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Development of core collocation in garlic genetic resources through integrated
omics analysis and its evaluation for functionality

SHIGYO, MASAYOSHI

14,200,000

Our research via the use of unique genetic resources was carried out enable
a holistic approach to profile the phytochemical composition as well as its related gene expression
of alliums for functional material studies, through collaborative development of resources for
metabolomics-high throughput chemical profiling by mass spectrometry, together with transcriptomics
assay metadata by RNA-Seq. The metabolomics analysis of worldwide germplasm collection in garlic
(Allium sativum L.) proved to be effective in evaluating its genetic diversity. Our main focus was
to select useful food and/or medical materials amongst the mapping various genotypes and phenotypes.
An omics approach could be utilized to characterize variation in these genetic stocks, developing
capability and plant materials to support metabolomics-informed plant breeding studies.
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