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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. 

www.gramene.org

QTL basic Information

Using CMap to compare QTL with other map/map sets

Using Markers to find marker detailed info and associated features

Using Mart to find candidate gene list and filter them with GO terms

Using Genome Browser to compare other features Candidate gene detail view

Find markers for fine 
mapping or marker 
assisted selection

Find the position 

on the rice genome

Candidate gene

Overlapped with rice QTL:
AQEM008-salt sensitivity
CQG1-adaxial stomatal frequency
CQAA7-relative phosphorus 
concentration
AQCW010-H2O2 content 

Overlapped with maize ESTs:
EE022257, EE022258, 
EE165397, EE032518 
(cDNA from salt treatment, heat 
shock, cold treatment, UV-B 
treatment, or osmotic stress).

Overlapped with maize mRNAs:
X78414 (Z.mays (cv DH5xDH7) 
hsp70-4 mRNA for heat shock 
protein 70 )
X78415 (Z.mays (cv DH5xDH7) 
hsp70-5 mRNA for heat shock 
protein 70 )

One maize QTL related 
with drought resistance

More maize drought 
resistance QTL fallen in 

the same region
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