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Figure S2. Amino acid alignment of B. pseudomallei K96243 BsaP with Salmonella InvE and
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Shigella MxiC ‘gatekeeper’ proteins.

Amino acid sequences (BsaP, YP_111550.1; InvE, NP_461818.1; MxiC, NP_085309.1) were
aligned using Clustal Omega software (Sievers et al. 2011. Mol. Syst. Biol. 7: 539). Amino

acid conservation is indicated as fully conserved (*), or having strongly similar (:) or weakly

similar properties (.).



