37

papers

37

all docs

361413

1,706 20
citations h-index
37 37
docs citations times ranked

330143
37

g-index

2321

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Grad-seq guides the discovery of ProQ as a major small RNA-binding protein. Proceedings of the
National Academy of Sciences of the United States of America, 2016, 113, 11591-11596.

Systems-wide temporal proteomic profiling in glucose-starved Bacillus subtilis. Nature

Communications, 2010, 1, 137. 12.8 188
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Differential daptomycin resistance development in Staphylococcus aureus strains with active and
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Comparative proteome analysis of Actinoplanes sp. SE50/110 grown with maltose or glucose shows
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Bacillus pumilus KatX2 confers enhanced hydrogen peroxide resistance to a Bacillus subtilis

87 PkatA::katX2 mutant strain. Microbial Cell Factories, 2017, 16, 72.




