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Metagenomics in Public Health and Point-of-Care Diagnostics
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Limitations of Point-of-Care Diagnostics Pipelines
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Mutation-Annotated Tree (MAT)
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metaWEPP Dashboard
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WEPP Algorithm
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metaWEPP Results
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Detecting Haplotypes from Simulated Data
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Detecting Haplotypes from Simulated Data
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Detecting Clinical Co-Infections with Multiple Pathogens
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Detecting Clinical Co-Infections with Multiple Variants of SARS-CoV-2

Enables epidemiological studies
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Detecting Haplotype Clusters Across Pathogens from Wastewater Samples
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metaWEPP Summary
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