoietin-like 4|ANGPTL4|19p13.3 

 pentraxin 3, long|PTX3|3q25 

 defensin, beta 1|DEFB1|8p23.1 

 glycoprotein M6B|GPM6B|Xp22.2 

 aldehyde dehydrogenase 1 family, member A3|ALDH1A3|15q26.3 

 endothelin 1|EDN1|6p24.1 

 chitinase 3-like 1 (cartilage glycoprotein-39)|CHI3L1|1q32.1 

 BTG family, member 3|BTG3|21q21.1 

 phosphoglycerate dehydrogenase|PHGDH|1p12 

 phosphoserine aminotransferase 1|PSAT1|9q21.2 

 glutathione S-transferase pi 1|GSTP1|11q13 

 N-myc downstream regulated 1|NDRG1|8q24.3 

 annexin A3|ANXA3|4q21.21 

 keratin 7|KRT7|12q13.13 

 fatty acid binding protein 7, brain|FABP7|6q22-q23 

 transcription factor CP2-like 1|TFCP2L1|2q14 

 F-box protein 32|FBXO32|8q24.13 

 engrailed homeobox 1|EN1|2q14.2 

 ADP-ribosyltransferase 3|ART3|4p15.1-p14 

 keratin 23 (histone deacetylase inducible)|KRT23|17q21.2 

 collagen, type IX, alpha 3|COL9A3|20q13.3 

 collagen, type IX, alpha 1|COL9A1|6q12-q14 

 stimulator of chondrogenesis 1|SCRG1|4q34.1 

 frizzled family receptor 9|FZD9|7q11.23 

 ATPase, H+ transporting, lysosomal 42kDa, V1 subunit C2|ATP6V1C2| 

 lipocalin 2|LCN2|9q34 

 potassium intermediate/small conductance calcium-activated channel, subfamily N, member 4|KCNN4|19q13.2 

 aquaporin 5|AQP5|12q13 

 annexin A8-like 2|ANXA8L2|10q11.22 

 laminin, beta 3|LAMB3|1q32 

 laminin, gamma 2|LAMC2|1q25-q31 

 v-kit Hardy-Zuckerman 4 feline sarcoma viral oncogene homolog|KIT|4q11-q12 

 keratin 13|KRT13|17q12-q21.2 

 keratin 15|KRT15|17q21.2 

 sclerostin domain containing 1|SOSTDC1|7p21.1 

 WNT inhibitory factor 1|WIF1|12q14.3 

 inhibitor of DNA binding 4, dominant negative helix-loop-helix protein|ID4|6p22.3 

 collagen, type XVII, alpha 1|COL17A1|10q24.3 

 tripartite motif containing 29|TRIM29|11q23.3 

 keratin 14|KRT14|17q12-q21 

 keratin 5|KRT5|12q13.13 

 keratin 17|KRT17|17q21.2 

 tumor protein p63|TP63|3q28 

 keratin 6B|KRT6B|12q13.13 

 crystallin, alpha B|CRYAB|11q22.3-q23.1 

 cadherin 3, type 1, P-cadherin (placental)|CDH3|16q22.1 

 nuclear factor I/B|NFIB|9p24.1 

 tripartite motif containing 2|TRIM2|4q31.3 

 gamma-aminobutyric acid (GABA) A receptor, pi|GABRP|5q35.1 

 forkhead box C1|FOXC1|6p25 

 kallikrein-related peptidase 8|KLK8|19q13 

 kallikrein-related peptidase 5|KLK5|19q13.33 

 rhophilin associated tail protein 1|ROPN1|3q21.1 

 secreted frizzled-related protein 1|SFRP1|8p11.21 

 melanoma inhibitory activity|MIA|19q13.32-q13.33 

 kallikrein-related peptidase 10|KLK10|19q13 

 tweety homolog 1 (Drosophila)|TTYH1|19q13.4 

 prominin 1|PROM1|4p15.32 

 butyrobetaine (gamma), 2-oxoglutarate dioxygenase (gamma-butyrobetaine hydroxylase) 1|BBOX1|11p14.2 

