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Figure S1. Annotation information of Mmc HN-A in four major databases.  
 
(A) Species statistics were annotated using the NR database, where the abscissa represents the species ID. The ordinate 
axis represents the number of genes annotated. 
(B) GO functional classification map of the Mmc HN-A genome. The abscissa represents annotated GO terms. The 
ordinate represents the number of genes annotated for each GO term. 
(C) Classification diagram of the KEGG metabolic pathway of Mmc HN-A. The horizontal axis indicates the number of 
genes. The ordinate axis represents the functional classification of the KEGG database. 
(D) COG function classification diagram of Mmc HN-A. The horizontal axis represents the COG function type. The 
ordinate indicates the number of annotated genes. 
 
 
 
 


