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Detection of avian influenza A (H7N9) virus by high-throughput

sequencing and genomic sequence analysis
Pei Guanggian' > Fan Hang® An Xiaoping® et al
(' Anhui Medical University Hefei 230032 ;”State Key Laboratory of Pathogen and Biosecurity
Betjing Institute of Microbiology and Epidemiology Beijing 100071)

Abstract Objective To explore the methods of high-throughput sequencing for avian influenza A (H7N9) virus
detection from throat swabs. Methods RNA was exiracted from three throat swab specimens followed by reverse
transcription amplification of the ¢cDNA and then the ¢cDNA amplicons were sequenced with lon Torrent. Finally
the sequencing data were analyzed using bioinformatics software. Results Avian influenza A (H7N9) virus could
be detected from throat swab specimens by direct sequencing the cDNA amplicon using next-generation sequencing
technique and the genome sequences could be rapidly determined. Conclusion High-throughput sequencing is a
powerful tool for detection of avian influenza A (H7N9) virus and the genome sequences can be analyzed using
bioinformatics software.

Key words high-throughput sequencing;avian influenza A (H7N9) virus; bioinformatics analysis



