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INTRODUCTION

Plasmids are bacterial mobile genetic elements that facilitates rapid evolution and adaptation of their hosts to changing environmental conditions. Genes coded on plasmids has a
big impact on their bacterial hosts, their importance for soil properties and fertility cannot be disregarded. This is especially important in agricultural soils, which are often treated with
toxic chemical compounds, like pesticides. Soils contaminated with pesticides are often enriched in bacterial or fungi species capable to degrade deadly compounds. Moreover
genes located on mobile elements are known to play important role in resistance of microorganisms to chemical pollution. In presented work bioinformatic approach to plasmid diver-
sity in pesticide contaminated soils was described..
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Analysis revealed presence of IncP1 plasmids in all
analysed samples. IncP9 and IncP7 was restricted to
more polluted samples (Fig. 1).
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Fig. 1 PCR replicon typing of metagenomic

samples coming from pesticide-contaminated ANNOTATION OF PLASMID SEQUENCES

soils.
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Prodigal was used for identification of coding

sequences, then blastp against nr database
HlGHLlGHTS and MEGAN were used for functional anno-
tation. 40% of orfs were assigned to any
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* PCR replicon typing revealed presence of IncP-1,IncP-7 and IncP-9 plasmids in functional category.

% orfs annotated
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organochlorine-poluted solls As expected, many orfs were annotated to
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1.4% in PT1 sample (Fig. 4). in annotated plasmid contigs
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