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In 2020 we collected samples from eight 2169
interconnected environmental compartments (soil, pig 2088
manure, feed, wild animals, field drainage, river,
groundwater, wastewater) at the Hydrological Open . 1691 o
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Air Laboratory (HOAL) located in Lower Austria. 49 E.
coli isolates were obtained. Antimicrobial susceptibility

testing was performed by Etest including critical and .
Figure 1. Minimum spanning tree displaying the genetic relatedness between the E. coli isolates based on

high p.rlorlty antimicrobials. Isolates were their core genomes. Clusters and pseudoclusters (p) are highlighted in grey. On the connection lines
characterized by Whole Genome Sequence (WGS)- between the isolates, the number of allelic differences is shown. Colors identify the compartment from

based typing including core genome multilocus which each isolate was gained. The applied cgMLST cluster threshold is 10 alleles. Three wildlife isolates had
an unknown ST.
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was observed between compartments, indistinguishable
susceptible clones were detected at different time-points Figure 2. Heatmap showing the presence (orange) or absence (green) of ARGs found in each E.coli isolate. The neighbor-joining tree on

and overaII, several potentially mobilisable ARGs were the left side is based on the cgMLST. Isolate references are colored by compartment.

found. Increasing the number of investigated isolates
might help when performing monitoring of ARGs and
ARB in the environment in order to detect dissemination ok
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