Citation Report



11

13

15

17

ARTICLE IF CITATIONS

Transferability of Newly Developed Pear SSR Markers to Other Rosaceae Species. Plant Molecular

Biology Reporter, 2013, 31, 1271-1282. 1.8 70

An AFLP, SRAP, and SSR Genetic Linkage Map and Identification of QTLs for Fruit Traits in Pear (Pyrus L.).

Plant Molecular Biology Reporter, 2013, 31, 678-687.

Quantitative proteomic investigation employing stable isotope labeling by peptide dimethylation on

proteins of strawberry fruit at different ripening stages. Journal of Proteomics, 2013, 94, 219-239. 2.4 66

The Biochemistry and Molecular Biology of Volatile Messengers in Trees. Tree Physiology, 2013, , 47-93.

Effect of cold storage and 1-MCP treatment on ethylene perception, signalling and synthesis: Influence
on the development of the evergreen behaviour in &€ Conferenced€™ pears. Postharvest Biology and 6.0 60
Technology, 2013, 86, 212-220.

Identifying the candidate genes involved in the calyx abscission process of 'Kuerlexianglid€™ (Pyrus) Tj ETQql 1 0.784314 rgB] [Ove

Transcriptome profiling of fruit development and maturation in Chinese white pear (Pyrus) Tj ETQq0 0 O rgBT /Over&ogh 10 Tf30 502 Td

A genome-wide identification and characterization of mircoRNAs and their targets in &€ Sulid€™ pear (Pyrus) Tj ETQql 10.7§4314 rg

Arguments for standardizing transposable element annotation in plant genomes. Trends in Plant

Science, 2013, 18, 367-376. 8.8 26

Selective Acquisition and Retention of Genomic Sequences by Pack-<i>Mutator</i>-Like Elements Based
on Guanine-Cytosine Content and the Breadth of Expression. Plant Physiology, 2013, 163, 1419-1432.

Molecular Analysis of the Processes of Surface Brown Spot (SBS) Formation in Pear Fruit (Pyrus) Tj ETQq0 0 0 rgBTé(%verlochI%O Tf 50 3:

Evidence for regulation of columnar habit in apple by a putative 2<scp>OG«</scp>a€Fe(<scp>li<[scp>)
oxygenase. New Phytologist, 2013, 200, 993-999.

Expression and genomic structure of the dormancr-associated MADS box genes MADS13 in Japanese
pears (Pyrus pyrifolia Nakai) that differ in their chilling requirement for endodormancy release. Tree 3.1 91
Physiology, 2013, 33, 654-667.

Recent Advances in Temperate Fruit Crops. , 2013, , 251-284.

Transcriptome Analysis of Giant Pear Fruit with Fruit-specific DNA Reduplication on a Mutant Branch.

Japanese Society for Horticultural Science, 2013, 82, 301-311. 0.8 10

Using genomics to improve fruit quality. Biological Research, 2013, 46, 347-352.

The First 50 Plant Genomes. Plant Genome, 2013, 6, plantgenome2013.03.0001in. 2.8 228

Identification of Pyrus Single Nucleotide Polymorphisms (SNPs) and Evaluation for Genetic Mapping in

European Pear and Interspecific Pyrus Hybrids. PLoS ONE, 2013, 8, e77022.




19

21

23

25

27

29

31

33

35

CITATION REPORT

ARTICLE IF CITATIONS

Origin, Domestication, and Dispersing of Pear (<i>Pyrus<[i>spp.). Advances in Agriculture, 2014, 2014, 0.9 35
1-8. ’

Identification of miRNAs involved in pear fruit development and quality. BMC Genomics, 2014, 15, 953.

Genetic, metabolite and developmental determinism of fruit friction discolouration in pear. BMC 3.6 16
Plant Biology, 2014, 14, 241. ’

Comparative Genomic Analysis Reveals Multiple Long Terminal Repeats, Lineage-Specific Amplification,
and Frequent Interelement Recombination for Cassandra Retrotransposon in Pear (Pyrus) Tj ETQql 1 0.784314 rgBX.50verlods10 Tf

Identification of QTLs controlling harvest time and fruit skin color in Japanese pear (Pyrus pyrifolia) Tj ETQq0 0 0 rg?’l’QIOverlogg 10 Tf 5C

The Evolution of Plant Gene and Genome Sequencing. Advances in Botanical Research, 2014, , 47-90.

Insights into the Common Ancestor of Eudicots. Advances in Botanical Research, 2014, 69, 137-174. 1.1 1

The complex jujube genome provides insights into fruit tree biology. Nature Communications, 2014, 5,
5315.

Genomea€wide identification and expression analyses of cytochrome <i>P450</i> genes in mulberry

(<i>Morus notabilis</i>). Journal of Integrative Plant Biology, 2014, 56, 887-901. 8.5 53

Genomics and bioinformatics resources for translational science in Rosaceae. Plant Biotechnology
Reports, 2014, 8, 49-64.

Pigmentation in sand pear (Pyrus pyrifolia) fruit: biochemical characterization, gene discovery and

expression analysis with exocarp pigmentation mutant. Plant Molecular Biology, 2014, 85, 123-134. 3.9 33

A Novel Set of EST-Derived SSR Markers for Pear and Cross-Species Transferability in Rosaceae. Plant
Molecular Biology Reporter, 2014, 32, 290-302.

Heterologous gene silencing induced by tobacco rattle virus (TRV) is efficient for pursuing

functional genomics studies in woody plants. Plant Cell, Tissue and Organ Culture, 2014, 116, 163-174. 2.3 24

Hypovirulence of the Phytopathogenic Fungus Botryosphaeria dothidea: Association with a
Coinfecting Chrysovirus and a Partitivirus. Journal of Virology, 2014, 88, 7517-7527.

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. 3.6 48

Impact of tree training system, branch type and position in the canopy on the ripening homogeneity of
€ AbbA© FAO©tela€™ pear fruit. Tree Genetics and Genomes, 2014, 10, 1477-1488.

High-density genetic linkage map construction and identification of fruit-related QTLs in pear using 48 171
SNP and SSR markers. Journal of Experimental Botany, 2014, 65, 5771-5781. :

Phylogeny and evolutionary histories of Pyrus L. revealed by phylogenetic trees and networks based

on data from multiple DNA sequences. Molecular Phylogenetics and Evolution, 2014, 80, 54-65.




37

39

41

43

45

47

49

51

53

CITATION REPORT

ARTICLE IF CITATIONS

Genomics and Functional Genomics of Winter Low Temperature Tolerance in Temperate Fruit Crops. 5.7 18
Critical Reviews in Plant Sciences, 2014, 33, 125-140. )

Analysis of 41 plant genomes supports a wave of successful genome duplications in association with

the Cretaceousa€“Paleogene boundary. Genome Research, 2014, 24, 1334-1347.

Transcriptional control of fleshy fruit development and ripening. Journal of Experimental Botany,

2014, 65, 4527-4541. 4.8 296

Characterization of the lipoxygenase (LOX) gene family in the Chinese white pear (Pyrus) Tj ETQql 1 0.784314 rgBJ gOverloci{glO Tf 3

Comparative population genomics reveals the domestication history of the peach, Prunus persica, and

human influences on perennial fruit crops. Genome Biology, 2014, 15, 415. 8.8 134

Genetic mapping of polygenic scab (Venturia pirina) resistance in an interspecific pear family.
Molecular Breeding, 2014, 34,2179-2189.

Investment in plant research and development bears fruit in China. Plant Cell Reports, 2014, 33, 541-550. 5.6 7

F1 hybrid of cultivated apple (MalusAA—Adomestica) and European pear (Pyrus communis) with fertile F2
offspring. Molecular Breeding, 2014, 34, 817-828.

Development of genic SSR markers from transcriptome sequencing of pear buds. Journal of Zhejiang

University: Science B, 2014, 15, 303-312. 28 23

Transcriptome-based single nucleotide polymorphism markers for genome mapping in Japanese pear
(Pyrus pyrifolia Nakai). Tree Genetics and Genomes, 2014, 10, 853-863.

Comparative transcriptome analysis of eggplant (Solanum melongena L.) and turkey berry (Solanum) Tj ETQqO O 0 5gBT /Oveglgch 10Tf

Genomics of Erwinia amylovora and Related Erwinia Species Associated with Pome Fruit Trees. , 2014, ,
1-36.

Dissection of the Octoploid Strawberry Genome by Deep Sequencing of the Genomes of Fragaria 3.4 201
Species. DNA Research, 2014, 21, 169-181. .

Identification and characterization of Colletotrichum fructicola causing black spots on young fruits
related to bitter rot of pear (Pyrus bretschneideri Rehd.) in China. Crop Protection, 2014, 58, 41-48.

Proteomic analysis of &€ Zaosua€™ pear (Pyrus bretschneideri Rehd.) and its early-maturing bud sport. Plant
Science, 2014, 224, 120-135.

The Brassica oleracea genome reveals the asymmetrical evolution of polyploid genomes. Nature
Communications, 2014, 5, 3930.

The bright side of transposons in crop evolution. Briefings in Functional Genomics, 2014, 13, 276-295. 2.7 106

Understanding development and ripening of fruit crops in an &€ omicsa€™ era. Horticulture Research, 2014,

1, 14034.




55

58

60

62

64

66

68

70

72

CITATION REPORT

ARTICLE IF CITATIONS

Biological and Molecular Characterization of Five <i>Phomopsis</i> Species Associated with Pear 14 40
Shoot Canker in China. Plant Disease, 2015, 99, 1704-1712. )

Genome-wide Annotation and Comparative Analysis of Long Terminal Repeat Retrotransposons

between Pear Species of P. bretschneideri and P. Communis. Scientific Reports, 2015, 5, 17644.

Genes Encoding Aluminuma€Activated Malate Transporter Il and their Association with Fruit Acidity in

Apple. Plant Genome, 2015, 8, eplantgenome2015.03.0016. 2.8 55

An integrated database of wood-formation related genes in plants. Scientific Reports, 2015, 5, 11422.

Sequencing of plant genomes 4€“ a review. Turk Tarim Ve Ormancilik Dergisi/Turkish Journal of

Agriculture and Forestry, 2015, 39, 361-376. 2.1 20

A dense SNP genetic map constructed using restriction site-associated DNA sequencing enables
detection of QTLs controlling apple fruit quality. BMC Genomics, 2015, 16, 747.

Transcriptome sequencing and analysis of major genes involved in calcium signaling pathways in pear

plants (Pyrus calleryana Decne.). BMC Genomics, 2015, 16, 738. 2.8 19

Developing expressed sequence tag libraries and the discovery of simple sequence repeat markers for
two species of raspberry (Rubus L.). BMC Plant Biology, 2015, 15, 258.

MnTEdb, a collective resource for mulberry transposable elements. Database: the Journal of

Biological Databases and Curation, 2015, 2015, . 3.0 25

A transcriptome approach towards understanding the development of ripening capacity in 4€ Bartletta€™
pears (Pyrus communis L.). BMC Genomics, 2015, 16, 762.

Identification and characterization of microRNAs from in vitro-grown pear shoots infected with
Apple stem grooving virus in response to high temperature using small RNA sequencing. BMC 2.8 22
Genomics, 2015, 16, 945.

De novo assembly, functional annotation, and marker development of Asian pear (Pyrus pyrifolia) fruit
transcriptome through massively parallel sequencing. Genetics and Molecular Research, 2015, 14,
18344-18355.

Genome-Wide Analysis of Sorbitol Dehydrogenase (SDH) Genes and Their Differential Expression in
Two Sand Pear (Pyrus pyrifolia) Fruits. International Journal of Molecular Sciences, 2015, 16, 4.1 16
13065-13083.

A Zinc-Dependent Protease AMZ-tk from a Thermophilic Archaeon is a New Member of the
Archaemetzincin Protein Family. Frontiers in Microbiology, 2015, 6, 1380.

Genome-Wide Characterization of Simple Sequence Repeat (SSR) Loci in Chinese Jujube and Jujube SSR

Primer Transferability. PLoS ONE, 2015, 10, e0127812. 2:5 48

Metabolic Profiling of Developing Pear Fruits Reveals Dynamic Variation in Primary and Secondary
Metabolites, Including Plant Hormones. PLoS ONE, 2015, 10, e0131408.

Candidate Resistant Genes of Sand Pear (Pyrus pyrifolia Nakai) to Alternaria alternata Revealed by 95 21
Transcriptome Sequencing. PLoS ONE, 2015, 10, e0135046. :

PyMYB10 and PyMYB10.1 Interact with bHLH to Enhance Anthocyanin Accumulation in Pears. PLoS ONE,

2015, 10, e0142112.




74

76

78

80

82

84

86

88

90

CITATION REPORT

ARTICLE IF CITATIONS
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, 3.6 53

2015, 6, 795.

Next Generation Sequencing Technologies: The Doorway to the Unexplored Genomics of Non-Model

Plants. Frontiers in Plant Science, 2015, 6, 1074.

Whole Genome Sequencing of Fruit Tree Species. Advances in Botanical Research, 2015, , 1-37. 11 13

Karyotype and Gene Order Evolution from Reconstructed Extinct Ancestors Highlight Contrasts in
Genome Plasticity of Modern Rosid Crops. Genome Biology and Evolution, 2015, 7, 735-749.

Quality assessment of pear juice under ultrasound and commercial pasteurization processing 5.9 197
conditions. LWT - Food Science and Technology, 2015, 64, 452-458. :

Genome-wide identification and characterization of R2R3-MYB transcription factors in pear. Scientia
Horticulturae, 2015, 197, 176-182.

Genome-wide analysis of WRKY transcription factors in white pear (Pyrus bretschneideri) reveals

evolution and patterns under drought stress. BMC Genomics, 2015, 16, 1104. 2.8 76

Next-Generation Sequencing (NGS) Tools and Impact in Plant Breeding. , 2015, , 563-612.

Construction of a SNP-based high-density genetic map for pummelo using RAD sequencing. Tree

Genetics and Genomes, 2015, 11, 1. 1.6 46

Systematic selection and validation of apﬁropriate reference genes for gene expression studies by
quantitative real-time PCR in pear. Acta Physiologiae Plantarum, 2015, 37, 1.

Proteome analysis of pear reveals key genes associated with fruit development and quality. Planta, 3.9 42
2015, 241, 1363-1379. )

Species-specific duplications driving the recent expansion of NBS-LRR genes in five Rosaceae species.
BMC Genomics, 2015, 16, 77.

Progress, challenges and the future of crop genomes. Current Opinion in Plant Biology, 2015, 24, 71-81. 7.1 197

Recent Advances in Genetics and Molecular Control of Bud Dormancy in Pipfruits. , 2015, , 107-122.

Acceleration of Forest and Fruit Tree Domestication by Genomic Selection. Advances in Botanical 11 16
Research, 2015, , 93-124. :

Genome-Wide Function, Evolutionary Characterization and Expression Analysis of Sugar Transporter
Family Genes in Pear (<i>Pyrus bretschneideri</i>Rehd). Plant and Cell Physiology, 2015, 56, 1721-1737.

Evaluation of new IRAP markers of pear and their potential application in differentiating bud sports

and other Rosaceae species. Tree Genetics and Genomes, 2015, 11, 1. L6 9

Columnar apple primary roots share some features of the columnar-specific gene expression profile

of aerial plant parts as evidenced by RNA-Seq analysis. BMC Plant Biology, 2015, 15, 34.




92

94

96

98

100

102

104

106

108

CITATION REPORT

ARTICLE IF CITATIONS
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, 3.6 138

12.

Identification and testing of reference genes for gene expression analysis in pollen of Pyrus

bretschneideri. Scientia Horticulturae, 2015, 190, 43-56.

Extreme expansion of NBS-encoding genes in Rosaceae. BMC Genetics, 2015, 16, 48. 2.7 84

Identification of differentially expressed genes using digital gene expression profiles in Pyrus
pyrifolia Nakai cv. Hosui bud release following early defoliation. Tree Genetics and Genomes, 2015, 11, 1.

A standard nomenclature for gene designation in the Rosaceae. Tree Genetics and Genomes, 2015, 11, 1. 1.6 17

DNA Sequencing, Other Omics and Synthetic Biology. , 2015, , 125-140.

An RNA-Seq analysis of the pear (Pyrus communis L.) transcriptome, with a focus on genes associated 9.3 20
with dwarf. Plant Gene, 2015, 4, 69-77. ’

High resolution physical mapping of single gene fragments on pachytene chromosome 4 and 7 of Rosa.
BMC Genetics, 2015, 16, 74.

Physiological and Molecular Regulation of Adventitious Root Formation. Critical Reviews in Plant 57 -
Sciences, 2015, 34, 506-521. :

Homologues of potato chromosome 5 show variable collinearity in the euchromatin, but dramatic
absence of sequence similarity in the pericentromeric heterochromatin. BMC Genomics, 2015, 16, 374.

