42

papers

44

all docs

201674

2,718 27
citations h-index
44 44
docs citations times ranked

243625
44

g-index

3294

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS

Targeted generation of Null Mutants in <i>ZmGDIix</i> confers resistance against maize rough dwarf

disease without agronomic penalty. Plant Biotechnology Journal, 2022, 20, 803-805.

A field-deployable method for single and multiplex detection of DNA or RNA from pathogens using 4.9 16
Cas12 and Cas13. Science China Life Sciences, 2022, 65, 1456-1465. :

Linkage mapping combined with GWAS revealed the genetic structural relationship and candidate
genes of maize flowering time-related traits. BMC Plant Biology, 2022, 22, .

Establishment of an efficient seed fluorescence reportera€assisted CRISPR/Cas9 gene editing in maize. 85 14
Journal of Integrative Plant Biology, 2021, 63, 1671-1680. )

Precise base editing of non-allelic acetolactate synthase genes confers sulfonylurea herbicide
resistance in maize. Crop Journal, 2020, 8, 449-456.

Genome Editing Enables Next-Generation Hybrid Seed Production Technology. Molecular Plant, 2020, 8.3 42
13,1262-1269. )

Supersweet and waxy: meeting the diverse demands for specialty maize by genome editing. Plant
Biotechnology Journal, 2019, 17, 1853-1855.

Systematic identification of endogenous RNA polymerase Ill promoters for efficient RNA guide-based

genome editing technologies in maize. Crop Journal, 2018, 6, 314-320. 5.2 26

A simple way to visualize detailed phylogenetic tree of huge genome-wide SNP data constructed by
SNPhylo. Journal of Integrative Agriculture, 2018, 17, 1972-1978.

Genome-wide association study dissects yield components associated with low-phosphorus stress

tolerance in maize. Theoretical and Applied Genetics, 2018, 131, 1699-1714. 3.6 53

Genome Editing and Double-Fluorescence Proteins Enable Robust Maternal Haploid Induction and
Identification in Maize. Molecular Plant, 2018, 11, 1214-1217.

Enhancing genetic gain in the era of molecular breeding. Journal of Experimental Botany, 2017, 68, 48 197
2641-2666. ’

RNA4€guided Cas9 as an <i>inAvivo</i> desired4€target mutator in maize. Plant Biotechnology Journal, 2017,
15,1566-1576.

CRISPR/Cas9-mediated genome editing in plants. Methods, 2017, 121-122, 94-102. 3.8 46

Creation of targeted inversion mutations in plants using an RNA-guided endonuclease. Crop Journal,
2017, 5, 83-88.

Genetic architecture of the maize kernel row number revealed by combining QTL mapping using a

high-density genetic map and bulked segregant RNA sequencing. BMC Genomics, 2016, 17, 915. 2.8 63

Identification and functional characterization of the <i>AGO1<[i> ortholog in maize. Journal of

Integrative Plant Biology, 2016, 58, 749-758.

Fine mapping of a quantitative trait locus conferring resistance to maize rough dwarf disease. 3.6 20
Theoretical and Applied Genetics, 2016, 129, 2333-2342. )



20

22

24

26

28

30

32

34

36

CHUANXIAO XIE

ARTICLE IF CITATIONS

An alternative strategy for targeted gene replacement in plants using a dual-sgRNA/Cas9 design.
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