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4 Spermidine oxidase-derived H2O2 regulates pollen plasma membrane hyperpolarization-activated
Ca2+-permeable channels and pollen tube growth. Plant Journal, 2010, 63, 1042-1053. 2.8 182

5 Diversification and independent domestication of Asian and European pears. Genome Biology, 2018, 19,
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6 Anatomy, ultrastructure and lignin distribution of stone cells in two Pyrus species. Plant Science,
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7
Genome-wide identification and comparative analysis of the heat shock transcription factor family in
Chinese white pear (Pyrus bretschneideri) and five other Rosaceae species. BMC Plant Biology, 2015, 15,
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8 Identification of miRNAs involved in pear fruit development and quality. BMC Genomics, 2014, 15, 953. 1.2 102

9 Phosphatidic Acid Counteracts S-RNase Signaling in Pollen by Stabilizing the Actin Cytoskeleton. Plant
Cell, 2018, 30, 1023-1039. 3.1 101

10 A novel MYB transcription factor regulates ascorbic acid synthesis and affects cold tolerance. Plant,
Cell and Environment, 2019, 42, 832-845. 2.8 98

11 ICE1 of Pyrus ussuriensis functions in cold tolerance by enhancing PuDREBa transcriptional levels
through interacting with PuHHP1. Scientific Reports, 2015, 5, 17620. 1.6 94

12 A WRKY transcription factor PbrWRKY53 from <i>Pyrus betulaefolia</i> is involved in drought
tolerance and AsA accumulation. Plant Biotechnology Journal, 2019, 17, 1770-1787. 4.1 93

13 Evaluation of the volatile profile of 33 Pyrus ussuriensis cultivars by HS-SPME with GCâ€“MS. Food
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14 Genome-wide analysis of WRKY transcription factors in white pear (Pyrus bretschneideri) reveals
evolution and patterns under drought stress. BMC Genomics, 2015, 16, 1104. 1.2 76

15
Different Modes of Gene Duplication Show Divergent Evolutionary Patterns and Contribute
Differently to the Expansion of Gene Families Involved in Important Fruit Traits in Pear (Pyrus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 177 Td (bretschneideri). Frontiers in Plant Science, 2018, 9, 161.1.7 76

16 Genome-wide characterization, evolution, and expression analysis of the leucine-rich repeat
receptor-like protein kinase (LRR-RLK) gene family in Rosaceae genomes. BMC Genomics, 2017, 18, 763. 1.2 62

17 Characterization and Quantification of Polyphenols and Triterpenoids in Thinned Young Fruits of Ten
Pear Varieties by UPLC-Q TRAP-MS/MS. Molecules, 2019, 24, 159. 1.7 62

18 The involvement of PybZIPa in light-induced anthocyanin accumulation via the activation of PyUFGT
through binding to tandem G-boxes in its promoter. Horticulture Research, 2019, 6, 134. 2.9 61
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19 The bracteatus pineapple genome and domestication of clonally propagated crops. Nature Genetics,
2019, 51, 1549-1558. 9.4 60

20 Distinct transcriptome profiles reveal gene expression patterns during fruit development and
maturation in five main cultivated species of pear (Pyrus L.). Scientific Reports, 2016, 6, 28130. 1.6 59

21 Self-Incompatibility in <i>Papaver rhoeas</i> Activates Nonspecific Cation Conductance Permeable to
Ca2+ and K+ Â . Plant Physiology, 2011, 155, 963-973. 2.3 58

22 Unbiased subgenome evolution following a recent whole-genome duplication in pear (Pyrus) Tj ET
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q
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BT /Overlock 10 Tf 50 622 Td (bretschneideri Rehd.). Horticulture Research, 2019, 6, 34.2.9 54

23
Transcriptome profiling reveals differential gene expression in proanthocyanidin biosynthesis
associated with red/green skin color mutant of pear (Pyrus communis L.). Frontiers in Plant Science,
2015, 6, 795.

