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

Prunus Fenetics and applications after de novo genome sequencing: achievements and prospects.
t

Horticulture Research, 2019, 6, 58. 6.3 121

Localization of Four Allergens in Artemisia Pollen by Immunofluorescent Antibodies. International
Archives of Allergy and Immunology, 2019, 179, 165-172.

<i>Artemisia</i> pollen aller%y in China: Componenté€resolved diagnosis reveals allergic asthma
patients have si%nificant multiple allergen sensitization. Allergy: European Journal of Allergy and 5.7 54
Clinical Immunology, 2019, 74, 284-293.

PeachVar-DB: A Curated Collection of Genetic Variations for the Interactive Analysis of Peach Genome

Data. Plant and Cell Physiology, 2018, 59, e2-e2.

Identification of a 624€kDa major allergen from <i>Artemisia</i> pollen as a putative galactose oxidase.

Allergy: European Journal of Allergy and Clinical Immunology, 2018, 73, 1041-1052. 5.7 15



20

22

24

26

28

30

32

34

36

ZHONGSHAN GAO

ARTICLE IF CITATIONS
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