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1.Expression analysié and nucleotide variation of OsC1 gene associated with
anthocyanin pigmentation in rice

2.Genome-wide association study for root biomass under salt stress at seedling stage
in local Thai rice varieties

3. Catalase gene, an oxidative stress-related gene, in rice response to arsenic
exposure

4.Rice genome comparison of chromosome substitution line and characterization

of drought tolerant gene in Arabidopsis model

5.Identification of genes involving in salt tolerance using GWAS data based on Na+

content in local Thai rice leaves
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