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maize. Journal of Advanced Research, 2022, 41, 179-190. 4.4 10
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Fixation of hybrid sterility genes and favorable alleles of key yield-related genes with dominance
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6 Introgression Lines: Valuable Resources for Functional Genomics Research and Breeding in Rice
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10 Genetic analyses of lodging resistance and yield provide insights into postâ€•Greenâ€•Revolution breeding
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11 Bin-based genome-wide association studies reveal superior alleles for improvement of appearance
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12 The heading-date gene Ghd7 inhibits seed germination by modulating the balance between abscisic acid
and gibberellins. Crop Journal, 2021, 9, 297-304. 2.3 8

13 Global analysis of CCT family knockout mutants identifies four genes involved in regulating heading
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14 The transcriptional repressor <scp>OsPRR73</scp> links circadian clock and photoperiod pathway to
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16 The chromosomeâ€•scale reference genome of safflower (<i>Carthamus tinctorius</i>) provides
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19 BSA-seq-based identification of a major additive plant height QTL with an effect equivalent to that of
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20 Root-to-Shoot Long-Distance Mobile miRNAs Identified from Nicotiana Rootstocks. International
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Bin-based genome-wide association analyses improve power and resolution in QTL mapping and identify
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26 Conserved Imprinted Genes between Intra-Subspecies and Inter-Subspecies Are Involved in Energy
Metabolism and Seed Development in Rice. International Journal of Molecular Sciences, 2020, 21, 9618. 1.8 8
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controls the purple leaf sheath in rice. Theoretical and Applied Genetics, 2020, 133, 2555-2566. 1.8 14
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29 OsMFT2 is involved in the regulation of ABA signalingâ€•mediated seed germination through interacting
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35 Hd1 function conversion in regulating heading is dependent on gene combinations of Ghd7, Ghd8, and
Ghd7.1 under long-day conditions in rice. Molecular Breeding, 2019, 39, 1. 1.0 26

36 Beyond heading time:<i>FT-</i>like genes and spike development in cereals. Journal of Experimental
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Natural variation in the <i>HAN1</i> gene confers chilling tolerance in rice and allowed adaptation
to a temperate climate. Proceedings of the National Academy of Sciences of the United States of
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grain yield in rice. Journal of Integrative Agriculture, 2017, 16, 2686-2697. 1.7 12

54 Intragenic recombination between two non-functional semi-dwarf 1 alleles produced a functional SD1
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58 Genome-wide association mapping revealed a diverse genetic basis of seed dormancy across
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Extensive sequence divergence between the reference genomes of two elite <i>indica</i> rice varieties
Zhenshan 97 and Minghui 63. Proceedings of the National Academy of Sciences of the United States of
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60 Genomeâ€•wide association analysis reveals floweringâ€•related genes regulating rachis length in rice.
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6

Yongzhong Xing

# Article IF Citations

73 Two quantitative trait loci for grain yield and plant height on chromosome 3 are tightly linked in
coupling phase in rice. Molecular Breeding, 2015, 35, 1. 1.0 18

74 The regulatory network mediated by circadian clock genes is related to heterosis in rice. Journal of
Integrative Plant Biology, 2015, 57, 300-312. 4.1 19

75 Two Novel QTLs for Heading Date Are Identified Using a Set of Chromosome Segment Substitution
Lines in Rice (Oryza sativa L.). Journal of Genetics and Genomics, 2014, 41, 659-662. 1.7 14
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