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Figure S1. Top 10 terms of GO enrichment analysis of the DEGs in biological process (BP), cellular component (CC) and
molecular function (MF) in the larvae (A), pupae (B) and adults (C) of M. loreyi under cold stress. The x-axis indicates the
three main categories. The y-axis indicates the degree of GO enrichment. Red bars indicate GO terms in BP category.
Green bars indicate GO terms in CC category. Blue bars indicate GO terms in MF category.



