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Resumen: La resistencia a los antibióticos es un problema global que afecta la 

efectividad de manejos terapéuticos, aumentando costos y la morbimortalidad de las 

infecciones. Debido a la pandemia de la COVID-19, se consideró el uso de 

antimicrobianos como manejo preventivo y terapéutico de la coinfección, aumentando 

exponencialmente su consumo. Por ello, en este estudio se determinó la relación en la 

infección por COVID-19 y la resistencia antimicrobiana, además de los mecanismos 

implicados en bacterias Gram negativas aisladas de muestras clínicas en el hospital 

María Auxiliadora en áreas COVID-19 y no COVID-19 durante enero y febrero de 2021. 

Metodología: Estudio analítico transversal que describe niveles y genes de resistencia 

a antimicrobianos en muestras respiratorias de los servicios del Hospital María 

Auxiliadora (área COVID y no COVID). Se determinó la Concentración Mínima Inhibitoria 

(CMI) de antimicrobianos mediante técnicas automatizadas (Microscan). Se procedió a 

analizar la asociación de los pacientes COVID-19 y la resistencia a antimicrobianos en 

el patógeno aislado. Los genes implicados en resistencia a carbapenems y presencia 

de β-lactamasas de espectro extendido (BLEE) fueron determinados por PCR.    

Resultados: Se recibieron 85 muestras respiratorias de pacientes para incluir en el 

estudio (69.41% pertenecen a pacientes con COVID-19). Del total de muestras, 42 

muestras (49.41%) pertenecían a Acinetobacter baumannii, 28 muestras (32.94%) a 

Pseudomonas aeruginosa, y 15 muestras (17.65%) a Klebsiella pneumoniae. Se 

evidenció que las muestras de A. baumannii se encontraban en su mayoría presentes 

(55.93%) en pacientes COVID-19 (p<0.05). En A.baumannii el gen con mayor frecuencia 

fue blaoxa-24 (34,80.9%), para P.aeruginosa la co-presencia de blaIMP y blaVIM (6), 

seguido de blaIMP (5). Destacar que la presencia de K.pneumoniae productora de BLEE 

solo se reportaron en muestras aisladas de pacientes COVID-19 (7 muestras), todos 

vinculados a la presencia de blaCTX-M del grupo1. Conclusión: A.baumannii se reportó 

más frecuente en muestras de pacientes COVID-19. Los niveles de resistencia a 

antimicrobianos fueron elevados; destacar que no se reportaron diferencias en los 

niveles de resistencia a antimicrobianos entre pacientes provinientes de áreas COVID-

19 y no COVID-19.  
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Abstract: Antibiotic resistance is a global problem that affects the effectiveness of 

therapeutic management, increasing costs and the morbidity and mortality of infections. 

Due to the COVID-19 pandemic, the use of antimicrobials was considered as preventive 

and therapeutic management of coinfection, exponentially increasing their consumption. 

Therefore, this study determined the relationship between COVID-19 infection and 

antimicrobial resistance, in addition to the mechanisms involved in Gram-negative 

bacteria isolated from clinical samples at the María Auxiliadora hospital in COVID-19 and 

non-COVID-19 areas during January and February 2021. Methodology: Cross-

sectional analytical study that describes levels and genes of antimicrobial resistance in 

respiratory samples from the services of the María Auxiliadora Hospital (COVID and non-

COVID area). The Minimum Inhibitory Concentration (MIC) of antimicrobials was 

determined using automated techniques (Microscan). We proceeded to analyze the 

association of the COVID-19 patients and the resistance to antimicrobials in the isolated 

pathogen. The genes involved in resistance to carbapenems and the presence of 

extended-spectrum β-lactamases (ESBL) were determined by PCR. Results: 85 

respiratory samples were received from patients to be included in the study (69.41% 

belong to patients with COVID-19). Of the total samples, 42 samples (49.41%) belonged 

to Acinetobacter baumannii, 28 samples (32.94%) to Pseudomonas aeruginosa, and 15 

samples (17.65%) to Klebsiella pneumoniae. It was evidenced that the A. baumannii 

samples were mostly present (55.93%) in COVID-19 patients (p<0.05). In A.baumannii 

the most frequent gene was blaoxa-24 (34.80.9%), for P.aeruginosa the co-presence of 

blaIMP and blaVIM (6), followed by blaIMP (5). It should be noted that the presence of 

ESBL-producing K. pneumoniae was only reported in isolated samples from COVID-19 

patients (7 samples), all linked to the presence of blaCTX-M from group1. Conclusion: 

A. baumannii was reported more frequently in samples from COVID-19 patients. 

Antimicrobial resistance levels were high; It should be noted that no differences were 

reported in the levels of antimicrobial resistance between patients from COVID-19 and 

non-COVID-19 areas. 
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