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Figure S5. ClustalO primary sequence alignment of several PhoQ homologs.

neighboring regions to residues at positions 232 and 336 in S. Typhimurium are shown. The glutamate at

AAWWSLRPIEALAREVRELEDHHREMLNPETTRELTSLVRNLNQLLKSERERYNKYRTTL
AAYWSLRPIKALASQISQLEKGEREQLDENPPRELQSLVRNLNILLMNERQRYTKYRTTL
AAHWSLRPIKSIIEQISALEKGTRDNLDENPPKELKGLVYNLNILLRNERNRYSKYRTSL
AAYWSLRPIKALVNQVGELENGERDQLDENPPSELRGLVRNLNILVRNERQRYTKYRTTL
AAWWSLRPIEALAKEVRELEEHNRELLNPATTRELTSLVRNLNRLLKSERERYDKYRTTL
AAWWSLRPIEALAKEVRELEEHNRELLNPATTRELTSLVRNLNRLLKSERERYDKYRTTL
AAWWSLRPIESLAKEVRELEEHHREKLNPNTTRELTRLVSNLNRLVRSERERYDKYRTTL
AAHWSLRPIGHLTLQVRELETGQRENLDDNPPQELRSLVRNLNLLLTNERQRYTRYRTTL
AAHWSLRPIKDLVRQVRELEVGERERLDENPPRELDILVRNLNILLNNERQRYQKYRSTL
AAWWSLRPIEALAREVRELEEHHREQLNPYTTRELTSLVHNLNRLLKSERERYEKYRTTL
AAYWSLOQPIKALATQVRELEKGQRDSLSENPPHELRGLVRNLNILLSNERQRYTRYRTTL
AAHWSLRPIKSLIHQISSLEKGEREKLDENPPTELRGLVRNLNVLLNNERNRYTKYRTTL
AAWWSLRPIESLAREVRELEEHHREKLNPETTRELTSLVRNLNRLLKSERERYDKYRTTL
GLTWGFRAMRGLSSELDQIESGERESLSEEHPRELLRLTHSLNRLLRSEHKQRERYRHSL
GLTWGLQALRRLSQELDQIEGGTRESLSEEHPRELLRLTGSLNRLLHSEREQRTRYRDSL
GLTWGLRALRGLSQELDQVESGVRDSLSEEHPSELLRLTDSLNRLLRSEREQRIRYRDSL
GLTWGLRSLRRLSHELDEVESGARDGLSGEHPRELLRLTRSLNRLLRSEREQRTRYRDSL
GLTWGLRALRRLSQELDEIESGARESLSTEHPRELLRLTGSLNRLLYSEREQRSRYRDSL
ILOQWSLRPISHVINELAKVQRGQAQRMSEQHPPELEPLTQSINAFIESERENLDRQRNTL
AAYWSLRPIKSLVSQISSLEKGEREMLDENPPYELRGLVRNLNNLLTNERKRYSKYRTTL
GAHWSLRPIQHLVKQIAELEKGTRDQLDENPPRELFSLVKNLNILLNNERQRYHKYRTTL
K .. . . .. .. . . .. .
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TDLTHSLKTPLAVLQSTLRSLRNEK-MSVSKAEPVMLEQISRISQQIGYYLHRASMRGSG
ADLTHSLKTPLAVLQTTLRSLRTGKQTTIEEVEPIMLEQISRISQQIGYYLHRASMRSEH
SDLTHSLKTPLAVLQSTLRALRAGKQMSIEQAEPIMQSQIERISQQVGYYLHRASLHGDH
SDLTHSLKTPLAVLQSTLRSLRSGKQTTIEEAEPIMLDQIGRISQQIGYYLHRASINSGQ
TDLTHSLKTPLAVLQSTLRSLRSEK-MSVSDAEPVMLEQISRISQQIGYYLHRASMRG-G
TDLTHSLKTPLAVLQSTLRSLRSEK-MSVSDAEPVMLEQISRISQQIGYYLHRASMRG-G
TDLTHSLKTPLAVMQSTLRSLRGEK-ISVDEAEPVMLEQISRISQQIGYYLHRASMRSGG
ADLTHSLKTPLAVLQTTLRSLRGGKELTVEQAEPIMLEQISRISQQVGYYLHRASMQADH
SDLTHSLKTPLAVLQTTLRSLRTDRDTNIEMAEPIMLEQISRISQQIGYYLHRATVHSDH
TDLTHSLKTPLSVLQSTLRSLRTGK-TDVEQAEPVMLEQISRISQQIGYYLHRASMRSGN
ADLTHSLKTPLAVLQSTLRSLRNGKALNVEQAEPIMLEQISRISQQIGYYLHRASAHSEH
ADLTHSLKTPLAVLQSTLRSLRDSKQOMTIQQAEPIMLEQIGRISQQIGYYLHRASMRSEH
TDLTHSLKTPLAVMQSTLRSMRSSK-LSVDDAEPVMLEQISRISQQIGYYLHRASMRSGS
GDLAHSLKTPLAVLQGVGDQLAEEPGN-RE-QVRVLOGQIERMSQQIGYQLQRASLRKSG
DDLAHSLKTPLAVLQGVSEDMAQRPEE-RS-QAWVLQSQIERMSQQIGYQLQRASLRKSG
