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Effects of Calcium, Magnesium, and Potassium Concentrations on Ventricular Repolarization in
Unselected Individuals. Journal of the American College of Cardiology, 2019, 73, 3118-3131.
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American Journal of Medical Genetics, Part A, 2022, 188, 2652-2665.

Association of SNPs in LCP1 and CTIF with hearing in 11Ayear old children: Findings from the Avon
74 Longitudinal Study of Parents and Children (ALSPAC) birth cohort and the G-EAR consortium. BMC 15 3
Medical Genomics, 2015, 8, 48.

The Role of Knockout Olfactory Receptor Genes in Odor Discrimination. Genes, 2021, 12, 631.

76 Non-Syndromic Autosomal Dominant Hearing Loss: The First Italian Family Carrying a Mutation in the 94 3
NCOA3 Gene. Genes, 2021, 12, 1043. .

Hearing loss and brain abnormalities due to pathogenic mutations in <i>ADGRV1<[i> gene: a case
report. Hearing, Balance and Communication, 2020, 18, 196-198.

78 Hearing loss. , 2021, , 305-322. 2

Genetics, odor perception and food liking: The intriguing role of cinnamon. Food Quality and
Preference, 2021, 93, 104277.

80 Sensory Capacities and Eating Behavior: Intriguing Results from a Large Cohort of Italian Individuals. 43 5
Foods, 2022, 11, 735. )

There Is More Than Meets the Eye: Identification of Dual Molecular Diagnosis in Patients Affected by
Hearing Loss. Biomedicines, 2022, 10, 12.

82 Genetic Dissection of Temperament Personality Traits in Italian Isolates. Genes, 2022, 13, 4. 2.4 2

Non-Syndromic Sensorineural Prelingual and Postlingual Hearing Loss due to COL11A1 Gene Mutation.
Journal of International Advanced Otology, 2021, 17, 81-83.

Hearing Function: Identification of New Candidate Genes Further Explaining the Complexity of This

84 Sensory Ability. Genes, 2021, 12, 1228. 24 1

Benefit of cochlear implantation in a patient with Myhre syndrome. BMJ Case Reports, 2021, 14, e243164.

Large-Scale Genomic Analyses Link Reproductive Aging to Hypothalamic Signaling, Breast Cancer

86 Susceptibility, and BRCA1l-Mediated DNA Repair. Obstetrical and Gynecological Survey, 2015, 70, 758-762.

0.4 (0]



