
1 2

1
2

NEFMSSTADAM11MDGA1SHOX2CDH19MEGF10MPZCTXND1NRN1PCDH15PHACTR3DOCK10ERAP2LINC01139C5orf17SLC17A8NEUROD1ANKFN1NWD2ONECUT1THSD7BPPP1R17POU4F1GUSBP15CRISP3FABP7PRR9TCL6AOC1MUC15AC083843.2CFBSLC15A2PTH1RUPK1BSCELCLIC5MUC16HCAR3ABCC6METTL7AABCA12CPMGPLD1CSF3RCERS3FGD3S100A9CACNA1SGRAMD2AAPOBEC3BMALNR3C2MUC1PCDHB8KAT2BSLC44A5AC005863.1DLL1FAM66DFAM181BGAS2MAPK10DUOX1CLIC3BLNKKLK6KLK8SMPDL3AIKZF2D21S2088EESRRGCACNA2D3DLX4SRGNAC005524.1C1QTNF3−AMACRPTNAJ009632.2DLEU2SPAG17TRIML1AC022034.1FABP5SLITRK5AC093908.1PWRN1AC138866.1ARHGEF38LINC02217TMEM169PRKG1RXRGTRMT9BAC007342.4AL133467.3AC016251.1DLG2AC008895.1STARD5FUT6TAPBPLAPOBEC3GVSTM5MYBAL512625.1NUTM2B−AS1TAS2R30USP13CYP7B1TXNRD2OLR1NDST4LINC02534CFAP44VSTM2LPLGLB1AIM2LRRC53RBMXP4ACCSPSG2MEF2CAC116562.3GUSBP9MSTNPRKG2FOXD2PRDM12TCHHL1ISLR2NEUROG1XKR7CACNA1EINSCNEBLFAM171BMETGIMAP2TINCRPCDHB13LINC02840C21orf91N4BP2L2−IT2AP000542.3AC008507.3PARP15EEA1NR2F2−AS1AP000542.2PGAP1FAM241AHELLPAROR14J1LINC00506TMEM45ALINC01427AC007878.1COMTLRP12AC124319.3USP49WASH5PSRGAP1PARP8DDX17ZNF586TSEN2AK9DYNC2I1AC097467.3DGCR5AC024610.2TPTEP2ASB18CARD14AS3MTFAM117BKRBA2ZNF33AAC104791.2ZFP62ATAD2BSLC35E2BUSP40DNASE1AL137230.1KLHDC8BRN7SL670PPSMD6−AS1AC099811.1PTPN13NRIP1SATB1ZNF124ADGRL3MIPOL1COLQOR5AS1LINC02082AC020658.6AC092427.1RPS6KA5CASTOR3C6orf141POU5F2AC093725.2SCML4HNRNPA1P54AC092078.3OR10K1HULCATP10BLINC01359AC105285.1SLX1B−SULT1A4CCDC30ERV3−1AC018809.2GABPB1−IT1TRIM66AC055811.4AC010378.1FAM227AZNRD1ASPAC108471.2AC138409.2LINC01630AC092661.1ZNF662ANKRD36BP2GVQW3GUSBP2CASRGABPB1−AS1AC027644.4DDX59−AS1DIRAS1FAM66BPGLYRP4ADGRF1ERAP1SLA2TET3ZNF486TAS2R13AL121839.2AC011092.3AC006978.2TPM3P9SLC4A5AC010186.3AC092070.2ZNF132AP002505.1AC079354.2SLCO3A1ERBB3AC004702.1ENPP2AC138951.2GUSBP3PCDHGB7AC103746.1PDE7AAC025580.1LINC01876FAM27CPCDHB9PLD6CHRNB4AL845472.1FAM198B−AS1AC012313.5AC127024.7AL021368.2CCDC125AL356737.1KIAA0408ALOX12P2SLC16A6GJB6MSANTD3−TMEFF1FP671120.6AD000090.1
ALPK3TCERG1LZNF528−AS1TAFA5ZFP3FGGFGAGSTA2CPA1UNC13CAPOC1MYO18BCOLEC11PDLIM3TSPAN5CCDC183TYMPNAPRTCSRNP1PCDHGB4FZD8TSPAN15TSLPARHGEF3SLC7A4HYIC12orf75FOXL2RAB31FENDRRLRATD2DYSFANTXR2CMBLMARCHF3FOXD1DEPTORTMEM92AC100803.3AC103702.1COLEC10PDP1NLRP1MIR22HGTNFRSF12AAC010332.3SERF1AAC244669.1LINC01411HTR1DNME3HAGHLPAOXRGPD3RPL5SURF1PIFONKX3−1ANXA3SEC61BSLBPMSH3POLR3CGTF2H2CGUK1LIMS1HACD1SBDSTRMT10CADD3ADGRL2SMURF2P4HA1SAC3D1SCO2RNF112F3CHURC1LINC01090NOD1ABHD14BMYO1DSORBS3COLGALT1MYDGFFAM163ARABAC1SH3BGRL3EVA1BMRPL41RNH1CHPFRNPEPL1LMNASTUB1CORO1BYKT6TMED9YDJCTMEM208GAMTDHRS4PCDHGA11FBLIM1MBPTOMM7CCDC81CPNE2DAPK3AC093673.1COPRSCHMP4CALKBH7TSSC4PEPDLMF2LINC00623C1orf122PABPC4NIP7ABL2DPH2FPGSFAAP100QDPRMAPKAPK2SHARPINYRDCPISDHGSMRPL20−AS1CIAO2BRPS19DNPH1MFSD12FBXL6HRH2PPIFMFSD10ZNF598RPL26RPS17RPL8RPL18RPS28RPL13SNX8UBE2MEMC8GTF2F1CLTAATP6V0BRPLP2RPLP1RPL28CDIPTMEF2DNANSPITHD1RPL14RPL3ATP6V1B2AAMPBRMS1TMUB1TPRNMRPS26ABHD8RPL27RPS25RPL31RPS27ADALRD3NOP10RPS5PPP4CEEF1DPOLR2CFAURPL36RPS21RPS18TM4SF18PLBD1−AS1EZRRPS12MFHAS1KIAA1671R3HDM4HELZ2ACTR1BSGSM3TPD52L2UBE2J2ASB1MACF1NEIL2TP53I13AP1S1POLR2JTMEM219RAB13MGAT4BARFGAP1FADDRMDN3MGAT2CCNYPPP2CBTIMMDC1SPTLC2TAF10KLF6EOLA2NAA20RPS20EEF1B2RPS14RPL7RPL21LUZP1RPL37ARPS3RPS24RPL23BRD9ST13MRPS23PIP4K2AUAP1MRPL18RPS13NFICAC084880.1THNSL2SLC39A13ANTKMTCOTL1KCTD11AL139005.1MLC1PHETA1GNAI2ATP5F1DYIF1BATAD3AZYXSLC25A20PFDN1TIMM23LASP1SFXN3MYH9MPGNDUFAF3LRRC59PPP1R14BWDR1PALM2AKAP2EHD4GADD45GIP1NUDT16L1PLEKHJ1SNU13ANAPC11CD63NME2RPL36ALSCAND1ZDHHC7KIAA2013SRA1ARL6IP4EMC6DGCR6LCOPESH3BP4RPL18ATMEM256CCBE1HIF3ASMTNFUOMSELENOMMZT2BCABLES1SNPHAENBBC3MARCHF2KIF1CBAXDCTDMBOAT7STK10PGAP6FHL3CDK2AP2GPX1SLC52A2PPDPFITGA5FADS3OCIAD2PLXND1GYPCTMEM200BPFKPCIB1PCBD1PRCDPGGHGETNK2ZNF853SLC2A10EPHX1SERPINH1YTHDF1TXNDC5MST1LVIM−AS1SHISA4CCDC85BTRIB1BCAR1ACP3C4orf48WNT11S1PR1DOHHMED16ZNF578ZNF850BRI3SMIM3TMEM120ARILPBAG3CSTBSNORA5CMEG9MYO18AGRIN2DCLUIFITM3DPP7PTGFRPNKDSLALLGL2MMP28MAPK12ASIC2GPR20RAB32SPEGLHX1−DTCUTALPZNF641CTSZPARVAAFAP1L2EXT1ITM2CRRASSERPINA3EGLN1SIK1BJPH1SLC39A4TMEM158LDHAP7HAND2−AS1PLAAT3TUBA4ASLC17A9TENT5CADGRL4RIN1CREB3L1ADARFTN1P4HA2NOGPDCD1LG2TRBC2AC107956.1ART5GTF2H2BSDR42E1ISG15LOXL2HSPB6EMP3PLCE1RSPO4PEAR1RPS2P5PCDHGA10TRIM47MELTFMARCHF4ZNF703RPP25PLEK2LINC02381CALB2ADORA1ARHGAP22RENLIFRCDC42EP2MCAMCLEC11ALCP1ITGA8COL9A3LINC02802KIF26BADGRA2S1PR3GLI2MRAP2NEURL1BAEBP1FGFRL1ALPK2COL18A1IER3TSHZ3KCNS1FSCN1CSF1SCARF2PFKFB3ENGCGNL1MAMDC2IFFO2PLPP4UACAGALNT10NBL1WNT9APROCRTUBB6GAS2L1TSPAN4GATA6−AS1RAB42ACTN1PXDNAC093849.2SNTA1ZMIZ1CDIP1SDC3RUSC2LRFN4ROR1IL11JCADF2RL1APOECCN1BNC1RAB3BRASA3SEZ6L2CTHRC1TUBB2AKCTD12ZNF880DACT1PMP22LRRN4LGALS1COLEC12RGS5PCDHA3BMP2EDN1TLR4C9orf64LSP1P5TNFKCNN2FAM20CAL591846.1EIF3FP3CXCL5CSGALNACT1PSORS1C1KCNE3MICBTNNT1EGFL7RBPMS2POTEIAC010624.5SERPINE2PAPSS2SERPINE1SLCO2A1HOXB2ENPEPZNF469TGFB1MICAL2MRC2ALOX5APTGFANT5ECYGBPLNMASP1NPR1HLXPODNSVEP1CBLN2SNCAIPSUCNR1PARM1MMETHBDMESTAC023469.2HOXC10SELENOPHPCAL4KCNE4SMOC2HTRA1SLC22A3CHI3L1ZNF728SMN2BST2ZNF560LAMC3COL6A1COL6A2MFAP4PROM1TM4SF1CRHBPZNF528PENKBMP6SBSPONHOXB4DOK4HOXB5ZAP70TMEM88FOXF1SPON2NNMTFIBINHOXB3HOXC8MYRFTBX20PRDM6AC084357.3VTNTEKNID2PITX2EGFLAMFLT1HAND1TMEM119PCDH10CDH11CCN4COL3A1LUMCLEC1BIGSF10TECRLSLC22A2DESPCDHB5KRTAP2−3ZBED2RGS13CLEC12ASLC39A2SLNLINC02772CD248ACTC1BMP4THY1ALOX15VEGFCACVRL1HOXA13CYB5D1RGS4GATA6PROK1HOXB8FYB2TCF21HOXC4ART4ITGA1LMCD1TBX4ZFPM2FGF1KCND3FSHRLRRC32HOXB6HOXC6SYT10SYNPOPDZRN4RGS1SLC6A17SYNMMCHR1SLIT3CMKLR1MYOCDMYL7TRIM58TNNT2ARHGEF28MMP10WNT2OGNACTA1MGPSTACCYSLTR2RTL1PCDH7GPX7TGM2NEXNGLIPR2NTRK2ANKRD1GAS6CXCL6COPZ2PTGER2INHBAFSTL3FBN1DIO3NPPBMATN2ACTA2PGM5BMPERHOXA10SLIT2PLAGL1PAPPAPAMR1SOD3POPDC2HSPB7GNA14LINC01535HIC1SSC4DFOXL1RPS26NUDT12MMP1SEC22B3PPCDHA10PKIGPABPC4LANPEPSOCS3ISLRTDO2RCN3TNNI1SNRPNCAVIN1ALDH1B1ADAMTS1HAPLN1ADAM33CAVIN3MMP2OR2W3NECTIN3−AS1TMEM132DRUNX2LRRN2ADAMTS12FRMD6TRIM55NUAK1DCBLD1LOXL4HOXA11CHRM2TXNIPZNF492EGR2DUSP1IGDCC4VDRMMP23BAHNAK2SPINK5CHL1PKIBLHX1COL1A2AC004556.3ZFP57COL6A3FMODDLK1RSPO2PITX1HAND2COL15A1BMP10GATA4KDRTYRP1CEMIPSAA1COL1A1LOXFBLN5PTPRTDCNGDF7PRSS35KCNC3ANKRD34BMETTL21CCILPPEG3OXTRMFAP5MMP24DKK2CU633906.1MYH14

A
N

2_
r1

A
N

2_
r3

A
N

2_
r2

A
N

1_
r2

A
N

1_
r1

W
T

2_
r1

W
T

2_
r2

W
T

1_
r1

W
T

1_
r2

W
T

1_
r3

annotation_column1
annotation_column2

matrix_3

−2
−1
0
1
2

annotation_column1
wt
an

annotation_column2
an1
an2
wt1
wt2

apical part of cell

apical plasma membrane

synapse organization

regulation of skeletal muscle tissue development

synapse assembly

0 5 10

0.016

0.012

0.008

0.004

p.adjust

cluster1

viral gene expression

viral transcription

protein localization to endoplasmic reticulum

extracellular structure organization

extracellular matrix organization

establishment of protein localization to endoplasmic reticulum

nuclear−transcribed mRNA catabolic process, nonsense−mediated decay

protein targeting to ER

cotranslational protein targeting to membrane

SRP−dependent cotranslational protein targeting to membrane

0 20 40 60

1.831048e−14

1.373288e−14

9.155280e−15

4.577679e−15

7.867250e−20
p.adjust

cluster1


