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Introduction
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Conclusion

Antibiotic used In various H. pylori eradication therapies had a

Fig. 1 the total ARG abundance (RPKM) significant impact on the total gut ARGs abundance, which last for at

In CLA group, the ARG abundance increased at 6-week and returned least 6 months

to baseline level at 6-month (Figure 1A); in LEVO group, there was no However, short-term changes in specific ARGs are more prevalent

significant increase at 6-week, but had an increase trend after 6-month

after treatment with levofloxacin-based therapy.

(Figure 1A); In OTHER group, no significant difference was observed at

6-week or 6-month (Figure 1A); Regardless treatment difference, the Reference
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