 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 5|B3GNT5|3q28 

 kallikrein-related peptidase 7|KLK7|19q13.41 

 serpin peptidase inhibitor, clade B (ovalbumin), member 5|SERPINB5|18q21.3 

 Kruppel-like factor 5 (intestinal)|KLF5|13q22.1 

 keratin 16|KRT16|17q21.2 

 lymphocyte antigen 6 complex, locus D|LY6D|8q24 

 midline 1 (Opitz/BBB syndrome)|MID1|Xp22 

 protein phosphatase 1, regulatory (inhibitor) subunit 14C|PPP1R14C|6q24.3-q25.3 

 chemokine (C-X3-C motif) ligand 1|CX3CL1|16q13 

 wingless-type MMTV integration site family, member 6|WNT6|2q35 

 matrix metallopeptidase 7 (matrilysin, uterine)|MMP7|11q21-q22 

 PERP, TP53 apoptosis effector|PERP|6q24 

 ARP3 actin-related protein 3 homolog B (yeast)|ACTR3B|7q36.1 

 zinc finger protein 462|ZNF462|9q31.2 

 hydroxysteroid (17-beta) dehydrogenase 2|HSD17B2|16q24.1-q24.2 

 transient receptor potential cation channel, subfamily V, member 6|TRPV6|7q34 

 UDP-GlcNAc:betaGal beta-1,3-N-acetylglucosaminyltransferase 3|B3GNT3|19p13.1 

 chromosome 1 open reading frame 106|C1orf106|1q32.1 

 calmodulin-like 5|CALML5|10p15.1 

 SRY (sex determining region Y)-box 11|SOX11|2p25 

 S100 calcium binding protein A8|S100A8|1q21 

 S100 calcium binding protein A9|S100A9|1q21 

 secretory leukocyte peptidase inhibitor|SLPI|20q12 

 solute carrier family 4, sodium borate transporter, member 11|SLC4A11|20p12 

 S100 calcium binding protein B|S100B|21q22.3 

 serum amyloid A4, constitutive|SAA4|11p15.1-p14 

 protease, serine, 12 (neurotrypsin, motopsin)|PRSS12|4q28.1 

 calpain 6|CAPN6|Xq23 

 SRY (sex determining region Y)-box 9|SOX9|17q23 

 retinoic acid receptor responder (tazarotene induced) 1|RARRES1|3q25.32 

 macrophage receptor with collagenous structure|MARCO|2q14.2 

 harakiri, BCL2 interacting protein (contains only BH3 domain)|HRK|12q24.22 

 chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating activity, alpha)|CXCL1|4q21 

 interleukin 1, beta|IL1B|2q14 

 prostaglandin-endoperoxide synthase 2 (prostaglandin G/H synthase and cyclooxygenase)|PTGS2|1q25.2-q25.3 

 interleukin 1 receptor, type II|IL1R2|2q12 

 visinin-like 1|VSNL1|2p24.3 

 ceruloplasmin (ferroxidase)|CP|3q23-q25 

 Hermansky-Pudlak syndrome 3|HPS3|3q24 

 claudin 1|CLDN1|3q28-q29 

 Rho family GTPase 3|RND3|2q23.3 

 nuclear factor, interleukin 3 regulated|NFIL3|9q22 

 regulator of G-protein signaling 2, 24kDa|RGS2|1q31 

 calbindin 2|CALB2|16q22.2 

 chemokine (C-C motif) ligand 28|CCL28|5p12 

 NDRG family member 2|NDRG2|14q11.2 

 PDZK1 interacting protein 1|PDZK1IP1|1p33 

 ets homologous factor|EHF|11p12 

 lactotransferrin|LTF|3p21.31 

 chromosome 10 open reading frame 81|C10orf81|10q25.3 

 claudin 8|CLDN8|21q22.11 

 LIM domain only 4|LMO4|1p22.3 

 TSPY-like 5|TSPYL5|8q22.1 

 natriuretic peptide receptor C/guanylate cyclase C (atrionatriuretic peptide receptor C)|NPR3|5p14-p13 

 iroquois homeobox 4|IRX4|5p15.3 

 cytokine receptor-like factor 1|CRLF1|19p12 

 HRAS-like suppressor|HRASLS|3q29 

 mitogen-activated protein kinase 4|MAPK4|18q21.2 

 Ras-related GTP binding D|RRAGD|6q15-q16 

 sorbin and SH3 domain containing 2|SORBS2|4q35.1 

 cytochrome P450, family 26, subfamily B, polypeptide 1|CYP26B1|2p13.2 

 serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member 2|SERPINE2|2q33-q35 

