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bittern duck feet based on aerobit plate count and metagenomics
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ABSTRACT: Objective To study the microflora composition of microbial contamination in bittern duck palms
preserved by modified atmosphere and the correlation between the main pathogenic bacteria, pathogenic genes and
drug resistance genes. Methods Samples of modified atmosphere preserved duck feet were purchased from the
market, DNA was extracted, DNA concentration was detected, sequencing, annotation, strain identification and
abundance analysis were carried out, and the total number of colonies was tested. Results The total number of

colonies was 1200 CFU/g, which met the requirements of national food safety standards. The DNA concentration was

ESTE: M4 A RFEFL 40 H (20221190028)
Fund: Supported by the Hunan Provincial Natural Science Foundation Project (2022JJ90028)
HEEEE: TI7, WL, TR, TR m R g B A S X AL . E-mail: 493646602@qq.com

*Corresponding author: WANG Fang, Master, Engineer, Hunan Provincial Institute of Product and Goods Quality Inspection, Changsha 410000,

China. E-mail: 493646602@qq.com



212 B il 2 A iR A I A 4

FH15E

6.54 ng/uL, and there was a certain degree of microbial pollution. Using metagenomic research methods to analyze

microbial composition, a total of 48 microorganisms were identified, with Nocardia having the highest abundance of

about 75.7%, and Escherichia coli, Acinetobacter, Clostridium, Halomonas, Klebsiella, Salmonella, and Vibrio having

an abundance greater than 1%. Compare the SEED database to detect resistance genes to steady-state copper; comparing

with the KEGG database, it was found that 13 kinds of metabolic pathways can infect the host; comparing with the

ARBD database, 4 multidrug-resistant genes and 1 chloramphenicol resistance gene were found. Conclusion The

combination of metagenomics and traditional microbial research methods can effectively analyze the microbial status

in samples, and can study the pathogenic factor mechanism and the transmission mechanism of drug resistance genes

at the molecular level. This has important reference significance for studying microbial pollution prevention and

control, as well as the transmission blocking mechanism of drug resistance genes.
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Fig.2 Sample bar chart of microbial composition
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Table 2 Sample KEGG pathway table
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