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Figure S1. Species annotation statistics from the NR database of (A) M3 and (B) M34.  
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Figure S2. Functional classification diagram of KOG in (A) M3 and (B) M34 gene annotations.  
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Figure S3. Functional classification diagram of TCDB in (A) M3 and (B) M34 gene annotations.  
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Figure S4. Functional classification diagram of CAZy in (A) M3 and (B) M34 gene annotations. AA, auxiliary 

activity; CBM, carbohydrate related modules; CE, carbohydrate esterase; GH, glycoside hydrolases; GT, 

glycosyltransferases; PL, polysaccharide lyases. 
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Figure S5. Functional classification of DEGs in strains M3 and M34. Scatter plot of the top 20 GO terms 

enriched in the downregulated (A) and the upregulated (B) DEGs in M34. Color indicates the significance 

level of enrichment.  
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Figure S6. KEGG enrichment analysis of DEGs in M. purpureus strains M34 vs. M3. (A) KEGG enrichment 

pathways of DEGs. The Y-axis indicates the categories and subcategories of KEGG pathways, and the X-axis 

represents the percent of DEGs. (B) The top 20 pathways in the KEGG enrichment analysis of DEGs.  

  



 

Figure S7. Expression fold changes (log2FC) of selected DEGs that encode Fungal Zn(2)-Cys(6) binuclear 

cluster domain proteins. 


