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Phylogenetic tree of TTSS InvG homologs. VP1696 and VPA1339 were identified in
this study. EtpD, PA0685, LspD and HofQ are the genes consisting of typell secretion
system (out groups). Scale bar, number of substitutions per site. Boot strap values
(shown at the nodes) are percentage of 1,000 replications.

70 | CAA53049.1 InvG [S. typhimurium]
69 ¥ NP461819.1 InvG [S. typhimurium)

$38422 InvG [S. typhimurium]
100,

NP457292.1 InvG [S. enterica]

99

S$54420 InvG [S. typhimurium]

100 BAB37156.1 ECs3733 [E. coli O157:H7]

rQ55293 MxiD [S. sonnei]

100 100 I{ NP085308.1 MxiD [S. flexneri]

78 " AAL72331.1 MxiD [S. flexneri]

] AAF82327.1 YsaC [Y. enterocolitica]

59 |
100 AAK84103.1 YsaC [Y. enterocolitica]

I
| VP1696 [V. parahaemolyticus]

100 ]’ NP250407.1 PscC [P. aeruginosa]

100

l'AAC44774.1 PscC [P. aeruginosa]

35

100 l_ NP395186.1 YscC [Y. pestis]

100 L{ NP052413.1 YscC [Y. enterocolitica)
96 " AAK69235.1 YscC [Y. enterocolitica]

100 [ NP456134.1 SpiA [S. enterica)

o7 L NP460359.1 SsaC [S. typhimurium)

NP 403907.1 YPOO0257 [Y. pestis]

AAL06362.1 EscC [C. rodentium]

AAK26708.1 EscC [E. col]
100

a7 180311 SepC [E. coli]

63 NP312602 ECs4575 [E. coli O157:H7]

98 AAC38377.1 EscC [E. coli]

AAL59397.1 BescC [B. cepacia)

99

AAK73229.1 SctC [B. pseudomallei]

100

NP522435.1 HrcC [R. solanacearum]

99
53 | AAC95122.2 HrpA [X. oryzae]

100 IBAA94087.1 HrpA1 [X. oryzae]

AAK81929.1 RscC [P. fluorescens]

100 A45243 HrpH [P. syringae)]
— 100

Q01723 HrpH [P. syringae]
100 pH [P. syringae]

AAC34756.1 HrcC [P. syringae]

51 100 AAG01463.1 HrcC [P. stewartii]

AAB49179.1 HrcC [E. amylovora]

100 l: AAK97280.1 HrcC [P. carotovorum)
99

AAC31975.1 HrcC [P. chrysanthemi]

I
IVPA1 339 [V. parahaemolyticus]

NP458416.1 HofQ [S. enterica]

% NP249376.1 PA0685 [P. aeruginosa)

100 AAK35045.1 LspD [L. pneumophila)

57 | CAA70955.1 EtpD [E. coli]

100 I NP052609.1 EtpD [E. coli 0157:H7]

0.1



