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Abstract Genome sequencing technology has been developed from the first generation of Sanger sequencing to the third generation of single
molecule sequencing through the second generation of high-throughput sequencing. The second generation of high-throughput sequencing tech-
nology was the most commonly used technology in genome sequencing. The application principles, steps and status of high-throughput sequen-
cing technology in genome-wide de novo sequencing, genome-wide resequencing, reduced-representation sequencing, metagenomic sequencing

and epigenetic research were reviewed in this paper to provide reference for applying genome sequencing technology.
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