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Wheat (Triticum spp.) is one of the major staple food of the world. In order to Wheat germplasm
achieve high and stable wheat production in Taiwan, it is necessary to increase and i

evaluate the wheat genetic resources, improving current varieties, and developing
diverse varieties. In addition, the wheat harvest time overlaps with the Spring
raining season that could lead to pre-harvest sprouting (PHS) occur, resulting in huge l

damage in yield and quality. Therefore, it is crucial to investigation the PHS Genetic analysis of PHS
\resistance of the wheat varieties in Taiwan.
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Wild relatives of rice (Oryza sativa) have the potential for improving
agronomic traits and enlarging the genetic variability in modern varieties. SR
O. longistaminata is grown in Africa tropical area, perennial, with rhizomes, l - ﬂ
high biomass, and resistance to biotic and abiotic stresses. It's a powerful
tool to identify and apply the useful traits from wild species through their
chromosome segment substitution lines (CSSLs), those were selected by
\molecular markers covering the whole genome.

Cultivation and evaluation

O. longistaminata’s CSSLs

Establish the agronomic and \“ 9
genotype data

TRANSPOSON

Transposable elements (TEs) provide genetic diversity and structural variation in genomes and play a key role in the
study of plant genomes. By studying the copy number, locations and transposition abilities of TEs and the relation with
important traits could reveal the lineage and genetic factors for regulating traits.
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