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VAMPS

RRID:SCR_004483
Type: Tool

Proper Citation

VAMPS (RRID:SCR_004483)

Resource Information

URL: http://vamps.mbl.edu/overview.php

Proper Citation: VAMPS (RRID:SCR_004483)

Description: A publicly-accessible website to measure and visualize similarities and
differences between molecular profiles of complex microbial communities. The project
includes visualization tools such as heat maps that simultaneously compare the taxonomic
distributions of multiple datasets and 3-D charts of the frequency distributions of 16S rRNA
tags. Analytical tools include Chao diversity estimates and rarefaction curves. As a service
to the community, researchers have the opportunity to upload their own data to the site for
private viewing with the full range of data and analysis tools. Public data can be
downloaded for further analysis locally.

Abbreviations: VAMPS
Synonyms: VAMPS Project, Visualization and Analysis of Microbial Population Structure

Resource Type: service resource, data repository, data analysis service, data or
information resource, database, storage service resource, analysis service resource,
production service resource

Defining Citation: PMID:24499292

Funding: Alfred P. Sloan Foundation ;
NSF ;
NASA Astrobiology Institute

Availability: Public, The community can contribute to this resource
Resource Name: VAMPS
Resource ID: SCR_004483

Alternate IDs: OMICS 01501



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_004483/resolver
http://vamps.mbl.edu/overview.php
https://pubmed.ncbi.nlm.nih.gov/24499292

Record Creation Time: 20220129T080224+0000

Record Last Update: 20260731T042700+0000

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

No alerts have been found for VAMPS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 28 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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