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Abstract

AIM: To find the structural characteristics and correlation
with region and the clinical outcomes by analyzing nucleotide
and amino acid sequences of CagA, our research results and
data of CagA sequences deposited in NCBI database.

METHODS: The characteristics of CagA sequences were
analyzed, and a phylogenetic tree was constructed by using
Vector NTI Suite 9.0, ClastalX (version 1.8), Phylip (version
3.5) and Treeview (version 1.61).

RESULTS: Through searching NCBI nucleotide and protein
database, we obtained 44 complete and 560 partial CagA
sequences. Aligning these sequences, analyzing similarity
and constructing phylogenetic tree, we found CagA
segenceses could be classified into two types: western
type and eastern type. Analyzing the CagA C terminal of
44 complete and 266 partial sequences, we classified the
repeat sequence of CagA C terminal into two types: type |
was discontinuous repeat sequence, common among all the
strains, and type Il was continuous repeat sequence, found
in some individual strains. The type Il repeat sequence was

found in 31% (12/39) of strains from gastric cancer
patients, compared with 13% (9/71) of strains from non-
cancer patients (P =0.021 < 0.05). Strains with the type Il
repeat sequence were associated with gastric cancer.

CONCLUSION: There is a high diversity of CagA nucle-
otide and amino acid sequences among H pylori strains,
showing a distinct geographic character as western and
eastern region collection. The repeat sequence of CagA C
terminal can be classified into two types, and strains with
the type Il repeat sequence containing EPIYA motif exhib-
its a stronger pathogenecity.
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