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Picea abies
Selaginella moellendorffii
Amborella trichopoda
Oryza sativa japonica
Aquilaria sinensis
Arabidopsis thaliana
Corchorus capsularis

Dipterocarpus turbinatus
Hopea hainanensis
Herrania umbratica
Durio zibethinus
Gossypium raimondii
Theobroma cacao
Vitis vinifera
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