1.7 53

24 Genomic characterization, phylogenetic comparison and differential expression of the cyclic
nucleotide-gated channels gene family in pear (Pyrus bretchneideri Rehd.). Genomics, 2015, 105, 39-52. 1.3 52

25 Chemical Composition and Crystal Morphology of Epicuticular Wax in Mature Fruits of 35 Pear (Pyrus) Tj ET
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q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 502 Td (spp.) Cultivars. Frontiers in Plant Science, 2018, 9, 679.1.7 52

26 The Î²-amylase PbrBAM3 from pear (Pyrus betulaefolia) regulates soluble sugar accumulation and ROS
homeostasis in response to cold stress. Plant Science, 2019, 287, 110184. 1.7 52

27 Chemical composition, crystal morphology and key gene expression of cuticular waxes of Asian pears
at harvest and after storage. Postharvest Biology and Technology, 2017, 132, 71-80. 2.9 51

28 Characterization of the lipoxygenase (LOX) gene family in the Chinese white pear (Pyrus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 382 Td (bretschneideri) and comparison with other members of the Rosaceae. BMC Genomics, 2014, 15, 444.1.2 49

29 Identifying genetic diversity and a preliminary core collection of Pyrus pyrifolia cultivars by a
genome-wide set of SSR markers. Scientia Horticulturae, 2014, 167, 5-16. 1.7 48

30
Development of an integrated 200K <scp>SNP</scp> genotyping array and application for genetic
mapping, genome assembly improvement and genome wide association studies in pear (<i>Pyrus</i>).
Plant Biotechnology Journal, 2019, 17, 1582-1594.

4.1 46

31 The effect of temperature, polyamines and polyamine synthesis inhibitor on in vitro pollen
germination and pollen tube growth of Prunus mume. Scientia Horticulturae, 2004, 99, 289-299. 1.7 45

32 Genetic diversity and population structure of pear (Pyrus spp.) collections revealed by a set of core
genome-wide SSR markers. Tree Genetics and Genomes, 2015, 11, 1. 0.6 45

33 ViewBS: a powerful toolkit for visualization of high-throughput bisulfite sequencing data.
Bioinformatics, 2018, 34, 708-709. 1.8 44

34 Genome-wide association studies provide insights into the genetic determination of fruit traits of
pear. Nature Communications, 2021, 12, 1144. 5.8 44

35 Construction of a high-density genetic linkage map in pear (Pyrus communisÃ—Pyrus pyrifolia nakai)
using SSRs and SNPs developed by SLAF-seq. Scientia Horticulturae, 2017, 218, 198-204. 1.7 42

36 Evolution of the Aroma Volatiles of Pear Fruits Supplemented with Fatty Acid Metabolic Precursors.
Molecules, 2014, 19, 20183-20196. 1.7 41
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37 The mining and evolutionary investigation of AP2/ERF genes in pear (Pyrus). BMC Plant Biology, 2018, 18,
46. 1.6 41

38 Genome-wide analyses and expression patterns under abiotic stress of NAC transcription factors in
white pear (Pyrus bretschneideri). BMC Plant Biology, 2019, 19, 161. 1.6 41

39 Apoplastic calmodulin promotes self-incompatibility pollen tube growth by enhancing calcium influx
and reactive oxygen species concentration in Pyrus pyrifolia. Plant Cell Reports, 2014, 33, 255-263. 2.8 40

40 Gene-expression profile of developing pollen tube of Pyrus bretschneideri. Gene Expression Patterns,
2016, 20, 11-21. 0.3 40

41 Molecular Determinants and Mechanisms of Gametophytic Self-Incompatibility in Fruit Trees of
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42 Genome-wide identification of PbrbHLH family genes, and expression analysis in response to drought
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1 1 0.784314 rg
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44 Characterization of the glutathione S-transferase (GST) gene family in Pyrus bretschneideri and their
expression pattern upon superficial scald development. Plant Growth Regulation, 2018, 86, 211-222. 1.8 36