Molecular basis of angiosperm tree architecture. New Phytologist, 2015, 206, 541-556. 7.3 81

Early proteomic changes in pear (Pyrus communis L.) calli induced by co-culture on microcallus
suspension of incompatible quince (Cydonia oblonga Mill.). Scientia Horticulturae, 2015, 194, 337-343.

Genetic mapping of Cacopsylla pyri resistance in an interspecific pear (Pyrus spp.) population. Tree

Genetics and Genomes, 2015, 11, 1. L6 17

Genetic mapping and pyramiding of two new pear scab resistance QTLs. Molecular Breeding, 2015, 35, 1.

Genome-wide identification, characterization, and expression analysis of the dehydrin gene family in

Asian pear (Pyrus pyrifolia). Tree Genetics and Genomes, 2015, 11, 1. 16 17

Hybrid seedling inviability locus (HIs1) mapped on linkage group 4 of the Japanese flowering cherry,
Cerasusa€%oA—a€%oyedoensis &€ Somei-yoshinod€™. Tree Genetics and Genomes, 2015, 11, 1.

Ataste of pineapple evolution through genome sequencing. Nature Genetics, 2015, 47, 1374-1376. 21.4 5

A major QTL controlling apple skin russeting maps on the linkage group 12 of 4€ Renetta Grigia di

Torrianad€™. BMC Plant Biology, 2015, 15, 150.




110

112

114

116

118

120

122

124

126

CITATION REPORT

ARTICLE IF CITATIONS

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. 2.9 52

Genomic resources in fruit plants: an assessment of current status. Critical Reviews in

Biotechnology, 2015, 35, 438-447.

Prediction of retrotransposons and assessment of genetic variability based on developed
retrotransposon-based insertion polymorphism (RBIP) markers in Pyrus L. Molecular Genetics and 2.1 17
Genomics, 2015, 290, 225-237.

Construction of a High-Density Simple Sequence Repeat Consensus Genetic Map for Pear (Pyrus spp.).
Plant Molecular Biology Reporter, 2015, 33, 316-325.

Application of Genomic Technologies to the Breeding of Trees. Frontiers in Genetics, 2016, 7, 198. 2.3 45

Systematic Analysis of the 4-Coumarate:Coenzyme A Ligase (4CL) Related Genes and Expression
Profiling during Fruit Development in the Chinese Pear. Genes, 2016, 7, 89.

Genomics of pear and other Rosaceae fruit trees. Breeding Science, 2016, 66, 148-159. 1.9 48

Primitive Genepools of Asian Pears and Their Complex Hybrid Origins Inferred from Fluorescent
Sequence-Specific Amplification Polymorphism (SSAP) Markers Based on LTR Retrotransposons. PLoS
ONE, 2016, 11, e0149192.

MYB Transcription Factors in Chinese Pear (Pyrus bretschneideri Rehd.): Genome-Wide Identification,
Classification, and Expression Profiling during Fruit Development. Frontiers in Plant Science, 2016, 7, 3.6 143
577.

Genome-Wide Sequence Variation Identification and Floral-Associated Trait Comrarisons Based on the
Re-sequencing of the &€ Nagafu No. 28€™ and &€ Qinguana€™ Varieties of Apple (Malus domestica Borkh.).
Frontiers in Plant Science, 2016, 7, 908.

Characterization of CIPK Family in Asian Pear (Pyrus bretschneideri Rehd) and Co-expression Analysis

Related to Salt and Osmotic Stress Responses. Frontiers in Plant Science, 2016, 7, 1361. 3.6 26

Comparative Genomic Analysis of the GRF Genes in Chinese Pear (Pyrus bretschneideri Rehd), Poplar
(Populous), Grape (Vitis vinifera), Arabidopsis and Rice (Oryza sativa). Frontiers in Plant Science, 2016,
0.

bl

Structural, Evolutionary, and Functional Analysis of the Class Ill Peroxidase Gene Family in Chinese

Pear (Pyrus bretschneideri). Frontiers in Plant Science, 2016, 7, 1874. 3.6 83

Fine mapping of the gene for susceptibility to black spot disease in Japanese pear (&lt;i&gt;Pyrus) Tj ETQql 1 0.784314 rgBT ﬁ%verloc

The genome of black raspberry (<i>Rubus occidentalis</i>). Plant Journal, 2016, 87, 535-547. 5.7 111

Genome mapping of postzygotic hybrid necrosis in an interspecific pear population. Horticulture
Research, 2016, 3, 15064.

Emerging Genomics of Angiosperm Trees. Plant Genetics and Genomics: Crops and Models, 2016, , 85-99. 0.3 0

Fruit Ripening in Melon. Plant Genetics and Genomics: Crops and Models, 2016, , 345-375.




128

130

132

134

136

138

140

142

144

CITATION REPORT

ARTICLE IF CITATIONS

Structural Genomics of Angiosperm Trees: Genome Duplications, Ploidy, and Repeat Sequences. Plant 0.3 o
Genetics and Genomics: Crops and Models, 2016, , 101-120. :

Role of Genomics in Enhancing Nutrition Content of Cereals. , 2016, , 77-96.

Genome-wide analysis of the synonymous codon usage patterns in apple. Journal of Integrative

Agriculture, 2016, 15, 983-991. 35 20

Transcriptome profiling reveals differentially expressed genes associated with wizened flower bud
formation in Chinese pear (Pyrus bretschneideri Rehd.). Journal of Horticultural Science and
Biotechnology, 2016, 91, 227-235.

Development of molecular markers for genetic and physical mapping of the <i>PcDw«<[i> locus in pear

(<i>Pyrus communis</[i> L.). Journal of Horticultural Science and Biotechnology, 2016, 91, 299-307. 1.9 7

F-box genes: Genome-wide expansion, evolution and their contribution to pollen growth in pear
(Pyrus bretschneideri). Plant Science, 2016, 253, 164-175.

Evolution and expression patterns of cytokinin oxidase genes in Fragaria vesca. Scientia 3.6 12
Horticulturae, 2016, 212, 115-125. ’

Mono- and sesquiterpene release from tomato ( Solanum lycopersicum ) leaves upon mild and severe
heat stress and through recovery: From gene expression to emission responses. Environmental and
Experimental Botany, 2016, 132, 1-15.

Construction of a high-density SNP genetic map in flue-cured tobacco based on SLAF-seq. Molecular

Breeding, 2016, 36, 1. 21 a4

Volatile profiling of two pear genotypes with different potential for white pear aroma improvement.
Scientia Horticulturae, 2016, 209, 221-228.

The role of Ca 2+ and Ca 2+ channels in the gametophytic self-incompatibility of Pyrus pyrifolia. Cell o4 15
Calcium, 2016, 60, 299-308. ’

Identification of russet-associated microRNAs in the exocarp of a Dangshansuli pear mutant (Pyrus) Tj ETQq1 1 0.784314 rgBT [Overls

Evolution of Rosaceae Fruit Types Based on Nuclear Phylogeny in the Context of Geological Times and

Genome Duplication. Molecular Biology and Evolution, 2017, 34, msw242. 8.9 200

Characterization of virus-derived small interfering RNAs in Apple stem grooving virus-infected in
vitro-cultured Pyrus pyrifolia shoot tips in response to high temperature treatment. Virology Journal,
2016, 13, 166.

Polygenic inheritance of resistance to Cacopsylla pyri in a Pyrus communis A— P. ussuriensis progeny is

explained by three QTLs involving an epistatic interaction. Tree Genetics and Genomes, 2016, 12, 1. L6 7

Evolutionary and Expression Analysis Provides Evidence for the Plant Glutamate-like Receptors Family
is Involved in Woody Growth-related Function. Scientific Reports, 2016, 6, 32013.

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. 3.3 59

The walnut (<i>Juglans regia</i>) genome sequence reveals diversity in genes coding for the

biosynthesis of nona€structural polyphenols. Plant Journal, 2016, 87, 507-532.




CITATION REPORT

# ARTICLE IF CITATIONS

A QTL detected in an interspecific pear iopulation confers stable fire blight resistance across

146 different environments and genetic backgrounds. Molecular Breeding, 2016, 36, 1.

2.1 25

Small RNA and PARE sequencing in flower bud reveal the involvement of sRNAs in endodormancy

release of Japanese pear (Pyrus pyrifolia 'Kosui'). BMC Genomics, 2016, 17, 230.

Genome-wide identification and comparative analysis of the cation proton antiporters family in pear

148 and four other Rosaceae species. Molecular Genetics and Genomics, 2016, 291, 1727-1742.

2.1 32

Advances in Genetic Diversity Analysis in Fruit Tree Crops. Progress in Botany Fortschritte Der
Botanik, 2016, , 245-264.

Overexpression of sucrose transporter gene PbSUT2 from Pyrus bretschneideri, enhances sucrose

150 content in Solanum lycopersicum fruit. Plant Physiology and Biochemistry, 2016, 105, 150-161.

5.8 38

Transcriptome profiling reveals the candidate genes associated with aroma metabolites and emission
of pear (Pyrus ussuriensis cv.). Scientia Horticulturae, 2016, 206, 33-42.

Landscape and evolutionary dynamics of terminal repeat retrotransposons in miniature in plant

152 genomes. Genome Biology, 2016, 17, 7.

8.8 50

Evolution of plant genome architecture. Genome Biology, 2016, 17, 37.

Isolation and characterization of putative functional long terminal repeat retrotransposons in the

154 pyrus genome. Mobile DNA, 2016, 7, 1.

3.6 25

Quantitative Proteomics-Based Reconstruction and Identification of Metabolic Pathways and
Membrane Transport Proteins Related to Sugar Accumulation in Developing Fruits of Pear (<i>Pyrus) Tj ETQq1 1 0.384314 rgBT |Ove

Cloning, localization and expression analysis of two fw2.2-like genes in small- and large-fruited pear

156 species. Journal of Integrative Agriculture, 2016, 15, 282-294.

3.5 16

Molecular characterization of pear 14-3-3b gene regulated during fruit development. Canadian Journal
of Plant Science, 2016, 96, 433-438.

15  Genome-Wide Identification, Evolution and Functional Divergence of MYB Transcription Factors in 31 89
Chinese White Pear (<i>Pyrus bretschneideri</i>). Plant and Cell Physiology, 2016, 57, 824-847. )

Involvement of<i>EARLY BUD-BREAK<[i>, an AP2[ERF Transcription Factor Gene, in Bud Break in Japanese
Pear (<i>Pyrus pyrifolia</i>NaRai) Lateral Flower Buds: Expression, Histone Modifications and Possible
Target Genes. Plant and Cell Physiology, 2016, 57, 1038-1047.

Molecular characterization and expression pattern of sorbitol transporter gene<i>PbSOT2<[i>in Pear

160 (<i>Pyrus bretschneideri</i>Rehd.) fruit. Canadian Journal of Plant Science, 2016, 96, 128-137.

0.9 11

The Genome of the Model Moss Physcomitrella patens. Advances in Botanical Research, 2016, 78, 97-140.

Characterization of DNA methyltransferase and demethylase genes in Fragaria vesca. Molecular

162 Genetics and Genomics, 2016, 291, 1333-1345. 21 37

Two MYB transcription factors regulate flavonoid biosynthesis in pear fruit (<i>Pyrus) Tj ETQql 1 0.784314 rgBT /O¥§rlock 1015506

10



164

166

168

170

172

174

176

178

180

11

CITATION REPORT

ARTICLE IF CITATIONS

Maternal inheritance has impact on organic acid content in progeny of pear (Pyrus spp.) fruit. 12 23
Euphytica, 2016, 209, 305-321. )

Gene-expression profile of developing pollen tube of Pyrus bretschneideri. Gene Expression Patterns,

2016, 20, 11-21.

Dormancy-associated MADS-box genes and microRNAs jointly control dormancy transition in pear

(<i>Pyrus pyrifolia</i>white pear group) flower bud. Journal of Experimental Botany, 2016, 67, 239-257. 48 170

Construction of a high—densitygenetic linkage map in pear (Pyrus communisA—Pyrus pyrifolia nakai)
using SSRs and SNPs developed by SLAF-seq. Scientia Horticulturae, 2017, 218, 198-204.

Genetic variation and population structure of &ceZanglid€spear landraces in Tibet revealed by SSR

markers. Tree Genetics and Genomes, 2017, 13, 1. L6 7

Novel Insights into Tree Biology and Genome Evolution as Revealed Through Genomics. Annual Review
of Plant Biology, 2017, 68, 457-483.

Diversification of Rosaceae since the Late Cretaceous based on plastid phylogenomics. New 73 278
Phytologist, 2017, 214, 1355-1367. :

Phylogenetic analysis of 25 plant species representing 19 angiosperm families and one gymnosperm
family based on 390 orthologous genes. Plant Systematics and Evolution, 2017, 303, 413-417.

Genotyping-by-sequencing of pear (Pyrus spp.) accessions unravels novel patterns of genetic diversity

and selection footprints. Horticulture Research, 2017, 4, 17015. 6.3 56

Evolution, expression analysis, and functional verification of Catharanthus roseus RLK1-like kinase
(CrRLK1L) family proteins in pear (Pyrus bretchneideri). Genomics, 2017, 109, 290-301.

Integrated high-densi‘?/ consensus genetic map of<i>Pyrus</i>and anchoring of the 4€ Bartlett&€™ v1.0 3.4 28
(<i>Pyrus communis</i>) genome. DNA Research, 2017, 24, dsw063. :

Nashi or Williams pear fruits? Use of volatile organic compounds, physicochemical parameters, and
sensory evaluation to understand the consumerd€™s preference. European Food Research and
Technology, 2017, 243, 1917-1931.

Dormancy-Associated MADS-Box (DAM) and the Abscisic Acid Pathway Regulate Pear Endodormancy 31 99
Through a Feedback Mechanism. Plant and Cell Physiology, 2017, 58, 1378-1390. )

Potassium enhances the sugar assimilation in leaves and fruit by regulating the expression of key
genes involved in sugar metabolism of Asian pears. Plant Growth Regulation, 2017, 83, 287-300.

The genome sequence of sweet cherry (Prunus avium) for use in genomics-assisted breeding. DNA 3.4 19
Research, 2017, 24, 499-508. :

Genome-wide sequencing of longan (Dimocarpus longan Lour.) provides insights into molecular basis
of its polyphenol-rich characteristics. GigaScience, 2017, 6, 1-14.

Comprehensive analysis of differentially expressed genes under salt stress in pear (Pyrus betulaefolia) 3.4 13
using RNA-Seq. Plant Growth Regulation, 2017, 82, 409-420. :

A New Insight into the Evolution and Functional Divergence of SWEET Transporters in Chinese White

Pear (Pyrus bretschneideri). Plant and Cell Physiology, 2017, 58, 839-850.




182

184

186

188

190

192

194

196

198

12

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis of bagging-treated red Chinese sand pear peels reveals light-responsive

pathway functions in anthocyanin accumulation. Scientific Reports, 2017, 7, 63. 3.3 67

Differential gene expression analysis of & Chilid€™ (Pyrus bretschneideri) fruit pericarp with two types of

bagging treatments. Horticulture Research, 2017, 4, 17005.

Comparative transcriptome analysis of Ziziphus jujuba infected by jujube witches&€™ broom

phytoplasmas. Scientia Horticulturae, 2017, 226, 50-58. 3.6 21

Interval mapping for red/green skin color in Asian pears using a modified QTL-seq method.
Horticulture Research, 2017, 4, 17053.

GClobal Identification, Classification, and Expression Analysis of MAPKKK genes: Functional
Characterization of MdRaf5 Reveals Evolution and Drought-Responsive Profile in Apple. Scientific 3.3 21
Reports, 2017, 7, 13511.

Breeding Avenues in Fruit Crops for Imparting Resistance Against Insect Pests. , 2017, , 289-322.

Identification and expression patterns of alcohol dehydrogenase genes involving in ester volatile

biosynthesis in pear fruit. Journal of Integrative Agriculture, 2017, 16, 1742-1750. 3.5 14

Differential expression analysis of genes related to graft union healing in Pyrus ussuriensis Maxim by
cDNA-AFLP. Scientia Horticulturae, 2017, 225, 700-706.

Mapé€based cloning of the pear gene <i><scp>MYB«</scp>114«<[i> identifies an interaction with other
transcription factors to coordinately regulate fruit anthocyanin biosynthesis. Plant Journal, 2017, 92, 5.7 279
437-451.

The high&€quality genome of <i>Brassica napus</i> cultivar &€ <scp>ZS</scp>114€™ reveals the introgression
history in semia€winter morphotype. Plant Journal, 2017, 92, 452-468.

