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VirusSeq (RRID:SCR_005206)

Resource Information

URL: http://odin.mdacc.tmc.edu/~xsu1/VirusSeq.html

Proper Citation: VirusSeq (RRID:SCR_005206)

Description: An algorithmic software tool for detecting known viruses and their integration 
sites using next-generation sequencing of human cancer tissue. VirusSeq takes FASTQ files 
(paired-end reads) as input.

Abbreviations: VirusSeq

Resource Type: software resource

Keywords: next-generation sequencing, virus, integration site, cancer tissue, genome, rna-
seq, whole genome sequencing, fastq, paired-end read, bio.tools

Related Condition: Cancer

Funding:

Resource Name: VirusSeq

Resource ID: SCR_005206

Alternate IDs: OMICS_00227, biotools:virusseq

Alternate URLs: https://bio.tools/virusseq

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250420T014246+0000
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Ratings and Alerts

No rating or validation information has been found for VirusSeq.

No alerts have been found for VirusSeq.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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