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Figure 1-S — metastriate — KGD (midgut serine proteinase)
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Figure 2-S — metastriate - KTS
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Figure 3-S — metastriate - RTS
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Figure 5-S — prostriates - KGD
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Figure 6-S — prostriates — KTS
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Figure 7-S — prostriates - RGD and KGD - 2 domains
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Figure 8-S — Soft ticks — RGD long
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Figure 9-S — Soft ticks - KTS
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Figure 10-S — Soft ticks - RTS
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Figure 11-S — Soft tick - VGD
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Figure 12-S — Soft tick - MLD