 androgen-dependent TFPI-regulating protein|ADTRP|6p24.1 

 tensin 4|TNS4|17q21.2 

 vitrin|VIT|2p22.2 

 glycine dehydrogenase (decarboxylating)|GLDC|9p22 

 antigen p97 (melanoma associated) identified by monoclonal antibodies 133.2 and 96.5|MFI2|3q28-q29 

 mucin 20, cell surface associated|MUC20|3q29 

 glutathione S-transferase alpha 3|GSTA3|6p12.1 

 gamma-glutamyltransferase 1|GGT1|22q11.23 

 casein kappa|CSN3|4q21.1 

 E74-like factor 5 (ets domain transcription factor)|ELF5|11p13-p12 

 casein alpha s1|CSN1S1|4q21.1 

 casein beta|CSN2|4q21.1 

 folate receptor 1 (adult)|FOLR1|11q13.3-q14.1 

 transferrin|TF|3q22.1 

 surfactant protein D|SFTPD|10q22.2-q23.1 

 opioid growth factor receptor-like 1|OGFRL1|6q13 

 epidermal growth factor|EGF|4q25 

 family with sequence similarity 3, member D|FAM3D|3p14.2 

 carbonic anhydrase VI|CA6|1p36.2 

 neurocalcin delta|NCALD|8q22.2 

 chromosome 4 open reading frame 19|C4orf19|4p14 

 tumor protein D52-like 1|TPD52L1|6q22-q23 

 tetraspanin 8|TSPAN8|12q14.1-q21.1 

 family with sequence similarity 213, member A|FAM213A|10q23.1 

 MANSC domain containing 1|MANSC1|12p13.2 

 hairy/enhancer-of-split related with YRPW motif 1|HEY1|8q21 

 claudin 10|CLDN10|13q31-q34 

 suppressor of cytokine signaling 2|SOCS2|12q 

 metastasis suppressor 1|MTSS1|8p22 

 metallothionein 2A|MT2A|16q13 

 DNA-damage-inducible transcript 4|DDIT4|10pter-q26.12 

 5-oxoprolinase (ATP-hydrolysing)|OPLAH|8q24.3 

 solute carrier family 39 (zinc transporter), member 4|SLC39A4|8q24.3 

 mesoderm posterior 1 homolog (mouse)|MESP1|15q26.1 

 single-minded homolog 2 (Drosophila)|SIM2|21q22.13 

 charged multivesicular body protein 4C|CHMP4C|8q21.13 

 serine/threonine protein kinase MST4|MST4|Xq26.2 

 neuromedin U|NMU|4q12 

 v-myb myeloblastosis viral oncogene homolog (avian)-like 1|MYBL1|8q22 

 lamin B1|LMNB1|5q23.2 

 stathmin 1|STMN1|1p36.11 

 CDC28 protein kinase regulatory subunit 2|CKS2|9q22 

 ubiquitin-like with PHD and ring finger domains 1|UHRF1|19p13.3 

 sperm associated antigen 5|SPAG5|17q11.2 

 MAD2 mitotic arrest deficient-like 1 (yeast)|MAD2L1|4q27 

 antigen identified by monoclonal antibody Ki-67|MKI67|10q26.2 

 baculoviral IAP repeat containing 5|BIRC5|17q25 

 checkpoint kinase 1|CHEK1|11q24.2 

 NIMA (never in mitosis gene a)-related kinase 2|NEK2|1q32.2-q41 

 cell division cycle associated 5|CDCA5|11q12.1 

 ubiquitin-conjugating enzyme E2T (putative)|UBE2T|1q32.1 

 centromere protein F, 350/400kDa (mitosin)|CENPF|1q32-q41 

 asp (abnormal spindle) homolog, microcephaly associated (Drosophila)|ASPM|1q31 

 centrosomal protein 55kDa|CEP55|10q23.33 

 budding uninhibited by benzimidazoles 1 homolog (yeast)|BUB1|2q14 

 TTK protein kinase|TTK|6q13-q21 

 NUF2, NDC80 kinetochore complex component, homolog (S. cerevisiae)|NUF2|1q23.3 

 maternal embryonic leucine zipper kinase|MELK|9p13.2 

 non-SMC condensin I complex, subunit G|NCAPG|4p15.33 

 PDZ binding kinase|PBK|8p21.2 

 thymidylate synthetase|TYMS|18p11.32 

 anillin, actin binding protein|ANLN|7p15-p14 

 topoisomerase (DNA) II alpha 170kDa|TOP2A|17q21-q22 

 ribonucleotide reductase M2|RRM2|2p25-p24 

 cell division cycle 20 homolog (S. cerevisiae)|CDC20|1p34.1 

 meiotic nuclear divisions 1 homolog (S. cerevisiae)|MND1|4q31.3 

 cell division cycle associated 7|CDCA7|2q31 

 cell division cycle 6 homolog (S. cerevisiae)|CDC6|17q21.3 

 low density lipoprotein receptor-related protein 8, apolipoprotein e receptor|LRP8|1p34 

