Microbiological patterns in hospitalized diabetic foot infections: clinical implications
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Introduction

Diabetic foot infections (DFI) are a major cause of
hospitalization and are associated with lower-
limb amputation and reduced quality of life.

Characterizing local epidemiology and resistance
patterns is crucial to optimize treatment.

Aim

@

To characterize the clinical and microbiological
profile of hospitalized patients with DFI.

Methods

DESIGN: Retrospective observational study.

STUDY SAMPLE: Patients admitted for DFI at a
tertiary hospital (2021-2023); only the first
admission per patient was included. Patients
without microbiological sampling were
excluded.

DATA AND ANALYSIS: Demographic, clinical and
microbiological data, including prior antibiotic
exposure (<30 days) and sampling type, were
retrospectively collected. Descriptive statistics
were performed.
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Microbiological profile (2021-2023)

Total isolates: n = 227

Enterobacteriaceae
Staphylococcus aureus
Streptococcus spp.
Enterococcus spp.
Pseudomonas aeruginosa
Other Gram-negatives
Other Staphylococcus spp.
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Fungi

Distribution of Enterobacteriaceae isolates (2021-2023)
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Conclusion

" Gram-negative Dbacteria represented a substantial
proportion of isolates, with Enterobacteriaceae emerging
as the most frequently identified group.

= Relevant antimicrobial resistance was observed,
particularly among P. aeruginosa, with a high proportion
of fluoroquinolone-resistant isolates.

Clinical Implications

Local microbiological and resistance patterns should be
continuously monitored to support appropriate empirical
antibiotic selection and antimicrobial stewardship.
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