Supplementary Figure S3. Average Nucleotide Identity (ANI) values of the S.algae YHL
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(A) The distribution between specific-CDS and shared-CDS of the S.aglae (B) The EGgNOG
classification of YHL-specific CDS

The Venn diagram showing of the number between specific-CDS and shared-CDS in the
S.algae , and the statistics specific gene of the S.algae YHL strain

(C) Average Nucleotide Identity (ANI) values in the S.algae genome

OAT[1] uses OrthoANI to measure the overall similarity between Shewanella genome

sequences.
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