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Stenotrophomonas maltophilia is a gram-negative, aerobic, motile bacterium known as an opportunistic pathogen 

causing nosocomial infections with high mortality rates. Multidrug resistance phenotype, biofilm formation on various 

clinical surfaces and immunity to disinfectants are the main traits determining its survival in clinical settings [1, 2]. S. 

maltophilia is also ubiquitously found in the natural environment e. g. plant rhizosphere, river water, fish, snakes, deep 

sea invertebrates [1, 3], therefore it is important to assess the potential pathogenicity of environmental strains. The aim 

of this study was to isolate S. maltophilia from a diverse spectrum of natural sources and analyse isolated bacteria 

virulence associated traits. 

In order to isolate the bacteria of genus Stenotrophomonas environmental samples from soil (gardens, forests, 

plains), various water sources were collected and incubated on selective medium that contains vancomycin, imipenem 

and amphotericin B as selective agents with mannitol/bromothymol-blue system [4]. To select bacteria from genus 

Stenotrophomonas polymerase chain reaction (PCR) with genus specific primers was performed [5]. Random amplified 

polymorphic DNA PCR was used to identify bacteria with distinct genetic profiles. Bacterial species were confirmed by 

16S rRNA gene sequencing analysis. After Stenotrophomonas maltophilia species identification biofilm formation 

ability, swarming and twitching motility of isolated environmental isolates were evaluated. 

38 samples from various environmental sources were collected during 2021 in different parts of Lithuania. The 

selective medium system was sufficient to isolate 190 colonies out of which 138 colonies were identified belonging to 

the genus Stenotrophomonas. 42 isolates with distinct genetic profiles were selected, of which 26 isolates were 

identified as S. maltophilia by 16S rRNA gene sequencing. All isolates belonging to species S. maltophilia originated 

from samples collected in forests, parks and plains, while no colonies of this opportunistic pathogen were isolated from 

lakes and seaside regions (beaches, sandy shores). 
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