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[ Abstract] Objective To investigate the distribution of antibiotic resistance genes, virulence genes
and core genes in Clostridium difficile (C. difficile) genomes, and to identify the molecular characteristics
of antimicrobial resistance and virulence of C. difficile. Methods The core genes and phylogenetic tree
of 2 455 C. difficile genomes were analyzed by Prokka and FastTree software. Abricate software and self-
developed software were furtherly used to analyze the distribution characteristics of antibiotic resistance
genes and virulence genes corresponding to different core genomes and molecular types, so as to clarify
the relationship between drug resistance genes, virulence genes and genotype. Results Based on genomic
characteristics, Clade IV is a newly discovered evolutionary branch. New molecular typings were found
in Clade C- I /II/IIl, and the occurrence of vancomycin resistance showed evolutionary aggregation.
The genomes of clinical strains with high virulence were widely distributed. The comparative analysis of
the core genomes showed that the proportion of cell motility related genes in Clade 5 was the smallest.
Conclusions By analyzing the published genome sequences of C. difficile, the distributive characteristics

of antimicrobial resistance genes, virulence genes and core genes were described, which
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could provide more basis for better understanding of the bacterium and improvement of clinical treatment

strategies.
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