
Table S1. Distribution of different vacA and cagA genotypes according to anatomical site and gastric disease. 
 

Genotype Anatomic site n (%) Gastric disease n(%) 
 Antrum Corpus   

vacA s1m1/cagA+ 9 (37.5)  
5 (20.8) 
4 (16.7) 

CG 
AG 

vacA s1m1/cagA- 2 (8.3) 2 (8.3) 
3 (12.5) 
1 (4.2) 

AG 
D 

vacA s2m2/cagA-  3 (12.5) 
2 (8.3) 
1 (4.2) 

CG 
D 

vacA s1m1/s2m2/cagA+ 1 (4.2)  1 (4.2) CG 
vacA s1m1/s2m2/cagA-  1 (4.2) 1 (4.2) CG 
vacA s1m1/s1m2/cagA-  2 (8.3) 2 (8.3) CG 

vacA s1/cagA+ 1 (4.2) 5 (20.8) 
2 (8.3) 
2 (8.3) 
2 (8.3) 

CG 
AG 
D 

vacA s1/cagA- 2 (8.3) 4 (16.7) 
5 (20.8) 
1 (4.2) 

CG 
AG 

vacA m1/cagA+ 1 (4.2)  1 (4.2) D 
vacA m1/cagA- 1 (4.2)  1 (4.2) AG 

cagA+ 1 (4.2) 1 (4.2) 
1 (4.2) 
1 (4.2) 

AG 
GERD 

cagA- 2 (8.3) 1 (4.2) 
2 (8.3) 
1 (4.2) 

CG 
D 

Hp (-) 4 (16.6) 5 (20.8) 

4 (16.7) 
3 (12.5) 
1 (4.2) 
1 (4.2) 

CG 
AG 
D 

GERD 


