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flMnoTeT4eCKMn ropusoHTanbHbIN NepeHoC
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CpaBHeHue co SPAdes v.2
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Abstract

Motivation

Antibiotic resistance is an important global public health problem. Human gut
microbiota is an accumulator of resistance genes potentially providing them to
pathogens. It is important to develop tools for identifying the mechanisms of
how resistance is transmitted between gut microbial species and pathogens.

Results

We developed MetaCherchant—an algorithm for extracting the genomic
environment of antibiotic resistance genes from metagenomic data in the form
of a graph. The algorithm was validated on a number of simulated and
published datasets, as well as applied to new ‘shotgun’ metagenomes of gut
microbiota from patients with Helicobacter pylori who underwent antibiotic
therapv. Genomic context was reconstructed for several maior resistance genes.
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MDS Axis 2
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Dissimilarity of k-mer frequency spectra between multiple metagenomic

datasets calculated for two genes- CFX (A) and APH3-Prime (B)

(Jaccard metric, non-metric MDS).
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