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Alignment-Free, Low-Coverage Genomic Distances

Ondov et al., 2016

MASH

Similarity between k-mer sets 
estimates genomic distance

Simplifying Assumptions
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Sarmashghi et al., 2019

Skmer

Models coverage and error to extend 
method to low-coverage whole 

genome sequencing (genome skims)
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Two New Methods!
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ReSkmer and DipSkmer for Population Genomics
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echarvel3.github.io
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