Gramene Datasets

: A key primary source for information about maps and markers of various types.
The marker information includes, name, synonyms, source species, map positions and its as-
sociations to other markers in the database. It also provides SSR prediction Toolkit.

: A perfect online resource for viewing the standalone versions of genetic, physi-
cal and sequence maps from major cereal crop plants. It also allows comparing them for inter
and intraspecific genetic colinearity.

: Hosting data integration and visualization tools for genome annotations and ge-
nome comparisons. The list of available genomes is %rowmg, and includes the Rice-Japonica
(Oryza sativa), Rice-Indica (Oryza sativa), Red Rice (Oryza rufipogon), Arabidopsis (Arabi-
dopsis thaliana) genomes, and the maize genome information is provided via a link to maiz-
esequence.org.

: Search for DNA and peptide sequence similarities with rice and several other major
cereal crops. Refine your results, or view HSP (Full form of HSP) in the genome browser.

! : Search for protein(s) of interest, locate information on its functional characteriza-
tion and get best hits to the rice gene models.

_: Get information about genes and alleles, their associations to important phenotypes,
functions, sequences and citations.

: Use this module to find qualitative trait locus (QTL) associated with traits from major
cereal crops and their map positions on genetic and sequence maps.

: Search for genotype and phenotype information on rice, maize, and wheat germ-
plasm accessions.

: It is a home for the metabolic pathway database for rice, called RiceCyc. It allows
users to browse, search and compare pathways from multiple plant sources, and provides a
tooII to overlay and view your expression, proteomics and metabolomics data on pathways in
real time.

] ] : Find keywords for plant structure, growth stages, traits, molecular function,
biological process, cellular component, environment and taxonomy and links to the associ-
ated data sets e.g. genes, QTL, maps and proteins.

: Find articles about curated genes, proteins, QTL, markers, and maps.
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Quick Start Visit with us at
« Jan 1216, 2008 PAG XVI Attend
the Gramene Computer
Demonstration and the
‘Ontologies Workshop and
demo. See our Posters!

A Resource for Comparative
Grass Genomics

d genomes for Oryza Sativa indica and Japonica, Oryza rufipogon, Zea mays &

ice/maize synteny; Narrow your search with GrameneMart; Search for sequence

by Gene Ontology.
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br ProSite or Browse by Gene Ontology using GO Slim.
News
e genetic o physical maps for Wild Rice (Oryza sp. from OMAP), Rice, Maize, Wheat,
er grasses, or use the Comparative Map Viewer (CMap) to compare maps of different
fetail information

new Gramene Receives
NSF Grant funding. See
NSF Award announcement
MEW Gramene uses
Google Outreach Calendar
NEw V26

Gramene Tip:

You can Imit your BLAST search in
Gramene o a specific plant species
+ Browse All Tips.

markers (RFLPs, SSRs, etc.), DNA Probes (Primers, Overgos, etc.), Genomic Regions
Sequences (GSSs, ESTs, etc.). Search by species such as Sorghum, by type such as
and type such as Rice SSA. Use the Simple Sequence Repeat Identification Tool

I Symposium of
onal Genomics

Gramene is a curated, open-source,
data resource for comparative
‘genome analysis in the grasses. Our,
goal is to fasiltate the study of 6ross
‘species homology relationships

using information derived from pubi

E¥ TRAITS: Search the Genes or QTL database for important phenotype-releated loci such as Rice Genes, Rice QTL,
Maize QTL. Don't forget to explore traits in Ontologies.

I GENETIC DIVERSITY: Search for SNP and SSR allelic variation on loci of rice, maize, and wheat germplasms.

3 BIOCHEMICAL PATHWAYS: Search for a gene, protein, or pathway. Search for rice pathways asso

Have Questions...? reactions (exempli gratia starch biosynthesis) or get an overview of the metabolic network.

Quick Search Help
Tutorials - See what you
can do and how fo doit.
Ask questions through
Feedback or Email.

See FAQ.

www.gramene.org

Y SPECIES PAGES provide overview information, pictures, and links to Gramene data for Oryza, Zea, | riicum, Hordeum,  mutations.
Avena, Setaria, Pennisetum, Secale, Sorghum, Zizania and Brachypodium.

I3 LITERATURE: Search the literature for your friends and topics of interest.

I3 sUBMISSION: Submit a Rice Gene or Ontology Term to Gramene, or ask a question.
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Species

Rice Maize Wheat
Oats Sorghum
Rye

Barley

Millets Arabidopsis

3 < < < Q <
D DAV NN W% D D

Gramene is a comparative genomics database
with tools to visualize and analyze data using
genetic, genomic, proteomic, and biochemical
data from cereal crops and other model
organisms.

Gramene uses ontologies in collaboration with
the Gene Ontology and Plant Ontology
Consortia to describe gene function, genes
expression and phenotypic variation.

Researchers who have published data that is not
currently in the Gramene database are
encouraged to contact Gramene to request
curation of their articles.
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The Gramene project is a collaboration
between Cold Spring Harbor Laboratory and
Cornell University, NY, USA.

Funded by a PGT grant from the National
Science Foundation, and supported by the
USDA Agricultural Research Service, it was
previously supported by an IFAFS grant from
the USDA Cooperative State Research and
Education Service (CSREES).
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