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CloVR

RRID:SCR_005290
Type: Tool

Proper Citation

CloVR (RRID:SCR_005290)

Resource Information

URL: http://clovr.org/

Proper Citation: CloVR (RRID:SCR_005290)

Description: A desktop application for push-button automated sequence analysis that can
utilize cloud computing resources. CloVR is implemented as a single portable virtual
machine (VM) that provides several automated analysis pipelines for microbial genomics,
including 16S, whole genome and metagenome sequence analysis. The CloVR VM runs
on a personal computer, utilizes local computer resources and requires minimal
installation, addressing key challenges in deploying bioinformatics workflows. In addition
CloVR supports use of remote cloud computing resources to improve performance for
large-scale sequence processing.

Abbreviations: CloVR

Synonyms: CloVR - Automated Sequence Analysis from Your Desktop, Cloud Virtual
Resource

Resource Type: service resource, software resource

Defining Citation: PMID:21878105

Keywords: cloud computing, next-generation sequencing

Funding: Amazon Web Services in Education Research Grants program ;
National Human Genome Research Institute ;

NHGRI RC2 HG005597-01;

NSF 0949201

Resource Name: CloVR
Resource ID: SCR_005290

Alternate IDs: OMICS 01216



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_005290/resolver
http://clovr.org/
https://pubmed.ncbi.nlm.nih.gov/21878105

Record Creation Time: 20220129T080229+0000

Record Last Update: 20260728T043214+0000

Ratings and Alerts
No rating or validation information has been found for CloVR.

No alerts have been found for CloVR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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