45 Identification and testing of reference genes for gene expression analysis in pollen of Pyrus
bretschneideri. Scientia Horticulturae, 2015, 190, 43-56. 1.7 34

46 The gene <i>PbTMT4</i> from pear (<i>Pyrus bretschneideri</i>) mediates vacuolar sugar transport
and strongly affects sugar accumulation in fruit. Physiologia Plantarum, 2018, 164, 307-319. 2.6 33

47 Physiological and Nutritional Responses of Pear Seedlings to Nitrate Concentrations. Frontiers in
Plant Science, 2018, 9, 1679. 1.7 33

48 Comparative Transcriptomic Analysis Provides Insight into the Domestication and Improvement of Pear
(<i>P. pyrifolia</i>) Fruit. Plant Physiology, 2019, 180, 435-452. 2.3 33

49 Identifying the candidate genes involved in the calyx abscission process of 'Kuerlexiangliâ€™ (Pyrus) Tj ET
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q
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BT /Overlock 10 Tf 50 262 Td (sinkiangensis Yu) by digital transcript abundance measurements. BMC Genomics, 2013, 14, 727.1.2 32

50 Molecular cloning and expression analysis of a gene for sucrose transporter from pear (Pyrus) Tj ET
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51 Genome-wide identification and comparative analysis of the cation proton antiporters family in pear
and four other Rosaceae species. Molecular Genetics and Genomics, 2016, 291, 1727-1742. 1.0 32

52 Transcriptome and phytohormone analysis reveals a comprehensive phytohormone and pathogen
defence response in pear self-/cross-pollination. Plant Cell Reports, 2017, 36, 1785-1799. 2.8 32

53 Comparative analysis of the volatile organic compounds in mature fruits of 12 Occidental pear (Pyrus) Tj ET
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BT /Overlock 10 Tf 50 102 Td (communis L.) cultivars. Scientia Horticulturae, 2018, 240, 239-248.1.7 32

54 Identification of hexokinase family members in pear (Pyrus Ã— bretschneideri) and functional
exploration of PbHXK1 in modulating sugar content and plant growth. Gene, 2019, 711, 143932. 1.0 32
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56 <i>In vitro</i>antifungal activity and mode of action of selected polyphenolic antioxidants
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57
Soil chemical properties and geographical distance exerted effects on arbuscular mycorrhizal fungal
community composition in pear orchards in Jiangsu Province, China. Applied Soil Ecology, 2019, 142,
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2.1 30

58
A WRKY transcription factor PbWRKY40 from Pyrus betulaefolia functions positively in salt tolerance
and modulating organic acid accumulation by regulating PbVHA-B1 expression. Environmental and
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2.0 30

59 Genome-wide analysis of polygalacturonase gene family from pear genome and identification of the
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60 Integrated high-density consensus genetic map of<i>Pyrus</i>and anchoring of the â€˜Bartlettâ€™ v1.0
(<i>Pyrus communis</i>) genome. DNA Research, 2017, 24, dsw063. 1.5 28
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Research, 2019, 29, 1889-1899. 2.4 28
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63 Characterization of the pectin methyl-esterase gene family and its function in controlling pollen tube
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Research, 2012, 125, 185-195. 1.2 26
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Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 297 Td (bretschneideri Rehd.). Genome Biology and Evolution, 2014, 6, 1423-1436.1.1 26
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Genome-wide identification and functional analysis of U-box E3 ubiquitin ligases gene family related
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71 The Variation of Stone Cell Content in 236 Germplasms of Sand Pear (Pyrus pyrifolia) and
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72 cAMP activates hyperpolarization-activated Ca2+ channels in the pollen of Pyrus pyrifolia. Plant Cell
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Journal of Experimental Botany, 2021, 72, 6990-7001. 2.4 20

