52

papers

54

all docs

147801

4,768 31
citations h-index
54 54
docs citations times ranked

182427
51

g-index

7906

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Drivers of genetic differentiation and recent evolutionary history of an Eurasian wild pea. Journal of
Biogeography, 2022, 49, 794-808.
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Differential expression of cucumber RNAd€dependent RNA polymerase 1 genes during antiviral defence
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