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Whole-genome squenciqg_of clarithromycin resistant Helicobacter pylori
characterizes unidentified variants of multidrug resistant efflux pump genes
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Whole-genome Sequencing

Clarithromycin (CLR) is the key drug in eradication therapy of Helicobacter
pylori (H. pylori) infection, and widespread use of CLR has led to an increase in primary
CLR-resistant H. pylori. The known mechanism of CLR resistance has been established in A2146G and
A2147G mutations in the 23S rRNA gene, but evidence of the involvement of other genetic mechanisms
is lacking. Using the MiSeq platform, whole—?enome sequencing of the 19 clinical strains and the
reference strain ATCC26695 was performed. All sequencing reads of CLR-resistant strains had a G
mutation in an identical ﬁosition of the 23S rRNA gene. In addition, genetic variants of four gene
clusters (hp0605-hp0607, hp0971-hp0969, hpl327-hpl1329, and hpl489-hpl487) of TolC homologues, which
have been implicated in multi-drug resistance, were examined. Gene clusters of TolC homologues are
involved in CLR susceptibility profiles in individual H. pylori strains.
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