 squalene epoxidase|SQLE|8q24.1 

 gamma-glutamyl hydrolase (conjugase, folylpolygammaglutamyl hydrolase)|GGH|8q12.3 

 interleukin 23, alpha subunit p19|IL23A|12q13.3 

 nuclear factor (erythroid-derived 2)-like 3|NFE2L3|7p15.2 

 lysosomal protein transmembrane 4 beta|LAPTM4B|8q22.1 

 profilin 2|PFN2|3q25.1 

 pirin (iron-binding nuclear protein)|PIR|Xp22.2 

 cytochrome P450, family 2, subfamily J, polypeptide 2|CYP2J2|1p31.3-p31.2 

 serine/threonine/tyrosine kinase 1|STYK1|12p13.2 

 NAD(P)H dehydrogenase, quinone 1|NQO1|16q22.1 

 potassium channel, subfamily K, member 1|KCNK1|1q42-q43 

 BMP and activin membrane-bound inhibitor homolog (Xenopus laevis)|BAMBI|10p12.3-p11.2 

 PAP associated domain containing 4|PAPD4|5q14.1 

 CD24 molecule|CD24|6q21 

 creatine kinase, mitochondrial 1B|CKMT1B|15q15 

 cystatin E/M|CST6|11q13 

 S100 calcium binding protein A16|S100A16|1q21 

 integrin, beta 6|ITGB6|2q24.2 

 cysteine-rich secretory protein 3|CRISP3|6p12.3 

 contactin associated protein-like 2|CNTNAP2|7q35 

 transmembrane protein 132A|TMEM132A|11q12.2 

 growth factor receptor-bound protein 7|GRB7|17q12 

 phenylethanolamine N-methyltransferase|PNMT|17q 

 proteasome (prosome, macropain) 26S subunit, non-ATPase, 3|PSMD3|17q21.1 

 v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian)|ERBB2|17q21.1 

 migration and invasion enhancer 1|MIEN1|17q12 

 titin-cap (telethonin)|TCAP|17q12 

 chromosome 2 open reading frame 54|C2orf54|2q37.3 

 fatty acid 2-hydroxylase|FA2H|16q23 

 tribbles homolog 3 (Drosophila)|TRIB3|20p13-p12.2 

 ATP-binding cassette, sub-family C (CFTR/MRP), member 3|ABCC3|17q22 

 syndecan 1|SDC1|2p24.1 

 chloride channel accessory 2|CLCA2|1p22.3 

 transmembrane protease, serine 4|TMPRSS4|11q23.3 

 pleckstrin homology-like domain, family A, member 2|PHLDA2|11p15.4 

 premature ovarian failure, 1B|POF1B|Xq21.2 

 ATPase, H+ transporting, lysosomal V0 subunit a4|ATP6V0A4|7q34 

 prostate stem cell antigen|PSCA|8q24.2 

 solute carrier family 12 (sodium/potassium/chloride transporters), member 2|SLC12A2|5q23.3 

 cathelicidin antimicrobial peptide|CAMP|3p21.3 

 kringle containing transmembrane protein 2|KREMEN2|16p13.3 

 G protein-coupled receptor 56|GPR56|16q13 

 kynureninase|KYNU|2q22.2 

 UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 14 (GalNAc-T14)|GALNT14|2p23.1 

 histone cluster 1, H2ae|HIST1H2AE|6p22.1 

 histone cluster 1, H2bc|HIST1H2BC|6p22.1 

 histone cluster 1, H3d|HIST1H3D|6p22.1 

 protocadherin beta 2|PCDHB2|5q31 

 actin, alpha 1, skeletal muscle|ACTA1|1q42.13 

 phospholipase C, epsilon 1|PLCE1|10q23 

 angiotensinogen (serpin peptidase inhibitor, clade A, member 8)|AGT|1q42.2 

 patatin-like phospholipase domain containing 3|PNPLA3|22q13.31 

 glutamic pyruvate transaminase (alanine aminotransferase) 2|GPT2|16q12.1 

 CD55 molecule, decay accelerating factor for complement (Cromer blood group)|CD55|1q32 

