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Study on uncovering genetic control system for fruit pericarp pigmentation of
cultivated strawberry using multi-parent generation advanced cross population
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We uncovered genetic regulation system for controlling fruit color
pigmentation of cultivated strawberry (Fragariax ananassa Duch.). Firstly, we identified chromosome
locations on which previously detected QTLs for fruit color pigmentation were located. Secondly, we
performed RNA-seq analysis and revealed that one of the anthocyanin synthesis genes, Flavanone
3-hydroxylase (F3H) is a most major factor to control fruit color pigmentation of cultivated
strawberry.
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