Supplementary Fig. S1. The dendrogram was constructed based on phenotypic and genetic analysis of 111 V. cholerae strains (31 human origin, 75 environmental origin and five of unknown origin) using categorical coefficients and the UPGMA algorithm. The 111 strains were clustered in 98 different groups based on differences in VC4, VC5 and VC9 markers, ctxA and tcpA PCR amplification, differences in antibiotic susceptibility and biochemical test, serogroup, serotype and biotype. In the columns the following data are presented: strain ID (strain) (‘FFIVC’: Norwegian Defence Research Establishment, Kjeller, Norway), strain alternative name (Aliases) (‘CCUG’, Culture Collection University of Göteborg, Göteborg, Sweden; CDC, Centers for Disease Control and Prevention, Atlanta, USA; NCTC, National collection of Type Cultures, London, UK), year of isolation, source (biological or environmental origin), geographical origin, strain serogroup, serotype, biotype, ctxA and tcpA (PCR amplifications are shown).