 ring finger protein 128, E3 ubiquitin protein ligase|RNF128|Xq22.3 

 microsomal glutathione S-transferase 1|MGST1|12p12.3-p12.1 

 stearoyl-CoA desaturase (delta-9-desaturase)|SCD|10q24.31 

 retinol binding protein 1, cellular|RBP1|3q23 

 phosphoserine phosphatase|PSPH|7p11.2 

 FK506 binding protein 5|FKBP5|6p21.31 

 CCAAT/enhancer binding protein (C/EBP), delta|CEBPD|8p11.2-p11.1 

 OTU domain containing 7A|OTUD7A|15q13.3 

 glutamate receptor, ionotropic, N-methyl D-aspartate 2D|GRIN2D|19q13.33 

 limbic system-associated membrane protein|LSAMP|3q13.2-q21 

 proprotein convertase subtilisin/kexin type 4|PCSK4|19p13.3 

 POU class 3 homeobox 2|POU3F2|6q16 

 insulin-like growth factor binding protein 5|IGFBP5|2q33-q36 

 X (inactive)-specific transcript (non-protein coding)|XIST|Xq13.2 

 homeobox C10|HOXC10|12q13.3 

 SIX homeobox 1|SIX1|14q23.1 

 acyl-CoA synthetase short-chain family member 1|ACSS1|20p11.23-p11.21 

 neurotensin|NTS|12q21 

 matrix metallopeptidase 2 (gelatinase A, 72kDa gelatinase, 72kDa type IV collagenase)|MMP2|16q13-q21 

 E74-like factor 4 (ets domain transcription factor)|ELF4|Xq26 

 deleted in bladder cancer 1|DBC1|9q32-q33 

 ankyrin repeat domain 2 (stretch responsive muscle)|ANKRD2|10q23 

 islet cell autoantigen 1,69kDa-like|ICA1L|2q33.2 

 phosphoribosylformylglycinamidine synthase|PFAS|17p13.1 

 unc-51-like kinase 1 (C. elegans)|ULK1|12q24.3 

 membrane-spanning 4-domains, subfamily A, member 8B|MS4A8B|11q12.2 

 cholinergic receptor, nicotinic, alpha 10 (neuronal)|CHRNA10|11p15.5 

 scinderin|SCIN|7p21.3 

 fatty acid desaturase 1|FADS1|11q12.2-q13.1 

 solute carrier organic anion transporter family, member 2B1|SLCO2B1|11q13 

 chromosome X open reading frame 57|CXorf57|Xq22.3 

 tripartite motif containing 68|TRIM68|11p15.4 

 integrin, beta 8|ITGB8|7p21.1 

 tripartite motif containing 3|TRIM3|11p15.5 

 dual oxidase 2|DUOX2|15q15.3 

 mitochondrial ribosomal protein S17|MRPS17|7p11 

 phosphoglycerate kinase 2|PGK2|6p12.3 

 ERO1-like beta (S. cerevisiae)|ERO1LB|1q42.2-q43 

 cAMP responsive element binding protein 3-like 3|CREB3L3|19p13.3 

 pleckstrin homology domain containing, family N member 1|PLEKHN1|1p36.33 

 ST6 (alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1,3)-N-acetylgalactosaminide alpha-2,6-sialyltransferase 5|ST6GALNAC5|1p31.1 

 BRF2, subunit of RNA polymerase III transcription initiation factor, BRF1-like|BRF2|8p11.23 

 BCL2-like 14 (apoptosis facilitator)|BCL2L14|12p13-p12 

 protein tyrosine phosphatase, receptor-type, Z polypeptide 1|PTPRZ1|7q31.3 

 UDP glucuronosyltransferase 2 family, polypeptide B10|UGT2B10|4q13.2 

 high mobility group AT-hook 2|HMGA2|12q15 

 NLR family, pyrin domain containing 2|NLRP2|19q13.42 

 coagulation factor VII (serum prothrombin conversion accelerator)|F7|13q34 

 guanine nucleotide binding protein (G protein), gamma 13|GNG13|16p13.3 

 SET and MYND domain containing 1|SMYD1|2p11.2 

 suppression of tumorigenicity 18 (breast carcinoma) (zinc finger protein)|ST18|8q11.23 

 serine/threonine kinase 16|STK16|2q35 


