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* '/ This project addresses the crltlcal need to preserve, dlscover and mobilize genetlc resources by
sequencing landrace genomes that encompass the worldwide diversity of bread wheat.

ABSTRACT: Aim 1: Generate platinum quality genome assemblies for 12 maximally diverse bread wheat landrace accessions
and the community reference CV. Chlnese Sprlng (CS)

Crop diversity is essential to drive the future adaptive capacity of agriculture. In bread wheat
(Triticum aestivum L. 2n = 6x = 42, AABBDD), a significant amount of diversity is held within
landraces traditionally farmed across Northern Africa, Europe, and Asia for thousands of
years, and, while the varieties are no longer grown today, they remain a key reservoir for
adaptive traits. Today’s high-yielding varieties contain only a small fraction of this available
gene pool, however, raising concerns that genetic erosion within modern stocks could limit
future gains in wheat production. Further, this resource could contain traits that would help
modern varieties meet the challenges of production in changing climates and the
accompanying disease and pest pressures. This International Wheat Genome Sequencing
Consortium (IWGSC) Wheat Diversity Project addresses the critical need to preserve,

» 8 Phylogeographic haplogroups among 632 genotyped landraces =
subpopulations corresponding to early regional growing centers.

« Genome sequence & assembly using long-reads, optical mapping, and
conformational capture sequence.
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« Transposable element identification: ClariTE (Daron et al., 2014). « De novo gene-build: MAKER (Campbell et al., 2014).
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