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Figure S1. Venn diagram of expressed genes among the three different X. brachycerus transcriptomes.
Figure S2. Hierarchical clustering-based expression patterns of DEGs. The X-axis represents the results from the hierarchical clustering analysis of the differences, the Y-axis represents the DEGs, and the colours represent the expression levels. The blue area represents down-regulated genes, and the red area represents up-regulated genes.
Figure S3. Expression levels of DEGs in Xenocatantops brachycerus. (A) Comparative gene expression analysis based on qRT-PCR and RNA-Seq data from X. brachycerus between XF and XM. X-axis: the 5 DEGs; Y-axis: relative expression level of each unigene; * indicates significantly different expression (p < 0.05); (B) Comparative gene expression analysis based on the qRT-PCR and RNA-Seq data from X. brachycerus between XF and XN. X-axis: the 5 DEGs; Y-axis: relative expression level of each unigene. * Indicates significantly different expression (p < 0.05).
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