Supplemental Figure legends 

Figure S1 The midgut from the third-instar larvae of soybean pod borer. 
Figure S2 The schematic of fragment and primer of dsRNA and qPCR 
Figure S3 Multi-sequence alignment of Spbtry1 (JQ340915) with homologues of 13 lepidopteran trypsin and chymotrypsin-like serine proteases The amino acid residues that are identical in all of the sequences are indicated in blue letters with white background. The amino acid residues that are conserved in at least 9 out of 13 sequences are shown in pink background. The putative cleavage site for the signal peptide is indicated by an arrow. The conserved cleavage site for removal of the prepropeptide from the mature protein is indicated by an arrowhead. The three conserved residues (His72, Asp118, and Ser216) of the catalytic triad of serine proteases are indicated with black square. The putative serine protease catalytic motif, GDSGGPL, is boxed.
Figure S4 Comparison of the RNAi effect of three dsRNA fragments of Spbtry1. The dsRNAs were supplied to the artificial diet at concentration of 10μg/ml. (A) The relative expression levels of candidate dsRNA fragments upon feeding on artificial diet containing dsRNAs at different time point. (B) The mortality of the larvae feed on artificial diet added with three dsRNA fragments at different time point. After dsRNA feeding at day 12, the mortality of dsSpbtry41 was significantly higher than dsSpbtry70 and dsSpbtry343. (C) The body weight of the larvae feed on artificial diet added with three dsRNA fragments at different time point. After dsRNA feeding at day 15, the body weight of dsSpbtry41 was lower than dsSpbtry70 and dsSpbtry343. (*Student’s t-test, n = 3, p < 0.05; **Student’s t-test, n = 3, p < 0.01).
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Figure S1 The midgut from the third-instar larvae of soybean pod borer.
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Figure S2 The schematic of fragment and primer of dsRNA and qPCR. 
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Figure S3 Multi-sequence alignment of Spbtry1 (JQ340915) with homologues of 13 lepidopteran trypsin and chymotrypsin-like serine proteases The amino acid residues that are identical in all of the sequences are indicated in blue letters with white background. The amino acid residues that are conserved in at least 9 out of 13 sequences are shown in pink background. The putative cleavage site for the signal peptide is indicated by an arrow. The conserved cleavage site for removal of the prepropeptide from the mature protein is indicated by an arrowhead. The three conserved residues (His72, Asp118, and Ser216) of the catalytic triad of serine proteases are indicated with black square. The putative serine protease catalytic motif, GDSGGPL, is boxed.
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Figure S4 Comparison of the RNAi effect of three dsRNA fragments of Spbtry1. The dsRNAs were supplied to the artificial diet at concentration of 10μg/ml. (A) The relative expression levels of candidate dsRNA fragments upon feeding on artificial diet containing dsRNAs at different time point. (B) The mortality of the larvae feed on artificial diet added with three dsRNA fragments at different time point. After dsRNA feeding at day 12, the mortality of dsSpbtry41 was significantly higher than dsSpbtry70 and dsSpbtry343. (C) The body weight of the larvae feed on artificial diet added with three dsRNA fragments at different time point. After dsRNA feeding at day 15, the body weight of dsSpbtry41 was lower than dsSpbtry70 and dsSpbtry343. (*Student’s t-test, n = 3, p < 0.05; **Student’s t-test, n = 3, p < 0.01).
