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The aim of this study was to elucidate the full extent of the gene
regulatory network that confers desiccation tolerance in the anhydrobiotic midge, Polypedilum
vanderplanki. For this purpose, we investigated the effects of changes in the three-dimensional
structure of the genome during desiccation and rehydration on the regulatory mechanisms of gene
expression. As a result, by using Hi-C analysis, we succeeded in obtaining chromosome-level genome
data of the anhydrobiotic midge, and identified the gene regulatory network specific to desiccation

tolerance.
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