Pearl millet genome sequence provides a resource to improve agronomic traits in arid environments. 17.5 356
Nature Biotechnology, 2017, 35, 969-976. :

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

Genome re-sequencing reveals the history of apple and supports a two-stage model for fruit

enlargement. Nature Communications, 2017, 8, 249. 12.8 286

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

Characterization and analysis of <i>CCR</[i> and <i>CAD«<[i> gene families at the whole-genome level
for lignin synthesis of stone cells in pear (<i>Pyrus bretschneideri</i>) fruit. Biology Open, 2017, 6, 1.2 71
1602-1613.

PbCOLS is a clock-regulated flowering time repressor in pear. Tree Genetics and Genomes, 2017, 13, 1.

Construction of high efficiency regeneration and transformation systems of Pyrus ussuriensis 23 15
Maxim. Plant Cell, Tissue and Organ Culture, 2017, 131, 139-150. :

High-quality de novo assembly of the apple genome and methylome dynamics of early fruit

development. Nature Genetics, 2017, 49, 1099-1106.




200

202

205

207

209

211

213

2156

217

13

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide identification and expression analysis of the lipoxygenase gene family during peach fruit

ripening under different postharvest treatments. Acta Physiologiae Plantarum, 2017, 39, 1. 21 22

Draft Genome Sequence of Mentha longifolia and Development of Resources for Mint Cultivar

Improvement. Molecular Plant, 2017, 10, 323-339.

Genome-wide analysis and characterization of molecular evolution of the HCT gene family in pear

(Pyrus bretschneideri). Plant Systematics and Evolution, 2017, 303, 71-90. 0.9 23

Development of high-throughput microsatellite markers for Korean pears using next generation
sequencing. Acta Horticulturae, 2017, , 279-282.

Response of miR156-SPL Module during the Red Peel Coloration of Bagging-Treated Chinese Sand Pear

(Pyrus pyrifolia Nakai). Frontiers in Physiology, 2017, 8, 550. 2.8 &

Comparative Transcriptomic Analysis Reveals That Ethylene/[H202-Mediated Hypersensitive Response
and Programmed Cell Death Determine the Compatible Interaction of Sand Pear and Alternaria
alternata. Frontiers in Plant Science, 2017, 8, 195.

Two Highly Similar Poplar Paleo-subgenomes Suggest an Autotetraploid Ancestor of Salicaceae 2.6 20
Plants. Frontiers in Plant Science, 2017, 08, 571. ’

Characterization and Phylogenetic Analysis of Ancient Italian Landraces of Pear. Frontiers in Plant
Science, 2017, 8, 751.

Transcriptome Analysis of Differentially Expressed Genes Induced by Low and High Potassium Levels

Provides Insight into Fruit Sugar Metabolism of Pear. Frontiers in Plant Science, 2017, 8, 938. 3.6 87

PLC-Mediated Signaling Pathway in Pollen Tubes Regulates the Gametophytic Self-incompatibility of
Pyrus Species. Frontiers in Plant Science, 2017, 8, 1164.

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

Genome-Wide Analysis Suggests the Relaxed Purifying Selection Affect the Evolution of WOX Genes in
Pyrus bretschneideri, Prunus persica, Prunus mume, and Fragaria vesca. Frontiers in Genetics, 2017, 8,
78.

The Effect of Different Pollination on the Expression of Dangshan Su Pear MicroRNA. BioMed 19 13
Research International, 2017, 2017, 1-18. )

Comparative transcriptomic analysis reveals a series of single nucleotide polymorphism between red-
and white-fleshed loquats (Eriobotrya japonica). Czech Journal of Genetics and Plant Breeding, 2017,
53, 97-106.

Plant secondary metabolites and its dynamical systems of induction in response to environmental

factors: A review. African Journal of Agricultural Research Vol Pp, 2017, 12, 71-84. 0.5 61

Identification, classification, and transcription profiles of the B-type response regulator family in
pear. PLoS ONE, 2017, 12, e0171523.

Comparison of the transcriptomic analysis between two Chinese white pear (Pyrus bretschneideri) Tj ETQq0 0 O rg%TJOverlogB 10 Tf 50

B-BOX genes: genome-wide identification, evolution and their contribution to pollen growth in pear

(Pyrus bretschneideri Rehd.). BMC Plant Biology, 2017, 17, 156.




219

221

223

225

227

229

231

233

235

14

CITATION REPORT

ARTICLE IF CITATIONS

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. 3.6 2

Characterization and Expression Profiling Analysis of Calmodulin Genes in Response to Salt and

Osmotic Stresses in Pear (Pyrus bretschneideriRehd.) and in Comparison withArabidopsis. BioMed
Research International, 2017, 2017, 1-13.

Expansion and evolutionary patterns of cysteine-rich peptides in plants. BMC Genomics, 2017, 18, 610. 2.8 18

Overview of Next-generation Sequencing Platforms Used in Published Draft Plant Genomes in Light of
Genotypization of Immortelle Plant (Helichrysium Arenarium). Medicinski Arhiv = Medical Archives =
Archives De MA©decine, 2017, 71, 288.

Potassium Influences Expression of Key Genes Involved in Sorbitol Metabolism and Its Assimilation in 51 15
Pear Leaf and Fruit. Journal of Plant Growth Regulation, 2018, 37, 883-895. :

Genome-wide identification, characterization, and expression analyses of the HAK/KUP/KT potassium
transporter gene family reveals their involvement in K+ deficient and abiotic stress responses in pear
rootstock seedlings. Plant Growth Regulation, 2018, 85, 187-198.

Systematic analysis and comparison of the PHD-Finger gene family in Chinese pear (Pyrus) Tj ETQQO O O rgBT [Overlock 10 Tf 50 507 Td
3.5 21
519-531.

Phylogenetic and expression analysis of protein disulfide isomerase unravels good reference genes
for gene expression studies in pear and peach fruits. Canadian Journal of Plant Science, 2018, 98,
1045-1057.

Genome Re-Sequencing of Diverse Sweet Cherrr (Prunus avium) Individuals Reveals a Modifier Gene
ilit

Mutation Conferring Pollen-Part Self-Compatibility. Plant and Cell Physiology, 2018, 59, 1265-1275. 3.1 87

Chromosome-scale scaffolding of the black raspberry (Rubus occidentalis L.) genome based on
chromatin interaction data. Horticulture Research, 2018, 5, 8.

Genomic Selection. Population Genomics, 2018, , 427-480. 0.5 4

QTLs for susceptibility to Stemphylium vesicarium in pear. Molecular Breeding, 2018, 38, 1.

Evolutionary diversification of galactinol synthases in Rosaceae: adaptive roles of galactinol and

raffinose during apple bud dormancy. Journal of Experimental Botany, 2018, 69, 1247-1259. 48 33

The unique evolutionary pattern of the Hydroxyproline-rich glycoproteins superfamily in Chinese
white pear (Pyrus bretschneideri). BMC Plant Biology, 2018, 18, 36.

The mining and evolutionary investigation of AP2/ERF genes in pear (Pyrus). BMC Plant Biology, 2018, 18, 3.6 a1
46. ’

Genome-wide identification and comparative analysis of the superoxide dismutase gene family in pear
and their functions during fruit ripening. Postharvest Biology and Technology, 2018, 143, 68-77.

The genetic architecture of floral traits in the woody plant Prunus mume. Nature Communications,
2018, 9, 1702. 12.8 73

Phosphatidic Acid Counteracts S-RNase Signaling in Pollen by Stabilizing the Actin Cytoskeleton. Plant

Cell, 2018, 30, 1023-1039.




237

239

241

243

245

247

249

251

253

15

CITATION REPORT

ARTICLE IF CITATIONS

Deep sequencing-based characterization of transcriptome of Pyrus ussuriensis in response to cold 9.9 30
stress. Gene, 2018, 661, 109-118. :

Genome-wide survey and analysis of the TIFY gene family and its potential role in anthocyanin

synthesis in Chinese sand pear (Pyrus pyrifolia). Tree Genetics and Genomes, 2018, 14, 1.

Phylogeny relationship among commercial and wild pear species based on morphological

characteristics and SCoT molecular markers. Scientia Horticulturae, 2018, 235, 323-333. 3.6 25

The blue light signal transduction pathway is involved in anthocyanin accumulation in &€ Red Zaosua€™
pear. Planta, 2018, 248, 37-48.

Genome-wide identification, phylogenetic analysis, and expression profiling of the BBX family genes in

pear. Journal of Horticultural Science and Biotechnology, 2018, 93, 37-50. 19 24

Phylogenetic and expression analysis of the magnesium transporter family in pear, and functional
verification of<i>PbrMGT7<[i>in pear pollen. Journal of Horticultural Science and Biotechnology,
2018, 93, 51-63.

Genome structure of Rosa multiflora, a wild ancestor of cultivated roses. DNA Research, 2018, 25,
113-121. 3.4 70

<i>In silico</i> and expression analysis of the tonoplast monosaccharide transporter (TMT) gene
family in <i>Pyrus bretschneideri</i>. Journal of Horticultural Science and Biotechnology, 2018, 93,
366-376.

Characterisation of the whole-genome wide hexokinase gene family unravels the functional
divergence in pear (Pyrus bretschneideri Rehd.). Journal of Horticultural Science and Biotechnology, 1.9 6
2018, 93, 244-254.

Transcriptome analysis unravels an ethylene response factor involved in regulating fruit ripening in 5.9 56
pear. Physiologia Plantarum, 2018, 163, 124-135. :

A new insight into the evolution and functional divergence of <i>FRK<[i> genes in <i>Pyrus
bretschneideri</i>. Royal Society Open Science, 2018, 5, 171463.

ATMT transformation efficiencies with native promoters in Botryosphaeria kuwatsukai causing ring

rot disease in pear. World Journal of Microbiology and Biotechnology, 2018, 34, 179. 3.6 1

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

Chromosome level high-density integrated genetic maps improve the Pyrus bretschneideri 0.8 34
a€ DangshanSulia€™ v1.0 genome. BMC Genomics, 2018, 19, 833. :

Leveraging Transcriptome Data for Enhanced Gene Expression Analysis in Apple. Journal of the
American Society for Horticultural Science, 2018, 143, 333-346.

Characterization and expression of the ABC family (G group) in &€ Dangshansulid€™ pear (Pyrus) Tj ETQq0 0 0 rgB] AOverlocge 10 Tf 50

Genome-Wide Characterization of DNA Demethylase Genes and Their Association with Salt Response in

Pyrus. Genes, 2018, 9, 398.




255

257

259

261

263

265

267

269

271

16

CITATION REPORT

ARTICLE IF CITATIONS

Genome wide identification and predicted functional analyses of NAC transcription factors in Asian p 36
pears. BMC Plant Biology, 2018, 18, 214. )

Genome-wide Identification, Classification, Molecular Evolution and Expression Analysis of Malate

Dehydrogenases in Apple. International Journal of Molecular Sciences, 2018, 19, 3312.

Retrospective and perspective of plant epigenetics in China. Journal of Genetics and Genomics, 2018, 45, 3.9 45
621-638. ’

Dynamic transcriptome analysis of root nitrate starvation and re-supply provides insights into
nitrogen metabolism in pear (Pyrus bretschneideri). Plant Science, 2018, 277, 322-333.

Was%Base: a genomic resource for the interactions among parasitic wasps, insect hosts and plants.

Database: the Journal of Biological Databases and Curation, 2018, 2018, 1-9. 3.0 3

Draft genome sequence of wild Prunus yedoensis reveals massive inter-specific hybridization between
sympatric flowering cherries. Genome Biology, 2018, 19, 127.

Postharvest metabolomic changes in <i>Pyrus ussuriensis</i> Maxim. wild accession 4€ Zaoshu Shanlid€™. 05 14
Journal of Separation Science, 2018, 41, 4001-4013. :

Genome-Wide Identification and Functional Prediction of Novel Drought-Responsive IncRNAs in Pyrus
betulifolia. Genes, 2018, 9, 311.

Identification of QTLs Associated with Conversion of Sucrose to Hexose in Mature Fruit of Japanese

Pear. Plant Molecular Biology Reporter, 2018, 36, 643-652. 1.8 12

High-resolution genetic linkage map of European pear (Pyrus communis) and QTL fine-mapping of
vegetative budbreak time. BMC Plant Biology, 2018, 18, 175.

Transcriptome sequencing analysis of two different genotypes of Asian pear reveals potential

drought stress genes. Tree Genetics and Genomes, 2018, 14, 1. L6 9

Identification of transposons near predicted IncRNA and mRNA pools of Prunus mume usinF an
integrative transposable element database constructed from Rosaceae plant genomes. Molecular
Genetics and Genomics, 2018, 293, 1301-1316.

Genome-wide identification and expression analysis of the <i>OSCA<[i> gene family in <i>Pyrus 0.9 19
bretschneideri</i>. Canadian Journal of Plant Science, 2018, 98, 918-929. :

Draft genome sequence of Taiwanese pear (Pyrus pyrifolia). Data in Brief, 2018, 19, 1871-1873.

Identification of miRNAs involved in calyx persistence in Korla fragrant pear (Pyrus sinkiangensis Yu)

by high-throughput sequencing. Scientia Horticulturae, 2018, 240, 344-353. 3.6 o

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.

Genome-Wide anal?/sis of aluminum-activated malate transporter family genes in six rosaceae species,
and expression analysis and functional characterization on malate accumulation in Chinese white 3.6 26
pear. Plant Science, 2018, 274, 451-465.

Horizontal transfers of LTR retrotransposons in seven species of Rosales. Genome, 2018, 61, 587-594.




CITATION REPORT

# ARTICLE IF CITATIONS

Isolation and Characterization of AGAMOUS-Like Genes Associated With Double-Flower

273 Morphogenesis in Kerria japonica (Rosaceae). Frontiers in Plant Science, 2018, 9, 959.

3.6 23

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 ETQql 1 0.784314rgBT /Ovadock 1(

Combined Analyses of Chloroplast DNA Haplotypes and Microsatellite Markers Reveal New Insights
275  Into the Origin and Dissemination Route of Cultivated Pears Native to East Asia. Frontiers in Plant 3.6 18
Science, 2018, 9, 591.

Quince (Cydonia oblonga Mill.) Breeding. , 2018, , 277-304.

Characterizing the expression of translation elongation factordgene EF1i+ in pear (Pyrus) fruit:

277 evaluation of EF1i+ as a housekeeping gene. Tree Genetics and Genomes, 2018, 14, 1.

1.6 2

Diversification and independent domestication of Asian and European pears. Genome Biology, 2018, 19,
77.

Identification and comparative analysis of the MCU gene family in pear and its functions during fruit

279 ripening. Journal of Plant Physiology, 2018, 229, 53-62.

3.5 6

Woody Ornamentals of the Temperate Zone. Handbook of Plant Breeding, 2018, , 803-887.

281  Cherry Breeding: Sweet Cherry (Prunus avium L.) and Sour Cherry (Prunus cerasus L.)., 2018, , 31-88. 2

Pear (Pyrus spp.) Breeding. , 2018, , 131-163.

Characterization of the Genes Involved in Malic Acid Metabolism from Pear Fruit and Their Expression
283  Profile after Postharvest 1-MCP/Ethrel Treatment. Journal of Agricultural and Food Chemistry, 2018, 5.2 25
66, 8772-8782.

Genome-Wide Analysis Characterization and Evolution of SBP Genes in Fragaria vesca, Pyrus
bretschneideri, Prunus persica and Prunus mume. Frontiers in Genetics, 2018, 9, 64.

Molecular Characterization, Evolution, and Expression Profiling of the Dirigent (DIR) Family Genes in

285 Chinese White Pear (Pyrus bretschneideri). Frontiers in Genetics, 2018, 9, 136.

2.3 39

Draft genome sequence of Japanese pear (Pyrus pyrifolia). Data in Brief, 2018, 19, 2221-2223.

Genome Wide Identification, Evolutionary, and Expression Analysis of VQ Genes from Two Pyrus

287 Species. Genes, 2018, 9, 224

2.4 16

Abscisic Acid (ABA ) Promotes the Induction and Maintenance of Pear (Pyrus pyrifolia White Pear) Tj ETQq1 1 0.784314 rgBTJg)verlo

The Sucrose Synthase Gene Family in Chinese Pear (Pyrus bretschneideri Rehd.): Structure, Expression,

289 and Evolution. Molecules, 2018, 23, 1144. 3.8 47

Comparative and Expression Analysis of Ubiquitin Conjugating Domain-Containing Genes in Two Pyrus

Species. Cells, 2018, 7, 77.

17



291

293

295

297

299

301

303

305

307

18

CITATION REPORT

ARTICLE IF CITATIONS

Identification and characterization of circRNAs in Pyrus betulifolia Bunge under drought stress. PLoS 05 2
ONE, 2018, 13, e0200692. ’

Genome-wide characterization of simple sequence repeats in Pyrus bretschneideri and their

application in an analysis of genetic diversity in pear. BMC Genomics, 2018, 19, 473.

