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We validated the availability of single nucleotide polymorphisms (SNPs) on Vibrio cholerae to distinguish
between past pandemic strains and current pandemic strains. The tested V. cholerae strains were from National
Institute of Cholera and Enteric Diseases, India. The sequence of SNPs on El Tor variant and Haitian variant
were identical, however different from the past pandemic strains. Therefore, use of these SNPswould allow the

differentiation of V. cholerae pandemic strains.
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Table. Positional details of SNPs and sequence of each strain.

SNPs Gene El Tor Classcal Elt-var. Hai-var.
1 phosphoribosylamine--glycine ligase g g A A
2 argining/ornithine antiporter g g A A
3 DNA mismatch repair protein t t C C
4 nitroreductase A C c T T
S) preprotein transl ocase subunit YgC g g T T
6 outer membrane protein OmpV a a T T
7 tetraacyldisaccharide 4'-kinase c c A A
8 ribonuclease E t t C C
9 ferrousiron transport protein B c c T T
10 flagellar capping protein t t C C
1 2',3-cyclic nucleotide 2'-phosphodiesterase € c T T
12 choleratoxin secretion protein EpsM g g A A
13 dihydropteridine reductase g g A A
14 Chitodextrinase g g A A
15  methyl-accepting chemotaxis protein g g A A




