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ARTICLE IF CITATIONS
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An X-Linked Cobalamin Disorder Caused by Mutations in Transcriptional Coregulator HCFC1. American 6.2 110
Journal of Human Genetics, 2013, 93, 506-514. :

Precision medicine integrating whole-genome sequencing, comprehensive metabolomics, and advanced
imaging. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
3053-3062.

Precision medicine screening using whole-genome sequencing and advanced imaging to identify
disease risk in adults. Proceedings of the National Academy of Sciences of the United States of 7.1 76
America, 2018, 115, 3686-3691.

Mutations in PMPCB Encoding the Catalytic Subunit of the Mitochondrial Presequence Protease
Cause Neurodegeneration in Early Childhood. American Journal of Human Genetics, 2018, 102, 557-573.

Mutations in the mitochondrial cysteinyl-tRNA synthase gene,<i>CARS2,<[i>lead to a severe epileptic
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