2022 2023

Elucidation of the ripening system of citrus fruits using time series data and
development of genomic selection techniques.
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Genomic breeding (genomic selection: GS) has the good potential to
facilitate efficient fruit tree breeding. In this study, a method to efficiently obtain information
on various fruit morphological features from fruit images of citrus fruits at multiple time points
was developed. The fruit morphological features were used to perform genomic prediction (GP) with
multiple statistical models to assess the potential of genomic breeding for fruit morphological
features. High GP accuracy was showed in several fruit morphological features, indicating the good
potential for GS with high accuracy. RNA-seq analysis from different organs of the citrus sampled at

multiple time points allowed the identification of several candidate genes associated with fruit
morphological features.
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