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long reads can span missing overlaps and repeats



Nanopore sequencing
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Principle: MinION
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Longitutinal characterization of microbes including viruses using
metagenomic assembled genomes (MAGs)

· what biota live there?
· interactions?
· changes?
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· more than doubled # of bacterial and archaeal MAGs
· four times more phages identified 
· ten times more prophages

Inclusion of ONT long reads improve MAGs and lead to the detection of more
and complete viruses (and microbes)

Overholt et al. 2019, bioRxiv

using MetaSPAdes
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assembly-free detection of complete viruses

· a single nanopore read represents
complete viral genome
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