30

papers

34

all docs

394421

2,056 19
citations h-index
34 34
docs citations times ranked

477307
29

g-index

2175

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Recruitment of an ancient branching program to suppress carpel development in maize flowers.
Proceedings of the National Academy of Sciences of the United States of America, 2022, 119, .

Chromosome-Scale Genome Assembly of <i>Gilia yorkii</i> Enables Genetic Mapping of Floral Traits in

an Interspecies Cross. Genome Biology and Evolution, 2022, 14, . 2:5 4
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Early inflorescence development in the grasses (Poaceae). Frontiers in Plant Science, 2013, 4, 250. 3.6 113



20

22

24

26

28

30

CLINTON ) WHIPPLE

ARTICLE IF CITATIONS

From Many, One: Genetic Control of Prolificacy during Maize Domestication. PLoS Genetics, 2013, 9,

€1003604.
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