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Fig S1. Different evolutionary routes of FhuA with other proteins in Salmonella.

(a) Maximum likelihood tree of FhuA protein. (b) Neighbor-joining tree of fhuAd gene.

(¢)-(e) Neighbor-joining tree of FhuC, FhuD and HrpB protein, respectively. The

corresponding ortholog in E. coli MG1655 was used as the outgroup for each tree.
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Fig S2. Phylogenomic tree of E. coli / Shigella complex. The Enterobacteriaceae
core orthologous proteins were concatenated for each strain and used for
neighbor-joining tree building. Different subgroups of E. coli / Shigella strains were
shown in different front or background colors. Percentage scores from 1000

bootstrapping tests are displayed at the nodes of the trees.
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Fig S3. Neighbor-joining tree of FhuB in E. coli / Shigella complex. Different

subgroups of E. coli / Shigella strains were shown in different colors or shapes.

Boostrapping test score was indicated for each node.
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Fig S4. Distribution of FhuA clusters among Salmonella serovars. (a) Distribution
of FhuA clusters (a) among the multiple strains from serovars Enteritidis,

Typhimurium, Heidelberg, Newport and Anatum or (b) among an enlarged number of

se€rovars.



Species/Abbry, T T T T T T T
1 k kazaki ES15 F---1:RSIHTQIN-TRICR TACGGFSASAL=AAD=-=GQKE §=-=-12=2.QESLWGPLPT KRS

2. Cronobacter turicensis z3032 |--=--1ARSTHTQIN-TRICR TACGGFTASAL=22D=--GQKE --=-22=-2%QESAWGPALPT KRS
3. Entercbacter aerogenes KCTCZ190 |--=--1ARLKT:.QPN-HSLRK TAVSGMSVYLQ-~LE-QPK-E PLSQESAWGPLPT KRS

4. Entercbacter asburiae LF7a === SNT.QP INTSLRK -=-AAPLAQESAWGPAPT KRT
5. Erwinia billiggiu Eb661 TLSF'DRLSLPVNTSKRR- DANSTAPQES WGPALPT KHS
6. Entercbacter cloacae SCF1 |----1ARPQT-QPVNTSLRK T---~TPT.QES:WGPSAT KRT
7. Erwinia pyrifoliae Epl96 STRT SSPFSSINTAZRCQLS DAN-SSES-:ES:WGPSAT KRS
8. Erwinia tasmaniensis Et199 i) RTISPGNSSIHPVRGRLS N.TASSES-LESAWGPSAT KRS
9. Klebsiella oxytoca E718 |--=-=-1MARLKT.QPN-HSLRK T---22P.PQESAWGPLAT KHS

10. Klebsiella pneumoniae JM45 [----1:RPKT"QPN-HS RK -2APAAQESAWGPAPT KRS
11. Pantoea_ananatis LMG5342 - T:ZRTTTFGFPQRLTRRP SLNGG GQENPWGPAAT KRS
12. Rahnella aquatilis ATCC33071 SQCLLSTSVRQGLIRRRTLALT TSQATAELAPESAWGPAAT KHS
13. Racultella ornithinolytica B6 |----1:RPKT.QPN-HSLRK ---AAPALQESAWGPSPT KHS
14. Serratia liquefaciens ATCC27592 STKRLPS-22KQSRSHVSG T G-5SQSQ-QENAWGPVGTYALAKHS
15. Serratia marcesens_WWg TKRLSS5:2KQGRLPVN T GGSNT.Q-QESAWGPVGTYVAKRS
16. Serratia plymuthica 513 TKRPISPQ:VKGRSPVSG T G-SSQPQ-QESAWGPVGTYVAKHS
17. Escherichia coli MG1655 ----1:RSKT.QPK-HSLRK TAVSGNSVYAQ- --EPKE PAPQESAWGPALAT RQS
18. Escherichia_coli BREL606 RSKT:QPK-HSLRK TAVSGNSVYAQ- --EPKE PQES:WGPAAT RQS
19. Escherichia coli 11368 RSKT:QPK-HSLRK TAVSGNSVYAQ- --EPKE PQESAWGPLAT RQS
20. Escherichia_coli 078 RSKT:QPK-HSRK TAVSGNSVYAQ- --EPKE PQESAWGPAAT KHS
21. Escherichia coli 536 PSKT:QPK-HSRK TAVSGUSVYAQ- --EPKE PQESAWGPAAT RQS
22. Escherichia coli EDla PSKT:QPK-HSLRK TAVSGUSVYAQ- --EPKE PQES:WGPAAT RQS
23. Escherichia coli E2348-69 ----1:RSKT"QPK-HS RK TAVSGUSVYAQ- -EPK-E PQES:WGPAAT KHS
24. Escherichia ferausonii ATCC35469 [----/ RSKT QPK-HS RK TAVSGNSVYAQ- --EPKE PQES:WGPAATI % KHS
25. shigella boydii 5h227 RSKT:QPK-HS RK TAVSGUSVYAQ- --EPKE PQES:WGPAATIAAKHS
26. Shigella dy ae 5d197 ----1:RSKT"QPK-HS RK TAVSGUSVYAQ- --EPKE PQES:WGPAATI%ARQS
27. shigella flexneri 2a Sf2457T |----1:RSKT»QPK-HSLRK TAVSGUNSVYAQ- --EPKE PQES:WGPALATIZARQS
28. shigella sonnei 5s046 RSKT:QPK-HSLRK TLVSGNSVYLQ- --EPKE PQES:WGPAATIAAKHS
29. Salmonella bongori N268-08 ----1MAiRLKTZQPN-SSLRK TLVSGUSVYAQ- --QPKE PQESAZWGPALATIZARQS
30. Salmonella bongori RKS3044 RLKT:QPN-SSLRK TAVSGUSVYAQ- --QPKE PQESAWGPAATIAAKRS
31. Salwonella enterica LTZ RLKT:QPN-SSLRK TLVSGMSVYLQ- --QPKE QES:WGPLPT KRS
32. Salwonella enterica SPE7 RLKT:QPN-SSLRK TLVSGNSVYLQ- --QPKE QESZWGPAAT RQS

Fig S5. Conservation of TonB box in FhuA proteins from Enterobacteria. The box

was highlighted with grey background in each sequence.



