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Abstract; Objective  To analyze the drug resistance phenotypes and

genotypes of 2 307 Enterococcus faecium strains collected from 2011 to
2024. Methods The antimicrobial susceptibility testing of the strains
was performed using the broth microdilution method, followed by genomic
DNA extraction from the strains and polymerase chain reaction ( PCR)
amplification for screening of resistance genes. Results From 2011 to
2012, the detection rate of vancomycin — resistant Enterococcus faecium
was 1.67% ,

and the detection rate of vanM gene — positive vancomycin —

susceptible strains was 0.34% . In contrast, from 2023 to 2024, the
detection rate of vancomycin — resistant Enterococcus faectum increased to
5.11% , while the detection rate of vanM gene — positive vancomycin —
susceptible strains reached as high as 4.75% Additionally,
22 Enterococcus faecium strains co — harboring both wanA and vanM
resistance genes were identified during the period from 2021 to 2024.
Conclusion  The detection rate of the wvanM resistance gene in
Enterococcus faecium has increased year by year, and its horizontal
transfer may have contributed to the increased prevalence of Enterococcus
faecium co — harboring both vanA and vanM resistance genes in recent
years.
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Enterococcus faectum

Distribution of minimum inhibitory concentrations ( MICs) of vancomycin and teicoplanin in 63 strains of vancomycin — resistant
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Table 1 Information and antimicrobial susceptibility test results
of 22 Enterococcus faecium strains co — harboring both vanA and

vanM resistance genes detected from 2021 to 2024

Strain Collection Collection MIC (pg - mL™")
time region Vancomyein  Teicoplanin
1 2021 Beijing 256 64
2 2022 Beijing 512 64
3 2022 Beijing 512 256
4 2024 Beijing 512 512
5 2024 Beijing 512 64
6 2022 Jilin 512 512
7 2023 Jilin 8 8
8 2024 Jilin 128 32
9 2024 Jilin 128 32
10 2024 Jilin 512 32
11 2021 Hunan 512 128
12 2023 Hunan 512 512
13 2023 Hunan 512 512
14 2024 Hunan 512 512
15 2024 Hunan 512 512
16 2023 Guizhou 512 128
17 2024 Guizhou 512 128
18 2023 Shaanxi 64 8
19 2024 Shaanxi 512 4
20 2021 Hebei 256 64
21 2024 Jiangsu 512 128
22 2023 Hubei 128 8

MIC ; Minimum inhibitory concentration.
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Figure 3

Trend in the detection rate of the vanM gene in vanco-

mycin — susceptible Enterococcus faecium from 2011 to 2024
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