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A
Candidate surface markers from GEXC "cell surface" and "CD antigen" genesets

ACKR3 BMPR1A CD9 GREM1 ITGAV MIF PDIA3 SCUBE1 TMEM8B
ADAM9 BMPR1B CLIC4 HHIP JAG1 MMP16 PDIA4 SCUBE3 TNFRSF10B
ADAMTS7 BMPR2 CSPG4 HMGB1 JAM2 MRC2 PDPN SDC4 TNFRSF12A
ADGRA2 C1QBP ENG HSP90AA1 LAMP2 NID2 PPFIA3 SFRP1 TNFSF11
AIMP1 CAV2 ENPEP HSPA2 LAYN NLGN2 PRNP SLC44A1 TNN
AMOT CD109 ENPP1 HYAL2 LDLR NLGN4X PTGFRN SLIT2 TNS1
APMAP CD164 ERP44 IGF1R LGALS1 NOTCH2 PTPRK SRPX TRPV4
APP CD24 F3 IGF2R LIFR NRDC PVR SRPX2 USP14
ASIC1 CD276 FERMT2 IL13RA1 LPAR1 NT5E RALA SULF1 VCAM1
ATP1B3 CD302 FGFR2 IL1R1 LPAR2 PAM RAMP1 SULF2 VEGFA
AXL CD320 FGFR3 IL6ST LPL PCSK6 RC3H2 TFRC WNT5A
BACE1 CD47 FURIN INSR LRP6 PDGFA ROBO1 TGFBR3 WNT5B
BACE2 CD59 FUT4 INTU LRPAP1 PDGFC ROBO2 THBS1
BGN CD63 FZD1 ITGA6 MCAM PDGFRA RPS6KB1 THY1
BMP2 CD81 GHR ITGAE MICA PDGFRB SCARA5 TIMP2
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to mSSC/mBCSP-specific genes 

p = 0.044 p = 0.0308E
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Supplemental Figure 1. Comparative transcriptome analysis of mSSC/mBCSP core genes within scRNA-seq data.


