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Proper Citation

Comparative Fungal Genomics Platform (RRID:SCR_012910)

Resource Information

URL.: http://cfgp.riceblast.snu.ac.kr/main.php

Proper Citation: Comparative Fungal Genomics Platform (RRID:SCR_012910)

Description: The CFGP (Comparative Fungal Genomics Platform) was designed for
comparative genomics projects with diverse fungal genomes.

The CFGP provides important bioinformatic tools, such as BLAST search, ClustalW
analysis, InterPro Scan, SignalP, and PSORTZ2, which are very common tools for the
researchers in the field of genomics. Many of them have been executed in the unix
environment, so some specific computing knowledge is required. In the CFGP, users can
use these tools simply by clicking their mouse button. In addition, all of the results of the
analysis will be stored in the CFGP, so you can easily share those results with other
members.

Synonyms: CFGP

Resource Type: database, data or information resource
Keywords: fungal genome, comparative genomics, genomics
Resource Name: Comparative Fungal Genomics Platform
Resource ID: SCR_012910

Alternate IDs: nif-0000-02653

Alternate URLSs: http://cfgp.snu.ac.kr

Record Creation Time: 20220129T080313+0000
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Ratings and Alerts
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No rating or validation information has been found for Comparative Fungal Genomics
Platform.

No alerts have been found for Comparative Fungal Genomics Platform.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
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