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Supplementary Figure S1. Phylogenetic tree of Shigella spp. colored by species name: violet - S.

flexneri, green - S. boydii, orange - S. dysenteriae, yellow - S. sonnei. Other notation as in Figure 3.
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Supplementary Figure S2. Abundance of the ipaH family members in Shigella clades. The
notation as in Figure 3. Black frames indicate duplications. Pannels (a), (b), and (c) reflect three major
tree clades.



ShigellaCdomain GPQIYFSMSDGQQNTLHRBLADAVTAWF SDVSQIWHAFERE TFSAFLDRLE
Non-humanCdomainl GPQIHFSMSDGQQHTSVRBLPEAVAAWFP SDVSQIWLAFERE TFSAFLDRLA

Non-humanCdomain2 GPQIHFSMSDGQQHTPVRSLPEAVAAWFPESLRSEVSQRWAAFTDEENAATFSAFLDRLA

ShigellaCdomain DTVISARNTRG Q LEKLSTSAELRQQSFAVAADATESCEDRVALTWNNLRKTELV
Non-humanCdomainl DTVSARNAQG FLEKLSISAELRQQSFAVAADATESCEDRVALTWNNLQKSELV
Non-humanCdomain2 DTVTARNAPGFAQQVSEFLEKLSMSEALRQQCFAVAADATRSCEDRVALTWNNLQKTYRV

ShigellaCdomain HQASEGLF LLSLGREMERLEILEDIARBKVRTLHFVDEIEVYLAFQTMLAEK
Non-humanCdomainl HQASE LLSLGREMERLEILEDIARBKVRTLRFVDEIEVYLAFQTMLAEK

Non-humanCdomain2 HQASEGEFDSDLTGLLSLGREMYRLEVLEEIAREKVRTLHFVDEIEVSLAFQTMLAEKLE

ShigellaCdomain  LSTAVKEMRFYGVSG DLRT. SRE PWHAVLKRTEADRW
Non-humanCdomainl LSTAVKEMRFYGVSGVTENDLRT. SRE DWF PWHAVLKRTEADRW
Non-humanCdomain2 LSTAVREMRFYGVSGVTEDDLSSALVRVLSREEREFAENFARNSPWHAVLKRTEAERWAR
ShigellaCdomain  AEEQKYEMLENEYPQRWADRLKASGLSGDADAEREAG ETEQQIYRQLTDEVLAER
Non-humanCdomainl AEEQKYEMLENEYPQRMADRLKASGLSGDADAEREAG ETEQQIYRQLTDEVLAER
Non-humanCdomain2 AEEKKYEMLERKYPQRLAERLSALDLSGDGDAEREAGVRVMEEIETEIYRQLTEEVSGER
ShigellaCdomain RLPENGSRLHHS

Non-humanCdomainl RLPENGSQLHHS
Non-humanCdomain2 RLAENRAR----

Supplementary Figure S3. Homology modeling of IpaH from Escherichia marmotae.

The predicted protein structure of Escherichia marmotae IpaH class 1 (A) as a ribbon representation;
(B) with surface of the protein as seen from the binding site side; (C) with surface of the protein from
the side opposite to the binding site. (D) Sequence alignment of three variants of the C-terminal
domains from Shigella spp. and Escherichia marmotae. The active site is marked in blue. The



positions strongly shared between two domains from E. marmotae but diverse in Shigella are marked
in red; the positions strongly shared between Shigella and Shigella-type domain from E. marmotae are

marked in green.



