Resource Summary Report

Generated by NIF on Apr 18, 2025

Fungal Genome Initiative

RRID:SCR_003169
Type: Tool

Proper Citation

Fungal Genome Initiative (RRID:SCR_003169)

Resource Information

URL: http://www.broad.mit.edu/annotation/fungi/fgi/

Proper Citation: Fungal Genome Initiative (RRID:SCR_003169)

Description: Produces and analyzes sequence data from fungal organisms that are
important to medicine, agriculture and industry. The FGI is a partnership between the Broad
Institute and the wider fungal research community, with the selection of target genomes
governed by a steering committee of fungal scientists. Organisms are selected for
sequencing as part of a cohesive strategy that considers the value of data from each
organism, given their role in basic research, health, agriculture and industry, as well as their
value in comparative genomics.

Abbreviations: FGI
Resource Type: data set, data or information resource
Keywords: sequence, fungi, gene annotation, genome

Funding: NHGRI ;
NSF ;

NIAID ;

USDA

Resource Name: Fungal Genome Initiative
Resource ID: SCR_003169

Alternate IDs: nif-0000-30591
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Record Creation Time: 20220129T080217+0000

Record Last Update: 20250411T054836+0000

Ratings and Alerts

No rating or validation information has been found for Fungal Genome Initiative.

No alerts have been found for Fungal Genome Initiative.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 18 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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