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Cinteny

RRID:SCR_002147
Type: Tool

Proper Citation

Cinteny (RRID:SCR_002147)

Resource Information

URL.: http://cinteny.cchmc.org/

Proper Citation: Cinteny (RRID:SCR_002147)

Description: Online database for finding and analyzing syntenic regions across multiple
genomes and measuring the extent of genome rearrangement using reversal distance as a
measure.

Synonyms: Cinteny Server for Synteny Identification and Analysis of Genome
Rearrangement

Resource Type: web application, database, software resource, data or information resource

Defining Citation: PMID:17343765

Keywords: syntenic genes, genome rearrangement, online genome database

Funding: NIAID R21 AI055338;
NIAMS R01 AR050688

Availability: Free

Resource Name: Cinteny
Resource ID: SCR_002147
Alternate IDs: OMICS 00931

Record Creation Time: 20220129T080211+0000
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https://pubmed.ncbi.nlm.nih.gov/17343765

Record Last Update: 20250428T052925+0000

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

No alerts have been found for Cinteny.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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