Supplementary figure 1

HpDnaB e MDHLKHLQQLONI ERI VLSA VLANHKI EEVHSVLEPSDF 40
gDnaB 000 e MUQEYYDLDLERAI LSSCI MSEEAYASI AGDI SPKDF 37
EcDnaB MAGNKPFNK@AEPRERDPQ\/AGLKVPPHSI EAE@VLGGLM_DNERV\DD\/AER\NADDF 60
HoDel NL
N
HpDnaB YYPPNGLFFEI ALKLHEEDCPI DENFI RQKMPKDKQ KEE- - - - - DLVAI FAASPI DNI E 95
g DnaB SLKAHQDI FKAVI ACSNNKEPI SVSFLR- - - - KHKKI DEQ- - - - - | LAEI LATPSM DLP 88
EcDnaB YTRPHRHI FTEMARLQESCBPI DLI TLAESLERQBQ_DSVGGFAYLAELSKNTPSAANI S 120
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N
HpDnaB AYVEEI KNAS| KRKLFGLANTI REQALES- AQKSSDI LGAVEREVYALLNG - STI EGFR 152
g DnaB AYVNELHEKSVKRQLLSFAHLLPTRI NE- - DRAVSEI ADEI GKEI FSI TNR- - VNSRDI K 144
EcDnaB SYADI VRERAWREM SVANEI AEAGFDPQ?RT SEDLLDLAESRVFKI AESRANKDEGPK 180
EcDel N156
HoDel N3 HoDel N4
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HpDnaB NI KEVLESAMDLI TENQRKGSLEVTA PTGFVQLDNYTSGFNKGSLVI | GARPSMEKTSL 212
g DnaB DVDWI SELFEEFKKQKTLENKG | GLDTGFEGLNKMIKGFKGCGELI | | AARPGMEKTTL 204
EcDnaB NI AD\/LDATVARI EQ.F@DHDG\/TG\/NTGYDDLNKKTAGLQDSDLI | VAARPSNL'—IKTTF 240
HpDnaB MWNWL- SAL NDDRGVAVFSLEMSAEQLALRALSDL TSI NVHDLESGRLDDDQWAENLAKC 271
g DnaB CLNFI D- KVLRQKKGVALFSLEMPATQ MORMLSSKTSI PLCKI LTADLNDDEWERLGDA 263
EcDnaB ANNLVENAAM_QDKPVLI FSLENPSEQ MVRSLASLSRVDQTKI RTCQ_DDED\/\ARI SGT 300
HoDnaB FDHLSQKK- LFFYDKSYVRI EQ RLQLRKLKSQHKELGI AFI DYLQLMSGSKATKERHEQ 330
g DnaB CNDYSKK- LYI YDSGYAT! ADVRAI LRRLKSQDESI GLCVI DYl G_MVBENSNFNDRHLQ 322
EcDnaB M3 LLEKRNI YI DDSSGLTPTEVRSRARRI AREHGG GLI M DYLQ_NRVPALSDNRTLE 360
HpDnaB | AEl SRELKTLARELEI PI | ALVQLNRSLENRDDKRPI LSDI KDSGA EQDADI VLFLYR 390
g DnaB VSEl SRGLKLLARELDVPI | ALSQLNRG.EQRANKRPL MSDLRESGAI EQDADAI LFVYR 382
EcDnaB I AEl SRSLKAL AKEL NVPVVAL SQLNRSL EQRADKRPVNSDL RESGSI EQDADLI MFI YR 420
HpDnaB GYl YQVRAEDNKI DKLKKEGKI EEAQEL YLKVNEERRI HKQNGSI EEAEI | VAKNRNGAT 450
g DnaB DEVYREQEEKERENKAKAEG- - - - - - ------ KAYQRLFI PNPMQENAEI | VGKNRNGPV 430
EcDnaB DEVYHENSD- - - - - - - - - - e e e oo LKG AEl | | GKQRNGPI 446
N
HpDnaB GI'VYTRFNAPFTRYEDMPI DSHLEEGQETKVDYDI VTT 488
g DnaB GTl EVWFLKEKSCFVDKPI GYETTEFTG --------- 458
EcDnaB GI'VRLTFNGOASRFDNYAGPQYDDE- - - - - - - - - - - - - 471
* identical; :, strongly simlar; ., weakly simlar

Amino acid sequence alignment of H. pylori DnaB (HpDnaB), related Campylobacter
jejuni DnaB (CjDnaB) and E. coli DnaB (EcDnaB). The alignment was done using
CLUSTALW multiple alignment software. The WALKER A nucleotide binding domain
(ARPSMGKT) and 34 amino acid insertion region at the *C’ terminus of HpDnaB, not
present in EcDnaB are marked in bold. The relative positions of different deletion
mutants of HpDnaB are marked by ‘ N’. The start point of E. coli deletion mutant
(EcDelN156) that showsin vitro ATPase activity but no helicase activity (comparable to
HpDelN2) is marked by arrowhead (- ).



