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In this study, we aimed to integrate various physiological data from crops
grown under field conditions by transcriptome and hormone analysis throughout their life-course, and
to develop a basis for agri-data science to maximize crop productivity and sustainability through

computational modeling. For this purpose, we investigated time series transcriptome and hormone
datasets from a wild barley and a landrace accession, and revealed physiological changes along with
their growth. We also analyzed genome-scale polymorphisms of diverse barley accessions. Moreover,
using a legacy dataset of heading date of barely accessions and weather datasets, we developed
statistical and/or machine learning-based models that estimate barely heading date.
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