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Transcriptome and anatomical comparisons reveal the specific characteristics and genes involved in

distinct types of growing culms. Industrial Crops and Products, 2021, 171, 113865.

Pollination promotes ABA synthesis but not sexual reproduction in the apomictic

20 species<i>Zanthoxylum bungeanumc</i>Maxim.. Tree Physiology, 2021, 41, 1497-1509. 31 1



