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APEHUGDHFXYD3ACP5DTD1CMTM3CFDP1CHMP3ADAM23NSUN2DPM1NT5DC1AIFM1YIPF3
PABPC4NMRK1B3GAT3ATP6V1E1MRASSTYXL1PSMG3−AS1DLGAP4APOC1DCXRDTYMKSNNMCM5GPCPD1DPY19L3AKT1KCNK15ASF1BSTX8SMARCA1AP1M1HSPB11WDR55WDR41NUFIP2HEXIM1UBE2E1TP53BP2TTC32TEX2POGZSMNDC1LUC7LATRAIDWTIPGLB1LMLLT10CORO2BRXRA
FLYWCH1DNAJC11IL13RA1ETV5AC096564.1CADPS2KLHL24STAT2ABCA5ZFYVE1MTMR6DUSP22PTPN11NIP7ZNF266CD151ALDH1A1ERI3SLC26A6
SIRPAELP2UBE2NFAM229BMLLT6NUP93DSTDDX21GOLGA4DERL1GPR155EIF2AK4PEX2RABL6RBM10ARF3PGPFBXO22MOAP1RASA1CD99L2BRIX1MTF2PPWD1CABLES1GAS8CTSOPLAAZBTB7ADNAJC16NPRL2SPRYD7TFPTSORBS3FOXJ2ARL6IP5CHP1CDK2AP2TOMM22ACTN1TASP1
TM7SF3RNF149RAB14NAPAFAM83HLINC01641UNC45AGPAA1TRAF3IP2POLR3EJPT1PHACTR2DHRS1BADSPIRE1ZFYVE26POLEHMGN1PITPNAZNF197NIPA1ELOARAB23PSMF1ZNF3RAB1BTBKBP1IL10RBJAZF1PDCD7FAF1AL445524.1IPO8TMEM173CHCHD10
IAH1PPFIBP2PHF20L1MFSD6KINTRIM4IKVDAC2PIK3C3AKAP12COG1
CXCL5CDIPTCCL2LIMD2ARL1SMG7NUCKS1ECH1ANAPC4C19orf24PDE12DNAJB12NUCB1SFMBT2SF3B1IVNS1ABPPIK3AP1TAF13SSB
DKK1SGSHUGP2IDH3GBCL2A1SERTAD1RARSKIAA0930DNAJB1IARSEZRDAP3MLECSPIN1IST1DRG1CLDND1ASH1LKHNYNOSTCSUPT5HCCDC84VAMP7AQRADSLWIPI2VILLNABP2UBALD1CCDC28AMKNK2SEC24B
MAZTGM2IL1RNZNRD1MFAP1LIMK2MMP14HCLS1PRPF4BDDIT3NOC3LRNF44TENT5ACFAP97SSH1PRKCSHTCN2ECPASC1QB
SRGNACP1DPP7TXNIPMETAP2AGPAT1TBC1D7CTSSTHBDEPM2AIP1ANP32ETMEM115QARSTIMM8BTNPO1RNF141EPHX1PGK1ZNF644BCL7BTPGS2TOP2APHF6SELENOKNOA1FAM200BADMTBC1D5SLC25A37CD274
ANGPTL4E2F4CIB1HPCAL1MICAVEGFADIS3SF3B5EIF1USP36CHTF8ALG1RUVBL2POLR2MSND1
SELENONPOLR2HTOP2BC8orf59EIF2B4RHOGIFI44LZFAS1AP2B1RAB32PTGDSTUSC1RIN3UQCRC2CIITATTF2STAP2BICRAPPIDSMIM7RBM26
IER3MMADHCTRAP1TMCO1IMPDH2KLHL2RBM39TXNRD1PNISRMVPSSNA1BZW1ACSS1SARAFGLG1B4GALT5TGFBR3SUN1PDLIM2RRP12PHACTR4FTSJ3IRF2BP2ACBD6GPR143AENBLOC1S4PARNATP6AP1TUBB4ASCMH1EIF4A2EIF3MUBOX5
DCTMLANAAPOEPMELIFI6TYRRACK1BCANUQCRBCHCHD6FXYD5
COL3A1FN1COL1A1COL1A2TIMP1THBS1COL6A1COL4A1DCNCOL6A2TMSB4XPOSTNVWFIGFBP3MMP1COL5A2COL5A1COL6A3NNMTSPARCCTGFSERPINE1FSTL1GLULIGFBP5VCANPLTPPDGFRBITGA5TPM2TAGLNEGFL7MPEG1TGFBISULF1MMP9BCAT1S100A8GNG11IGFBP2ESAMSELENOP
NAA38SH2B3TRBC2PIGKNOP53ACTA2PNPLA6SOD2RAC2LUMCPECD52MEPCE
HK1TBCDPJA2RAD23ACSNK1G2SF3A1P4HBDDX42NUDT16ALOX5C5AR1ARL6IP4AHCYL1PYCR2ACO2GAS1
MALAT1SLC2A3SYNGR2SLC11A1TREM1GNAI3CD300AHSF4TSPAN4ZFP36L2ANXA11SRSF3MAN1B1
CXCL8SPP1AD000090.1PLIN2FTLTPT1VIMFTH1GAPDH
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