378 27,746 72 159

papers citations h-index g-index

417 34,436 9.4 548

ext. papers ext. citations avg, IF L-index



377

375

373

D

KARI E NORTH

Paper IF Citations

Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206

Association analyses of 249,796 individuals reveal 18 new loci associated with body mass index.
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