Figure S1 Bioinformatic analysis of PstB

(A) Hydrophobicity analysis. The hydrophobicity analysis was performed using software ProtScale
(https://web.expasy.org/protscale/).
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(B) Transmembrane domain analysis. The transmembrane domain was analyzed using the software
THMHH (http://www.cbs.dtu.dk/servicess TMHMMY/).
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(C) Antigenicity analysis. The antigenicity was analyzed using Protean software of DNAStar package.
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