DDLAHSLKTPLAVLQGVSENIAKRPED-VE-QAWVLQSQIERMSQQIGYQLQRASLRKSG
DDLAHSLKTPLAVLQGVGESLQQRSGE-RE-QARVLQSQIERMSQQIDYQLQORASLRKSG
DDLAHSLKTPLAVLQGVSEDMARRPED-RG-QAWVLQSQIERMSQQIGYQLQORASLRKSG
ADLAHSLKTPLAVLRTQLDSGASENEL---—- REELDVQLRRMNNLVSYQLARAASSGHK
SDLTHSLKTPLAVLQSTLRSLRTGKQMTIEQAEPVMLEQIGRISQQVGYYLHRASAQGDN
TDLTHSLKTPLAVLQTTLRALRTGKEITIDQAEPIMLAQISRISQQIGYYLHRASVRSEH
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VLLSRELHPVAPLLDNLISALNKVYQRKGVNISMDISPEISFVGEQNDEFVEVMGNVLDNA
NVLGREIHSVPALLDSLYSALNKVYQRKGIALTLDISPEVTFLGEKNDFMEVMGNVLENA
DITTRKLHSLSGLLDNLCSALNKVYQSKGVDITLNVSPEMMWLGEKNDFMEVMGNVLDNA
TVLTREIHSVPALLDSLVVALNKVYQRKGVVITLDISPEVTFMGEKNDEFMEVMGNVLENA
TLLSRELHPVAPLLDNLTSALNKVYQRKGVNISLDISPEISFVGEQNDEFVEVMGNVLDNA
TLLSRELHPVAPLLDNLTSALNKVYQRKGVNISLDISPEISFVGEQNDEFVEVMGNVLDNA
TLLSRELHPIAPLLDSLTSALNKVYQRKGVNISLDISPEITFVGEQNDFMEVMGNVLDNA
NPLOQRDLHSVSGLLDSLCSALNKVYQRKGVEITLDISPETTFFGDONDFMEVLGNVLDNA
NVLSRELHSVPPLLDSLCSALNKVYQRKGVSLSLDISPELTFIGEKNDFMEVMGNILDNA
MLLSRELHPVASLLDNLTSALNKVYQRKGVSITLDISPEIVFIGEKNDFLEVMGNVLDNA
SVLNREVHSVSAILDALTSALNKVYQRKGVDISLDIPPELTFIGEKNDLMEVMGNLLDNA
STIMRKVSSVPALLDSLCSALTKVYQRKSVSLTLDVSPEITWLGEKNDFMEVMGNVLENA
ALLSRELHPVAPLLDNLTSALNKVYQRKGVNISLDISPEISFVGEKNDFMEVMGNLLDNA
—-LVRHREKLAPLVETLCDALDKVYRDKRVSLQRDFSPSFSVPVERGALLELLGNLLENA
—-LVRHQVRLEPVLQSLCDTLEKVYRDKRVTVTFDLPPECDVPIEKGALLEMLGNLLENA
—-LVRHHVMLRPVVESLCNTLDKVYRDKQVKATLDLPEHCQVHMEEGALLEMLGNLLENA
—-LVRHSVLLRPLLDSLCSTLAKVYREKRVDVVLELPDAAQIPMEQGALLEMLGNLLENA
—-LVRHQVPLRPVLQSLCDTLDKVYRDKRVNVSFDLPEHCQVPIEQGALLEMLGNLLENA
—-LFSAPVLINFTAEEIVRGLEKVYAAKGVLCEFEIDPKACFYGEPGDLQELLGNLLENA
NLMLREISSVPSLLDSLASALHKVYQNKGVSITVDISPEVTWLGQPNDFMEVMGNIMENA
NLLIREVHSVPALLDGLCSALNKVYQRKGVVLTLDIPPELTFVGEKNDFMEVLGNILDNA

* koK k * . .. KooKk e e KkK

272
269
271
270
272
272
272
273
272
272
274
272
272
243
243
243
243
243
272
253
268

331
329
331
330
330
330
331
333
332
331
334
332
331
301
301
301
301
301
327
313
328

391
389
391
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390
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391
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392
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359
359
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385
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388

For simplicity only the



position 232 and the arginine at position 336 in S. Typhimurium and at equivalent positions in the other

PhoQ sequences are indicated in red and blue respectively.



