
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

Community Cyberinfrastructure for Advanced
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Type: Tool

Proper Citation

Community Cyberinfrastructure for Advanced Marine Microbial Ecology Research and
Analysis (RRID:SCR_002676)

Resource Information

URL: http://camera.calit2.net/

Proper Citation: Community Cyberinfrastructure for Advanced Marine Microbial Ecology
Research and Analysis (RRID:SCR_002676)

Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented May 26,
2016; however, the URL provides links to associated projects and data. A suite of data
query, download, upload, analysis and sharing tools serving the needs of the microbial
ecology research community, and other scientists using metagenomics data.

Abbreviations: CAMERA

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

Defining Citation: PMID:21045053

Keywords: ecology, energy, environment, gene, analysis, bioinformatics, biological,
biology, community, cyberinfrastructure, data, dna, genome, genomics, health care, map,
marine, metadata, metagenomic, microbial, microbiology, molecular biology, organism,
research, scientific, sequence, sequencing, software, tool, training, viral

Funding: Gordon and Betty Moore Foundation

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Community Cyberinfrastructure for Advanced Marine Microbial Ecology
Research and Analysis

Resource ID: SCR_002676

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002676/resolver
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002676/resolver
http://camera.calit2.net/
https://pubmed.ncbi.nlm.nih.gov/21045053


Alternate IDs: SCR_011924, OMICS_01476, nif-0000-23292

Record Creation Time: 20220129T080214+0000

Record Last Update: 20260728T043137+0000

Ratings and Alerts

No rating or validation information has been found for Community Cyberinfrastructure for
Advanced Marine Microbial Ecology Research and Analysis.

No alerts have been found for Community Cyberinfrastructure for Advanced Marine
Microbial Ecology Research and Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 83 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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