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C. vibrioideseT1F 8inig2 connea@line, B3 B4 02, BS, LB e

C. vibrioides MESVVVGEPGMSEG-RRGLGRGLSALLGEVD AAP-AQAPGEQLGGSREAPIEILQRNPDQPRRTFREEDLEDLSNSIREXGVLQPILVRPSPDTAGEYOIVAGERRWRAAORAGLKTVPIMVRELDDLAVLEIGI IENVORADLNVLEEALS YKVLMEKE
B. subtilis = = oo MA----KGLGKGINALFNQVD---—--——-—=——=— LSE-----~- ETV---EEIKIADLRPNPYQPRKHFDDEALAELKESVLQHGILQPLIVRK---SLKGYDIVAGERRFRAAKLAGLDTVPAIVRELSEALMREIALLENLQRE DLSPLEEAQAYDSLLKHL
C. steedae - —-MAAK-PKGLGRGLDSLISF--— --TSI-DDDSGDRL---NTVPISQVRPGRYQPRVOMDDDALRELSESIRAQGVIQPVVVRO HDYELIAGERRWRAAQMAGLDE I PVVIKNTDDKTAMAMGLIENIQRENLNPIEEAQGFRRLIDER
A. filiformis - -MATK-KGGLGRGLDALISHPA- SY-DEDSGDRL---TTLPVSDIRPGKYQARVQIDDAALOELAESIKAQGI IQPVVVRE GKQYELIAGERRWRAAQLAGLTEVPVVIKNVDDRATMAMGLIENIQRENLNPIEEAQGLRRLIDEF
S. muelleri - -MATKSKGGLGRGLDALISISP-- TTLPIADITPGKYQARVOMDDAALTDLAESIRAQGYIQPVIVREQ--GGOLYELTAGERRWRAAQLAGLTE I PVVIKNVDDRS TMAMGL IENMOQRENLN PIEEAQGLKRLIDEF
N. elongata . - --MAKQ-PSGLGRGLDSLLS 'AAVGDIKPGRYQPRVQOMDDEALOELAES IKAQGY IQPVIVREH--GLSQYELIAGERRWRASQLAGLTE I PVVVKN I SDETALAMGLIENLQRENLNPIEEARGLKRLADEF
N. mengitidis MAKV-KGGLGRGLDSLLA X VAVKDIRPGRYQARVQIDDEALOELADSIKAQGY IQPVIVREH--GLSRYELT OIAGLTEIPAVIKTISDETALAMGLIENLQRENLNPIEEAQGLKRLADEF
Ca. T. oneisti --MSTK-KKGLGRGLDALLGGI PEPESGAGAGDGETETEGEVPVVSEV---TSLPIDVIAHGRYQPRHEFDPDSLRELADS IAAQGVIQPIVVRPV - -GAGRYEIVVGERRWRASQOAGLME I PVVVREVDEQSAIATALIENIQRDDLNPLEEAGALERLLTEF
Ca. T. hypermn. - --MAVK-KKGLGRGLDALLGGIGELEEPGAGTEGKGAGE -DARAVTEV ---ASLPVES IAGGRYQPRREFDADSLRELADSIAAQGV IQPIVVREV - -GAERYEIVAGERRWRAAROAGLTE I PVLVREVDEQSATAIALIENIQRDDLT PLEEAGALERLLSEF

ParB box I ParB box II

vibrioides6T1F OO~ 06 m2 a7 = o8 e oS 210,

C.
C . Vlbrl OJ; deS ERTQENIAQTIGKSRSHVANTMRLLALPDEVQSYLVSGELTAGHARAIAA--AADPVA-LAKQIIEGGLSVRETEALARKAPNLSAGKSKGGRPPRV-KDTDTQALESDLSSVLGLDVSIDHRG-STGTLTITYATLEQLDDLCNRLTRGI ——-—
B . S ub tl l 1s DLTQEQLAKRLGKSRPHIANHLRLLTLPENIQQLIAEGTLSMGHGRTLLGLKNKNKLEPLVQKVIAEQLNVRQLE---QLIQQLNQNVPRETKKKEPVKDAVLKERESYLONYFGTTVNIK-RQKKKGKIEIEFFSNEDLDRILELLSERES--—
C. St.ee'dae . ELTHETVAEVVGKSRSAVSNSLRLLKLPEPVOEMLFDROLEMGHARALINLSVEEQLD- LANKAVRHGWSVREME - --RRCONTDK---PAAPPPRR-LDPDISRLADNLTEQLGVTANIQTRDRKKGKIVLHFDSADAFDTLMARLGVDTRETE
A . flllformls ELTHETVAEAIGKSRSAISNSLRLLKLPEPVQODLLFQRHLEMGHARALINLPVNEQLE-LAQKAVKNGWSVRETE---KRSQATQQHSGSEAMPQKR-LDPDLMRLTESLIEQLGVSAEIKTRDRKKGKIILHF DNADAFEDLMLKLGVKWD--N
S. muellerl ELTHETVAEAIGKSRSSISNSLRLLKLPEPVODLLFKRHLEMGHARALLSLPVAEQLD-LAHKAVEKNGWSVREME - --RRSQSLM--TGKKTETTKR-IDPDVNRLTDALIQQIGVAAEIKTRDRKRGKIILNF DNADTFEMLMKKLGVTID--K
N. el ongata . SLTHETIAKAVGKSRSATSNTLRLLALPEPVOELLYRRHLEMGHARALLTLPVVDQLE - LAQKAVKNGWSVREVE ---RRSQLAQQ--AKKSSTEKT-VHPDVORLNEALTAELGVSAEVKS SNGRKGKIVLHF DNPETLDALLKRLGVPFD--~-
N. mengi tidis GLTHETIAQAVGKSRSATSNSLRLLSLPEPVOEMLYQORRLEMGHARALLTLPVVEQLE - LAQKAVKNGWSVREVE---RRSQAALQ--NKRPEPKKT-AAADIGRLNDLLTEKLGVNAEIKTANHKKGKIILHFDTPETFDHILKQLGIDYR--P
Ca. T oneisti ELTHQQVAEAIGKSRTMVTNLLRLLE LNDDVKQYLRDKHLEMGHARALLGLRGPGQSE-AASRVVSHGLSVRETEKLVRRLQAAGQDQPATVASEPT-QDPDIRRLODDLGERLGTQVRIRHGSRGTGRLVIAYNSLDELDGILAHIK--~
Ca. T. hypermn. GLTHQQVAEAVGKSRTTVTNLLRLLE LNEDVKQHLODRRLEMGHARTLLGLRGPQQSE-TAAQVIARGLSVRETERLVRRLOATGQEALATGAPESAREDPDIRQLOEDLGERLGARVRIKHGNRGTGRLVIAYNSLDELDGILAHIK---
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