Supplementary Material

Table S1. Sequence Database found in the search from NCBI. Parameters used for selection
were: pathology, isolation region and type of EPIYA.

Number Accession (GI) Country Pathology EPIYA
1 2073134 Japan Gastroduodenal Disease ABCCC
4 6573219 Japan Gastric Cancer ABD
7 12225001 Japan Gastric Cancer ABBD
8 12225003 Japan Chronic atrophic gastritis ~ ABD
9 12225005 Japan Chronic atrophic gastritis ~ ABD

10 12225007 Japan Chronic atrophic gastritis ~ ABD
11 12225009 Japan Peptic Ulcer ABD
12 12225011 Japan Peptic Ulcer ABD
13 12225013 Japan Peptic Ulcer ABD
14 12225015 Japan Chronic atrophic gastritis ~ ABD
15 12225017 Japan Peptic Ulcer ABD
19 12225027 Japan Peptic Ulcer ABBD
20 12225029 Japan Gastric Cancer ABD
21 12225031 Japan Gastric Cancer ABD
24 22121670 USA Duodenal Ulcer ABD
25 22335392 Japan Atrophic Gastritis ABD
26 22335396 Japan Atrophic Gastritis ABD
27 22335405 Japan Atrophic Gastritis BABD
28 22335409 Japan Atrophic Gastritis AABD
29 22335412 East Asia Atrophic Gastritis ABABD
30 22335416 Japan Atrophic Gastritis ABBD
31 22335420 Japan Atrophic Gastritis ABD
32 22335424 Japan Atrophic Gastritis ABBD
33 22335428 Japan Gastric Ulcer ABCC
34 22335433 Japan Duodenal Ulcer ABDD
35 22335437 Japan Atrophic Gastritis ABABD
36 22335442 Japan Atrophic Gastritis ABD
37 22335446 Japan Atrophic Gastritis ABCCC
38 22335449 Japan Atrophic Gastritis ABD
39 22335784 Japan Atrophic Gastritis ABC
40 22335788 Japan Atrophic Gastritis ABD
43 52693781 East Asia Atrophic Gastritis ABD
45 52693787 Japan Atrophic Gastritis ABCC

46 52693789 East Asia Duodenal Ulcer ABD
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S2 Table. Energy and total of Hydrogen bonds for Crystal and Mutation Models. Only models
the docking models obtained in SwissDock that presented an interaction with the N-terminal
were selected to run the statistical tests in R. Were Cluster is the number of interacting model

using the same location reference of PS to the N-Terminal CagA protein. The difference between
models in the same cluster is the rotation of the allowed angles in the PS. AG is the Gibbs Free
Energy (Kcal/mol). HBonds are the number of hydrogen bonds in each model.
Mutation Cluster AG Hbonds
4DVY 28 -6.59372

W

4DVY 28 -6.63488 3
4DVY 28 -6.63488 3
4DVY 28 -6.63488 3
4DVY 28 -6.63488 3
4DVY 28 -6.67062 3
4DVY 28 -6.67062 3
4DVY 28 -6.67062 3
4DVY 10 -7.29307 1
4DVY 10 -7.30221 1
4DVY 10 -7.30221 1
4DVY 10 -7.30221 1
4DVY 10 -7.21762 1
4DVY 10 -7.1835 1
4DVY 10 -8.91991 1
K636N 0 -8.50848 4
K636N 0 -8.5151 4
K636N 0 -8.51094 4
K636N 0 -8.5151 4
K636N 0 -8.5151 4
K636N 0 -8.50848 4
K636N 0 -8.5151 4
K636N 0 -8.51094 4
K636N 6 -7.91795 1
K636N 6 -7.85934 1
K636N 6 -7.61327 2
K636N 6 -6.7117 2
K636N 18 -7.73668 0
K636N 18 -7.73668 0
K636N 18 -7.73668 0
K636N 18 -7.73668 0
K636N 18 -7.70981 0
K636N 18 -7.72128 0
K636N 18 -7.72128 0
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