Modules

1.0ligonucleotide

profile analysis

1.VirHostMatcher

2.WIsH

2.CRISPR analysis

1.5eq2CRISPR
2.CRISPRFinder

3.PILER-CR

3.Prophage analysis

1.Phage_Finder

2.VirSorter
3.DBSCAN-SWA

4 .Similarity analysis

1.HostPhinder

2.GeneNet

5.Specialty gene check

1.ShortBRED

2.RGI

6. Protein—protein
interaction analysis

7. Co-occurrence analysi

CoNet app

Functions & Visualizations

Spacers Information

coverage = 0.0722222222232273
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