31

papers

32

all docs

304743

1,557 22
citations h-index
32 32
docs citations times ranked

434195
31

g-index

1573

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS

Footprinting Mass Spectrometry of Membrane Proteins: Ferroportin Reconstituted in Saposin A

Picodiscs. Analytical Chemistry, 2021, 93, 11370-11378.

The cata|¥tic mechanism of vitamin K epoxide reduction in a cellular environment. Journal of .4 ;
Biological Chemistry, 2021, 296, 100145. :

Native Mass Spectrometry, lon Mobility, Electron-Capture Dissociation, and Modeling Provide
Structural Information for Gas-Phase Apolipoprotein E Oligomers. Journal of the American Society
for Mass Spectrometry, 2019, 30, 876-885.

Reconstitution of RNA Polymerase | Ulpstream Activating Factor and the Roles of Histones H3 and H4 in 49 10
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