Transcriptome analyses provide new possible mechanisms of aroma ester weakening of &€ Nanguod€™ pear

after cold storage. Scientia Horticulturae, 2018, 237, 247-256. 3.6 29

Comparative Analysis of Transcriptomes to Identify Genes Associated with Fruit Size in the Early Stage
of Fruit Development in Pyrus pyrifolia. International Journal of Molecular Sciences, 2018, 19, 2342.

The genetic locus underlying red foliage and fruit skin traits is mapped to the same location in the

two pear bud mutants &€ Red Zaosua€™ and &€ Max Red Bartlettd€™. Hereditas, 2018, 155, 25. L4 9

PbGLR3.3 Regulates Pollen Tube Growth in the Mediation of Ca2+ Influx in Pyrus bretschneideri.
Journal of Plant Biology, 2018, 61, 217-226.

Selection and validation of suitable reference genes for qRT-PCR analysis in pear leaf tissues under 05 9
distinct training systems. PLoS ONE, 2018, 13, e0202472. :

Quantitative trait loci (QTL) mapping of blush skin and flowering time in a European pear (Pyrus) Tj ETQq1 1 0.784314 rgBT /g)verloc

Network analysis reveals the co-expression of sugar and aroma genes in the Chinese white pear (Pyrus) Tj ETQq0 0 9 ;gBT /O\gerloch 10°

Genome-wide identification, evolution, and expression analysis of the<i>KT/HAK/KUP< [i>family in pear.
Genome, 2018, 61, 755-765.

Sequence and Analysis of the Black Raspberry (Rubus occidentalis) Genome. Compendium of Plant 05 3
Genomes, 2018, , 185-197. :

Expansion and evolutionary patterns of GDSL-type esteraseslipases in Rosaceae genomes. Functional
and Integrative Genomics, 2018, 18, 673-684.

Genome survey sequencing of Dioscorea zingiberensis. Genome, 2018, 61, 567-574. 2.0 18

Genomic Resources for the Woodland Strawberry (Fragaria vesca). Compendium of Plant Genomes,
2018, , 25-33.

The effect of bagging on ascorbate in Pyrus fruit. New Zealand Journal of Crop and Horticultural 13 4
Science, 2019, 47, 19-31. :

<i>PbrmiR397a<[i> regulates lignification during stone cell development in pear fruit. Plant
Biotechnology Journal, 2019, 17, 103-117.

Genome-wide identification and analysis of the MADS-box gene family and its potential role in fruit

development and ripening in red bayberry (Morella rubra). Gene, 2019, 717, 144045. 2.2 13

Identification of miRNAs involved in fruit ripening by deep sequencing of Olea europaea L.

transcriptome. PLoS ONE, 2019, 14, e0221460.




309

311

313

315

317

319

321

323

325

19

CITATION REPORT

ARTICLE IF CITATIONS

Linkage Mapping in Pear. Compendium of Plant Genomes, 2019, , 103-112. 0.5 2

Transcriptomic and Gas Chromatographya€“Mass Spectrometry Metabolomic Profiling Analysis of the

Epidermis Provides Insights into Cuticular Wax Regulation in Developing &€ Yuluxiangd€™ Pear Fruit.
Journal of Agricultural and Food Chemistry, 2019, 67, 8319-8331.

Differential retention of transposable element-derived sequences in outcrossing Arabidopsis 3.6 2
genomes. Mobile DNA, 2019, 10, 30. :

Reconstruction of Ancestral Chromosomes of the Family Rosaceae. Compendium of Plant Genomes,
2019, , 149-161.

Molecular Characterization, DNA Finger Printing, and Genomics in Horticultural Crops. , 2019, , 1
595-618.

Genetics and Breeding of Pear. Compendium of Plant Genomes, 2019, , 63-101.

Repetitive Sequences in Pear. Compendium of Plant Genomes, 2019, , 145-152. 0.5 0

Regulatory Sequences of Pear. Compendium of Plant Genomes, 2019, , 153-177.

Botany and Taxonomy of Pear. Compendium of Plant Genomes, 2019, , 1-33. 0.5 3

Functional Genomics. Compendium of Plant Genomes, 2019, , 265-277.

Whole-Genome Duplications in Pear and Apple. Compendium of Plant Genomes, 2019, , 279-299. 0.5 11

Genetic Diversity and Domestication History in Pyrus. Compendium of Plant Genomes, 2019, , 51-62.

Marker-trait associations and genomic predictions of interspecific pear (Pyrus) fruit characteristics. 3.3 38
Scientific Reports, 2019, 9, 9072. :

Stone Cell Development in Pear. Compendium of Plant Genomes, 2019, , 201-225.

Genetics, Genomics, and Breeding for Fire Blight Resistance in Pear. Compendium of Plant Genomes, 0.5 6
2019, , 243-264. :

Molecular Mapping of Major Genes and QTLs in Pear. Compendium of Plant Genomes, 2019, , 113-131.

The Genome of Pear. Compendium of Plant Genomes, 2019, , 133-143. 0.5 1

PbrPCCP1 mediates the PbrTTS1 signaling to control pollen tube growth in pear. Plant Science, 2019,

289, 110244.




327

329

331

333

335

337

339

341

343

20

CITATION REPORT

ARTICLE IF CITATIONS

Genome sequences of horticultural plants: past, present, and future. Horticulture Research, 2019, 6, 6.3 108
112. :

Genetic relationships and population structure of pears (Pyrus spp.) assessed with genome-wide SNPs

detected by genotyping-by-sequencing. Horticulture Environment and Biotechnology, 2019, 60, 945-953.

Evolutionary Rate Heterogeneity and Functional Divergence of Orthologous Genes in Pyrus. 4.0 10
Biomolecules, 2019, 9, 490. :

Auxin regulates adventitious root formation in tomato cuttings. BMC Plant Biology, 2019, 19, 435.

Single-pollen-cell sequencing for gamete-based phased diploid genome assembly in plants. Genome 5.5 28
Research, 2019, 29, 1889-1899. :

<i>Colletotrichumc«[i> species associated with anthracnose of <i>Pyrus<[i> spp. in China. Persoonia:
Molecular Phylogeny and Evolution of Fungi, 2019, 42, 1-35.

Integrated genetic linkage maps for Korean pears (Pyrus hybrid) using GBS-based SNPs and SSRs.

Horticulture Environment and Biotechnology, 2019, 60, 779-786. 21 o

MYB Gene Family in Potato (Solanum tuberosum L.): Genome-Wide Identification of
Hormone-Responsive Reveals Their Potential Functions in Growth and Development. International
Journal of Molecular Sciences, 2019, 20, 4847.

Integrative Analysis of the Core Fruit Lignification Toolbox in Pear Reveals Targets for Fruit Quality

Bioengineering. Biomolecules, 2019, 9, 504. 4.0 28

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.

PbrMYB169 positively regulates lignification of stone cells in pear fruit. Journal of Experimental 48 73
Botany, 2019, 70, 1801-1814. )

Efficient Targeted Mutagenesis in Apple and First Time Edition of Pear Using the CRISPR-Cas9 System.
Frontiers in Plant Science, 2019, 10, 40.

Origins of the Apple: The Role of Megafaunal Mutualism in the Domestication of Malus and Rosaceous

Trees. Frontiers in Plant Science, 2019, 10, 617. 3.6 65

Screening for quantitative real-time PCR reference genes with high stable expression using the
mRNA-sequencing data for pear. Tree Genetics and Genomes, 2019, 15, 1.

In Silico Genome-Wide Analysis of the Pear (Pyrus bretschneideri) KNOX Family and the Functional
Characterization of PbKNOX1, an Arabidopsis BREVIPEDICELLUS Orthologue Gene, Involved in Cell Wall 2.3 28
and Lignin Biosynthesis. Frontiers in Genetics, 2019, 10, 632.

Sequencing of a Wild Apple (<i>Malus baccata</i>) Genome Unravels the Differences Between
Cultivated and Wild Apple Species Regarding Disease Resistance and Cold Tolerance. G3: Genes,
Genomes, Genetics, 2019, 9, 2051-2060.

Genome Size Variation within Species of Chinese Jujube (Ziziphus jujuba Mill.) and Its Wild Ancestor

Sour Jujube (Z. acidojujuba Cheng et Liu). Forests, 2019, 10, 460. 2.1 14

In Silico Genome-Wide Analysis of Respiratory Burst Oxidase Homolog (RBOH) Family Genes in Five

Fruit-Producing Trees, and Potential Functional Analysis on Lignification of Stone Cells in Chinese
White Pear. Cells, 2019, 8, 520.




345

347

349

351

3563

355

357

359

361

21

CITATION REPORT

ARTICLE IF CITATIONS

Advances in genomic, transcriptomic, proteomic, and metabolomic approaches to study biotic stress in

fruit crops. Critical Reviews in Biotechnology, 2019, 39, 680-692. 9.0 32

Development of a highly efficient Axiom4,,¢ 70 K SNP array for Pyrus and evaluation for high-density

mapping and germplasm characterization. BMC Genomics, 2019, 20, 331.

Genome-wide analyses and expression patterns under abiotic stress of NAC transcription factors in

white pear (Pyrus bretschneideri). BMC Plant Biology, 2019, 19, 161. 3.6 4

Genome-wide identification, expression and functional analysis of the phosphofructokinase gene
family in Chinese white pear (Pyrus bretschneideri). Gene, 2019, 702, 133-142.

Phylogenetic and Expression Analysis of Mn-CDF Transporters in Pear (Pyrus bretschneideri Rehd.). 18 °
Plant Molecular Biology Reporter, 2019, 37, 98-110. :

Validation of SNP markers for fruit quality and disease resistance loci in apple (Malus A— domestica) Tj ETQq1 1 0.784314 rgBJ [Over

Insight on Rosaceae Family with Genome Sequencing and Functional Genomics Perspective. BioMed 19 21
Research International, 2019, 2019, 1-12. )

Fine-mapping and validation of the genomic region underpinning pear red skin colour. Horticulture
Researcn, 2019, 6, 29.

Unbiased subgenome evolution following a recent whole-genome duplication in pear (Pyrus) Tj ETQqO O O rgBT /ng@och 10 J£50 4227

Identifying Genome-Wide Sequence Variations and Candidate Genes Implicated in Self-Incompatibility by
Resequencing Fragaria viridis. International Journal of Molecular Sciences, 2019, 20, 1039.

Comparative Transcriptomic Analysis Provides Insight into the Domestication and Improvement of Pear

(<i>P. pyrifolia/i>) Fruit. Plant Physiology, 2019, 180, 435-452. 48 33

Construction of a high-density linkage map for bronze loquat using RAD-Seq. Scientia Horticulturae,
2019, 251, 59-64.

BBX16, a Ba€box protein, positively regulates lightd€induced anthocyanin accumulation by activating 8.3 184
<i>MYB10«/i> in red pear. Plant Biotechnology Journal, 2019, 17, 1985-1997. )

Transcriptome sequencing of Himalayan Raspberry (Rubus ellipticus) and development of simple
sequence repeat markers. 3 Biotech, 2019, 9, 161.

Gene duplication and evolution in recurring polyploidizationa€“diploidization cycles in plants. Genome 8.8 549
Biology, 2019, 20, 38. .

Metacaspase gene family in Rosaceae genomes: Comparative genomic analysis and their expression
during pear pollen tube and fruit development. PLoS ONE, 2019, 14, e0211635.

Genome-Wide Identification and Analysis of High-Copy-Number LTR Retrotransposons in Asian Pears. o4 4
Genes, 2019, 10, 156. .

Family-1 UDP glycosyltransferases in pear (Pyrus bretschneideri): Molecular identification,

phylogenomic characterization and expression profiling during stone cell formation. Molecular
Biology Reports, 2019, 46, 2153-2175.




363

365

367

369

371

373

375

377

379

22

CITATION REPORT

ARTICLE IF CITATIONS

PbCOP1.1 Contributes to the Negative Regulation of Anthocyanin Biosynthesis in Pear. Plants, 2019, 8, a5 2
39. :

Phylogenetic and Expression Analyses of With-No-Lysine Kinase Genes Reveal Novel Gene Family

Diversity in Fruit Trees. Horticultural Plant Journal, 2019, 5, 47-58.

Evolution and functional divergence of MADS-box genes in Pyrus. Scientific Reports, 2019, 9, 1266. 3.3 15

Comprehensive genome-wide analysis of the pear (Pyrus bretschneideri) laccase gene (PbLAC) family
and functional identification of PbLAC1 involved in lignin biosynthesis. PLoS ONE, 2019, 14, e0210892.

Tung Tree (Vernicia fordii) Genome Provides A Resource for Understanding Genome Evolution and

Improved Oil Production. Genomics, Proteomics and Bioinformatics, 2019, 17, 558-575. 6.9 43

Genome-Wide Identification and Characterization of ABC Transporters in Nine Rosaceae Species
Identifying MdABCG28 as a Possible CytoRinin Transporter linked to Dwarfing. International Journal
of Molecular Sciences, 2019, 20, 5783.

Pseudo-chromosome&€“length genome assembly of a double haploid 4€ceBartlettd€-pear (Pyrus communis L.). 6.4 76
GigaScience, 2019, 8, . .

Genotyping-by-sequencing approaches using optimized two-enzyme combinations in Asian pears (Pyrus) Tj ETQq1 } 0.784314 rgBT

A de novo genome assembly of the dwarfing pear rootstock Zhongai 1. Scientific Data, 2019, 6, 281. 5.3 28

Genome-wide analysis of polygalacturonase gene family from pear genome and identification of the
member involved in pear softening. BMC Plant Biology, 2019, 19, 587.

TRANSNAP: a web database providing comprehensive information on Japanese pear transcriptome. 2.3 10
Scientific Reports, 2019, 9, 18922. ’

Knockout of the S-acyltransferase Gene, PbPAT14, Confers the Dwarf Yellowing Phenotype in First
Generation Pear by ABA Accumulation. International Journal of Molecular Sciences, 2019, 20, 6347.

Transcriptome analysis and metabolic profiling reveal the key role of T+-linolenic acid in dormancy

regulation of European pear. Journal of Experimental Botany, 2019, 70, 1017-1031. 48 27

Decoding systems biology of plant stress for sustainable agriculture development and optimized food
production. Progress in Biophysics and Molecular Biology, 2019, 145, 19-39.

Transcriptomic and evolutionary analyses of white pear (Pyrus bretschneideri) 2-amylase genes reveals

their importance for cold and drought stress responses. Gene, 2019, 689, 102-113. 2.2 22

Molecular identification, phylogenomic characterization and expression patterns analysis of the LIM
(LIN-11, Isl1 and MEC-3 domains) gene family in pear (Pyrus bretschneideri) reveal its potential role in
lignin metabolism. Gene, 2019, 686, 237-249.

Transcriptomic analysis of bagging-treated &€ Pingguod€™ pear shows that MYB4-likel, MYB4-like2, MYB1R1
and WDR involved in anthocyanin biosynthesis are up-regulated in fruit peels in response to light. 3.6 22
Scientia Horticulturae, 2019, 244, 428-434.

Characterization of Dof family in Pyrus bretschneideri and role of PbDof9.2 in flowering time

regulation. Genomics, 2020, 112, 712-720.




381

383

385

387

389

391

393

395

397

23

CITATION REPORT

ARTICLE IF CITATIONS

A sticky situation: honeydew of the pear psylla disrupts feeding by its predator <i>Orius sauteri</i>. 3.4 19
Pest Management Science, 2020, 76, 75-84. .

Identification and functional characterization of SOC1-like genes in Pyrus bretschneideri. Genomics,

2020, 112, 1622-1632.

Investigations into the production of volatile compounds in Korla fragrant pears (Pyrus) Tj ETQQ0 O O rgBT /Overlocggo Tf 50,862 Td (si

<i>De novoc<[i> assembly of a wild pear (<i>Pyrus betuleafolia</i>) genome. Plant Biotechnology
Journal, 2020, 18, 581-595.

Genomeda€wide analysis of coding and nona€eoding RNA reveals a conserved miR1644€«i>NAC«<[i> regulatory

pathway for fruit ripening. New Phytologist, 2020, 225, 1618-1634. 73 86

Ethylene mediates the branching of the jasmonatea€induced flavonoid biosynthesis pathway by
suppressing anthocyanin biosynthesis in red Chinese pear fruits. Plant Biotechnology Journal, 2020,
18, 1223-1240.

Transcriptome analysis of watercore in Pyrus pyrifolia by comparing pairs of susceptible and resistant p 10
F1 sibs. Scientia Horticulturae, 2020, 264, 109136. ’

Genome-wide comparative analysis of the BAHD superfamily in seven Rosaceae species and expression
analysis in pear (Pyrus bretschneideri). BMC Plant Biology, 2020, 20, 14.

Genome wide identification and functional characterization of strawberry pectin methylesterases 3.6 a1
related to fruit softening. BMC Plant Biology, 2020, 20, 13. )

RNA-Seq analysis of compatible and incompatible styles of Pyrus species at the beginning of
pollination. Plant Molecular Biology, 2020, 102, 287-306.

