Supplementary Figure 2 (a-h)Multiple sequence alignment of crucial virulence factors such as pyolysin (plo), collagen-binding protein A
(cbpa), neuraminidases (nanH and nanP), and fimbriae (fimA, fimC, fimg, and fimJ) which were identified in investigated T.pyogenes
genomesby NCBI COBALT. Only alignment positions with no gaps will be colored. Red depicts highly conserved positions and blue depicts
lower conservation. This method highlights highly conserved and less conserved amino acid positions on the basis of relative entropy
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(a) Multiple sequence alignment of pyolysin (plo) proteins identified in investigated T. pyogenes genomesby NCBI COBALT.
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(b) Multiple sequence alignment ofcollagen-binding protein A (cbpa) proteins identified in investigated T. pyogenes genomes by NCBI COBALT.
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(c)Multiple sequence alignment of neuraminidases H (nanH)proteins identified in investigated T. pyogenes genomes by NCBI COBALT.
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(d) Multiple sequence alignment of neuraminidases P (nanP) proteins identified in the investigated T. pyogenes genomes by NCBI COBALT.
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(e) Multiple sequence alignment of fimAproteins identified in the investigated T. pyogenes genomes by NCBI COBALT.
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(f) Multiple sequence alignment of fimC proteins identified in the investigated T. pyogenes genomes by NCBI COBALT.
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(g) Multiple sequence alignment of fimE proteins identified in the investigated T. pyogenes genomes by NCBI COBALT.
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(h) Multiple sequence alignment of fimJ proteins identified in the investigated T. pyogenes genomes by NCBI COBALT.




