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CottonGen (http://www.cottongen.org) is a curated web-based relational database providing a central repository and data-mining resource for genomics, genetics, and breeding data of 

cotton.  CottonGen contains whole genome sequences and annotation of both G. raimondii and G. arboretum - the ancestors of tetraploid commercial cottons, the unigenes for the family 

and the genera, gene sequences from NCBI, genetic maps, trait loci, germplasm, marker diversity, breeding, and publication data. All predicted genes of the whole genome sequence, 

unigenes and NCBI genes have been further annotated by homology to genes in other species, InterPro protein domains, GO terms and KEGG pathway terms. Whole genome 

sequences and annotation including genes, mRNAs, markers, re-sequencing data, NCBI sequences and homologous genes from other species, can be viewed through GBrowse and 

JBrowse. Pathway data can also be accessed through the CottonCyc Pathways.  New querying functionality includes an advanced marker search, gene search, publications search and 

a sequence retrieval tool. Data submission templates, tutorials and a frequently asked questions section have also been added. Future development will include implementation of a 

breeder’s toolbox, and addition of synteny, gene/genome curation tools as well as more map, marker and trait data. 
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Genomes:  G. raimondii  and G. arboreum genome sequence 

assembles and functional annotations (predicted genes, expression 

data, InterPro, GO terms, and KEGG assignments. 

Maps: 49 map data sets with 34,559 loci consisting of 44 genetic, 2 

association, 1 bin, 1 consensus, and 1 in-silico maps, which  covers 

cotton genome groups AD, A, D, and G.  

Markers: Over 265,000 genetic markers consisting of 3,541 RFLPs, 

78,340 SSRs, 183,035 SNPs, etc. 

Germplasm: Over 15,000 germplasm including populations or 

individual entries  identified from nearly 50k names or entries 

obtained from 14  collections from United States, Uzbekistan, and 

China. 

Trait: 107,889 trait scores from USDA GRIN, China and Uzbekistan 

germplasm  evaluations. 

Images: 12,269 digital images from the USDA-ARS National Cotton 

Germplasm Characterization Project. 

BLAST: Search for sequence similarity matches; select the best 

target sequence database and alignment parameters for your 

search. 

CMap: Search and view mapped genes, markers, and QTLs using 

the comparative mapping viewer CMap.  

CottonCyc: Browse the cotton predicted pathways generated by 

PathwayTools using the JGI v2.0 G. raimondii genome gene models. 

GBrowse and JBrowse: Browse and search genes, markers, 

expressed sequences, and other structural genomics features on the 

G. raimondii (D5) and G. arboreum (A2) genomes using the genome 

browsers GBrowse and JBrowse. 
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