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Introduction

ViOTUcluster: A High-Speed, All-in-One Pipeline
for Viromic Analysis
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§'iOTUcIuster with refactored tools reduce computational time for large-scale analyses
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Benchmarking with Real-World Metagenomic Data
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Summary

0 Comprehensive & Streamlined Solution:
» Integrates multiple steps (preprocessing to gene analysis) into one user-friendly workflow.

0 High Accuracy & Adaptability:
» Achieves high F1 scores (>0.83 low, >0.94 high viral abundance samples) via optimized modes.
»  Outperforms traditional methods and MVP, especially in recall for low-abundance samples.

O Significant Computational Efficiency Gains:

» Drastically reduces runtime (up to ~16x faster) through tool refactoring (PyHMMER) and
efficient parallelization.

O Superior Real-World Performance:
» Recovers more high-quality, longer viral genomes from complex metagenomes compared to MVP.
»  Processes real data substantially faster.

d Website: https://github.com/liusihang/ViOTUcluster

Sihang Liu, Yinyin Ye, Bing Guo, Yuxing Hu, Kaiyang Jiang, Chengyu Liang, Siging Xia, et al. 2025.
ViOTUcluster: A High-Speed, All-in-One Pipeline for Viromic Analysis of Metagenomic Data.
iMetaOmics 3: €70023. https://doi.org/10.1002/imo2.70023



https://github.com/liusihang/ViOTUcluster
https://doi.org/10.1002/imo2.70023.

lMEta: Integrated metaomics to understand the biology, med and environment

-|Meta

¢ VOLUME1~ISSUEl MARCHZDZZ « ISSUBB’s SEPTEN 0 3 T g 7 = Volume 1 + Issue 1+ 2024

N . =0 . P~ 3 iMeta 3 ;
Science j 7\ - £ " N0N P W| LEY
. e e ~ ) 7 ) e

“iMeta” Iaunched by iMeta Science Society in 2022, impact factor (IF) 23.8, ranking top 107/21973 in world and 2/161 in the
microbiology. It aims to publish innovative and high-quality papers with broad and diverse audiences. Its scope is similar to Cell,
Nature, Science, Nature Biotechnology/Methods/Microbiology/Medicine/Food. Its unique features include video abstract, bilingual
publication, and social media with 600,000 followers. Indexed by SCIE/ESI, PubMed, Google Scholar etc.

“IMetaOmics” launched in 2024, with a target IF>10, and its scope is similar to Nature Communications, Cell Reports,
Microbiome, ISME J, Nucleic Acids Research, Briefings in Bioinformatics, etc.

‘“IMetaMed” launched in 2025, with a target IF>15, similar to Med, Cell Reports Medicine, eBioMedicine, eClinicalMedicine etc.

Society: http://www.imeta.science Metase @ofﬁce@imeta.science

i : : i i i i i livietascience . . . .

Publlsher: https.//W|IeygnI|neI|brary.com/JournaI/|meta imetaomics@imeta.science
iMeta: https://wiley.atyponrex.com/journal/IMT2 ) ®

Submission: iMetaOmics: https://wiley.atyponrex.com/journal/IMO2 0 A

iMetaMed: https://wiley.atyponrex.com/journal/IMM3

Update
‘ Promotion Video  2025/5/21

iMetaScience



https://onlinelibrary.wiley.com/journal/2770596x
https://www.ncbi.nlm.nih.gov/pmc/journals/4576/
https://scholar.google.com/citations?user=u181x38AAAAJ
https://onlinelibrary.wiley.com/journal/29969514
https://onlinelibrary.wiley.com/journal/3066988x
http://www.imeta.science/
https://wileyonlinelibrary.com/journal/imeta
https://wiley.atyponrex.com/journal/IMT2
https://wiley.atyponrex.com/journal/IMO2
https://wiley.atyponrex.com/journal/IMM3
mailto:office@imeta.science
mailto:imetaomics@imeta.science
https://youtu.be/d2keUTTUHh4
https://x.com/iMetaScience
https://www.facebook.com/iMetaScience

	幻灯片 1
	幻灯片 2
	幻灯片 3
	幻灯片 4
	幻灯片 5
	幻灯片 6
	幻灯片 7

