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Proper Citation

OrthoVenn2 (RRID:SCR_022504)

Resource Information

URL.: https://orthovenn2.bioinfotoolkits.net/home

Proper Citation: OrthoVenn2 (RRID:SCR_022504)

Description: Web server for whole genome comparison and annotation of orthologous
clusters across multiple species.Works on any operating system with modern browser and
Javascript enabled. Used to identify orthologous gene clusters and supports user define
species to upload customized protein sequences. Interactive graphic tool which provides
Venn diagram view for comparing multiple species protein sequences.

Resource Type: software resource, data access protocol, web service

Defining Citation: PMID:31053848

Keywords: whole genome comparison and annotation, orthologous clusters across
multiple species, identify orthologous gene clusters, comparing multiple species protein
sequences

Funding: National Natural Science Foundation of China
Availability: Free, Freely available

Resource Name: OrthoVenn2

Resource ID: SCR_022504

Record Creation Time: 20220622T050139+0000

Record Last Update: 20260808T190243+0000

Ratings and Alerts

No rating or validation information has been found for OrthoVenn2.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_022504/resolver
https://orthovenn2.bioinfotoolkits.net/home
https://pubmed.ncbi.nlm.nih.gov/31053848

No alerts have been found for OrthoVenn2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 288 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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campestris pv. campestris. Journal of agricultural and food chemistry, 74(16), 13302.

Schoonmaker AN, et al. (2026) A whole-genome assembly of St. Augustinegrass and
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