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peptidase U32 Raoultella ornithinolytica B6.
putative collagenase Klebsiella pneumoniae subsp. pneumoniae MGH 78578.
FIG139552: Putative protease Enterobacter aerogenes EA1509E.

protease Klebsiella oxytoca.

protease Yokenella regensburgei.
protease Escherichia albertii.

putative peptidase Escherichia coli 042.
—— peptidase Citrobacter rodentium ICC168.

—E protease Salmonella bongori NCTC 12419.
protease Salmonella enterica.

———— peptidase U32 Enterobacter lignolyticus SCF1.
L—— hypothetical protein CKO 04553 Citrobacter koseri ATCC BAA-895.
protease Citrobacter youngae.

L— protease Shigella flexneri.
— protease Enterobacter cloacae EC 38VIM1.
—— protease Enterobacter mori.

—— protease Enterobacter hormaechei.
— peptidase U32 Enterobacter asburiae LF7a.
L—— protease Enterobacter cancerogenus.

peptidase U32 family Cedecea davisae.

protease Hafnia alvei.
peptidase U32 Serratia proteamaculans 568.
] I_— protease Serratia liquefaciens ATCC 27592.

protease Serratia plymuthica.

putative peptidase (collagenase-like) Serratia marcescens WW4.

collagenase Yersinia pestis KIM10+.
l— protease Yersinia pseudotuberculosis IP 32953.

lprotease Yersinia bercovieri.

protease Yersinia mollaretii.

protease Yersinia ruckeri.

protease Yersinia intermedia.

protease Yersinia rohdei.

protease Yersinia frederiksenii.

protease Yersinia kristensenii.
protease Yersinia aldovae.

protease Yersinia enterocolitica.
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Figure S1. Phylogenetic tree based on the YrpA protein sequence, showing the relationships between Y. ruckeri and its other relatives. Note that all spe-
cies grouped within the bottom part of the tree belong to the Yersinia genus.




protease Yersinia frederiksenii.

protease Yersinia rohdei.
protease Yersinia aldovae.
protease Yersinia kristensenii.

protease Yersinia intermedia.

—— hypothetical protein YE0449 Yersinia enterocolitica subsp. enterocolitica 8081.
protease Yersinia bercovieri.

protease Yersinia mollaretii.

hypothetical protein YPTB0494 Yersinia pseudotuberculosis IP 32953.
hypothetical protein y0705 Yersinia pestis KIM10+.

protease Yersinia ruckeri.

protease Serratia odorifera.

E protease Serratia liquefaciens ATCC 27592.

peptidase U32 Serratia proteamaculans 568.

_':protease Serratia plymuthica S13.

protease Serratia marcescens.

4|—_protease Dickeya zeae.

protease Dickeya dadantii 3937.

protease Brenneria sp. EniD312.

| — peptidase U32 Pectobacterium carotovorum subsp. carotovorum PC1.

—E protease Pectobacterium wasabiae.
hypothetical protein ECA0721 Pectobacterium atrosepticum SCRI1043.

protease Hafnia alvei.

collagenase-like protease Rahnella aquatilis CIP 78.65 ATCC 33071.

I: Putative protease Cronobacter malonaticus.

Putative protease Cronobacter turicensis.
peptidase U32 family Cedecea davisae.

protease Citrobacter freundii.

protease Shigella flexneri.

hypothetical protein CKO 04554 Citrobacter koseri ATCC BAA-895.
peptidase Citrobacter rodentium ICC168.

[ protease Enterobacter cloacae.

protease Enterobacter cancerogenus.

protease Escherichia fergusonii.
|tprotease Escherichia albertii.
protease Escherichia coli.

| Putative protease Morganella morganii.
protease Proteus mirabilis BB2000.
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Figure S2. Phylogenetic tree based on the YrpB protein sequence, showing the relationships between Y. ruckeri and its other relatives. Note that all spe-
cies grouped within the top part of the tree belong to the Yersinia genus.




