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Figure S1 Coregenome tree of P. sordellii and P. bifermentans. The tree was rooted by 

the Paraclostridium clade.



 

Figure S2 Differences in virulence factor coding capacity between P. sordellii and P. bifermentans. (a) Hierarchical clustering of P. sordellii and 

P. bifermentans using the pan-genomic virulence factor coding profiles. The coding gene count matrix was input as the data for clustering. (b) A 

presence-absence heatmap of virulence factor coding genes in the pangenome of P. sordellii.



 

Figure S3 Global view of the virulence factor coding gene distributions in P. 

bifermentans and P. sordellii. The gene symbol size represents the counts of the genes 

in the pangenome of the species, and a bigger size represents higher counts. (a) Shared 

toxin coding genes between P.b and P.s. P1, P2 and P3 represent the shared toxin coding 

genes with more than two homologs, the shared toxin coding genes with only one 

homolog, and the unique toxin coding genes, respectively, between P.b and P.s. (b) The 

shared or unique AMR coding genes in each species. 



 

Figure S4 Plasmid synteny between the clostridial plasmids from P. sordellii, P. 

bifermentans and C. perfringens. Only plasmids documented in the NCBI Refseq 

database were retrieved and compared. (a) Plasmid synteny within the species P. 

bifermentans. (b) Plasmid synteny between P. sordellii, P. bifermentans and C. 

perfringens. 

 

Figure S5 Representative plasmid groups in P. bifermentans and the coded functions. 

(g) group_g plasmids. (h) group_h plasmids. 



 

Figure S6 Distance tree of the three core toxin proteins constructed by aligning the representative 

sequences from P. bifermentans to the NCBI NR database using the default parameters of the BLASTP 

webservice. The tree was constructed using the fast minimum evolution method with default parameters. 

(a), (b), (c) represent the distance tree of PLC, PFO and ColA respectively. 


