A, Metabolic pathway modules
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Fig. S7. Functional genomic analysis of strain CJ426" and related type strains. (A) Heatmap
showed the presence or absence of metabolic pathway modules based on KEGG annotations.
(B) Comparative analysis of functional genes among the type strains based on various
databases. The heatmap showed the presence or absence of antibiotic resistance genes. The Bar
plot represents the distribution of proteolytic enzymes and CAZYmes. The dendrogram was a

phylogenomic tree based on 81 UBCG.





