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Traceability analysis of Pseudomonas cocovenenans subsp. Farino fermentans
in pollution events based on whole genome sequence
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ABSTRACT: Objective To trace and analyze Pseudomonas cocovenenans subsp. Farino fermentans isolated from
wet rice flour, starch products(collectively referred to as "wet rice flour") and raw rice. Methods A total of 34
strains of Burkholderia gladioli were isolated from 14 portions of wet flour and its raw rice and the whole genome of
the strain was re-sequenced using GB/T 4789.29—2003 National food safety standard-Microbiological examination
of food hygiene-Examination of Pseudomonas cocovenenans subsp. Farino fermentans. With Burkholderia
gladioli_Co14 as the reference gene, an evolutionary tree was constructed based on single nucleotide polymorphism

data, and then the homology relationship of different strains were analyzed. Results The strains from the samples
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with the same origin identification showed better clustering. The strains of wet powder and broken rice samples from

the same manufacturer had a high degree of homology. Conclusion It is suggested that the genome sequence of

Pseudomonas cocovenenans subsp. Farino fermentans in raw rice is closely related to the origin traceability, and

there is a risk of pollution transmission of Pseudomonas cocovenenans subsp. Farino fermentans in the production

and processing of wet flour.

KEY WORDS: Pseudomonas cocovenenans subsp. Farino fermentans; wet powder and raw material rice; whole

genome sequence; evolutionary tree; traceability
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