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Targeted mutagenesis of <i>BnTT8</i> homologs controls yellow seed coat development for effective
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Comparative transcriptomic analysis uncovers the complex genetic network for resistance to
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Modifications of fatty acid profile through targeted mutation at BnaFAD2 gene with
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A Novel Single-Nucleotide Mutation in a CLAVATA3 Gene Homolog Controls a Multilocular Silique
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Comparative Transcriptome Analysis of Developing Seeds and Silique Wall Reveals Dynamic
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A Complex Recombination Pattern in the Genome of Allotetraploid Brassica napus as Revealed by a 11 “
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Promoter variations in a homeobox gene, BnA10.LMI1, determine lobed leaves in rapeseed (Brassica) Tj ETQq1 1 O.Z%4314 r%BE;T [Ove

A novel quantitative trait locus on chromosome A9 controlling oleic acid content in <i>Brassica
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Genome-wide association studies in the genetic dissection of ovule number, seed number, and seed

weight in Brassica napus L.. Industrial Crops and Products, 2019, 142, 111877. 2:5 32
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Transcriptomic basis of functional difference and coordination between seeds and the silique wall of
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Comprehensive study and multipurpose role of the CLV3/ESR &€related ( CLE ) genes family in plant

growth and development. Journal of Cellular Physiology, 2021, 236, 2298-2317.




