Iniegraiing Multi-omics Data to . Fine-Mapping resolves neighboring QTL for . Grain development phenotype reveals < 10

homeologs and genome-wide expression
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. . ) thousand grain weight (TGW) and grain width days post anthesis (DPA) is optimum time for
Flne-map Wheat Grain WEIg ht (GW) on chromosome S5AL W7984 x Opata RiLs transcriptome analysis in greenhouse.
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. In progress: Differential expression for Opata and W7984 . Next steps:
haplotype identifies 5SAS is missing for W7984,
Developing grains harvested from haplotypes at in agreement with Gutierrez-Gonzalez et al. 2019. ‘
. R Validation with 2020 field phenotypes
4 & 8 DPA, RNA extracted and submitted to YUY P YP
Novogene for RNA-seq. S AL o
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Ultimately, release selectable marker for
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wheat breeders




