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Figure S1 Alignment of D. melanogaster Osiris protein sequences. Multiple alignment was generated using the entire Osiris sequences and aligned D. melanogaster sequences are
extracted and presented above. The five Osiris signatures are color-coded: predicted signal peptide in red, 2-Cys region in orange, dufl1676 region in blue, predicted transmembrane
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region in green, and AQXLAY motif in purple. Long insertion regions are excluded and indicated by "..". Osiris 10 proteins are divided into two parts, and included in the alignment as
10a and 10b.
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