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Molecular epidemiological analyses were performed for Vibrio cholerae isolates of
2007-2010 from Vietnam in collaboration with National Institute of Hygiene and
Epidemiology, Vietnam. The resulting data revealed the relatedness among isolates.
Multilocus variable-number tandem-repeat analysis identified 24types which were linked
with each other by single locus variations. The analysis suggests that 2010 isolates
were more similar to 2007 isolates than to 2009 isolates.
Environmental research was performed for water samples collected from environments in
Hanoi and neighboring provinces. Most probable number combined with PCR method (MPN-PCR)
was applied to estimate the distribution of V. cholerae. Some seasonal variations were

suggested though more successive research would be required.
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Chromosome locus # allele Diversity
VC-1 3 5.1
VC-2 1 0
Large VC-3 1 0
VC-5 3 47
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