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25 Rational design of high-yield and superior-quality rice. Nature Plants, 2017, 3, 17031. 4.7 293

26 Genomic analysis of hybrid rice varieties reveals numerous superior alleles that contribute to
heterosis. Nature Communications, 2015, 6, 6258. 5.8 292

27 LAZY1 controls rice shoot gravitropism through regulating polar auxin transport. Cell Research,
2007, 17, 402-410. 5.7 288

28 <i>TAC1</i>, a major quantitative trait locus controlling tiller angle in rice. Plant Journal, 2007, 52,
891-898. 2.8 281

29 Activation of <i>Big Grain1</i> significantly improves grain size by regulating auxin transport in rice.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 11102-11107. 3.3 265
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35 Deficiency in Fatty Acid Synthase Leads to Premature Cell Death and Dramatic Alterations in Plant
Morphology. Plant Cell, 2000, 12, 405-417. 3.1 213

36 Generation of herbicide tolerance traits and a new selectable marker in wheat using base editing.
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923-927. 9.4 189

42 Transcriptional regulation of strigolactone signalling in Arabidopsis. Nature, 2020, 583, 277-281. 13.7 188
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Regulate Hypocotyl Elongation in Arabidopsis. Plant Cell, 2020, 32, 2251-2270. 3.1 103

71 Tissue-Specific Ubiquitination by IPA1 INTERACTING PROTEIN1 Modulates IPA1 Protein Levels to Regulate
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