81 PbMC1a/1b regulates lignification during stone cell development in pear (Pyrus bretschneideri) fruit.
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114 Characterization of genes involved in pear ascorbic acid metabolism and their response to bagging
treatment during â€˜Yaliâ€™ fruit development. Scientia Horticulturae, 2021, 285, 110178. 1.7 11

115
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Arabidopsis thaliana. Ecotoxicology and Environmental Safety, 2021, 208, 111687. 2.9 9
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<scp><i>PpySPS3</i></scp> expression and interacts with <scp>PpySTOP1</scp>. Physiologia Plantarum,
2022, 174, .

2.6 8
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Pear (Pyrus bretschneideri). Plants, 2021, 10, 1444. 1.6 6



10

Shaoling Zhang

# Article IF Citations
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four other Rosaceae species. Plant Systematics and Evolution, 2020, 306, 1. 0.3 5

147 High-Resolution Microstructure Analysis of Cork Spot Disordered Pear Fruit â€œAkizukiâ€• (Pyrus) Tj ET
Q
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1 1 0.784314 rg
BT /Overlock 10 Tf 50 662 Td (pyrifolia Nakai) Using X-Ray CT. Frontiers in Plant Science, 2021, 12, 715124.1.7 5

148 Transcriptome and Resequencing Analyses Provide Insight into Differences in Organic Acid
Accumulation in Two Pear Varieties. International Journal of Molecular Sciences, 2021, 22, 9622. 1.8 5

149 Revealing the early response of pear (Pyrus bretschneideri Rehd) leaves during Botryosphaeria
dothideainfection by transcriptome analysis. Plant Science, 2022, 315, 111146. 1.7 5

150 The Origin and Evolution of RNase T2 Family and Gametophytic Self-incompatibility System in Plants.
Genome Biology and Evolution, 2022, 14, . 1.1 5

151 Genome-wide identification and comparative evolutionary analysis of sorbitol metabolism pathway
genes in four Rosaceae species and three model plants. BMC Plant Biology, 2022, 22, . 1.6 5

152
Characterization of the MAPK Gene Family and PbrMAPK13 Response to Hormone and Temperature
Stresses via Different Expression Pattern in Pyrus Ã—bretschneideri Pollen. Journal of the American
Society for Horticultural Science, 2017, 142, 163-174.

0.5 4

153 Transcriptome Analysis of Pear Leaves in Response to Calcium Treatment During <i>Botryosphaeria
dothidea</i> Infection. Phytopathology, 2021, 111, 1638-1647. 1.1 4

154 Analysis of PRX Gene Family and Its Function on Cell Lignification in Pears (Pyrus bretschneideri).
Plants, 2021, 10, 1874. 1.6 4

155 Identification of S-genotypes and a novel S-RNase in 84 native Chinese pear accessions. Horticultural
Plant Journal, 2022, 8, 713-726. 2.3 4

156 Genome-Wide Identification and Comparative Analysis of the ASR Gene Family in the Rosaceae and
Expression Analysis of PbrASRs During Fruit Development. Frontiers in Genetics, 2021, 12, 792250. 1.1 4

157 PbrCalS5, a callose synthase protein, is involved in pollen tube growth in Pyrus bretschneideri.
Planta, 2022, 256, . 1.6 4

158 The activity of plasma membrane hyperpolarization-activated Ca2+ channels during pollen
development of Pyrus pyrifolia. Acta Physiologiae Plantarum, 2012, 34, 969-975. 1.0 3

159 Phylogenetic and Expression Analysis of Pear Yellow Stripe-Like Transporters and Functional
Verification of PbrYSL4 in Pear Pollen. Plant Molecular Biology Reporter, 2016, 34, 737-747. 1.0 3

160 PbrPOE21 inhibits pear pollen tube growth in vitro by altering apical reactive oxygen species content.
Planta, 2020, 252, 43. 1.6 3

