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Antimicrobial Resistance is an Ongoing Can Adaptive Sampling Enrich for Antimicrobial Resistance Genes?
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Adaptive Sampling Decreases Difference in AMR Yield
Total Output is Associated with Total Output
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e Utilizes the Oxford Nanopore MinION and its ability to enrich in real
time, during sequencing, for a target gene panel

How does the MinlON enrich for a target? How can we increase target yield?
Adaptive Sampling Expand the target region

(Viehweger et al., 2021 and Martin et al., 2022)
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Next Steps
¢ Refinement of DART to increase both total output and AMR vield

(Viehweger et al., 2021 and Martin et al., 2022)

Pipeline
e Expansion of the AMR panel to increase its applicability to a

.ﬁ y
broad range of microbial communities
Soil Adaptive Post-Sequencing e Testing DART’s performance in a real world scenario using
Samples Sampling Analysis environmental samples
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