19

papers

20

all docs

759233

501 12
citations h-index
20 20
docs citations times ranked

839539
18

g-index

1366

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Accelerated genome sequencing with controlled costs for infants in intensive care units: a feasibility
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Variants of human <i>CLDN9<[i> cause mild to profound hearing loss. Human Mutation, 2021, 42,
1321-1335.

Widening of the genetic and clinical spectrum of Lamba€“Shaffer syndrome, a neurodevelopmental
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