
(A)


[image: ]




(B)



[image: ]







S4. Fig. The domains and conserved phosphorylated residues analysis of SmeSy and SmeRy. The domain architecture was analyzed by the website of http://www.ncbi.nlm.nih.gov. Multiple sequence alignments among the assayed proteins were performed using the ClustalX program for the identification of conserved phosphorylated residues. SmeSyS.m KJ, SmeSy protein of S. maltophilia KJ; SmeSyS.m D457, SmeSy protein of S. maltophilia D457; BaeSK.p, BaeS protein of K. pneumoniae; BaeSE.c MG1655, BaeS protein of E. coli MG1655; BaeSS.T, BaeS protein of S. Typhimurium. (A) Schematic diagram of the domain architecture and the conserved His residue of SmeSy sensor kinase. Inverted triangle depicts the autophosphorylation site (His) of SmeSy. HAMP, histidine kinase, adenylyl cyclase, methyl-accepting protein, and phosphatase (HAMP) domain; HisKA, histidine kinase A domain; HATPase, histidine kinase-like ATPases domain. (B) Schematic diagram of the domain architecture and the conserved Asp residue of SmeRy response regulator. Inverted triangle depicts the phosphorylation site (Asp) of SmeRy. REC, cheY-homologous receiver domain; HTH, helix-turn-helix domain. 


















[bookmark: _GoBack]
image1.png
H148

Vv

SmeSy>m K ] ——— HAMP HATPase 358

Smesys.m KJ

smeSyS.m D457
BaeSKp

BaeSE.c MG1655
BaeSST

144
247
271
246
246

-~

AAIAXELRTPVTILRGRLQGLAEGVFQPDESQFRSLLAQVEGLSRLIEDLRVLSLSDNARLDVRRARTDZﬂ
ADISHELRTPLAVVRAELEATEDGIRPLDRANLGALQGETIRQLGKLIDDLHDLSMTQSGGLAYRFAPLD 315
ADISHELRTPLAVLRGELEATIQDGVRRFTPESIPSLOAEVATLTKLVDDLHQLSMSDEGALAYQKTSLD 339
ADISHELRTPLAVLRGELEATQDGVRKFTPETVASLOAEVGTLTKLVDDLHQLSMSDEGALAYQKAPVD 314
ADISHELRTPLAVLRGELEATIQDGVRQFTPESVTSLOAEVGTLTKLVDDLHQLSLSDEGALAYQKTTVD 314

* ke kkkhkhkhkk o oo ook * . . ok o .k .. * ek o o kk oo Kk oo o e * . . *




image2.png
smeRyS.m KJ

SmeRyS.m D457
BaeRK-p

BaeRE.c MG1655
BaeRST

D81

SmeRySm K 1 ———r] REC — T TR 260

34
12
14
14
14

- ~<o
- -
-~

- D ~~‘~~~

LIVEDEAEIADILTAYLEREGLRTLRAADGHSALDLHRSARPDLVLL%VQLPRLDGWSVLT&95
LIVEDEPRLASVLRDYLAAAGMTSEWVDDGGQVIDAFARYQPDLVLLDLMLPQRDGVDLCRE 73
LIVEDEPKLGQLLIDYLOQAAGYAPTLINHGDRVLPYVRQTPPHLILLDLMLPGTDGLTLCRE 75
LIVEDEPKLGQLLIDYLRAASYAPTLISHGDQVLPYVRQTPPDLILLDLMLPGTDGLTLCRE 75
LIVEDEPKLGQLLIDYLRAASYAPTLINHGDKVLPYVRQTPPDLILLDLMLPGTDGLTLCRE 75

* Kk k% & . .« % * * * . * Kk ekkk o Kk * %




