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Fig S1

F/YSIRK-type signal peptide-containing protein
from Granulicatella sp.
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Fig S1. Intrinsic disorder profile of the F/YSIRK-type signal peptide-containing protein from
Granulicatella sp. HMSC31F03 calculated using PrDOS [1]. The region sharing high sequence
similarity with the 33-mer sequence is shown in a red box. In addition, the sequence alignment between
the 33-mer sequence and the high similarity region of the target protein is shown at the bottom.
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