20

papers

21

all docs

394421

14,444 19
citations h-index
21 21
docs citations times ranked

794594
19

g-index

15812

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Multiscale Approximation with Graphical Processing Units for Multiplicative Speedup in Molecular

Dynamics. , 2016, , .
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Journal of Chemical Physics, 2008, 129, 075101. :
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