137

papers

143

all docs

47409

13,850 49
citations h-index
143 143
docs citations times ranked

113

g-index

9455

citing authors



10

12

14

16

18

al QN D

ARTICLE IF CITATIONS

Assembly of yield heterosis of an elite rice hybrid is promising by manipulating dominant quantitative

trait loci. Journal of Integrative Plant Biology, 2022, 64, 688-701.

Conservation and divergence: Regulatory networks underlying reproductive branching in rice and

maize. Journal of Advanced Research, 2022, 41, 179-190. 4.4 10

A long transcript mutant of the rubisco activase gene <scp> <i>RCA<[i> <[scp> upregulated by the
transcription factor Chd2 enhances drought tolerance in rice. Plant Journal, 2022, 110, 673-687.

Rice functional genomics: decadesa€™ efforts and roads ahead. Science China Life Sciences, 2022, 65, 33-92. 2.3 107

Fixation of hybrid sterility genes and favorable alleles of key yield-related genes with dominance
contribute to the high yield of the Yongyou series of intersubspecific hybrid rice. Journal of Genetics
and Genomics, 2022, 49, 448-457.

Introgression Lines: Valuable Resources for Functional Genomics Research and Breeding in Rice

(Oryza sativa L.). Frontiers in Plant Science, 2022, 13, 863789. L7 7

NAD+-capped RNAs are widespread in rice (Oryza sativa) and spatiotemporally modulated during
development. Science China Life Sciences, 2022, 65, 2121-2124.

Five plants per RIL for phenotyping traits of high or moderate heritability ensure the power of QTL

mapping in a rice MAGIC population. Molecular Breeding, 2022, 42, . 1.0 8

Meeting partners at the right time promises varied flowering. Molecular Plant, 2022, , .

Genetic analyses of lodging resistance and yield provide insights into posta€Greena€Revolution breeding

in rice. Plant Biotechnology Journal, 2021, 19, 814-829. 41 25

Bin-based genome-wide association studies reveal superior alleles for improvement of appearance
quality using a 4-way MAGIC population in rice. Journal of Advanced Research, 2021, 28, 183-194.

The heading-date gene Ghd7 inhibits seed germination by modulating the balance between abscisic acid

and gibberellins. Crop Journal, 2021, 9, 297-304. 23 8

Global analysis of CCT family knockout mutants identifies four genes involved in regulating heading
date in rice. Journal of Integrative Plant Biology, 2021, 63, 913-923.

The transcriptional repressor <scp>OsPRR73</[scp> links circadian clock and photoperiod pathway to

control heading date in rice. Plant, Cell and Environment, 2021, 44, 842-855. 2.8 29

OsPRR37 Alternatively Promotes Heading Date Through Suppressing the Expression of Ghd7 in the
Japonica Variety Zhonghua 11 under Natural Long-Day Conditions. Rice, 2021, 14, 20.

The chromosomea€scale reference genome of safflower (<i>Carthamus tinctorius</i>) provides

insights into linoleic acid and flavonoid biosynthesis. Plant Biotechnology Journal, 2021, 19, 1725-1742. 41 60

Breeding by design for future rice: Genes and genome technologies. Crop Journal, 2021, 9, 491-496.

Combinations of <i>Ghd7<[i>, <i>Chd8«[i>, and <i>Hd1<[i> determine strong heterosis of commercial

rice hybrids in diverse ecological regions. Journal of Experimental Botany, 2021, 72, 6963-6976. 2.4 o



20

22

24

26

28

30

32

34

36

YONGZHONG XING

ARTICLE IF CITATIONS

BSA-seq-based identification of a major additive plant height QTL with an effect equivalent to that of

Semi-dwarf 1 in a large rice F2 population. Crop Journal, 2021, 9, 1428-1437.

Root-to-Shoot Long-Distance Mobile miRNAs Identified from Nicotiana Rootstocks. International 18 19
Journal of Molecular Sciences, 2021, 22, 12821. :

Bin-based genome-wide association analyses improve power and resolution in QTL mapping and identify
favorable alleles from multiple parents in a four-way MAGIC rice population. Theoretical and Applied
Genetics, 2020, 133, 59-71.

<i>Wide Grain 7<[i> increases grain width by enhancing H3K4me3 enrichment in the <i>OsMADS1<[i>

promoter in rice (<i>Oryza sativa</i> L.). Plant Journal, 2020, 102, 517-528. 2.8 25

An ethyl methanesulfonated€induced neutral mutanta€bridging method efficiently identifies
spontaneously mutated genes in rice. Plant Journal, 2020, 104, 1129-1141.

Structural Insight into DNA Recognition by CCT/NF-YB/YC Complexes in Plant Photoperiodic Flowering. 31 46
Plant Cell, 2020, 32, 3469-3484. ’

<i>OsHOX1<[i> and <i>OsHOX28<[i> Redundantly Shape Rice Tiller Angle by Reducing <i>HSFA2D</i>
Expression and Auxin Content. Plant Physiology, 2020, 184, 1424-1437.

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. 18 8

Dominant complementary interaction between OsC1 and two tightly linked genes, Rb1 and Rb2,
controls the purple leaf sheath in rice. Theoretical and Applied Genetics, 2020, 133, 2555-2566.

A minor QTL, SG3, encoding an R2R3-MYB protein, negatively controls grain length in rice. Theoretical 18 25
and Applied Genetics, 2020, 133, 2387-2399. )

OsMFT2 is involved in the regulation of ABA signalingd€mediated seed germination through interacting
with OsbZIP23/66/72 in rice. Plant Journal, 2020, 103, 532-546.

Minor Effects of 11 Dof Family Genes Contribute to the Missing Heritability of Heading Date in Rice

(Oryza sativa L.). Frontiers in Plant Science, 2020, 10, 1739. L7 1

CCT domain-containing genes in cereal crops: flowering time and beyond. Theoretical and Applied
Genetics, 2020, 133, 1385-1396.

Development of Whole-Genome Agarose-Resolvable LInDel Markers in Rice. Rice, 2020, 13, 1. 1.7 73

Genetic Interactions Among Ghd7, Ghd8, OsPRR37 and Hd1 Contribute to Large Variation in Heading
Date in Rice. Rice, 2019, 12, 48.

Nitrogen, phosphorus, and potassium fertilization affects the flowering time of rice (Oryza sativa L.). 10 55
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