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

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: 20260729T044418+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://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016577/resolver
https://www.ncbi.nlm.nih.gov/tools/vecscreen/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 48 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Plants (Basel, Switzerland), 12(17).

Pan J, et al. (2023) Metagenomic analysis of herbivorous mammalian viral communities in
the Northwest Plateau. BMC genomics, 24(1), 568.

Naveenarani M, et al. (2023) Isolation and Characterization of Erianthus arundinaceus
Phosphate Transporter 1 (PHT1) Gene Promoter and 5' Deletion Analysis of
Transcriptional Regulation Regions under Phosphate Stress in Transgenic Tobacco.

https://scicrunch.org/sawg/rin/sources/SCR_005400
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016577/resolver/mentions


Plants (Basel, Switzerland), 12(21).

Goodheart JA, et al. (2023) A chromosome-level genome for the nudibranch gastropod
Berghia stephanieae helps parse clade-specific gene expression in novel and conserved
phenotypes. bioRxiv : the preprint server for biology.

Aidoo OF, et al. (2023) First report on the presence of huanglongbing vectors (Diaphorina
citri and Trioza erytreae) in Ghana. Scientific reports, 13(1), 11366.

Brosnan EB, et al. (2023) Novel Genome Sequences of Ophidiomyces ophidiicola, the
Causative Agent of Snake Fungal Disease. Microbiology resource announcements, 12(7),
e0009323.

Jiang X, et al. (2023) Virome of high-altitude canine digestive tract and genetic
characterization of novel viruses potentially threatening human health. mSphere, 8(5),
e0034523.

Yang Z, et al. (2023) Virome diversity of ticks feeding on domestic mammals in China.
Virologica Sinica, 38(2), 208.

Vaidya M, et al. (2023) Analysis of regulatory sequences in exosomal DNA of NANOGP8.
PloS one, 18(1), e0280959.

He J, et al. (2023) Establishing Physalis as a Solanaceae model system enables genetic
reevaluation of the inflated calyx syndrome. The Plant cell, 35(1), 351.


