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Progress on application of high-throughput sequencing in animal quarantine

SUN Tao", LI Ming-Zhe', CUI Shu-Hua!, YIN Wei-Li?

(1. Shandong Entry-Exit Inspection and Quarantine Bureau, Qingdao 266002, China; 2. Yantai Entry-Exit
Inspection and Quarantine Bureau, Qingdao 264000, China)

ABSTRACT: In the face of unpredictable, suddenly broken, rapidly spread epidemic, learning agent information
quickly and reflecting the pathogens diversity of samples is one of the core work for the national health authorities
and the port early warning. With the application of high-throughput sequencing technologies, monitoring complex
samples comprehensively is a good idea to trace or prevent animal epidemic. At present, the biggest difference
between the traditional way and the method of high-throughput sequencing in animal quarantine is that the
pathogenic microorganisms is regarded as a whole, which gets rid of the cultivation of a single pathogen, and all
pathogen in the matrix of the sample are directly studied. With the development of sequencing technology and the
data processing analysis, metagenomics research has been applied in all fields and shows very important value, such
as animal by-products, farming environment samples. This article briefly summarised the methods and application
trends of high-throughput sequencing technologies in inspection and quarantine.
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