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Supplementary Figure 1. RNA-Seq analyses of M-CoV-infected macrophages. (a) Heatmap showing gene 

expression levels detected by RNA-seq analysis of mock-infected and M-CoV-infected bone marrow-

derived macrophages (n=3 independent experiments per condition) (b) IPA of pathways enriched in M-

CoV-infected cells compared to mock-infected cells (n=3 independent experiments per condition). Dashed 

red line indicates p=0.05. p values were determined using a right-tailed Fisher’s exact test. (c) IPA 

Upstream regulator analysis identified AHR as a transcriptional regulator of gene expression in response 

to M-CoV infection. p value was determined using a right-tailed Fisher’s exact test.   

 

  



 

 

Supplementary Figure 2. scRNA-Seq on BALF cells identified 12 major cell types.  (a) Uniform Manifold 

Approximation and Projection (UMAP) plot of BALF cells. (b) Dot plot of marker genes for each major 

cluster of cells identified.  Dot size represents the percentage of cells in each cluster expressing a given 

gene. Color coding indicates average expression level for each gene. 

  



Supplementary Table 1. Primers used for RT-qPCR analysis. 

Gene Sense Sequence 

IFNB1 Forward TAGCACTGGCTGGAATGAGA  
Reverse TCCTTGGCCTTCAGGTAATG    

IFNL1 Forward CTTCCAAGCCCACCACAACT  
Reverse GGCCTCCAGGACCTTCAGC    

IFNL2/3  Forward GCCACATAGCCCAGTTCAAGTC 
 

Reverse GGCATCTTTGGCCCTCTTAAA 
   

IDO Forward GGGACACTTTGCTAAAGGCG  
Reverse GTCTGATAGCTGGGGGTTGC    

AHR Forward ACATCACCTACGCCAGTCGC  
Reverse TCTATGCCGCTTGGAAGGAT    

PML Forward TTCTGCTCCAACCCCAAC  
Reverse CGCTGATGTCGCACTTGA    

RSAD2 Forward CGTGGAAGAGGACATGACGGAAC  
Reverse CCGCTCTACCAAATCCAGCTTC 

 

 

 


