61

papers

67

all docs

117625

8,748 34
citations h-index
6/ 67
docs citations times ranked

128289
60

g-index

10051

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

ActinoBase: tools and protocols for researchers working on Streptomyces and other filamentous
actinobacteria. Microbial Genomics, 2022, 8, .
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