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DDX3YDDX3YTRPM4NLRP2ACTG2METMETMETITM2COAS1OAS1AXLOASLOASLOAS2OAS3PRKCZABCA6CSF1RHK3MAPKAPK3NOD2FGRHSPA6HSPA1AHSPA1BTAP2SRCFERTRIOTRIOTRIOTRIOTNIKTNIKTNIKBMP2KIRAK3IRAK3ACSL1ACSL1GKACVR1TAP1IFIH1SGK1P2RX4CAMK1PDGFRARPS6KA2CDK18PAPSS2PAPSS2PAPSS2MYLKYES1YES1PLK2MYO1BMYO1BRYR1ATP9AFYNFYNFYNPRKCQITKPRKCHMYO1FPRKCHPIK3C2BEPHA4SIK1BZAP70TTNSWAP70PASKPASKPASKCIITACTPS2IKBKEIKBKECHKBPKMMARSEIF4A1MAP2K7TAOK1ALPK1ATP8B1FGFR1PDS5BWNK1WNK1LONP2LONP2TTLL3PKMHIPK2HIPK2NME3KIF26BCSNK1EMYO1CMAPK11ABCA7AAK1ABCC10EPHB1RHOBTB3RHOBTB3RHOBTB3STK3ATP1B1ATP1B1HCKENTPD1ENTPD1ENTPD1MYO1DEHD3MAP3K8UBA7MAP3K5MAP3K5PLK3MAP3K14TPK1JAK2JAK2DDX58DDX60MARK1MYO6MYO6MYO6MYH10MYH10RUNX1SMARCA1SMARCA1SMARCA1CKBAK4MYO7AMYO7AFESULK2ULK2P2RX5PAK6PIM2PIM1DGKGGPHNMYO7AMYO7ADDX17DDX17DDX17TLK1TLK1HELLSLIG1DDX11BLKQRSL1QRSL1PTK2BPTK2BCHD3TRIB2TRIB2ATP8A1LCKLCKMAPK13MAPK13MYH11MYH11MYH11IDH3GFGFR1FGFR1PTK7EHD2DDR1DDR1DDR1DDR1HSPA4LABCA5MAP2K6FRKTRIB1STK38LPDXKCERKABCB1ACVR1BMAP4K3KCNJ8KCNJ8MYO10KITERBB3FGFR3ABCA8NTRK2ASS1CDK19KIF5CGSK3BKIF3AERN2ACVR2BHKDC1MAP2K3SRRSPG7TNK2CSNK1G2CHD3FLT3ABCB9ABCB9NLRP1NLRP1NLRP1NLRP1CDK11AULK1MARK4MAPKAPK2MAPKAPK2RPS6KA4TAOK2KIF3CRTEL1INSRTHRAP3MAPK11PRKCETOR4ACDC42BPACDC42BPAPINK1PINK1SPHK1PDGFRBAKT3AKT3PCCADHX32PRKAG2ADCY6MATKATP2B4KIF1CMAST4MAST4EGFREGFRPFKFB3ABCC3NAV2ABCB4ABCB4PIK3CGPIK3CGMYO1ECDK14CDK14UBE2J1DGKDATP8A1MAB21L1ATP10DPTK2PTK2ITPKBSTK17BSTK17BPDK3PDK3ACACANADSYN1INSRPRKCAPRKCAPRKCASEPHS1PDS5BMAP3K7NVLPRKCIPRKCITP53TP53MAP2K2EPRSNOLC1KIF21BCOQ8ANME4SLC27A5FKBP4UCK2ABCC4PRKXATP2B1KIF16BROCK2MAP4K4MCM9MAP3K4ICKLIG3UBE2OCDK5UBE2D4NME7PAK4SIK2UBE2L3MLH3HLTFACTR3BRFKBBS10HK2CHD7CLK2DDX52ABCF2TWNKCTPS1PFASFARSASARS2PTGES3L−AARSD1RAD51DGARTUBE4BDDX28GATBSPATA5L1TTLL4ATRKIF13BNEK3NEK3TRIB3CLPBGSSTRPM6DDX43HIST1H1EBLKDDX39BDMC1DMC1MAPK12MSH5BMPR1ABMPR1AGUCY2CPDK2LIMK2PRKCBATP9BACTR8NUBPLMYO5CSETXCASKRECQL5RECQL5RECQL5PMS2ERCC2SIK3SIK3NLKATP2C1ATP2C1MARK2DYRK1BMYO9BMARK2MVKMYH13UBE2MCDK9TOR1APDK2PIP5K1AATMDDX51PIK3CDIKBKBNADKCDK11ARAD50CSNK2A1GATCBTKSYKCCT6BPEX1PEX1RIOK3CDK19IKBKBMAPK9EIF2AK1MAP2K5MAP2K5KIF5CAACSTESK1LRRK1MYO9AMAST2MAST2ERCC6LDTYMKORC1RAD54BCENPEKIF20BKIF23DNA2PLK4PLK4RAD54LCHEK2POLQCDC7TOP2AKIF15MKI67MKI67ATAD2CDC6CDC6PLK1UBE2CPBKKIF22RAD51KIFC1NEK2NEK2CKMT1BDYRK3CDK20LIG4ROR1SMARCA4SMARCA4SMARCA4SMARCA4SMARCA4ACACACHKACHKARPS6KA5DYRK2DYRK2DYRK2ROR1ABCG1ERBB4NUAK2PRKACBPRKACBCDC42BPBBCRBCRIGF1RIGF1RDYNC1LI2HIPK1PKN2ATRXTOP1NEK1HSPA4SMG1STK4DDX24CHD4MOKGRK5GRK5RBKSRBKSSMC1ANTRK3NTRK3ACACBCPS1SRPK2TESK2MAST3MAP3K9DHX35CAMK2BCAMK2BCAMK2BCAMK2BSTK17AKCNJ1ACTC1MYH2ACTA1CKMLIMK1PIP4K2AACVR2ARIPK2METOPLAHMST1RCDK16AKT1HSPA2HSPA13ATP10BSLC27A2SLC27A2PYGLPDK4AURKCACVR1BUBE2D1SGK3FARS2EPHA3ADCY9FGFR2NUAK1SLFN12DDR2DCLK1ABCA3EPHA2ABCC3PIP5K1BUBA6ATP13A3DDX3XHIPK3HIPK3APAF1DHX34MAPK14LIG3PRKCIVWA8PIP4K2BCLCN3MAP4K5UBE4BUBE4BMAPK14MAPK14KIF22MCM4DHX9DHX9AK2GARTMAT2APLK4NEK9MAP3K1PIP5K1APIP5K1ABUB1CDK2RFC5BRIP1MSH6WEE1TAP2RIPK1TGFBR1CAMKK2ATP6V1AMAP3K2SCYL2CDK17HSPA4SPASTPAPOLAPDK1SRPK2ROCK2CIITAUBE2HUBE2HMVDPEX6DGKAVARSHNRNPUEIF4G1GRK2DAPK3ATP2A3ATP2A3AKT2AKT2SMARCA2SMARCA2WARSGLULRYKRYKHSP90B1MAPKAPK3TGFBR2MERTKMERTKBMPR2BMPR2ATP9BACSF2JAK3JAK3CAMK4ABCG5AK1RENBPATP13A2KIF1BPAK1EPHB1GRK3RFC5ATP11ACLCN4CLCN4CLCN4CLCN4MAP2K6MAPKAPK2
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