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Proper Citation

VecScreen (RRID:SCR_016577)

Resource Information

URL: https://www.ncbi.nlm.nih.gov/tools/vecscreen/

Proper Citation: VecScreen (RRID:SCR_016577)

Description: Software tool to screen a nucleic acid sequence for vector contamination.
Detects foreign DNAs such as vector, linker, adapter, and primer regions involved in
nucleotide sequences by using blast search against vector sequence database. The main
unit of this tool is vecscreen program obtainable from NCBI.

Resource Type: sequence analysis software, software resource, service resource, data
analysis software, data processing software, software application

Keywords: screen, sequence, nucleic acid, segment, vector, contamination

Availability: Free, Available for download, Freely available

Resource Name: VecScreen

Resource ID: SCR_016577

Alternate URLs: https://www.ddbj.nig.ac.jp/vecscreen-help-e.html

Record Creation Time: 20220129T080331+0000

Record Last Update: 20260807T042854+0000

Ratings and Alerts

No rating or validation information has been found for VecScreen.

No alerts have been found for VecScreen.

Data and Source Information

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016577/resolver
https://www.ncbi.nlm.nih.gov/tools/vecscreen/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 69 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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infection in mice. BMC microbiology, 26(1).

Saghrouchni H, et al. (2026) Morphological and complete genome analysis of a novel
Clostridium perfringens phage CpP_VarHS, isolated from wastewater. Frontiers in
pharmacology, 17, 1807000.

Dai Z, et al. (2026) Identification of novel CRESS-DNA viruses in the human vaginal
microbiome. Frontiers in microbiology, 17, 1790643.
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blood virome and mother-to-infant transmission. NPJ biofilms and microbiomes, 12(1), 14.

Lu X, et al. (2025) Metagenomic analysis reveals the diversity of the vaginal virome and its
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environments in pastoral areas on the Qinghai-Tibet Plateau. NPJ biofilms and
microbiomes, 11(1), 168.

Zhang E, et al. (2025) Viral Metagenomics of the Bharal (Pseudois nayaur) within the
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143.

Madrigal G, et al. (2025) Klumpy: A tool to evaluate the integrity of long-read genome
assemblies and illusive sequence motifs. Molecular ecology resources, 25(1), e13982.

Goodheart JA, et al. (2024) A chromosome-level genome for the nudibranch gastropod
Berghia stephanieae helps parse clade-specific gene expression in novel and conserved
phenotypes. BMC biology, 22(1), 9.

Abd-El-Haleem DAM, et al. (2024) Uncovering novel polyhydroxyalkanoate biosynthesis
genes and unique pathway in yeast hanseniaspora valbyensis for sustainable bioplastic
production. Scientific reports, 14(1), 27162.
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Mifsud JCO, et al. (2024) A novel papillomavirus in a New Zealand fur seal (Arctocephalus
forsteri) with oral lesions. Npj viruses, 2(1), 10.

Lu X, et al. (2024) Metagenomic analysis reveals high diversity of gut viromes in yaks (Bos
grunniens) from the Qinghai-Tibet Plateau. Communications biology, 7(1), 1097.
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Suncus etruscus. Scientific data, 11(1), 176.
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America. Viruses, 16(3).

Pan J, et al. (2023) Metagenomic analysis of herbivorous mammalian viral communities in
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