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Abstract With the advent of next-generation sequencing, insect genomics has undergone rapid development in recent
decades triggered by the systematic analysis of insect genomes, transcriptomes, proteomes, and other cellular components.
Several of important insect species have recently been sequenced, including Bombyx mori, Plutella xylostella, Locusta
migratoria, Ceratosolen solmsi, Nilaparvata lugens, Papilio xuthus, and Bemisia tabaci. Meanwhile, great advances have been
made in research on comparative genomics, functional genomics, bioinformatics and databases, and genomic editing. This
paper summarizes recent progress in insect genomics over the past five years in China. We also discuss the challenges,
opportunities, and emerging trends in insect genomics.
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