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The Paper Mulberry: a Novel Model System for Woody
Plant Research
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Abstract As a perennial tree, the paper mulberry belongs to the genus Broussonetia in the family Moraceae. It is a
multifunctional tree with important economic values. Its leaves are rich in protein. Its bark fiber is excellent raw material for
paper making. Its roots, stems, leaves, fruits, and seeds have been used as Chinese traditional medicine. This species
has an extensive distribution and strong adaptive traits. It is dioecious, and has sexual and asexual reproduction. It is also
rich in genetic diversity and easily transformed. It displays diverse phenotypes and a compact genome, and it produces a
great number of seeds per plant. Therefore, as a model plant, the paper mulberry could be used for exploring the
mechanism of fibre and lignin synthesis, nitrogenous and flavonoid metabolism, plant resistance, adaptive evolution at
different environmental conditions, heterophylly formation and other key issues in botanical research. This paper lists the
key features of paper mulberry as a model material, briefly introduces the research progress on this species, and sug-
gests future research directions.
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