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A 1. Short- and long-read sequancing
Short-read Long-read
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Ilhumina HiFi Manopore
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2. Assemblies of metagenome dataset
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pCLRs and HiFi
assemblies —* Datasal

(Bickhart el al. 2022) nl
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3. Identify viral conligs (5-1,000Kb)

IMGAR v3 (Simon et al. 2021)
VirFinder (Ren et al. 2017)
DeepVirFinder (Ren et al, 2020)
VirSorter2 (Guo et al. 2021)

VIBRANT (Kieft et al. 2020)
I
Non-viral Viral
5.81m contigs 1.18m contigs

4, Estimate genome wemé’:’?am
trim flanking host regions by CheckV
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1.06m contigs 85,521 contigs
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5. Genome clustering (95%ANI & B5%AF)
vOTU =43 G981
6. Annotation and analysis

Taxgnomic annatation
Hosl prediction
Lifestyle analysis
Funcilional annatation
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https://www.sciencedirect.com/science/article/pii/S2090123226000135

Species (R*=0.088, p<0.001) , Regions (R=0.136, p<0.001) D
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