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Analysis of gene structure to determine serotype of Flavobacterium psychrophilum
and its application in the development of epidemiological marker
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In order to develop a simple and inexpensive epidemiological marker by
serotyping for bacterial cold-water disease, DNA sequence mutations and genetic structure involved
in serotype determination of Flavobacterium psychrophilum were analyzed. Several mutations were
confirmed, but nothing characteristic for each serotype was found. Unfortunately, it was impossible
to achieve the expected results in the technical improvement of serotyping and the confirmation of
host specificity, in this research period.

In the epidemiological survey in the river where bacterial cold-water disease outbreaking, 357
strains of F. psychrophilum were successfully isolated and typed by the previously reported
genotypings. As a result, bacterial cold-water diseases in this river consisted of multiple sources
of infection and the existence of highly frequent genotype was found. We were able to gain the
required achievement as an epidemiological survey.
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