Genomics-assisted Analysis and Exploitation

To establish an incremental
association mapping approach
based on different population
types for the discovery of new
gene alleles in barley which can
be exploited for crop breeding.
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a = Genotype
OO = Trait

A strong association between a
trait and a marker implies a
close physical linkage in the
genome (IF the population of
individuals is unstructured)
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The most promising association candidate regions for 1000
kernel weight identified from trials conducted last year and
this are being tested by a ‘focussed’ approach to narrow down
the candidate region to a few genes using Next Generation
sequencing (NGS) of genes across the association interval.
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We have collected genes in the vicinity of association peaks,

pre-screened them in a panel of 8 cultivars for SNP
polymorphism and designing appropriate gene segments and
targetting strategies for NGS across the complete cultivar
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1000 kernel weight

Barley genes with conserved synteny in Rice and Brachypodium

collection. Sequencing is ongoing .....
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