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Key CottonGen Features

• Easy-to-use search to retrieve data 
on markers, genes, transcripts, 
sequences, QTLs, and traits

• Synteny Viewer with 20 genome 
comparisons and ortholog data

• MapViewer for interactive viewing 
and comparisons of genetic maps

• BIMS, a private breeding data 
management and analysis system

• Assembled and annotated 
reference transcriptome (RefTrans) 
searchable using BLAST

• PathwayCyc for 8 species (5 diploids 
and 3 tetraploids)

Available Data

Twenty whole genome assemblies 
(8 diploids and 12 tetraploids)

575,844 markers

111 genetic maps

5,522 QTLs

12,337 images

19,563 germplasm

25,227,605 genotype scores

390,519 phenotype scores

@CottonGen_news

For more information contact:

www.cottongen.org/contact

Jing Yu (jing.yu@wsu.edu) 

Dorrie Main (dorrie@wsu.edu) 

Available Tools

BIMS for Breeders

BLAST

CottonCyc

JBrowse

Map Viewer

Primer3

Synteny Viewer

Supported by:

Cotton Incorporated

USDA NIFA NRSP10

Bayer

Corteva Agriscience™

Southern Association of Agricultural 
Experiment Station Directors

USDA-ARS
Washington State University
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