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Understanding of the pre-adaptation mechanisms generated by cryptic genetic
variation
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Brachypodium distachyon is an annual grass species that belongs to the
Pooideae subfamily and is phylogenetically related to economically important temperate cereals such
as wheat and barley. We performed heat stress test with several natural accessions, and found the
difference in heat stress tolerance among natural accessions. We found single QTL for heat stress
tolerance on chromosome 4 by QTL analysis with F2 mapping population. Moreover, we could narrow the
QTL down to 220 kb containing 40 annotated genes by using F3 mapping population.
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