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tStudent(576) = 27.54, p = 3.77 × 10−107 , rPearson = 0.75, CI95% [0.72 , 0.79] , npairs = 578

tStudent(576) = 15.57, p = 6.81 × 10−46 , rPearson = 0.54, CI95% [0.48 , 0.60] , npairs = 578



Supplementary Figure S4 Expression of candidate TFs in single-cell RNA sequencing data and relationship between TFs and RBPs Dotplot showing the number of cells expressing candidate 
Transcription factors in both vRNA+ and vRNA? groups. (B) heatmap showing the corrleation between RBPs and candidate TFs. Featureplots show expression levels of (B) ELF1, (C) MEF2A 
in scRNA-seq data grouped by SARS-CoV-2 RNA status. Corrrlationplot showing relation ship between (E)ELF1 and RAB2A and (F) MEF2A and FUBP1.


