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Application of next generation sequencing on studying

avian influenza and other diseases
Yu-Pin Liu

Abstract

Compared with traditional nucleic acid sequencing methods, next generation
sequencing (NGS) has the advantages of high-throughput, cost and speed, and has
been widely used in the fields of pathogen identification and genome sequencing. In
recent years, high pathogenicity avian influenza (HPAI) viruses have caused severe
epidemics globally, and poultry cases appeared in Taiwan in 2015. Analyzing
genomic sequences of avian influenza virus extensively broadens our understanding
of biology and ecology of this heavily impacting virus. In order to improve the
sequencing capacity, we established the NGS method, which has been actually
applied to the genome sequencing of avian influenza viruses in poultry and wild birds,
including H6N1 subtype, Mexican-strain H5N2 subtype, HPAI H5Nx subtype,
vaccine strains of reverse genetic HSNx subtype, and those of a variety of subtypes
viruses isolated from wild birds. In addition, our laboratory has used NGS in the
genome sequencing of lumpy skin disease virus isolated from cattle, bovine viral
diarrhea virus isolated from a calf, and Tembusu virus isolated from geese, and these
researches have been published in scientific journals. In the future, we will continue
to evaluate and establish the third generation sequencing and assist our investigation
on other pathogens.



