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Fig.S1 The histograms of main GO terms of DEGs
CK-5 and CK-6 represented the control 5th and 6th instar T. xiaojinensi larvae, respectively. OS-5and OS-6 represented the 5th and 6th instar larvae of T. xiaojinensis infected with O. sinensis, respectively. n = 3.
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Fig. S2. The Scatter diagram of the enriched KEGG pathway of DEGs in the 5th and 6th instars T. xiaojinensis.
Y-axis: Pathway, X-axis: Enrichment factor. Enrichment number is calculated as ratio of DEGs annotated to the term over all DEGs in the 5th instar (A) and 6th instar (B). The color of the dots stands for q-value. ‘Diff’ represents differential expression. CK-5 and CK-6 represented the control 5th and 6th instar T. xiaojinensis larvae, respectively. OS-5 and OS-6 represented the 5th and 6th instar larvae of T. xiaojinensis infected with O. sinensis, respectively. n = 3. 
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Fig. S3.Validation of the selected DEGs in T. xiaojinensis from RNA-seq by qPCR 
[bookmark: _GoBack]Log2 fold change comparison with standard deviation, rps3 was used as an internal control to normalize the amount of template in CK vs OS. (A) CK-5 VS OS-5, (B) CK-6 VS OS-6. n = 3.
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