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[bookmark: _Hlk72221761]Fig. S1. Transcript functional annotations of Rhyzopertha dominica. (A) The annotation numbers of full-length transcripts of different lengths analyzed by six public databases including Swiss-Prot (A manually annotated and reviewed protein sequence database), NT (NCBI nucleotide sequences), NR (non-redundant proteins), KOG (Clusters of orthologous groups for Eukaryote), KEGG (Kyoto Encyclopedia of Genes and Genomes), and GO (Gene Ontology). (B) Venn diagram of all isoforms from the reference transcriptome hits of KOG, NR, KEGG and Swiss-Prot. (C) KEGG classification of all identified isoforms from the reference transcriptome. A, B, C, D, and E indicated cellular processes, environmental information processing, genetic information processing, metabolism, and organismal systems. (D) KOG classification using the reference transcriptome.
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Fig. S2. Venn diagram of Differentially expressed genes (DEGs) of Rhyzopertha dominica exposed to different temperatures. 
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Fig. S3. Validation of RNA-seq data by RT-qPCR assays. log2(FC) of gene expression detected by RNA-seq were plotted against the data of RT-qPCR. The reference line indicates the linear relationship between the results of RNA-seq and RT-qPCR. R2 is coefficient of determination. 
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