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Loci underlying leaf agronomic traits identified by re-sequencing celery accessions based on an
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Tomato protein Rx4 mediates the hypersensitive response to Xanthomonas euvesicatoria pv. perforans
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Marker-assisted development and characterization of near-isogenic lines carrying the Rx4 gene for
hypersensitive resistance to Xanthomonas euvesicatoria pv. perforans race T3 in tomato. Molecular
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Fine mappln% and molecular marker development of the Sm gene conferring resistance to gray leaf 3.6 04

spot (Stemphylium spp.) in tomato. Theoretical and Applied Genetics, 2019, 132, 871-882.

Breeding for Resistance to Tomato Bacterial Diseases in China: Challenges and Prospects.
Horticultural Plant Journal, 2018, 4, 193-207.

Analysis and fine mapping of a gene controlling the folded-leaf phenotype of a mutant tomato line. 12 3
Euphytica, 2018, 214, 1. :

The Aborted Microspores (AMS)-Like Gene Is Required for Anther and Microspore Development in
Pepper (Capsicum annuum L.). International Journal of Molecular Sciences, 2018, 19, 1341.

Improved Brassica rapa reference genome by single-molecule sequencing and chromosome
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Identification of candidate genes underlyinggenic male-sterile msc-1 locus via genome resequencing in
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Capsicum annuum L.. Theoretical and Applie

Proteomic analysis reveals strong mitochondrial involvement in cytoplasmic male sterility of pepper () Tj ETQq0 O 0gBT /ng&och 10 Tf



20

22

24

26

28

30

32

34

36

WENCAI YANG

ARTICLE IF CITATIONS
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Non-functional Genes. Frontiers in Plant Science, 2017, 8, 1329. 3.6 13
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Impacts of Whole-Genome Triplication on<i>MIRNA</i>Evolution in<i>Brassica rapa</i>. Genome
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Comparative Transcriptome Analysis of Resistant and Susceptible Tomato Lines in Response to
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Lineage-specific evolution of Methylthioalkylmalate synthases (MAMs) involved in glucosinolates
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on tomato leaves. European Journal of Plant Pathology, 2015, 142, 665-675.

Transcriptomic analysis reveals the roles of microtubule-related genes and transcription factors in
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Identification of Genes Differentially Expressed between Resistant and Susceptible Tomato Lines
during Time-Course Interactions with Xanthomonas perforans Race T3. PLoS ONE, 2014, 9, e93476.

A comparison of disease severity measurements using image analysis and visual estimates using a
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Identification and Analysis of Resistance&€tike Genes in the Tomato Genome. Journal of Phytopathology,
2014, 162, 137-146.
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Genome. DNA Research, 2014, 21, 429-438.

Mapping of a Heat-Stable Gene for Resistance to Southern Root-Knot Nematode in Solanum
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of expressed sequence tags. Molecular Breeding, 2004, 14, 21-34.

Improved Tomato Fruit Color within an Inbred Backcross Line Derived from Lycopersicon esculentum
56 and L. hirsutum Involves the Interaction of Loci. Journal of the American Society for Horticultural 1.0 43
Science, 2004, 129, 250-257.

Resistance to Frogeye Leaf Spot in Maturity Groups VI and VIl of Soybean Germplasm. Crop Science,

2001, 41, 549-552.




