Supplementary File S1: The sequences employed for molecular phylogenetic analysis (Figure
S5)
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Supplementary File S2: Columns are: VectorBase code-the official gene number in the RproC3
genome assembly; OV_FC, OV_UFC, FB_FC, FB_UFC show the readcount after normalization.
Log2FoldChange: log2 (fed condition/unfed condition); p-adj: pvalue after normalization (the
smaller the p-adj, the more significant the difference). Transcripts highlights in red: trehalose
transporters. FB_FC, fat body in FC; FB_UFC, fat body in UFC; OV_FC, ovary in FC;
OV_UFC, ovary in UFC.
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Supplementary File S3: The sequences employed for phylogenetic analysis (Figure S4).
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