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RNA-Seq identifies novel myocardial gene expression signatures of heart failure. Genomics, 2015, 105,
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ARAF recurrent mutation causes central conducting lymphatic anomaly treatable with a MEK 30.7 136
inhibitor. Nature Medicine, 2019, 25, 1116-1122. :

Comprehensive analysis of gene expression in human retina and supporting tissues. Human Molecular
Genetics, 2014, 23, 4001-4014.

Tissue-Specific RNA-Seq in Human Evoked Inflammation Identifies Blood and Adipose LincRNA Signatures

of Cardiometabolic Diseases. Arteriosclerosis, Thrombosis, and Vascular Biology, 2014, 34, 902-912. 24 7

Pathogenic variant in EPHB4 results in central conducting lymphatic anomaly. Human Molecular
Genetics, 2018, 27, 3233-3245.

RNA-seq analysis of amygdala tissue reveals characteristic expression profiles in schizophrenia. 48 63
Translational Psychiatry, 2017, 7, e1203-e1203. ’

Evaluating the Impact of Sequencing Depth on Transcriptome Profiling in Human Adipose. PLoS ONE,
2013, 8, e66883.

Non-coding RNA dysregulation in the amygdala region of schizophrenia patients contributes to the

pathogenesis of the disease. Translational Psychiatry, 2018, 8, 44. 48 55

A Functional Synonymous Coding Variant in the<i>IL1IRN</i>Gene Is Associated with Survival in Septic
Shock. American Journal of Respiratory and Critical Care Medicine, 2014, 190, 656-664.

PennSeq: accurate isoform-specific gene expression quantification in RNA-Seq by modeling
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The Long Noncoding RNA Landscape in Amygdala Tissues from Schizophrenia Patients. EBioMedicine,
2018, 34, 171-181.

Combining targeted panel-based resequencing and copy-number variation analysis for the diagnosis of

inherited syndromic retinopathies and associated ciliopathies. Scientific Reports, 2018, 8, 5285. 3.3 28

Expression Pattern of the SARS-CoV-2 Entry Genes ACE2 and TMPRSS2 in the Respiratory Tract. Viruses,
2020, 12, 1174.

Common and Rare Genetic Risk Factors Converge in Protein Interaction Networks Underlying

Schizophrenia. Frontiers in Genetics, 2018, 9, 434. 23 26

A genome-wide association study of anorexia nervosa suggests a risk locus implicated in dysregulated
leptin signaling. Scientific Reports, 2017, 7, 3847.

Bayesian integration of genetics and epigenetics detects causal regulatory SNPs underlying expression

variability. Nature Communications, 2015, 6, 8555. 12.8 22

Common variants in MMP20 at 11q22.2 predispose to 11q deletion and neuroblastoma risk. Nature

Communications, 2017, 8, 569.

A genome-wide association meta-analysis identifies new eosinophilic esophagitis loci. Journal of 9.9 19
Allergy and Clinical Immunology, 2022, 149, 988-998. ’
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Application of Whole Exome Sequencing in Six Families with an Initial Diagnosis of Autosomal
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Integrative genomics identifies 7p11.2 as a novel locus for fever and clinical stress response in 9.9 18
humans. Human Molecular Genetics, 2015, 24, 1801-1812. :

Serum levels of the IgA isotype switch factor TGF4€#1 are elevated in patients with COVIDa€49. FEBS Letters,
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Association of Rare Recurrent Copy Number Variants With Congenital Heart Defects Based on
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Application of deep learning algorithm on whole genome sequencing data uncovers structural
variants associated with multiple mental disorders in African American patients. Molecular 7.9 13
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Mitochondrial DNA haplogroups and risk of attention deficit and hyperactivity disorder in European
Americans. Translational Psychiatry, 2020, 10, 370.
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Improved genetic risk scoring algorithm for type 1 diabetes prediction. Pediatric Diabetes, 2022, 23,
320-323.
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Rare Recurrent Variants in Noncoding Regions Impact Attention-Deficit Hyperactivity Disorder (ADHD)
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Copy number variation in CEP57L1 predisposes to congenital absence of bilateral ACL and PCL

ligaments. Human Genomics, 2015, 9, 31. 2.9 o

Expansion of Schizophrenia Gene Network Knowledge Using Machine Learning Selected Signals From
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Deep learning prediction of attention-deficit hyperactivity disorder in African Americans by copy
number variation. Experimental Biology and Medicine, 2021, 246, 2317-2323.

Modular composition predicts Rinase/substrate interactions. BMC Bioinformatics, 2010, 11, 349. 2.6 7

Mapping Splicing Quantitative Trait Loci in RNA-Seq. Cancer Informatics, 2015, 14s1, CIN.S24832.

Dual-targeting strategy using trastuzumab and lapatinib in a patient with HER2 gene amplification in
recurrent metachronous metastatic gallbladder carcinoma. Journal of International Medical 1.0 7
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Microduplications at the 15q11.2 BP14€“BP2 locus are enriched in patients with anorexia nervosa.
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