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Figure S1 | TNF–based PCoA comparison of CRISPR-related sequences against the whole genomes at the 
genome level. Comparison of the whole genomes against (A) and (B) the full CRISPR-cas system regions, (C) and 
(D) the cas proteins regions, (E) and (F) the CRISPR repeat regions, for those from the phylum of (A) (C) (E) 
Firmicutes_A and (B) (D) (F) Pseudomonadota. Red circles indicate sequences of whole genomes and 
CRISPR-related regions from different genome, which could be binned together if with comparative sequencing 
depth and presented in the same community. 

 
 
 
 
 