161 Candidate proteins involved in the calyx abscission process of â€˜Kuerlexiangliâ€™ (Pyrus sinkiangensis Yu)
identified by iTRAQ analysis. Acta Physiologiae Plantarum, 2020, 42, 1. 1.0 3

162 Study on the differences of gene expression between pear and apple wild cultivation materials based
on RNA-seq technique. BMC Plant Biology, 2021, 21, 256. 1.6 3
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163 Identification and function analysis of fasciclin-like arabinogalactan protein family genes in pear
(Pyrus bretschneideri). Plant Systematics and Evolution, 2021, 307, 1. 0.3 3

164 Genome-wide genetic diversity and IBD analysis reveals historic dissemination routes of pear in China.
Tree Genetics and Genomes, 2022, 18, 1. 0.6 3

165
Multi-Omics Analysis Reveals the Dynamic Changes of RNA N6-Methyladenosine in Pear (Pyrus) Tj ET
Q
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BT /Overlock 10 Tf 50 667 Td (bretschneideri) Defense Responses to Erwinia amylovora Pathogen Infection. Frontiers in

Microbiology, 2021, 12, 803512.
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166 Alternative splicing analysis provides insight into the domestication and improvement of pear (Pyrus) Tj ET
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q
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BT /Overlock 10 Tf 50 622 Td (pyrifolia) fruit. Scientia Horticulturae, 2022, 297, 110976.1.7 3

167 Identification and testing of reference genes for qRT-PCR analysis during pear fruit development. ,
2022, 77, 2763-2777. 3

168 TGTT and AACA: two transcriptionally active LTR retrotransposon subfamilies with a specific LTR
structure and horizontal transfer in four Rosaceae species. Mobile DNA, 2017, 8, 14. 1.3 2

169 PbrPCCP1 mediates the PbrTTS1 signaling to control pollen tube growth in pear. Plant Science, 2019,
289, 110244. 1.7 2

170 Identification of key genes related to seedlessness by genome-wide detection of structural variation
and transcriptome analysis in â€˜Shijiwuheâ€™ pear. Gene, 2020, 738, 144480. 1.0 2

171 Differences in Anthocyanin Accumulation Patterns and Related Gene Expression in Two Varieties of
Red Pear. Plants, 2021, 10, 626. 1.6 2

172
Cellulose accumulation mediated by <scp>PbrCSLD5</scp>, a cellulose synthaseâ€•like protein, results in
cessation of pollen tube growth in <i>Pyrus bretschneideri</i>. Physiologia Plantarum, 2022, 174,
e13700.

2.6 2

173 Transcriptome analysis provides new ideas for studying the regulation of glucose-induced lignin
biosynthesis in pear calli. BMC Plant Biology, 2022, 22, . 1.6 2

174 The Genome of Pear. Compendium of Plant Genomes, 2019, , 133-143. 0.3 1

175 Transcriptome provides potential insights into how calcium affects the formation of stone cell in
Pyrus. BMC Genomics, 2021, 22, 831. 1.2 1

176 Self-incompatibility in Pear. Compendium of Plant Genomes, 2019, , 179-200. 0.3 0

177 Phylogenetic and Expression Analyses of Cullin Family Members Unveil the Role of PbCUL1.C1 in Pollen
Tube Growth Underlying Non-self S-RNase in Pear. Plant Molecular Biology Reporter, 2020, 38, 601-612. 1.0 0

178 Proteomic Differential in-Gel Electrophoresis Analysis of Stigmatic and Stylar Proteins in Kiwifruit
before and after Pollination. Current Proteomics, 2014, 11, 218-227. 0.1 0

179 Characterization and Functional Explorations of O-glycosylation Enzymes SECRET AGENT and SPINDLY
in Pyrus bretschneideri. Journal of Plant Biology, 0, , 1. 0.9 0