Epigenetic patterns within the haplotype phased fig (<i>Ficus carica</i> L.) genome. Plant Journal, 2020, 5.7 43
102, 600-614. )

Genetic and ploidy diversity of pear (Pyrus spp.) germplasm of Friuli Venezia Giulia, Italy. Genetic
Resources and Crop Evolution, 2020, 67, 83-96.

Cloning and functional characterization of two cinnamate 4-hydroxylase genes from Pyrus 5.8 19
bretschneideri. Plant Physiology and Biochemistry, 2020, 156, 135-145. )

Characteristics and Expression Analyses of Trehalose-6-Phosphate Synthase Family in Prunus mume
Reveal Genes Involved in Trehalose Biosynthesis and Drought Response. Biomolecules, 2020, 10, 1358.

Genome-wide identification and expression analysis of the MYB transcription factor in Japanese plum 9.9 25
(Prunus salicina). Genomics, 2020, 112, 4875-4886. :

A new species of Malus in China, Malus shizongensis Liu sp. nov. Journal of Integrative Agriculture,
2020, 19, 2451-2457.

Construction of high-resolution genetic linkage map in pear pseudo-BC1 ((Pyrus pyrifoliad€%o.A—a€%oP.) Tj ETQQO O O rgBT [Overlock 1
2.1 7
61, 745-753.

Transcriptome Analysis of Low- and High-Sucrose Pear Cultivars Identifies Key Regulators of Sucrose

Biosynthesis in Fruits. Plant and Cell Physiology, 2020, 61, 1493-1506.



399

401

403

405

407

409

411

413

415

24

CITATION REPORT

ARTICLE IF CITATIONS

Fruit Breeding in Regard to Color and Seed Hardness: A Genomic View from Pomegranate. Agronomy, 3.0 9
2020, 10, 991. :

Characterization of the pectin methyl-esterase gene family and its function in controlling pollen tube

growth in pear (Pyrus bretschneideri). Genomics, 2020, 112, 2467-2477.

Contrasting genetic variation and positive selection followed the divergence of NBS-encoding genes

in Asian and European pears. BMC Genomics, 2020, 21, 809. 2.8 7

The Peptide PbrPSK2 From Phytosulfokine Family Induces Reactive Oxygen Species (ROS) Production to
Regulate Pear Pollen Tube Growth. Frontiers in Plant Science, 2020, 11, 601993.

Advances in Genomic, Transcriptomic, and Metabolomic Analyses of Fruit Quality in Fruit Crops.

Horticultural Plant Journal, 2020, 6, 361-371. 5.0 33

Genome-wide survey of sucrose non-fermenting 1-related protein kinase 2 in Rosaceae and expression
analysis of PbrSnRK2 in response to ABA stress. BMC Genomics, 2020, 21, 781.

Genome-wide characterization of the cellulose synthase gene superfamily in Pyrus bretschneideri and
reveal its potential role in stone cell formation. Functional and Integrative Genomics, 2020, 20, 3.5 13
723-738.

Reconstruction of the Largest Pedigree Network for Pear Cultivars and Evaluation of the Genetic
Diversity of the USDA-ARS National<i>Pyrus</i>Collection. G3: Genes, Genomes, Genetics, 2020, 10,
3285-3297.

Characterization and Comparison of Two Complete Plastomes of Rosaceae Species (Potentilla dickinsii) Tj ETQq0 O O rgBT /Overlock 10
4.1 14
Molecular Sciences, 2020, 21, 4933.

Comprehensive genomic analysis of the RNase T2 gene family in Rosaceae and expression analysis in
Pyrus bretschneideri. Plant Systematics and Evolution, 2020, 306, 1.

Gene structure, evolution and expression analysis of the P-ATPase gene family in Chinese pear (Pyrus) Tj ETQq0 O 04gBT IOveﬂ)ch 10Tf

Light-Induced Basic/Helix-Loop-Helix64 Enhances Anthocyanin Biosynthesis and Undergoes
CONSTITUTIVELY PHOTOMORPHOGENIC1-Mediated Degradation in Pear. Plant Physiology, 2020, 184,
1684-1701.

PbrPOE21 inhibits pear pollen tube growth in vitro by altering apical reactive oxygen species content. 3.9 3
Planta, 2020, 252, 43. :

Mining and evolution analysis of lateral organ boundaries domain (LBD) genes in Chinese white pear
(Pyrus bretschneideri). BMC Genomics, 2020, 21, 644.

Genome-wide identification of lysin motif containing protein family genes in eight rosaceae species,
and expression analysis in response to pathogenic fungus Botryosphaeria dothidea in Chinese white 2.8 9
pear. BMC Genomics, 2020, 21, 612.

Advances in cultivar and rootstock breeding: a case study in peach. Acta Horticulturae, 2020, , 1-8.

RosBREED: bridging the chasm between discovery and application to enable DNA-informed breeding in

rosaceous crops. Horticulture Research, 2020, 7, 177. 63 34

Multiomics analyses unveil the involvement of microRNAs in pear fruit senescence under high- or

low-temperature conditions. Horticulture Research, 2020, 7, 196.




417

419

421

423

425

427

429

431

433

25

CITATION REPORT

ARTICLE IF CITATIONS

Chromosome-level draft genome of a diploid plum (<i>Prunus salicina</i>). GigaScience, 2020, 9, . 6.4 39

Genome-Wide Identification of the Vacuolar H+-ATPase Gene Family in Five Rosaceae Species and

Expression Analysis in Pear (Pyrus bretschneideri). Plants, 2020, 9, 1661.

Comparative physiological and transcriptomic analysis of pear leaves under distinct training systems.

Scientific Reports, 2020, 10, 18892. 3.3 >

Pearprocess: A new phenotypic tool for stone cell trait evaluation in pear fruit. Journal of Integrative
Agriculture, 2020, 19, 1625-1634.

Genome-wide identification and comparative analysis of the ADH gene family in Chinese white pear

(Pyrus bretschneideri) and other Rosaceae species. Genomics, 2020, 112, 3484-3496. 2.9 20

Comparing the efficiency of conventional and novel methods of virus elimination using molecular
techniques. European Journal of Plant Pathology, 2020, 157, 887-897.

Genome-wide analysis of the U-box E3 ubiquitin ligase enzyme gene family in tomato. Scientific Reports, 3.3 40
2020, 10, 9581. :

Genome-wide identification and validation of optimal reference genes for gene expression
normalization in pear peel. Plant Growth Regulation, 2020, 92, 249-261.

Phglogenetic and Expression Analyses of Cullin Family Members Unveil the Role of PbCUL1.C1 in Pollen

ube Growth Underlying Non-self S-RNase in Pear. Plant Molecular Biology Reporter, 2020, 38, 601-612. 18 0

Genome-wide identification and testing of superior reference genes for transcript normalization
during analyses of flesh development in Asian pear cultivars. Scientia Horticulturae, 2020, 271, 109459.

Overexpression of sugar transporter gene PbOSWEET4 of pear causes sugar reduce and early

senescence in leaves. Gene, 2020, 743, 144582. 2.2 27

Comparative transcriptome analyses of fruit development among pears, peaches, and strawberries
provide new insights into single sigmoid patterns. BMC Plant Biology, 2020, 20, 108.

Molecular karﬁotypes of loquat (Eriobotrya japonica) aneuploids can be detected by using SSR markers
t

combined with quantitative PCR irrespective of heterozygosity. Plant Methods, 2020, 16, 22. 43 o

Expression and evolutionary analysis of soluble inorganic pyrophosphatase gene family in pear and
four other Rosaceae species. Plant Systematics and Evolution, 2020, 306, 1

A high-quality genome provides insights into the new taxonomic status and genomic characteristics

Cladopus chinensis (Podostemaceae). Horticulture Research, 2020, 7, 46. 63 1

Characterization of the Auxin Efflux Transporter PIN Proteins in Pear. Plants, 2020, 9, 349.

REVEILLE Transcription Factors Contribute to the nghttime Accumulation of Anthocyanins in 4€Red
Zaosud€™ (Pyrus Bretschneideri Rehd.) Pear Fruit Skin. International Journal of Molecular Sciences, 2020, 4.1 14
21,1634.

A Chinese White Pear (Pyrus bretschneideri) BZR Gene PbBZR1 Act as a Transcriptional Repressor of

Lignin Biosynthetic Genes in Fruits. Frontiers in Plant Science, 2020, 11, 1087.




435

437

439

441

443

445

447

449

451

26

CITATION REPORT

ARTICLE IF CITATIONS

Transcriptome analysis reveals the regulation of metabolic processes during the post-harvest cold 9.9 °
storage of pear. Genomics, 2020, 112, 3933-3942. :

Characterization and Expression of KT/HAK/KUP Transporter Family Genes in Willow under Potassium

Deficiency, Drought, and Salt Stresses. BioMed Research International, 2020, 2020, 1-12.

SPLs-mediated flowering regulation and hormone biosynthesis and signaling accompany juvenile-adult

phase transition in Pyrus. Scientia Horticulturae, 2020, 272, 109584. 3.6 7

PbGA200x2 Regulates Fruit Set and Induces Parthenocarpy by Enhancing GA4 Content. Frontiers in
Plant Science, 2020, 11, 113.

Identification of key genes related to seedlessness by genome-wide detection of structural variation

and transcriptome analysis in &€ Shijiwuhea€™ pear. Gene, 2020, 738, 144480. 2.2 2

Histone Acetylation at the Promoter for the Transcription Factor PUWRKY31 Affects Sucrose
Accumulation in Pear Fruit. Plant Physiology, 2020, 182, 2035-2046.

EjFRI, FRIGIDA (FRI) Ortholog from Eriobotrya japonica, Delays Flowering in Arabidopsis. International a1 8
Journal of Molecular Sciences, 2020, 21, 1087. ’

Genome size and chromosome ploidr identification in pear germplasm represented by Asian pears -
Local pear varieties. Scientia Horticulturae, 2020, 265, 109202.

B-box Proteins in Arachis duranensis: Genome-Wide Characterization and Expression Profiles Analysis.

Agronomy, 2020, 10, 23. 3.0 18

Analysis of Fruit Lignin Content, Composition, and Linkage Types in Pear Cultivars and Related Species.
Journal of Agricultural and Food Chemistry, 2020, 68, 2493-2505.

Effects of Metaxenia on Stone Cell Formation in Pear (Pyrus bretschneideri) Based on Transcriptomic

Analysis and Functional Characterization of the Lignin-Related Gene PbC4H2. Forests, 2020, 11, 53. 21 6

A constitutive and drought-responsive mRNA undergoes long-distance transport in pear (Pyrus) Tj ETQql 1 0.7843 14rgBT /O2v5erloc|2

Comparison of multiple algorithms to reliably detect structural variants in pears. BMC Genomics, 0.8 15
2020, 21, 61. ’

Physiological and transcriptomic analysis of &€ Whangkeumbaea€™ pear core browning during
low-temperature storage. Gene Expression Patterns, 2020, 36, 119113.

Genome-wide DNA polymorphisms in four Actinidia arguta genotypes based on whole-genome

re-sequencing. PLoS ONE, 2020, 15, €0219884. 2.5 3

Application of miRNA in fruit quality improvement. , 2020, , 469-491.

Genome-wide analysis of long noncoding RNAs affecting floral bud dormancy in pears in response to

cold stress. Tree Physiology, 2021, 41, 771-790. 3.1 20

Physiological and transcriptional responses of Alternaria alternata induced abnormal leaf

senescence in Pyrus pyrifolia. Scientia Horticulturae, 2021, 277, 109786.




454

456

458

460

462

464

466

468

470

27

CITATION REPORT

ARTICLE IF CITATIONS

Genomic analyses of diverse wild and cultivated accessions provide insights into the evolutionary

history of jujube. Plant Biotechnology Journal, 2021, 19, 517-531. 8.3 4

Insights into the origin and evolution of plant sigma factors. Journal of Systematics and Evolution,

2021, 59, 326-340.

Identification and characterization of the strawberry KT/HAK/KUP transporter gene family in response

to K+ deficiency. Acta Physiologiae Plantarum, 2021, 43, 1. 21 7

Genetic and Physical Mapping of the Apple Genome. Compendium of Plant Genomes, 2021, , 131-168.

Haplotype structure analysis of a locus associated with fruit skin type on chromosome 8 in Japanese

pear. Tree Genetics and Genomes, 2021, 17, 1. L6 7

RECENT ADVANCES IN THE REGULATION OF CLIMACTERIC FRUIT RIPENING: HORMONE, TRANSCRIPTION
FACTOR AND EPIGENETIC MODIFICATIONS. Frontiers of Agricultural Science and Engineering, 2021, .

Advancements in High-Throughput Omics-Technologies for Understanding the Biology of Neglected o
and Underutilized Crops. , 2021, , 203-236.

Comparative genomic analysis of superoxide dismutase (SOD) genes in three Rosaceae species and
expression analysis in Pyrus bretschneideri. Physiology and Molecular Biology of Plants, 2021, 27,
39-52.

Homozygosity Mapping Reveals Population History and Trait Architecture in Self-lncompatible Pear 3.6 ;
(Pyrus spp.). Frontiers in Plant Science, 2020, 11, 590846. :

Genome structure variation analyses of peach reveal population dynamics and a 1.67&€%o.Mb causal
inversion for fruit shape. Genome Biology, 2021, 22, 13.

DNA Markers and Molecular Breeding in Pear and Other Rosaceae Fruit Trees. Horticulture Journal, 0.8 6
2021, 90, 1-13. :

Development of an SSR marker set for efficient selection for resistance to black spot disease in pear
breeding. Breeding Science, 2021, 71, 240-252.

The Apple Genome and Epigenome. Compendium of Plant Genomes, 2021, , 169-187. 0.5 3

Transcriptome survey and expression analysis reveals the adaptive mechanism of &€™Yulu Xiangad€™ Pear in
response to long-term drought stress. PLoS ONE, 2021, 16, €0246070.

Quantitative proteomic analysis of pear (Pyrus pyrifolia cv. &€ceHosui&€) flesh provides novel insights

about development and quality characteristics of fruit. Planta, 2021, 253, 69. 3.2 5

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

Genome-wide identification of PbrbHLH family genes, and expression analysis in response to drought

and cold stresses in pear (Pyrus bretschneideri). BMC Plant Biology, 2021, 21, 86. 3.6 39

Genome-wide characterization of PEBP family genes in nine Rosaceae tree species and their expression

analysis in P. mume. Bmc Ecology and Evolution, 2021, 21, 32.




472

474

476

478

480

482

484

486

489

28

CITATION REPORT

ARTICLE IF CITATIONS

Adaptive evolution driving the young duplications in six Rosaceae species. BMC Genomics, 2021, 22, 112. 2.8 5

Genome-Wide Identification and Expression Analysis of the Carotenoid Cleavage Oxygenase Gene

Family in Five Rosaceae Species. Plant Molecular Biology Reporter, 2021, 39, 739-751.

Development of insertion and deletion markers associated with pollen fertility in pears (<i>Pyrus</[i>) Tj ETQq0 0 0 BT /Overch 10Tf

Classification of Asian pears using SNPs derived from GBS. Acta Horticulturae, 2021, , 187-192.

The MIR-Domain of PbbHLH2 Is Involved in Regulation of the Anthoc?/anin Biosynthetic Pathway in 4€Red
Zaosua€«(PyrusBretschneideri Rehd.) Pear Fruit. International Journal of Molecular Sciences, 2021, 22, 4.1 9
3026.

A comparative assessment of GBS-SNPs aligned to scaffold and pseudo-chromosome level of the pear
reference genome. Acta Horticulturae, 2021, , 255-260.

An Atlas of Genomic Resources for Studying Rosaceae Fruits and Ornamentals. Frontiers in Plant p 5
Science, 2021, 12, 644881. :

Genome-wide identification and functional analysis of U-box E3 ubiquitin ligases gene family related
to drought stress response in Chinese white pear (Pyrus bretschneideri). BMC Plant Biology, 2021, 21,
235.

Identification and Characterization of the CCoOAOMT Gene Family in Apple, Chinese White Pear, and

Peach. Journal of the American Society for Horticultural Science, 2021, 146, 184-195. 1o 2

SMRT sequencing of full-length transcriptome of birch-leaf pear (Pyrus betulifolia Bunge) under
drought stress. Journal of Genetics, 2021, 100, 1.

<i>Penicilliumc</i> and <i>Talaromyces<[i> Species as Postharvest Pathogens of Pear Fruit (<i>Pyrus) Tj ETQq0 0 0 rgBT /Overgoch 10 Tf !

Comparative Genomic Analysis of TCP Genes in Six Rosaceae Species and Expression Pattern Analysis in
Pyrus bretschneideri. Frontiers in Genetics, 2021, 12, 669959.

