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INTRODUCTION & OBJECTIVE

Methicillin-resistant Staphylococcus (MRS) comprises multidrug-resistant (MDR)

species of the Staphylococcus genus which are a public-health threat. MRS are

associated with neonatal infections, with colonization of the anovaginal tract

being one of the ways of transmission to the newborn. The COVID-19 pandemic

changed the patterns of personal behavior and use of some antimicrobials in the

population, which may have impacts on the constitution of the microbiota and on

the antimicrobial susceptibility profile of these microorganisms. Our aim was to

determine MRS colonization rates among pregnant women attending a single

maternity in Rio de Janeiro, Brazil, before (January 2019 to March 2020; 521)

and during (May 2020 to March 2021; 285) COVID-19 pandemic.

METHODS

Figure 1: Samples processing and
identification using MALDI-TOF MS. Source: 
BioRender

Anovaginal samples (806) were streaked onto chromogenic media, and after a 24h

incubation period, suspicious colonies were identified by MALDI-TOF MS (Figure

1). Antimicrobial susceptibility was evaluated according to CLSI (Figure 2).

Detection of mecA and SCCmec typing were assessed by PCR (Figure 3). Clinical

samples were collected from pregnant women during routine antenatal care,

between the 35th and 37th gestational weeks. All participants signed a consent

form, as well as a questionnaire to obtain information about the pregnant

woman's health history and sociodemographic data.

Figure 2: Disc diffusion assay.
Source: BioRender.

Figure 3: Detection of mecA gene and SCCmec
typing using PCR. Source: BioRender.

RESULTS
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Most isolates presented SCCmec type V or could not be typed

(NT) (Figure 5). The rate of SCCmec NT strains increased

from 26.7% to 45.9% comparing before and during the

pandemic.

During the COVID-19 pandemic, non susceptibility to

sulfamethoxazole/trimethoprim and levofloxacin decreased

significantly from 55.5% to 16.5% and 37.8% to 11.2%, respectively,

whereas non susceptible samples to tetracycline had a significant

increase from 13.3% to 32.3% (Figure 6). More than half of MRS

strains were MDR (Figure 7), which 58.2% harbored SCCmec type V.

Figure 5: SCCmec types
distribution among MRS 
samples.  

Figure 6: Non susceptibility rates for MRS 
samples before and during COVID-19 
pandemic.

Figure 7: Distribution of
nonsusceptibility profiles 
among MRS samples.

Figure 4: MRS species 
colonization rates before 
and during the onset of 
COVID-19 pandemic.

POSTER  3047

RESULTS


