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Figure. S1. ClustalW2 amino acid sequence alignments of the AcpA, AcpB, AcpC, HapA and HapB orthologs in F.
tularensis subsp. tularensis Schu S4 or FSC033, subsp. holarctica FSC200 and subspecies novicida U112
strains. The putative Sec-dependent signal peptides identified using SignalP 3.0 are underlined. Sequences in
blue and red respectively denote amino acid sequences deduced from the 5’ and 3’ fragments of interrupted
(pseudo)genes in a particular subspecies. For AcpD in FSC200, a 11 amino acid intervening sequence
(MCLTKYSRINY) generated at the beginning of the C-terminal fragment by chromosomal rearrangements is not
shown for the purpose of alignment. For HapA and HapB, conserved motifs and catalytic histidine residues are
highlighted in bold and red, respectively.
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