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Supplementary Table and Figure Legends: 

Supplementary Table 1:  Total number of genes whose expression is altered up or down 2-

fold.   

Supplementary Table 2:  Gene Lists for 2-fold up and down regulated genes. See attached 

Excel file 

Supplementary Table 3:  Representative up and down regulated genes from the corneal 

epithelium and stroma. The gene lists generated and presented in Supplemental Table 2 and the 

results of the GO and IPA analyses presented in Supplemental Figures 2-5 were used to generate 

representative lists of genes for pathways altered by wounding and MMC treatment within the 

corneal epithelium and stroma highlighting the fold changes seen in the following comparisons:  

W:C, MC:C, and MW:W.  Blue text indicates that the fold changes observed are statistically 

significant.  

Supplementary Figure 1:  Heat map for epithelial and stromal RNA-seq data.  

Supplementary Figure 2: Analysis of RNA-seq data from wounded compared to control 

(W:C) corneal epithelium and stroma.   A. Gene Ontology terms.  B. IPA terms. 

Supplementary Figure 3: Analysis of RNA-seq data from unwounded corneas treated 18 hr 

prior to sacrifice with MMC compared to control (MC:C).   A. Gene Ontology terms.  B. 

IPA terms.  C. Venn Diagram highlighting that most of the genes upregulated in the MC:C 

epithelium and stroma are upregulated in the W:C epithelium and stroma.  

Supplementary Figure 4: Analysis of RNA-seq data from MMC treated 18 hr wounded 

compared to unwounded corneas treated 18 hr prior to sacrifice with MMC (MW:MC).   

A. Gene Ontology terms.  B. IPA terms.   

 

Supplementary Figure 5: Analysis of RNA-seq data from MMC treated 18 hr wounded 

corneas compared to untreated wounded (MW:W) corneal epithelium and stroma.   A. 



Gene Ontology terms.  B. IPA terms.  C. Venn Diagram showing that most of the genes 

downregulated in the W:C stroma are upregulated in the MW:W stroma. 





Supplementary Table 2:  Gene Lists for 2-fold up and down regulated genes. Excel file 
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