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In 2005, the International Wheat Genome Sequencing Consortium (IWGSC) was created to facilitate and coordinate an international initiative
to accelerate wheat improvement by delivering to breeders and scientists a gold standard reference genome sequence anchored to the
genetic maps. The strategy adopted by the IWGSC has focused on the production of physical maps anchored to genetic maps for each of the
21 individual bread wheat chromosomes and subsequent sequencing of minimal tiling paths of mapped BACs. To complement and complete
the BAC-based sequences, the IWNGSC has produced additional chromosome-specific and whole genome resources. These include a
chromosome-based survey sequence of the genome that has provided early access to genic sequences and underpinned the development of
extensive genotyping and population genetic tools and resources. By integrating the new data resources with the BAC-based sequences, the
IWGSC expects to complete the reference sequence of hexaploid bread wheat cv. Chinese Spring by 2019.
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Use of INGSC data since the CSS release in 2011
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