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Identification and traceability analysis of pathogenic microorganism isolated
from healthy food

GUO Xin-Qi, PAN Jian-Wen"

(Changzhou Center for Food and Drug Control, Changzhou 213000, China)

ABSTRACT: Objective To identify and trace the pathogenic microorganism of health food. Methods Eleven
target-bacteria, isolated from healthy food samples and environment, were identified and traced during homology
analysis by microscopic observation, biochemical reaction, VITEK 2 Compact system, 16S rRNA gene homology
typing. Results The strains from healthy food samples were appraised as Pseudomonas putida, Aeromonas
salmonicida, Pantoea agglomerans, Proteus mirabidis, Acinetobacter haemolyticus, Citrobacter freundii, Aerococcus
viridians, Burkholderia cepacia, Serratia marcescens, and 8 strains among them were gram negative, and 1 strain was
gram positive; 2 strains form environment were appraised as Micrococcus luteus, Staphylococcus epidermidis and all
of them were gram positive. Eight strains from healthy food samples and 2 strain form environment were traced into
different types by the analysis of phylogenetic relationships. It seemed that the source of healthy food contamination
would be introduced from process and transportation steps, and it was not related to the inspection environment.
Conclusion The strains from healthy food samples and the strain form environment are traced into different types
and there are not related to the inspection environment. The source of healthy food contamination may be from
process and transportation steps.
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