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BALKGROUND

ation injury is caused by inhalation of
jurning products or steam.

/ cateqories: low-grade and high-grade

Patients are endangered mainly by
secondary complications.

Ine of the major complication is microbial
infection. 2
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The main aim of the microbial part of the project, which deals with bacteria, fungi and antibiotic resistance, is to study the dynamic changes in microbiome of the airways in patients

with inhalation injury. Results of this study can help an early diagnosis and correctly targeted treatment of infections.
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