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Diversity - With data from Haplotype Polymorphism in Polyploid Wheats and their Diploid Ancestors, 
this is a repository for allelic variation data of SSR, SNP and RFLP loci in rice, maize, and wheat germ-

plasm accessions. The module also contains passport descriptions. Data can be searched using germplasm 
accession identifiers or marker names. Useful for germplasm management, marker assisted selection and 
DNA-based variety identification. The Diversity module links to advanced software search tools for filtering 
the data, including GDPC.

QTL: Use this module to find qualitative trait 
locus (QTL) associated with traits from major 

cereal crops. QTL for rice, sorghum, pearl millet, 
foxtail millet and wild rice have been curated in-house 
from research publications. Other QTL (roughly 1/6 
of the QTL) have been imported from MaizeGDB 
and GrainGenes. 

Genes: Get curated  information for rice, maize and sorghum genes and alleles associ-
ated with important phenotypes and functions. Rice genes have been curated in-house 

from publications, and maize genes have been imported from MaizeGDB.  For other spe-
cies you may search genes in the Markers Database.

Genomes: The Genome Browser allows users to browse assembled genomes and their as-
sociated gene models. Feature mappings are taken from the Marker and Protein DBs. 

Further cross-genome analyses provide data on syntenic blocks and gene paralogs/orthologs. 
The list of genomes is growing, and includes the Rice-Japonica (Oryza sativa), Oryza rufi-
pogon,  Maize (Zea mays) and Arabidopsis (Arabidopsis thaliana) genomes and organelles.

Database Data Contributors:
GrainGenes 

NCBI
GenBank 

BarleyBase/PlexDB
Published papers
Ensembl genomes
NASC Arabidopsis

TIGR Rice Genome annotation
TIGR GeneIndex

OMAP FPC
Uniprot/SPTrembl

MaizeGDB
Rice BAC Physical map

Sorghum Genetic and Physical maps
Oryzabase

Lab. for Genomics and Bioinformatics
Beijing Genomics Institute

Interpro
SAGE
MPSS
GRIN

Panzea
Gene Ontology Consortium
Plant Ontology Consortium

Proteins: Find a protein and its sequence; Determine its cellular location and function 
(each associated reference is supported with an evidence code, suggesting the type of 

experiment/assertions used in inferring the association). Explore protein families.

Species Pages for eleven (11) Poaceae species: Get a 
summary of species data in Gramene; review general 
information, production and nutritional statistics, Link 
to research and news resources. Includes Triticum, 
Hordeum and Secale.
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Markers: This is a key database at Gramene. The Markers Module contains all map sets, maps, and mappings, and should be considered to be the primary source for information about 
maps and markers of various types.  The exact information displayed depends on the marker type, but all markers will display the marker name, synonyms, source species, and a listing of 

map positions. Markers also links to several SSR Marker resources, including The Simple Sequence Repeat Identification Tool, the Panel of 50 standard SSR markers used by the Generation 
Challenge Program for rice diversity analysis, the Table of SSR Primers from McCouch et al. (2002), and several other documents and resources.

Maps/CMap: All visualizations in the CMap views (map sets, maps, features, and correspondences) are 
generated from the Markers Module. To view correlations and genetic colinearity between and within 

species you may search, view, and compare mapped genes, markers, QTL and clones using various types of 
maps (including genetic, physical, sequence and QTL); All features (and only those features) that have corre-
spondences to other maps have been assembled on the Gramene Annotated Nipponbare Sequence for use as 
the main reference map in map comparisons. 

Matrix

BLAST: Search for DNA and peptide sequence similarities with rice and several other 
major cereal crops. Refine your results, or view HSP in the genome browser.
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Pathways - The RiceCyc database integrates 
the latest genomic data with functional descrip-

tions of metabolic pathways. This allows the user 
to visualise predicted rice metabolic pathways and 
aids them in the analyses of gene and protein ex-
pression. Through the use of the RiceCyc Omics 
viewer the user is able to paint their own microarray 
and proteomics research data onto the metabolic 
network of the organism; this allows for visualisa-
tion of metabolic pathway across multiple datasets. 
The RiceCyc database is manually curated and in-
corporates new rice information as it comes to frui-
tion. Researchers will be able to search for closely 
related rice orthoologues of their gene and species 
of interest. 

Triticeae Resources at Gramene

Literature: Articles associated with data, as well as several other of interest, are in the litera-
ture module. Find articles about genes, proteins, QTL, markers, or ontologies and link to 

that information in the database. Gramene can’t provide the full article, but when available there 
is a link to the online-resource, which may be available to you depending upon the permissions of 
your institution.
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