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Yangxian Yanggianmai 405a spelta Iran Iran 1 CF133109_139-3A c
2 c s 5 e 5 5 s Yecora Rojo ‘
‘ ARKERS: 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 koo et RL5405 Unknown Eric Kerber |1 CF133109_139-3A G
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Aps/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, Q'I'L. and clones using various types of
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Reference Set wEsT | Barey NABGMP| Bariey | Badey oSSV oo | o0 | BM2 |y | e | Comell [SSR | Oat, | Comel / @ g. Details for QTL "AQGUO008" (ear ;o5 o5 PTHT plant height
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Search result

ture module. Find articles about genes, proteins, Q'T'L., 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
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ENOMES: 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-
qon, Maize (Zea mays) and Arabidopsis (Arabidopsis thaliana) genomes and organelles.
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Summary for Gene: d71 (GR:0060184)

General Info | Allele and Germplasm | Sequence Association | Map Position | Ontology Association | References

ENES: 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 scarch genes in the Markers Database.
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General Information

Reference ID 11301

Title Molecular mapping of loci for agronomic traits on chromosome 3A of bread wheat.
Source Crop Science , 1999, 39, pp.1728-1732

Authors Shah-M-M, Gill-K-S, Baenziger-P-S, Yen-Y, Kaeppler-S-M, Ariyarathne-H-M
Abstract Mot available.

Cross-reference Mot available

Associated Data QTLs (8) CMap Map Set (1)
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[LLASTT: 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.

Accession GR:0080184

Gene Symbol d1

Gene Name dwarf-1

Gene Synonym(s) dwf1, daikoku dwarf, G-protein alpha subunit, GA1, GP-alpha-1, Guanine nuclectide-binding protein alpha-1 subunit, RGA1
Species Rice

Chromosome No. 5

Gene Type CDS (Protein coding)

Has Phenotype

yes

Description

A typical small grain dwarf type with short and stout stems, shert, sinuate but broad leaves with dark green color, erect and compact
panicles and small, round floral glumes. Internodes are thick and sometimes the second internode does not elongate.

Phenotypic Image

1. Dwarf type of an isogenic line (d1} in the
‘Shiokari’ background.

2.

-y

2. A panicle with small. round grains
due to the pleiotropy of di.




