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Figure 2. The heatmap (2¢) represents the presence and absence of particular genes in BB10.1 and BP20.15 pan-genome. The X-axis denotes the particular specie name.
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The yellow color indicates gene presence; the red color indicates gene absence. The Y-axis represents individual gene clustering; while the topmost axis represents genomes clustering
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Figure $3.The heatmap represent the presence or absence of a particular genes in PY2.3 pan-genome. The X-axis denotes & particular strain accession number. The yellow color indicates
gene presence; the red color indicates gene absence. The Y-axis represents individual gene clustering; while the topmost axis represents the genomes clustering.
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Figure S4a. The phylogenetic inference based on the whole genome variation of isolates BB10.1, BP20.15.
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Figure S4b. The phylogenetic inference based on the whole genome variation of isolate PY2.3.
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Figure S5 . The KEGG functional annotation by BLASTKOALA and categorization into 22 different functional categories. a)
60% of the annotated sequences from isolate 10.1 b) 61.2% annotated sequences from isolate 20.15 c¢) 62.6% annotated
sequences from isolate PY2.3. The color scheme and code at the bottom represent the specific functional category of annotated

genes.



