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Abstract

The Cool Season Food Legume Genome database (CSFL) is a curated and
integrated database resource for genomics, genetics, and breeding
research of chickpea, lentil, pea, and faba bean. CSFL currently contains
three annotated genome sequences for Cicer sp.; annotated reference
transcriptomes analyzed from published RNA-seq and EST data for all four
crops; 167 genetic maps; 137,268 markers; 2,952 QTL; 2,429 germplasm;
metabolic pathways for the Cicer sp. genomes; and synteny data for the
Cicer sp. genomes with links to genes, mRNA, orthologs and function. Tools
include the genome browser JBrowse, Synteny Viewer, MapViewer,
PathwayCyc, BLAST+, and the Breeding Information Management System
(BIMS), an online system to manage and analyze private breeding data.
BIMS works with Field Book, an Android app used to efficiently collect the
field data. Public cool season legume phenotype data from the USDA-GRIN
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News and Events

» Search GRIN phenotype data using BIMS {12/4/18)

« New Synteny Viewer for Cicer genomes (7/10/18)

» CSFL RefTrans v2 now available (11/7/17)

« |CC 4955 Chickpea PathwayCyc added to CSFL (11/717)

more

database is available to explore with BIMS by all CSFL users. Genes and
transcripts, maps, markers, germplasm, QTL, sequences and publications
can be queried through the search interfaces on CSFL with results available
to download. CSFL is built using the Tripal database platform supported by
USDA NRSP10, the USA Dry Pea and Lentil Council, Northern Pulse Growers
Association, USDA-ARS and Washington State University.
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Information Management
System (BIMS) available
for private breeding
program management.

USDA-GRIN phenotype
data for pea, lentil, faba
bean, and chickpea also
available to explore using
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