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Viral Orthologous Groups (VOG) database in KEGG MEDICUS
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techniques.
VOG database aims to link unkown viral proteins : : : : :
: Challenges of clustering the viral orthologous Possible solution for sequence divergency
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Viral genomes in the KEGG database (March, 2024) 11,420 viral species were included.
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Sequence-based clustering Network-based refinement

1. Sequence pairwise alignment 0.8 1. Sequence alignment network
(ssearch, blastp...) Y 2. Centrality calculation

2. Identity correction 3. Remove outliers of centrality
3. Markov Cluster Algorithm (MCL) 0.6 ‘ ‘ X |
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4. Remove outliers by length distribution
5. Intra-cluster domain conservation

"’—‘\} Performed multiple

Markov Cluster Algorithm o iterations (N = 8) to
The combination of ssearch and MCL i2 (\/) \mmsc remove all sequences
outperform other clustering metrics. Best hit that had the best hits

to non-self clusters.

Domain cluster Structure Summary
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