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STATEMENT OF ORIGINALITY

This study focused on molecular epidemiology of Salmonella spp. isolated from
swine industries in Chiang Mai and Lamphun Provinces. The tools used in this
study included serotyping, Multi Locus Sequence Typing and Whole genome
sequencing. To protect, surveillance the spreading of this organism through

consumers protection.

In addition, antimicrobial resistance Salmonella spp. was also determined by
antimicrobial susceptibility test, Presence of class 1 integrons responsible for
several multidrug resistance trait and whole genome sequencing which was used
to predict antimicrobial resistance ability of the isolates. This information used

in selection suitable and effective antimicrobial treatment.

Finally, the mechanism for survival of this organism in swine industries
environment was determined by genome wide association study. This may help
in developing a more effective cleaning and disinfection program in swine

industries.
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