A Signal peptide

cleavage:

Hpl1033 1 MKTLVKNTISSFLLLSVLMAEDITSGLKQLDSTYKETNQQVLKNLDEIFS 50
CELLELCETEEEEE e e e e e e e = Leer ey

26695 1 MKTLVKNTISSFLLLSVLMAEDITSGLKQLDSTYQETNQQVLKNLDEIFS 50

CagLHM

Hpl1033 51 TTSPS YEIGKEDALNIKKAAIALRGDLALLKANFEANELFFISEDVIF 100
N O ARy

26695 51 TTSPSANNEMGE[EDALNIKKAATALRGDLALLKANFEANELFFISEDVIF 100

Hpl1033 101 NTYMSSPELLLTYMKINPLDQETTEQQCGISDKVLVLYCEGKLKIEQEKQ 150
R R R A A AR A A

26695 101 KTYMSSPELLLTYMKINPLDONTAEQQCGISDKVLVLYCEGKLKIEQEKQ 150

Hpl1033 151 200
|||||||||||||I|||III||||I|||I|I||||||II||I|I||||I|

26695 151 NIRERLETSLKAYQSN 200

Hpl1033 201 NKVFLNYLEKLDALEISLEQSKRQYLQERQSSKIIVK 237
FOCEEEEE = PR EEEEE ey

26695 201 NKVFLNYLEELDALERSLEQSKRQYLQERQSSKIIVK 237

B Signal peptide

cleavage

P12 1 MKTLVKNTISSFLLLSVL. DITSGLKQLDSTYQETNQQVLKNLDEIFS 50
CELEELTEEECEEEEEr e e e e e e e e e eyl

26695 1 MKTLVKNTISSFLLLSVLMAEDITSGLKQLDSTYQETNQQVLKNLDEIFS 50

CagltlM

P12 51 TTSPS KMGEEDALNIKKAAIALRGDLALLKANFEANELFFISEDVIF 100
LELEEEA= T EEEEE e e eyl

26695 51 TTSPS EMGEEDALNIKKAATALRGDLALLKANFEANELFFISEDVIF 100

P12 101 KTYMSSPELLLTYIKINPLDQKTAEQQCGISDKILVLYCEGKLKIEQEKQ 150
NN R R R AR A AR A A Ay

26695 101 KTYMSSPELLLTYMKINPLDQNTAEQQCGISDKVLVLYCEGKLKIEQEKQ 150

P12 151 LETSLKAY LVESLKNKNFIKGIRKLMLAQ 200
||I|||||||||II|||||||||I|||||||||||||I|||||||||II

26695 151 RLETSLKA LVESLKNKNFIKGIRKLMLAH 200

P12 201 NKVFLNYLEELDALERSLEQSKRQYLQERQSSKIIVK 237
LETEETEEEEEEEE LT e ey |

26695 201 NKVFLNYLEELDALERSLEQSKRQYLQERQSSKIIVK 237

S6 Figure. Alignment of CagL amino acid sequences of H. pylori strains (A) Hp1033

ver sus 26695, and (B) P12 ver sus 26695.

In addition to sequence diversity within the Caglpérvariable motif (CagLHM; boxedl.
pylori strains (A) Hp1033 and 26695 also differ at resg85, 101, 122, 124, 210 and 216;
and (B) P12 and 26695 differ at residues 114, 132,and 200. RGD motif — solid line;
RGD helper motif — broken line. Hp1033 sequencesieted from published nucleotide
sequence [20]; P12 and 26695 accession numbers7XCG0@ and NP_208335.1,
respectively; CaglL sequences were verified for 8126695 stocks used in this study.

Protein alignments performed using Emboss Neediwisa sequence alignment server [21].