Identification and characterization of invertase family genes reveal their roles in vacuolar sucrose

metabolism during Pyrus bretschneideri Rehd. fruit development. Genomics, 2021, 113, 1087-1097. 2.9 10

Genome-wide analyses and expression patterns under abiotic stress of LAC gene family in pear (Pyrus) Tj ETQql 1 Q784314 rgBT [Ov

Pests, diseases, and aridity have shaped the genome of Corymbia citriodora. Communications Biology,
2021, 4, 537. a4 2

Polyploidy underlies co-option and diversification of biosynthetic triterpene pathways in the apple
tribe. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, .

Characterization of the pectin methylesterase inhibitor gene family in Rosaceae and role of

PbrPMEI23/39/41 in methylesterified pectin distribution in pear pollen tube. Planta, 2021, 253, 118. 3.2 13

Secondary metabolites in the drought stress tolerance of crop plants: A review. Gene Reports, 2021,

23,101040.




491

493

495

497

500

502

504

506

508

29

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide identification, evolution and expression analysis of the FtsH gene during fruit

development in pear (Pyrus bretschneideri). Plant Biotechnology Reports, 2021, 15, 537-550. L5 4

Microsatellite Loci Reveal Genetic Diversity of Asian Callery Pear (Pyrus calleryana) in the Species

Native Range and in the North American Cultivars. Life, 2021, 11, 531.

Genome-wide comparison of the GRAS protein family in eight Rosaceae species and <i>GRAS«<[i> gene
expression analysis in Chinese white pear (<i>Pyrus bretschneideri</i> Rehder). New Zealand Journal 1.3 5
of Crop and Horticultural Science, 2022, 50, 303-325.

Detection of QTLs in a Mediterranean climate associated with fire blight necrosis length in <i>Pyrus
communis<[i> using a higha€resolution genetic linkage map. Plant Breeding, 2021, 140, 703-710.

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. 3.6 8

Construction of a High-Density Genetic Map and Identification of Leaf Trait-Related QTLs in Chinese
Bayberry (Myrica rubra). Frontiers in Plant Science, 2021, 12, 675855.

Identification and function analysis of fasciclin-like arabinogalactan protein family genes in pear

(Pyrus bretschneideri). Plant Systematics and Evolution, 2021, 307, 1. 0.9 3

Behavior of<i>Prunus persica</i>as Green and Friendly Corrosion Inhibitor for Corrosion
Protection., O, , .

The Distribution and Origins of Pyrus hopeiensis-#€ceWild Plant With Tiny Population&€.Using Whole

Genome Resequencing. Frontiers in Plant Science, 2021, 12, 668796. 3.6 3

Characterization of genes involved in pear ascorbic acid metabolism and their response to bagging
treatment during &€7Yalid€™ fruit development. Scientia Horticulturae, 2021, 285, 110178.

Relative performance of customized and universal probe sets in target enrichment: A case study in

subtribe Malinae. Applications in Plant Sciences, 2021, 9, e11442. 21 20

Transcriptome and metabolomic analysis to reveal the browning spot formation of 4€ Huangguana€™ pear.
BMC Plant Biology, 2021, 21, 321.

CAD Genes: Genome-Wide Identification, Evolution, and Their Contribution to Lignin Biosynthesis in a5
Pear (Pyrus bretschneideri). Plants, 2021, 10, 1444. ’

Genomed€wide investigation and comparative analysis of <scp>MATE</scp> gene family in Rosaceae
species and their regulatory role in abiotic stress responses in Chinese pear (<i>Pyrus) Tj ETQql 1 0.784314 rgBT |Grlock 17 Tf 50 2

Transcriptome analysis of postharvest grapes in response to Talaromyces rugulosus O1 infection.

Postharvest Biology and Technology, 2021, 178, 111542. 6.0 8

Genome-wide identification, molecular evolution, and expression divergence of the hexoRinase gene
family in apple. Journal of Integrative Agriculture, 2021, 20, 2112-2125.

Genome-wide association study of individual sugar content in fruit of Japanese pear (Pyrus spp.). BMC

Plant Biology, 2021, 21, 378. 3.6 14

The chromosome&€scale reference genome of <i>Rubus chingii</i> Hu provides insight into the

biosynthetic pathway of hydrolyzable tannins. Plant Journal, 2021, 107, 1466-1477.




510

512

514

516

518

520

522

524

526

30

CITATION REPORT

ARTICLE IF CITATIONS

Assessment of genetic diversity and variety identification based on developed retrotransposon-based
insertion polymorphism (RBIP) markers in sweet potato (lpomoea batatas (L.) Lam.). Scientific Reports, 3.3 9
2021,11,17116.

High-quality genome assembly of 'Cuiguan' pear (Pyrus pyrifolia) as a reference genome for identifying

regulatory genes and epigenetic modifications responsible for bud dormancy. Horticulture Research,
2021, 8, 197.

Chromosomeéa€scale genome assembly and population genomics provide insights into the adaptation,

domestication, and flavonoid metabolism of Chinese plum. Plant Journal, 2021, 108, 1174-1192. 57 16

Alternative splicing of the dormancy-associated MADS-box transcription factor gene PpDAML1 is
associated with flower bud dormancy in &€ Dangshansud€™ pear (Pyrus pyrifolia white pear group). Plant
Physiology and Biochemistry, 2021, 166, 1096-1108.

Mobile forms of carbon in trees: metabolism and transport. Tree Physiology, 2022, 42, 458-487. 3.1 11

A higha€quality genome assembly of <i>Jasminum sambac</i> provides insight into floral trait formation
and Oleaceae genome evolution. Molecular Ecology Resources, 2022, 22, 724-739.

Cyclic nucleotide gated channel genes (CNGCs) in Rosaceae: genome-wide annotation, evolution and

the roles on Valsa canker resistance. Plant Cell Reports, 2021, 40, 2369-2382. 5.6 10

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

A high-quality chromosome-level genome of wild <i>Rosa rugosa</i>. DNA Research, 2021, 28, . 3.4 10

Genome-wide identification and characterization of bZIP transcription factors and their expression
profile under abiotic stresses in Chinese pear (Pyrus bretschneideri). BMC Plant Biology, 2021, 21, 413.

Development of Genome-Wide Functional Markers Using Draft Genome Assembly of Guava (Psidium) Tj ETQqO 0 O rgBT /Overlock 10 Tf
3.6 8
708332.

Identification and expression analysis of the PbrMLO gene family in pear, and functional verification
of PbrMLO23. Journal of Integrative Agriculture, 2021, 20, 2410-2423.

Genome-wide investigation of Hydroxycinnamoyl CoA: Shikimate Hydroxycinnamoy! Transferase (HCT)
gene family in Carthamus tinctorius L.. Notulae Botanicae Horti Agrobotanici Cluj-Napoca, 2021, 49, 11 4
12489.

Analysis of transcriptome profiles of two Pyrus pyrifolia cultivars reveals genes associated with
stone cell development. Scientia Horticulturae, 2021, 288, 110380.

Advances in genomics and genome editing for breeding next generation of fruit and nut crops. 9.9 19
Genomics, 2021, 113, 3718-3734. ’

Establishment of efficient callus genetic transformation system for Pyrus armeniacaefolia. Scientia
Horticulturae, 2021, 289, 110429.

Insight into the regulatory network of miRNA to unravel the ripening physiology of climacteric and

non-climacteric fruits. Plant Gene, 2021, 28, 100329. 23 2

Applications of Molecular Markers in Fruit Crops for Breeding Programsa€”A Review. Phyton, 2021, 90,

17-34.




528

530

532

534

541

543

545

547

549

31

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide identification and expression analysis of the pear autophagy-related gene PbrATG8 and
functional verification of PbrATG8c in Pyrus bretschneideri Rehd. Planta, 2021, 253, 32.

3.2 10

Current approaches in horticultural crops to mitigate the effect of drought stress. , 2021, , 213-240.

Long noncoding RNAs in fruit crops. , 2021, , 225-242. 0

The Kiwifruit Genome. Compendium of Plant Genomes, 2016, , 101-114.

Systematic analysis of the OFP genes in six Rosaceae genomes and their roles in stress response in

Chinese pear (Pyrus bretschneideri). Physiology and Molecular Biology of Plants, 2020, 26, 2085-2094. 3.1 8

Acid vacuolar invertase 1 (PbrAc-Inv1) and invertase inhibitor 5 (Pbrll5) were involved in sucrose
hydrolysis during postharvest pear storage. Food Chemistry, 2020, 320, 126635.

PbMC1a/1b regulates lignification during stone cell development in pear (Pyrus bretschneideri) fruit.

Horticulture Research, 2020, 7, 59. 63 20

CPPU may induce gibberellin-independent parthenocarpy associated with PbRR9 in 4€ Dangshansud€™ pear.
Horticulture Research, 2020, 7, 68.

Developmental Mechanisms of Fleshy Fruit Diversity in Rosaceae. Annual Review of Plant Biology,

2020, 71, 547-573. 18.7 38

Gamete binning: chromosome-level and haplotype-resolved genome assembly enabled by
high-throughput single-cell sequencing of gamete genomes. Genome Biology, 2020, 21, 306.

Physical mapping of black spot disease resistance/susceptibility-related genome regions in Japanese

pear (&lIt;i&gt;Pyrus pyrifolia&lt;/i&gt;) by BAC-FISH. Breeding Science, 2016, 66, 444-449. 19 6

Plastid Genome Sequence of a Wild Woody Oil Species, Prinsepia utilis, Provides Insights into
Evolutionary and Mutational Patterns of Rosaceae Chloroplast Genomes. PLoS ONE, 2013, 8, e73946.

Exploring Candidate Genes for Pericarp Russet Pigmentation of Sand Pear (Pyrus pyrifolia) via RNA-Seq

Data in Two Genotypes Contrasting for Pericarp Color. PLoS ONE, 2014, 9, e83675. 2.5 47

The Draft Genome Sequence of European Pear (Pyrus communis L. € Bartlettd€™). PLoS ONE, 2014, 9, e92644.

Genome Survey Sequencing for the Characterization of the Genetic Background of Rosa roxburghii

Tratt and Leaf Ascorbate Metabolism Genes. PLoS ONE, 2016, 11, e0147530. 2:5 60

Identification of Differentially Expressed Genes Related to Dehydration Resistance in a Highly
Drought-Tolerant Pear, Pyrus betulaefolia, as through RNA-Seq. PLoS ONE, 2016, 11, e0149352.

Characterization and Comparison of the CPK Gene Family in the Apple (Malus A— domestica) and Other

Rosaceae Species and Its Response to Alternaria alternata Infection. PLoS ONE, 2016, 11, e0155590. 2:5 7

Recent advances in fruit crop genomics. Frontiers of Agricultural Science and Engineering, 2014, 1, 21.




CITATION REPORT

# ARTICLE IF CITATIONS
High Temperature Alters Sorbitol Metabolism in Pyrus pyrifolia Leaves and Fruit Flesh during Late

551  Stages of Fruit Enlargement. Journal of the American Society for Horticultural Science, 2013, 138, 1.0 18
443-451.

Cinnamate-4-Hydroxylase Gene Is Involved in the Step of Lignin Biosynthesis in Chinese White Pear.

Journal of the American Society for Horticultural Science, 2015, 140, 573-579.

New Strategies to Overcome Present CRISPR/Cas9 Limitations in Apple and Pear: Efficient

553 Dechimerization and Base Editing. International Journal of Molecular Sciences, 2021, 22, 319.

4.1 53

High diversity of <i>Diaporthe</[i> species associated with pear shoot canker in China. Persoonia:
Molecular Phylogeny and Evolution of Fungi, 2020, 45, 132-162.

Evaluation of Scab Resistance and Effect of Photosynthetic Rates on Fruit Characteristics among Elite

595 pegr Seedlings. Korean Journal of Environmental Agriculture, 2013, 32, 117-122.

0.4 1

Genome-wide analysis suggests high level of microsynteny and purifying selection affect the
evolution of <i>EIN3/EIL<[i> family in Rosaceae. Peer], 2017, 5, e3400.

557 Genome-wide identification of the<i>MADS-box«/i>transcription factor family in pear (<i>Pyrus) Tj ETQq0 0 0 rgBT£%verloch3]80 Tf 50 5

The complete chloroplast genome sequence of strawberry (<i>Fragaria</i>AA—A<i>ananassa</i>Duch.) and
comparison with related species of Rosaceae. Peer], 2017, 5, e3919.

Comparative genomic analysis of the IDD genes in five Rosaceae species and expression analysis in

559 Chinese white pear (<i>Pyrus bretschneideri</i>). Peer), 2019, 7, e6628.

2.0 8

Identification and comparative analysis of the <i>CIPK<[i> gene family and characterization of the cold
stress response in the woody plant <i>Prunus mumec</i>. Peer], 2019, 7, e6847.

Comparative genomic analysis of the <i>PAL<[i> genes in five Rosaceae species and functional

561 identification of Chinese white pear. Peer], 2019, 7, e8064.

2.0 16

A de novo assembly of the sweet cherry (<i>Prunus avium</i> cv. Tieton) genome using linked-read
sequencing technology. Peer], 2020, 8, e9114.

563 Genome-wide analysis of the C3H zinc finger family reveals its functions in salt stress responses of 20 16
<i>Pyrus betulaefolia</i>. Peer], 2020, 8, €9328. ’

Evolutionary history and pan-genome dynamics of strawberry ( <i>Fragaria</i> spp.). Proceedings of
the National Academy of Sciences of the United States of America, 2021, 118, .

Combining novel technologies with interdisciplinary basic research to enhance horticultural crops.

565 plant Journal, 2022, 109, 35-46. 5.7 17

Genome-wide survey of GI3 subunit gene family in eight Rosaceae and expression analysis of PbrGGs in
pear (Pyrus bretschneideri). BMC Plant Biology, 2021, 21, 471.

567 The bayberry database: a multiomic database for Myrica rubra, an important fruit tree with medicinal N ;
value. BMC Plant Biology, 2021, 21, 452. :

Watercore in Fruits. , 2015, , 127-145.

32



570

572

576

581

584

586

588

590

592

33

CITATION REPORT

ARTICLE IF CITATIONS

Genome Editing in Mice Using CRISPR/Cas9: Achievements and Prospects. Cloning & Transgenesis, 2015, o1 5
04,. :

Current Status of Knowledge and Research Perspectives in Korean Pear Genomics. Plant Breeding and

Biotechnology, 2015, 3, 323-332.

Researches of pear tree (Pyrus spp.) genomics. Journal of Plant Biotechnology, 2015, 42, 290-297. 0.4 0

Analysis of Tissue Specific Expression of <i>SOT<[i> Gene Family in White Pear. Botanical Research,
2018, 07, 496-506.

Construction of a Genetic Map using the SSR Markers Derived from &€ceWonwhanga€-of Pyrus pyrifolia. 05 5
Han'guk Yukchong Hakhoe Chi, 2018, 50, 434-441. :

Evaluation of genetic variations and phylogeny of the most popular pear (Pyrus communis L.)
cultivars in Duhok city using AFLP markers. Innovaciencia, 2018, 6, 1-10.

The Genotypes of Polymorphic Simple Sequence Repeat Loci Revealed by Whole-genome Resequencing
Data of 30 Pyrus Accessions. Journal of the American Society for Horticultural Science, 2019, 144, 1.0 3
321-328.

Genome-wide transcriptome profiling provides new insights into bud dormancy in pear. Biologia
Plantarum, 0, 64, 129-135.

Study on leaf characters and chlorophyll content of tetraploid Chinese jujube 4€ Chenguanga€™. Acta 0.2 o
Horticulturae, 2020, , 263-268. :

Genomea€‘wide characterization of the Gi+ subunit gene family in Rosaceae and expression analysis of
PbrGPAs under heat stress. Gene, 2022, 810, 146056.

Genome-Wide Identification, Characterization and Expression Profiling of Aluminum-Activated Malate

Transporters in Eriobotrya japonica Lindl.. Horticulturae, 2021, 7, 441. 2.8 13

A draft genome, resequencing, and metabolomes reveal the genetic background and molecular basis of
the nutritional and medicinal properties of loquat (Eriobotrya japonica (Thunb.) Lindl). Horticulture
Research, 2021, 8, 231.

QTL mapping and transcriptome analysis to identify genes associated with green/russet peel in Pyrus

pyrifolia. Scientia Horticulturae, 2022, 293, 110714. 3.6 7

Transcriptomic Analysis of Hardened € Sulia€™ Pear (Pyrus bretschneideri Rehd) for Identification of Key
Genes for Lignin Biosynthesis and Accumulation. Horticulturae, 2021, 7, 467.

PpMYB36 Encodes a MYB-Type Transcription Factor That Is Involved in Russet Skin Coloration in Pear 3.6 9
(Pyrus pyrifolia). Frontiers in Plant Science, 2021, 12, 776816. )

Armut A§eAYitlerinin SSR markAdrlerine gAqre genetik ASeAYitliliAYinin belirlenmesi ve Armut memeli pasA<na
(Gymnosporangium fuscum) reaksiyonlarA+. Bitki Koruma BAYV4lteni, O, , .

