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Supplementary figure 3 

 

Fig. S3. Genome annotation of C. pyruviciproducens strain WYJY-01. (A) The species distribution map 

of the gene sequence alignment of strain WYJY-01 was plotted against the Nr database. (B) Gene 

functions of the genome of strain WYJY-01 were classified by alignment to the eggNOG database. 


