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Supplementary Figure 1.- Purified Cry1Ac and arylphorin used in this work. Both proteins were resolved by SDS-10%PAGE and then detected by staining with Coomassie (Cry1Ac) or silver staining (Arylphorin S).  Purified arylphorin was transferred to PVDF filters as described elsewhere (Perera et al., 2009), and blocked filters probed with a 1:10,000 dilution of antisera against the p76 arylphorin fragment (kindly provided by Dr. Kent Shelby, USDA-ARS Biological Control of Insects Research Laboratory, Columbia, MO). After probing with a 1:45,000 dilution of anti-rabbit HRP-conjugated antisera, the cross-reactive band (Arylphorin W) was detected using enhanced chemiluminescence (SuperSignal West Pico substrate, Pierce). 
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Supplementary Figure 2. Heat map for the expression of arylphorin contigs in the H. virescens transcriptome (Perera et al., 2015) compared to expression of an internal reference gene (Contig 26369, β-actin).  Contigs were classified in a phylogenetic tree according to their sequence identity and their relative levels of expression displayed as fold expression level according to the color code shown at the right of the figure.  Expression was monitored at three time points (0-2-8 hours) of exposure to Cry1Ac toxin.  Details of the RNAseq sequencing and transcriptome analysis are presented in the Materials and Methods section.
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