Sequencing Crop Genomes: A Gateway to Improve Tropical Agriculture. Tropical Life Sciences 0.0 15
Research, 2016, 27, 93-114. :

A systems genetics approach reveals PbrNSC as a regulator of lignin and cellulose biosynthesis in

stone cells of pear fruit. Genome Biology, 2021, 22, 313.




595

597

599

601

603

605

607

609

611

34

CITATION REPORT

ARTICLE IF CITATIONS

A Novel Pear Scab (Venturia nashicola) Resistance Gene, Rvn3, from Interspecific Hybrid Pear (Pyrus) Tj ETQq0 0 0 rgBT IOvergocla 10 Tf !

Genome-wide identification and co-expression analysis of GDSL genes related to suberin formation

during fruit russeting in pear. Horticultural Plant Journal, 2022, 8, 153-170.

Analysis of CcGASA family members in Citrus clementina (Hort. ex Tan.) by a genome-wide approach. 3.6 9
BMC Plant Biology, 2021, 21, 565. :

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

Anticipated Polymorphic SSRs and Their Application Based on Next Generation Sequencing of Prunus 05 1
Persica. Han'guk Yukchong Hakhoe Chi, 2021, 53, 350-360. :

Identification of bZIP transcription factors and their responses to brown spot in pear. Genetics and
Molecular Biology, 2022, 45, e20210175.

Characterization and Functional Explorations of O-glycosylation Enzymes SECRET AGENT and SPINDLY

in Pyrus bretschneideri. Journal of Plant Biology, O, , 1. 21 0

Pear genetics: Recent advances, new prospects, and a roadmap for the future. Horticulture Research,
2022, 9,.

S1-bZIP Transcription Factors Play Important Roles in the Regulation of Fruit Quality and Stress

Response. Frontiers in Plant Science, 2021, 12, 802802. 3.6 10

The CfMK1 Gene Regulates Reproduction, Appressorium Formation, and Pathogenesis in a Pear
Anthracnose-Causing Fungus. Journal of Fungi (Basel, Switzerland), 2022, 8, 77.

Perspectives and recent progress of genome-wide association studies (CWAS) in fruits. Molecular 9.3 19
Biology Reports, 2022, 49, 5341-5352. :

Morphological and Developmental Features of Stone Cells in Eriobotrya Fruits. Frontiers in Plant
Science, 2022, 13, 823993.

Overexpression of apple <i>Mal2«<[i>, a mitochondrial pyrophosphatase pump gene, leads to malic acid
accumulation and the upregulation of malate dehydrogenase in tomato and apple calli. Horticulture 6.3 10
Research, 2022, 9, .

Codon usage patterns across seven Rosales species. BMC Plant Biology, 2022, 22, 65.

Multi-Omics Analysis Reveals the Dynamic Changes of RNA N6-Methyladenosine in Pear (Pyrus) Tj ETQqO O O rgBT |Overlock 10 Tf 50 18
3.5 3
Microbiology, 2021, 12, 803512.

Genome-Wide In Silico Analysis and Expression Profiling of Phosphoenolpyruvate Carboxylase Genes
in Loquat, Apple, Peach, Strawberry and Pear. Agronomy, 2022, 12, 25.

Cryptochrome-Mediated Blue-Light Signal Contributes to Lignin Biosynthesis in Stone Cells in Pear

Fruit. SSRN Electronic Journal, O, , . 04 0

Chromosome-scale assembly and population diversity analyses provide insights into the evolution of

<i>Sapindus mukorossi</[i>. Horticulture Research, 2022, 9, .




613

615

617

619

621

623

625

627

673

35

CITATION REPORT

ARTICLE IF CITATIONS

Biochemical characterization of an alcohol dehydrogenase from Pyrus ussuriensis & Nanguolidg€™.

European Journal of Horticultural Science, 2022, 87, . 0.7 o

Genome-wide analysis of the CCT gene family in Chinese white pear (Pyrus bretschneideri Rehd.) and

characterization of PbPRR2 in response to varying light signals. BMC Plant Biology, 2022, 22, 81.

Transcriptome Analysis of the Molecular Patterns of Pear Plants Infected by Two Colletotrichum
fructicola Pathogenic Strains Causing Contrasting Sets of Leaf Symptoms. Frontiers in Plant Science, 3.6 7
2022,13,761133.

Transcriptomics analysis of field-droughted pear (<i>Pyrus spp.</i>) reveals potential drought stress
genes and metabolic pathways. Peer), 2022, 10, e12921.

Genome-wide identification and comparative analysis of the PYL gene family in eight Rosaceae species

and expression analysis of seeds germination in pear. BMC Genomics, 2022, 23, 233. 2.8 8

Whole-genome analysis of <i>CGS</i>, <i>SAHH<[i>, <i>SAMS«<[i> gene families in five Rosaceae species
and their expression analysis in <i>Pyrus bretschneideri</i>. Peer), 2022, 10, e13086.

Organization and regulation of the apple SUMOylation system under salt and ABA. Plant Physiology 5.8 5
and Biochemistry, 2022, 182, 22-35. )

Transposon insertions regulate genomea€wide alleled€specific expression and underpin flower colour
variations in apple (<i>Malus</i> spp.). Plant Biotechnology Journal, 2022, 20, 1285-1297.

Alternative splicing analysis provides insight into the domestication and improvement of pear (Pyrus) Tj ETQq0 0 O LeBT /Ovegloch 10Tf

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.

Genome-wide identification and expression analysis of the bZIP transcription factors, and functional
analysis in response to drought and cold stresses in pear (Pyrus breschneideri). BMC Plant Biology, 3.6 23
2021, 21, 583.

Deciphering Evolutionary Dynamics of WRKY | Genes in Rosaceae Species. Frontiers in Ecology and
Evolution, 2021, 9, .

Chromosome-level genome assembly and characterization of <i>Sophora Japonica</i>. DNA Research, 3.4 3
2022, 29,. :

Microsatellite Loci Reveal High Genetic Diversity, Mutation, and Migration Rates as Invasion Drivers
of Callery Pear (Pyrus calleryana) in the Southeastern United States. Frontiers in Genetics, 2022, 13,
861398.

Comparative transcriptome analysis of candidate genes involved in chlorogenic acid biosynthesis
during fruit development in three pear varieties of Xinjiang Uygur Autonomous Region. Journal of 2.8 2
Zhejiang University: Science B, 2022, 23, 345-351.

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

Study on Supergenus Rubus L.: Edible, Medicinal, and Phylogenetic Characterization. Plants, 2022, 11, a5 °
1211. )

Genomic and Bioinformatic Resources for Perennial Fruit Species. Current Genomics, 2022, 23, .




CITATION REPORT

# ARTICLE IF CITATIONS

Analysis of the 12-Glucosidase Family Reveals Genes Involved in the Lignification of Stone Cells in

675 Chinese White Pear (Pyrus bretschneideri Rehd.). Frontiers in Plant Science, 2022, 13, .

3.6 2

Cellulose accumulation mediated by <scp>PbrCSLD5</[scp>, a cellulose synthasea€like protein, results in

cessation of pollen tube growth in <i>Pyrus bretschneideri</i>. Physiologia Plantarum, 2022, 174,
e13700.

Rapid evolution of T2/S-RNase genes in Fragaria linked to multiple transitions from self-incompatibility

677 1o self-compatibility. Plant Diversity, 2023, 45, 219-228.

3.7 3

Transcriptome analysis to identify candidate genes related to chlorogenic acid biosynthesis during
development of Korla fragrant pear in Xinjiang. Food Science and Human Wellness, 2022, 11, 854-864.

Genome-wide clonal variability in European pear &€ceRochad€.using high-throughput sequencing.

679 Horticulture Research, 2022, 9, .

6.3 1

681 Unexpected Low DNA Methylation in Transposable Elements at the 54€2-CCGG Sites in Three Fruit Tree 3.0 o
Cultivars. Agronomy, 2022, 12, 1347. :

Taxonomic Uncertainty and Its Conservation Implications in Management, a Case from Pyrus hopeiensis
(Rosaceae). Diversity, 2022, 14, 417.

683  An Update on Progress and Challenges of Crop Genomes. Springer Protocols, 2022, , 1-11. 0.3 1

Construction of a high-density bin-map and identification of fruit quality-related quantitative trait
loci and functional genes in pear. Horticulture Research, 2022, 9, .

The Origin and Evolution of RNase T2 Family and Gametophytic Self-incompatibility System in Plants.

685 Genome Biology and Evolution, 2022, 14, .

2.5 5

MYB1R1 and MYC2 Regulate [%o-3 Fatty Acid Desaturase Involved in ABA-Mediated Suberization in the Russet
SRin of a Mutant of 4€ Dangshansulia€™ (Pyrus bretschneideri Rehd.). Frontiers in Plant Science, 0, 13, .

687

Integrative Analysis of the GRAS Genes From Chinese White Pear (Pyrus bretschneideri): A Critical Role
in Leaf Regeneration. Frontiers in Plant Science, 0, 13, .

689  Molecular Approaches in Conservation and Restoration of Agrobiodiversity. , 2022, , 169-216. 1

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

Comparative Genomic Analysis of SAUR Gene Family, Cloning and Functional Characterization of Two
691  Genes (PbrSAUR13 and PbrSAURS52) in Pyrus bretschneideri. International Journal of Molecular 4.1 4
Sciences, 2022, 23, 7054.

Highly efficient CRISPR systems for loss-of-function and gain-of-function research in pear calli.

Horticulture Research, 2022, 9, .

36



CITATION REPORT

# ARTICLE IF CITATIONS

Genome-Wide |dentification of MAPKK and MAPKKK Gene Family Members and Transcriptional Profiling

693 Analysis during Bud Dormancy in Pear (Pyrus x bretschneideri). Plants, 2022, 11, 1731.

3.5 2

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, .

PbUGT72A)2-Mediated Clycosylation Plays an Important Role in Lignin Formation and Stone Cell
695  Development in Pears (Pyrus bretschneideri). International Journal of Molecular Sciences, 2022, 23, 4.1 5
7893.

Comparative transcriptome analysis provides insights into the mechanism of pear dwarfing. Journal
of Integrative Agriculture, 2022, 21, 1952-1967.

Comparative genomic analysis of the<i> COBRA<[i> genes in six Rosaceae species and expression

697 analysis in Chinese white pear (<i>Pyrus bretschneideri</i>). Peer), 0, 10, e13723.

2.0 1

Integrative Analysis of the DICER-like (DCL) Genes From Peach (Prunus persica): A Critical Role in
Response to Drought Stress. Frontiers in Ecology and Evolution, 0, 10, .

Genome-wide identification and characterization of the abiotic-stress-responsive lipoxygenase gene
699  family in diploid woodland strawberry (Fragaria vesca). Journal of Integrative Agriculture, 2022, 21, 3.5 2
1982-1996.

Computational analysis of potential candidate genes involved in the cold stress response of ten
Rosaceae members. BMC Genomics, 2022, 23, .

Utilizing paralogues for phylogenetic reconstruction has the potential to increase species tree
701 support and reduce gene tree discordance in target enrichment data. Molecular Ecology Resources, 4.8 8
2022, 22,3018-3034.

Rearrangement and domestication as drivers of Rosaceae mitogenome plasticity. BMC Biology, 2022, 20,

Evaluation of the early defoliation trait and identification of resistance genes through a

703 comprehensive transcriptome analysis in pears. Journal of Integrative Agriculture, 2023, 22, 120-138.

3.5 1

Genomic characterisation, phylogenetic comparison and candidate gene identification of the lipid
transfer proteins gene family in pear (<i>Pyrus bretschneideri</i> Rehd.) and other Rosaceae species.
Journal of Horticultural Science and Biotechnology, 2023, 98, 178-193.

205  lranscriptome analysis reveals gene associated with fruit size during fruit development in pear. p 5
Scientia Horticulturae, 2022, 305, 111367. ’

Single-base resolution methylome of different ecotype from Pyrus betulaefolia reveals epigenomic
changes in response to salt stress. Scientia Horticulturae, 2022, 306, 111437.

707  Therole of gene duplication in the divergence of the sweet cherry. Plant Gene, 2022, 32, 100379. 2.3 0

Integrated transcri?tome and metabolome analysis unveiled the mechanisms of xenia effect and the
role of different pollens on aroma formation in 4€7Yalid€™ pear (Pyrus bretschneideri Rehd). Scientia
Horticulturae, 2023, 307, 111503.

The role of invasive plant species in drought resilience in agriculture: the case of sweet briar

709 (<i>Rosa rubiginosac</i> L.). Journal of Experimental Botany, 2023, 74, 2799-2810.

4.8 3

Genome-Wide Identification, Evolution, and Expression Analysis of GASA Gene Family in Prunus mume.

International Journal of Molecular Sciences, 2022, 23, 10923.

37



711

713

715

717

719

721

723

725

727

38

CITATION REPORT

ARTICLE IF CITATIONS
Comparative genomic analysis of N6-methyladenosine regulators in nine rosaceae species and

functional characterization in response to drought stress in pear. Horticultural Plant Journal, 2023, 5.0 2

9, 693-704.

An identical-by-descent segment harbors a 12-bp insertion determining fruit softening during

domestication and speciation in Pyrus. BMC Biology, 2022, 20, .

The Apricot Genome. Compendium of Plant Genomes, 2022, , 41-67. 0.5 0

Molecular characterization of intergeneric hybrids between <i>Malus</i> and <i>Pyrus</i>.
Horticulture Research, 2023, 10, .

SNP-based high-density linkage map construction and QTL mapping of black spot disease resistance in

Chinese sand pear. Journal of Applied Genetics, 0, , . 19 0

Transcriptome changes associated with boron applications in fruits of watercore-susceptible pear
cultivar. Molecular Biology Reports, 2022, 49, 12055-12061.

Haplotype-phased genome assembly for <i>Ficus carica</i> breeding. Acta Horticulturae, 2022, , 13-18. 0.2 0

Stoneless fruit cultivars: past, present and future perspectives with special reference to
economically important <i>Ziziphus</i> species. Acta Horticulturae, 2022, , 79-90.

Genome-wide identification of calcium-dependent protein kinases (CDPKs) in pear (Pyrus bretschneideri) Tj ETQQO O O rgBT [Overlock 1(
2.1 2
Environment and Biotechnology, 2022, 63, 903-915.

Genome-wide identification of the mitogen-activated protein Rinase Rinase kinase (MAPKKK) in pear
(Pyrus bretschneideri) and their functional analysis in response to black spot. Planta, 2023, 257, .

QTL Analysis and CAPS Marker Development Linked with Russet in Pear (Pyrus spp.). Plants, 2022, 11, 3196. 3.5 0

The application of fatty acid synthesis inhibitors regulates the suberin biosynthesis in the exocarp of
the russet mutant of &€ Dangshansulid€™ (Pyrus bretschneideri Rehd.). Acta Physiologiae Plantarum, 2023,
45,.

Bio-Organic Fertilizer Promotes Pear Yield by Shaping the Rhizosphere Microbiome Composition and

Functions. Microbiology Spectrum, 2022, 10, . 3.0 7

Construction of High-Density Genetic Linkage Map Using GBS-SNPs and SSRs in Interspecific Hybrid
Derived from the Cross Between 4€ Manpungbaea€™ and 4€ Oharabenid€™ Pear (<i>Pyrus<[i> spp.). Han'guk
Yukchong Hakhoe Chi, 2022, 54, 285-293.

Genome assembly of wild loquat (<i>Eriobotrya japonica</i>) and resequencing provide new insights

into the genomic evolution and fruit domestication in loquat. Horticulture Research, 2023, 10, . 6.3 12

Multid€emics analyses reveal stone cell distribution pattern in pear fruit. Plant Journal, 2023, 113,
626-642.

Self S&€RNase inhibits ABFA€“LRX signaling to arrest pollen tube growth to achieve selfa€incompatibility in 5.7 3
pear. Plant Journal, 2023, 113, 595-609. :

Comparison of structural variants detected by PacBio-CLR and ONT sequencing in pear. BMC Genomics,

2022, 23,.




CITATION REPORT

# ARTICLE IF CITATIONS

Fruit Crop Improvement with Genome Editing, In Vitro and Transgenic Approaches. Horticulturae,
729 2023,9,58. 28 3

Efficient potassium (K) recycling and root carbon (C) metabolism improve K use efficiency in pear

rootstock genotypes. Plant Physiology and Biochemistry, 2023, 196, 43-54.

The MiR156x4€%o0+&€%0p/SPL13-6 module responds to ABA, IAA, and ethylene, and SPL13-6 participates in the
731 juveniled€“adult phase transition in Pyrus. Horticulture Environment and Biotechnology, 2023, 64, 2.1 1
437-448.

