Multiple sequence alignment of all 9 exclusive genes of pathogens

1) Rv0234c — Succinate semialdehyde dehydrogenase
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2) Rv0364 — Conserved membrane protein
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SNARE associated Superfamily

3) Rv0382c — Orotate phosphoribosyltransferase
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4) Rv0451c — Membrane protein
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6) Rv1524- Glycosyl transferase
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7) Rv3484- Hypothetical protein cpsA
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8) Rv3631- Glycosyl transferase
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9) Rv3632- Conserved Membrane protein
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