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Hematological findings associated with tubulina€folding cofactors Da€related encephalopathy:
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SARS-CoV-23€ “Related Acute Respiratory Distress Syndrome Uncovers a Patient with Severe Combined
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121 Integrin is essential for fascind€mediated breast cancer stem cell function and disease progression.
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Recessive Truncating Mutations in ALKBH8 Cause Intellectual Disability and Severe Impairment of
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Autosomal recessive ADCY5-Related dystonia and myoclonus: Expanding the genetic spectrum of

ADCY5-Related movement disorders. Parkinsonism and Related Disorders, 2019, 64, 145-149. 2.2 18
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LGMD1D myopathy with cytoplasmic and nuclear inclusions in a Saudi family due to DNAJB6 mutation.
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Autozygosity reveals recessive mutations and novel mechanisms in dominant genes: implications in
variant interpretation. Genetics in Medicine, 2017, 19, 1144-1150.

Expanding the genetic heterogeneity of intellectual disability. Human Genetics, 2017, 136, 1419-1429. 3.8 122

Novel phenotypes and loci identified through clinical genomics approaches to pediatric cataract.
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Recessive VARS2 mutation underlies a novel syndrome with epilepsy, mental retardation, short
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Clinical heterogeneity of PLA2G6-related Parkinsonism: analysis of two Saudi families. BMC Research 14 18
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