Phenotypic and transcriptomic analyses reveal major differences between apple and pear scab nonhost
resistance., 0, 3, .

Integrating genomics and genome editing for orphan crop improvement: a bridge between orphan

733 crops and modern agriculture system. GM Crops and Food, 2023, 14, 1-20.

3.8 22

Genome-wide characterization of Ficus carica MADS-box transcription factors with a focus on their
roles during fruit development. Horticulture Environment and Biotechnology, O, , .

Genome-wide identification, expression analysis, and functional verification of the JMJ (Jumoniji)

735 histone demethylase gene family in pear (Pyrus bretchneideri). Tree Genetics and Genomes, 2023, 19, .

1.6 1

Bearing Fruit: Miocene Apes and Rosaceous Fruit Evolution. Biological Theory, O, , .

Genome-wide identification of the MATE gene family and functional characterization of PbrMATE9

737 related to anthocyanin in pear. Horticultural Plant Journal, 2023, 9, 1079-1094.

5.0 3

Characterization of the REVEILLE family in Rosaceae and role of PbLHY in flowering time regulation.
BMC Genomics, 2023, 24, .

740 The transcription factor PbrMYB24 regulates lignin and cellulose biosynthesis in stone cells of pear 48 13
fruits. Plant Physiology, 2023, 192, 1997-2014. :

Identification and genetic mapping of novel resistance gene, Rvn4, for pear scab in Chinese pear.
Scientia Horticulturae, 2023, 317, 112032.

New insights into aroma regulation in pear peel and flesh under methyl jasmonate treatment obtained
742 by metabolite and whole-transcriptome RNA sequencing analyses. Postharvest Biology and 6.0 3
Technology, 2023, 201, 112347.

The involvement of Ein3-binding F-box protein PbrEBF3 in regulating ethylene signaling during Cuiguan
pear fruit ripening. Plant Science, 2023, 329, 111600.

744 Alarge-scale proteogenomic atlas of pear. Molecular Plant, 2023, 16, 599-615. 8.3 7

Chromosome-Level Assembly of Flowering Cherry (Prunus campanulata) Provides Insight into
Anthocyanin Accumulation. Genes, 2023, 14, 389.

Identification and functional analysis of arabinogalactan protein expressed in pear pollen tubes.

746 Journal of Integrative Agriculture, 2023, 22, 776-789.

3.5 (0]

Genome-wide identii-€ation of the mitogen-activated protein kinase Rinases in pear (Pyrus) Tj ETQq1 1 0.784314 rgBT [Overlock 10
5.0 (0)

2023,,.

39



CITATION REPORT

# ARTICLE IF CITATIONS

Genome assembly, resequencing and genomeé&€wide association analyses provide novel insights into the

748 origin, evolution and flower colour variations of flowering cherry. Plant Journal, 2023, 114, 519-533.

5.7 4

Stepwise Optimization of the RT-qPCR Protocol and the Evaluation of Housekeeping Genes in Pears

(Pyrus bretschneideri) under Various Hormone Treatments and Stresses. Horticulturae, 2023, 9, 275.

Elucidation of the GAUT gene family in eight Rosaceae species and function analysis of PbrGAUT22 in

750 pear pollen tube growth. Planta, 2023, 257, .

3.2 1

Comprehensive genomic analysis of the Rho GTPases regulators in seven Rosaceae species revealed
that PbrGDI1 controls pollen tube growth in Pyrus via mediating cellulose deposition. International
Journal of Biological Macromolecules, 2023, 235, 123860.

752 Secondary Metabolites and Bioprospecting. , 2023, , 229-255. 0

Autotetraploidization Alters Morphology, Photosynthesis, Cytological Characteristics and Fruit
Quality in Sour Jujube (Ziziphus acidojujuba Cheng et Liu). Plants, 2023, 12, 1106.

QTL mapping and transcriptome analysis of sugar content during fruit ripening of Pyrus pyrifolia.

754 Frontiers in Plant Science, 0, 14, .

3.6 1

Reciprocal regulation of flower induction by <i>ELF3ix</i> and <i>ELF3i2</i> generated via alternative
promoter usage. Plant Cell, 2023, 35, 2095-2113.

Time-Series Transcriptome Analysis Reveals the Molecular Mechanism of Ethylene Reducing Cold
756  Sensitivity of Postharvest &€ Huangguand€™ Pear. International Journal of Molecular Sciences, 2023, 24, 4.1 1
5326.

Metabolomic analyses provides insight into the fruit nutritional and sensory attributes among
'Guanxi' pummelo and its bud mutants. Fruit Research, 2023, 3, 1-12.

758 Diurnal transcriptome dynamics reveal the photoperiod response of <i>Pyrus</i>. Physiologia 5.9 o
Plantarum, 2023, 175, . :

Genome-Wide |dentification and Expression Analysis of the fw2.2-like Gene Family in Pear.
Horticulturae, 2023, 9, 429.

The Domestication and Dispersal of Large-Fruiting Prunus spp.: A Metadata Analysis of

760 Archaeobotanical Material. Agronomy, 2023, 13, 1027.

3.0 2

Auxin inhibits lignin and cellulose biosynthesis in stone cells of pear fruit via the
<scp>PbrARF13a€PbrNSCa€PbrMYB132</scp> transcriptional regulatory cascade. Plant Biotechnology
Journal, 2023, 21, 1408-1425.

Genome-Wide Identification and Expression Analysis of CAMTA Gene Family Implies PborCAMTA2 Involved

762 in Fruit Softening in Pear. Horticulturae, 2023, 9, 467.

2.8 3

A chromosome-scale genome assembly of Malus domestica, a multi-stress resistant apple variety.
Genomics, 2023, 115, 110627.

Genome-Wide Identification and Expression Analysis of NCED Gene Familr in Pear and Its Response to
a

764 Exogenous Gibberellin and Paclobutrazol. International Journal of Molecular Sciences, 2023, 24, 7566. 41 3

PbrATL18, an E3 ubiquitin ligase identified by genome-wide identification, is a positive factor in pear

resistance to drought and Colletotrichum fructicola infection. Horticultural Plant Journal, 2023, , .

40



CITATION REPORT

# ARTICLE IF CITATIONS

Metabolome and transcriptome profiling revealed the enhanced synthesis of volatile esters in Korla

766 bear. BMC Plant Biology, 2023, 23, . 3.6 2

Identifying the effects of cropping with different pear cultivars on microbial community composition

and networks in orchard soils. Environmental Science and Pollution Research, 2023, 30, 66157-66169.

Multi-omics analysis of green- and russet skin pear cultivars identify key regulators of skin russeting.

768 Siientia Horticulturae, 2023, 318, 112116. 3.6 o

Role of integrative omics and bioinformatics approaches in berries research and genetic improvement.
,2023,,159-192.

770

Insights into the dwarfing mechanism of pear (Pyrus betulaefolia) based on anatomical and structural
analysis using X-ray scanning. Horticultural Plant Journal, 2024, 10, 355-366.

Transcriptome analysis reveals that <scp>PbMYB61</scp> and <scp>PbMYB308</scp> are involved in the

772 regulation of lignin biosynthesis in pear fruit stone cells. Plant Journal, 2023, 116, 217-233.

5.7 2

Genomic insights into domestication and genetic improvement of fruit crops. Plant Physiology, 2023,
192, 2604-2627.

Genome-wide identification and characterization of the PbrATG fami(ly in Pyrus bretschneideri and
775  functional analysis of PbrATG1a in response to Botryosphaeria dothidea. Horticultural Plant Journal, 5.0 0
2024, 10, 327-340.

The PcERF5 promotes anthocyanin biosynthesis in red-fleshed pear (Pyrus communis) through both
activating and interacting with PcMYB transcription factors. Journal of Integrative Agriculture, 2023,
22,2687-2704.

PearMODB: a multiomics database forApear (<i>Pyrus</i>) genomics, genetics andAbreeding study.

777 Database: the Journal of Biological Databases and Curation, 2023, 2023, .

3.0 2

The PcHY5 methylation is associated with anthocyanin biosynthesis and transport in 4€ Max red Bartlettd€™
and &€ Bartletta€™ pearsl. Journal of Integrative Agriculture, 2023, , .

The Alfin-like transcription factors: Identification, characterization, and expression analysis in Pyrus
779 bretschenedri provide insight into its divergent functions on abiotic response. Scientia 3.6 2
Horticulturae, 2023, 321, 112320.

Genome-wide identification and expression analysis of U-box gene family in Juglans regia L.. Genetic
Resources and Crop Evolution, O, , .

Phylogenomics insights into gene evolution, rapid species diversification, and morphological

781 innovation of the apple tribe (Maleae, Rosaceae). New Phytologist, 2023, 240, 2102-2120.

7.3 2

Comprehensive Analysis of the DNA Methyltransferase Genes and Their Association with Salt Response
in Pyrus betulaefolia. Forests, 2023, 14, 1751.

783 Identification and Characterization of ABCG158€”A Gene Required for Exocarp Color Differentiation in o4 o
Pear. Genes, 2023, 14, 1827. .

Genome-wide identification, comparative analysis and functional roles in flavonoid biosynthesis of

cytochrome P450 superfamily in pear (Pyrus spp.). BMC Genomic Data, 2023, 24, .

41



785

788

790

792

794

798

800

802

804

42

CITATION REPORT

ARTICLE IF CITATIONS

Evaluation of the Effect of Preharvest Melatonin Spraying on Fruit Quality of &€ Yuluxiangd€™ Pear Based

on Principal Component Analysis. Foods, 2023, 12, 3507. 4.3 1

Genetic mapping and haploblock characterization of two novel major dwarfing loci in reciprocal

&lt;i&gt;Pyrusklt;/i&gt; rootstock seedling families. Fruit Research, 2023, 3, 0-0.

Genome of Phyllanthus emblica: the medicinal plant Amla with super antioxidant properties. Frontiers

in Plant Science, 0, 14, . 3.6 2

A multitiered haplotype strategy to enhance phased assembly and fine mapping of a disease resistance
locus. Plant Physiology, 2023, 193, 2321-2336.

The pear genomics database (PGDB): a comprehensive multi-omics research platform for Pyrus spp.. N o
BMC Plant Biology, 2023, 23, . :

PbrChiA: a key chitinase of pear in response to <i>Botryosphaeria dothidea</i> infection by interacting
with PbrLYK1b2 and down-regulating ROS accumulation. Horticulture Research, O, , .

A MADS-box Fene-induced early flowering pear (Pyrus communis L.) for accelerated pear breeding. p 5

Frontiers in Plant Science, O, 14, .

Pear., 2023, , 220-227.

Genome-Wide Identification and Evolution of the GRF Gene Family and Functional Characterization of a1
PbGRF18 in Pear. International Journal of Molecular Sciences, 2023, 24, 14690. :

Transcriptome-Wide Analysis Revealed the Influential Role of PbrMTP (Metal Tolerance Protein) in the
Growth and Fruit Development of Chinese White Pear. Journal of Plant Growth Regulation, O, , .

Comparative genomics analysis provides insights into evolution and stress responses of Lhcb genes in

Rosaceae fruit crops. BMC Plant Biology, 2023, 23, . 3.6 1

Telomere-to-telomere pear (<i>Pyrus pyrifolia</i>) reference genome reveals segmental and whole
genome duplication driving genome evolution. Horticulture Research, O, , .

DNA base analysis: An effective tool to resolve taxonomic uncertainty and establish phylogenetic
relationship in cryptic genotypes of Pyrus (pear), Rosaceae. South African Journal of Botany, 2023, 162, 2.5 0
901-912.

A chromosome-level genome assembly for Chinese plum 4€" Wushancuili&€™ reveals the molecular basis of
its fruit color and susceptibility to rain-cracking. Horticultural Plant Journal, 2023, , .

Volatile organic compounds produced by Bacillus aryabhattai AYG1023 against Penicillium expansum

causing blue mold on the Huangguan pear. Microbiological Research, 2024, 278, 127531. 53 1

Plant phenolics: neglected secondary metabolites in plant stress tolerance. Revista Brasileira De
Botanica, O, , .

Genome-wide identification of the PFK gene family and their expression analysis in Quercus rubra.

Frontiers in Genetics, 0, 14, . 23 0

Genome-Level Investigation of WRKY Transcription Factors and Their Potential Roles in Fruit Peel

Ripening and Coloration in the Common Fig (Ficus carica L.). Journal of Plant Growth Regulation, O, , .




806

808

810

812

814

816

818

821

823

43

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide identification of trihelix transcription factor family genes in pear (Pyrus) Tj ETQq0 O O rgBT [Overlock 10 Tf 50 %2 Td (bre

Functional and Rinetics of two efficient phenylalanine ammonia lyase from Pyrus bretschneideri. BMC

Plant Biology, 2023, 23, .

Transcription factor PbMYB8O regulates lignification of stone cells and undergoes RING finger

protein PbRHY1-mediated degradation in pear fruit. Journal of Experimental Botany, O, , . 48 0

PbrWRKY42-PbrSOT13 module regulated sorbitol accumulation in the developing 4€7Yalid€™ fruit after
three-layer-paper bagging treatment. Scientia Horticulturae, 2024, 325, 112705.

Optimization of the regeneration and Agrobacterium-mediated transformation in pear. , 2023, 1, . 0

Comparative genomic analysis of the RabGAP gene family in seven Rosaceae species, and functional
identification of PbrRabGAP10 in controlling pollen tube growth by mediating cellulose deposition in
pear. International Journal of Biological Macromolecules, 2024, 256, 128498.

Physiological and autthagy evaluation of different pear varieties (<i>Pyrus</i> spp.) in response to 31 o

<i>Botryosphaeria dothidea</i> infection. Tree Physiology, 2024, 44, .

Genome-wide identification of the Pyrus R2R3-MYB gene family and PhMYB62 regulation analysis in
Pyrus hopeiensis flowers at low temperature. International Journal of Biological Macromolecules,
2024, 257,128611.

Integrated transcriptome sequencing and iTRAQ quantitative proteomics analysis reveal the roles of
PpJAZ1 and PpMYC2-2 in sand pear black spot disease resistance. Scientia Horticulturae, 2024, 327, 3.6 0
112840.

Comparative physiological, metabolomic and transcriptomic analyses reveal the mechanisms of
differences in pear fruit quality between distinct training systems. BMC Plant Biology, 2024, 24, .

PbRbohH/) mediates ROS generation to regulate the growth of pollen tube in pear. Plant Physiology 5.8
and Biochemistry, 2024, 207, 108342. :

A chromosome-scale assembly for &€ da€™Anjoud€™ pear. G3: Genes, Genomes, Genetics, 2024, 14, .

Uncovering the mechanisms underlying pear leaf apoplast protein-mediated resistance against
Colletotrichum fructicola through transcriptome and proteome profiling. Phytopathology Research, 2.4 0
2024, 6, .

Genetic variations at BBX24 and MYB110a loci regulated anthocyanin accumulation in pear bud sports.
Horticultural Plant Journal, 2024, , .

PbrMYB4, a R2R3-MYB protein, regulates pear stone cell lignification through activation of lignin

biosynthesis genes. Horticultural Plant Journal, 2024, , . 5.0 o

Decoding the Genomic Landscape of Pomegranate: A Genome-Wide Analysis of Transposable Elements
and Their Structural Proximity to Functional Genes. Horticulturae, 2024, 10, 111.

Analysis of the role of boron in the occurrence of pear cork spot disease. Scientia Horticulturae,

2024, 328,112899. 3.6 0

Identification and expression analysis of ATP-binding cassette (ABC) transporters revealed its role in

regulating stress response in pear (Pyrus bretchneideri). BMC Genomics, 2024, 25, .




825

827

829

831

44

CITATION REPORT

ARTICLE IF CITATIONS

PcPME®63 is involved in fruit softening during post-cold storage process of European pear (Pyrus) Tj ETQq0 0 0 rgBT6/8verlocf610 Tf507

PbrCSP1, a pollen tube&€“specific cold shock domain protein, is essential for the growth and cold

resistance of pear pollen tubes. Molecular Breeding, 2024, 44, .

Molecular characterization and evolutionary relationships of DOFs in four cherry species and
functional analysis in sweet cherry. International Journal of Biological Macromolecules, 2024, 263, 7.5 0
130346.

Genomic and transcriptomic studies on flavonoid biosynthesis in Lagerstroemia indica. BMC Plant N o
Biology, 2024, 24, . :

PbrWRKY62-PbrADC1 module involves in superficial scald development of Pyrus bretschneideri
Rehd.fruit via regulating putrescine biosynthesis. Molecular Horticulture, 2024, 4, .

Genome-wide identification of the GAox gene family and functional characterization of PbGA3ox4

during stone cell formation in Chinese white pear. Scientia Horticulturae, 2024, 330, 113063. 3.6 o

Genome-wide analysis of the PME gene family reveals its role in suppressing fruit lignification in pear.

,2024,2,.




