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in Thailand. Agriculture and Natural Resources, 2018, 52, 45-52.

Development and characterization of simple sequence repeat markers for genetic analyses of
Sargassum horneri (Sargassaceae, Phaeophyta) populations in Kyoto, Japan. Journal of Applied 2.8 12
Phycology, 2017, 29, 1729-1733.

A GLABRAL ortholog on LG A9 controls trichome number in the Japanese leafy vegetables Mizuna and
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Development of genomic and EST-SSR markers in radish (Raphanus sativus L.). Breeding Science, 2011, 61, 1.9 17
413-419. :
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