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ABSTRACT:

We continue to curate and develop the QTL data module within Gramene.
The current release of the QTL database (V24) houses trait and map
position information for more than 11,000 QTL. Out of them, around 1,700
are maize QTL, including both those integrated from MaizeGDB and maize
drought resistance QTL curated internally by Gramene. Gramene uses
traits, Trait Ontology (TO), and Plant Ontology (PO) (both Plant Structure
and Plant Growth and Development Stage) to define, organize, cluster, and
search the QTL. Each QTL's detail includes ontology terms, map position,
and links to Gramene's Markers and Maps modules. This assists
researchers to retrieve associated feature information for a QTL and
perform multiple map or species comparisons. Together, with other
modules within Gramene, QTL can be utilized as a starting point for maize
researchers developing scientific hypotheses and discovering candidate
genes. Users are encouraged to participate in the improvement of the QTL
search through suggestions for search utilities and visual displays, as well
as direct data submission and curation.

enomic Diversity, Cornell University, Ithaca, New York, 14853, USA

Using Markers to find marker detailed info and associated features
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Using CMap to compare QTL with other map/map sets
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Using Genome Browser to compare other features Candidate gene detail view
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