
Wen-Wu Guo

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/3602279/publications.pdf

Version: 2024-02-01

88

papers

3,796

citations

31

h-index

168829

58

g-index

156644

92

all docs

92

docs citations

92

times ranked

3652

citing authors



Wen-Wu Guo

2

# Article IF Citations

1 An efficient transient gene expression system for protein subcellular localization assay and genome
editing in citrus protoplasts. Horticultural Plant Journal, 2023, 9, 425-436. 2.3 8

2 Variation burst during dedifferentiation and increased CHH-type DNA methylation after 30Â years of
<i>in vitro</i> culture of sweet orange. Horticulture Research, 2022, 9, . 2.9 2

3 Research on Levitation Force of High Temperature Superconductor Magnetic Levitation Vehicle. , 2022,
, . 0

4 miR171 modulates induction of somatic embryogenesis in citrus callus. Plant Cell Reports, 2022, 41,
1403-1415. 2.8 8

5 miR156 regulates somatic embryogenesis by modulating starch accumulation in citrus. Journal of
Experimental Botany, 2022, 73, 6170-6185. 2.4 15

6 Structural variation and parallel evolution of apomixis in citrus during domestication and
diversification. National Science Review, 2022, 9, . 4.6 19

7 Reduced expression of a subunit gene of sucrose non-fermenting 1 related kinase, PpSnRK1Î²Î³, confers
flat fruit abortion in peach by regulating sugar and starch metabolism. BMC Plant Biology, 2021, 21, 88. 1.6 2

8 Genomic analyses provide insights into peach local adaptation and responses to climate change.
Genome Research, 2021, 31, 592-606. 2.4 30

9 GRAS transcription factor <i>LOSS OF AXILLARY MERISTEMS</i> is essential for stamen and runner
formation in wild strawberry. Plant Physiology, 2021, 186, 1970-1984. 2.3 21

10 Illuminating the cells: transient transformation of citrus to study gene functions and organelle
activities related to fruit quality. Horticulture Research, 2021, 8, 175. 2.9 28

11 Transcriptomes and DNA methylomes in apomictic cells delineate nucellar embryogenesis initiation in
citrus. DNA Research, 2021, 28, . 1.5 12

12 Genomic and transcriptomic analyses of Citrus sinensis varieties provide insights into Valencia
orange fruit mastication trait formation. Horticulture Research, 2021, 8, 218. 2.9 10

13 An integrated peach genome structural variation map uncovers genes associated with fruit traits.
Genome Biology, 2020, 21, 258. 3.8 77

14 Identification of a delayed leaf greening gene from a mutation of pummelo. Science China Life
Sciences, 2020, 64, 1165-1173. 2.3 1

15 Assembly of Satsuma mandarin mitochondrial genome and identification of cytoplasmic male
sterilityâ€“specific ORFs in a somatic cybrid of pummelo. Tree Genetics and Genomes, 2020, 16, 1. 0.6 6

16 Localization and characterization of Citrus centromeres by combining half-tetrad analysis and
CenH3-associated sequence profiling. Plant Cell Reports, 2020, 39, 1609-1622. 2.8 7

17 Genome-wide identification and expression profiles of phased siRNAs in a male-sterile somatic cybrid
of pummelo (Citrus grandis). Tree Genetics and Genomes, 2020, 16, 1. 0.6 6

18 The miR399-<i>CsUBC24</i> Module Regulates Reproductive Development and Male Fertility in Citrus.
Plant Physiology, 2020, 183, 1681-1695. 2.3 38



3

Wen-Wu Guo

# Article IF Citations

19 DR5 is a Suitable System for Studying the Auxin Response in the Poncirus trifoliata-Xanthomonas
axonopodis pv. citri Interaction. Horticultural Plant Journal, 2020, 6, 277-283. 2.3 4

20 Evolution of self-compatibility by a mutant Sm-RNase in citrus. Nature Plants, 2020, 6, 131-142. 4.7 85

21 Plant regeneration via protoplast electrofusion in cassava. Journal of Integrative Agriculture, 2020,
19, 632-642. 1.7 6

22 Genome-wide analysis of the citrus B3 superfamily and their association with somatic embryogenesis.
BMC Genomics, 2020, 21, 305. 1.2 13

23 Ploidy Manipulation for Citrus Breeding, Genetics, and Genomics. Compendium of Plant Genomes,
2020, , 75-105. 0.3 10

24 Polyploidy remodels fruit metabolism by modifying carbon source utilization and metabolic flux in
Ponkan mandarin (Citrus reticulata Blanco). Plant Science, 2019, 289, 110276. 1.7 29

25 Mechanism underlying 2n male and female gamete formation in lemon via cytological and molecular
marker analysis. Plant Biotechnology Reports, 2019, 13, 141-149. 0.9 10

26 Fatty acid metabolic flux and lipid peroxidation homeostasis maintain the biomembrane stability to
improve citrus fruit storage performance. Food Chemistry, 2019, 292, 314-324. 4.2 33

27 Citrus triploid recovery based on 2xâ€‰Ã—â€‰4x crosses via an optimized embryo rescue approach. Scientia
Horticulturae, 2019, 252, 104-109. 1.7 12

28 Genomic analyses of an extensive collection of wild and cultivated accessions provide new insights
into peach breeding history. Genome Biology, 2019, 20, 36. 3.8 120

29 miR156-SPL modules regulate induction of somatic embryogenesis in citrus callus. Journal of
Experimental Botany, 2018, 69, 2979-2993. 2.4 78

30 Overexpression of the CsFUS3 gene encoding a B3 transcription factor promotes somatic
embryogenesis in Citrus. Plant Science, 2018, 277, 121-131. 1.7 19

31 Genomic characterization of miR156 and SQUAMOSA promoter binding protein-like genes in sweet
orange (Citrus sinensis). Plant Cell, Tissue and Organ Culture, 2017, 130, 103-116. 1.2 24

32
Mitochondrial Genome of Callus Protoplast Has a Role in Mesophyll Protoplast Regeneration in
Citrus : Evidence From Transgenic GFP Somatic Homo-Fusion. Horticultural Plant Journal, 2017, 3,
177-182.

2.3 7

33 Metabolic adaptation following genome doubling in citrus doubled diploids revealed by non-targeted
metabolomics. Metabolomics, 2017, 13, 1. 1.4 36

34
An R2R3â€•MYB transcription factor represses the transformation of Î±â€• and Î²â€•branch carotenoids by
negatively regulating expression of <i>CrBCH2</i> and <i>CrNCED5</i> in flavedo of <i>Citrus
reticulate</i>. New Phytologist, 2017, 216, 178-192.

3.5 145

35 High-throughput sequencing and degradome analysis reveal altered expression of miRNAs and their
targets in a male-sterile cybrid pummelo (Citrus grandis). BMC Genomics, 2016, 17, 591. 1.2 36

36 Genome-scale mRNA and small RNA transcriptomic insights into initiation of citrus apomixis. Journal
of Experimental Botany, 2016, 67, 5743-5756. 2.4 36



4

Wen-Wu Guo

# Article IF Citations

37 Induction of parthenogenetic haploid plants using gamma irradiated pollens in â€˜Hirado Buntanâ€™
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