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development in maize leaves. New Phytologist, 2018, 217, 1681-1695




(2017-2016)

A Transcriptional and Metabolic Framework for Secondary Wall Formation in Arabidopsis. Plant

Physiology, 2016, 172, 1334-1351 6.6 31

Identification of enzyme activity quantitative trait loci in a Solanum lycopersicum x Solanum
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