Citation Report



11

13

15

17

ARTICLE IF CITATIONS

svtools: population-scale analysis of structural variation. Bioinformatics, 2019, 35, 4782-4787. 1.8 51

Impact of Rare and Common Genetic Variants on Diabetes Diagnosis by Hemoglobin Alc in

Multi-Ancestry Cohorts: The Trans-Omics for Precision Medicine Program. American Journal of Human
Genetics, 2019, 105, 706-718.

Prenatal exome sequencing analysis in fetal structural anomalies detected by ultrasonography (PAGE): 6.3 443
a cohort study. Lancet, The, 2019, 393, 747-757. :

On the critical evaluation and confirmation of germline sequence variants identified using massively
parallel sequencing. Journal of Biotechnology, 2019, 298, 64-75.

Genomic Analysis in the Age of Human Genome Sequencing. Cell, 2019, 177, 70-84. 13.5 205

Tools and Methods in Analysis of Complex Sequences. , 2019, , 155-167.

A resource-efficient tool for mixed model association analysis of large-scale data. Nature Genetics, o4 294
2019, 51, 1749-1755. :

VCPA: genomic variant calling pipeline and data management tool for Alzheimerd€™s Disease Sequencing
Project. Bioinformatics, 2019, 35, 1768-1770.

Genome sequencing identifies multiple deleterious variants in autism patients with more severe 11 88
phenotypes. Genetics in Medicine, 2019, 21, 1611-1620. )

Monogenic and Polygenic Contributions to Atrial Fibrillation Risk. Circulation Research, 2020, 126,
200-209.

UK Biobank Whole-Exome Sequence Binary Phenome Analysis with Robust Region-Based Rare-Variant

Test. American Journal of Human Genetics, 2020, 106, 3-12. 2.6 56

The Impact of Next-Generation Sequencing on the Diagnosis, Treatment, and Prevention of Hereditary
Neuromuscular Disorders. Molecular Diagnosis and Therapy, 2020, 24, 641-652.

Pathogenic variants in actionable MODY genes are associated with type 2 diabetes. Nature Metabolism, 51 43
2020, 2, 1126-1134. :

Inherited causes of clonal haematopoiesis in 97,691 whole genomes. Nature, 2020, 586, 763-768.

Harnessing Expressed Single Nucleotide Variation and Single Cell RNA Sequencing To Define Immune
Cell Chimerism in the Rejecting Kidney Transplant. Journal of the American Society of Nephrology: 3.0 71
JASN, 2020, 31, 1977-1986.

Efficient gened€“environment interaction tests for large biobanka€scale sequencing studies. Genetic
Epidemiology, 2020, 44, 908-923.

Insufficiently complex unique-molecular identifiers (UMIs) distort small RNA sequencing. Scientific 16 9
Reports, 2020, 10, 14593. :

Polygenic background modifies penetrance of monogenic variants for tier 1 genomic conditions.

Nature Communications, 2020, 11, 3635.




19

21

23

25

27

29

31

33

37

CITATION REPORT

ARTICLE IF CITATIONS

Genetic architecture of complex traits and disease risk predictors. Scientific Reports, 2020, 10, 12055. 1.6 14

Dynamic incorporation of multiple in silico functional annotations empowers rare variant

association analysis of large whole-genome sequencing studies at scale. Nature Genetics, 2020, 52,
969-983.

Evaluation of Single-Molecule Sequencing Technologies for Structural Variant Detection in Two

Swedish Human Genomes. Genes, 2020, 11, 1444. 1o 6

Evolution of Human Brain Size-Associated NOTCH2NL Genes Proceeds toward Reduced Protein Levels.
Molecular Biology and Evolution, 2020, 37, 2531-2548.

Analysis of cardiac magnetic resonance imaging in 36,000 individuals yields genetic insights into

dilated cardiomyopathy. Nature Communications, 2020, 11, 2254. 58 140

Association of Rare Pathogenic DNA Variants for Familial Hypercholesterolemia, Hereditary Breast
and Ovarian Cancer Sﬁndrome and Lynch Syndrome With Disease Risk in Adults According to Family
History. JAMA Network Open, 2020, 3, e203959.

Germline variant burden in cancer genes correlates with age at diagnosis and somatic mutation 5.8 59
burden. Nature Communications, 2020, 11, 2438. )

Mapping and characterization of structural variation in 17,795 human genomes. Nature, 2020, 583,
83-89.

Monogenic and polygenic inheritance become instruments for clonal selection. Nature, 2020, 584,
136-141. 187 19

Genome-wide rare variant analysis for thousands of phenotypes in over 70,000 exomes from two
cohorts. Nature Communications, 2020, 11, 542.

Whole-Genome and RNA Sequencing Reveal Variation and Transcriptomic Coordination in the

Developing Human Prefrontal Cortex. Cell Reports, 2020, 31, 107489. 2.9 o1

Thousands of missing variants in the UK Biobank are recoverable by genome realignment. Annals of
Human Genetics, 2020, 84, 214-220.

Patho%enic Huntingtin Repeat Expansions in Patients with Frontotemporal Dementia and Amyotrophic 2.8 56
Lateral Sclerosis. Neuron, 2021, 109, 448-460.e4. :

The International Collaboration for Cancer Classification and Research. International Journal of
Cancer, 2021, 148, 560-571.

Commonalities across computational workflows for uncovering explanatory variants in

undiagnosed cases. Genetics in Medicine, 2021, 23, 1075-1085. 11 16

Sequencing of 53,831 diverse genomes from the NHLBI TOPMed Program. Nature, 2021, 590, 290-299.

Genome sequencing analysis identifies new loci associated with Lewy body dementia and provides

insights into its genetic architecture. Nature Genetics, 2021, 53, 294-303. 94 198

Genome-Wide Identification of Rare and Common Variants Driving Triglyceride Levels in a Nevada

Population. Frontiers in Genetics, 2021, 12, 639418.




39

41

43

45

49

51

53

58

79

CITATION REPORT

ARTICLE IF CITATIONS

Association of structural variation with cardiometabolic traits in Finns. American Journal of Human

Genetics, 2021, 108, 583-596. 2:6 22

Haplotype-resolved diverse human genomes and integrated analysis of structural variation. Science,

2021,372,.

Chromosome Xq23 is associated with lower atherogenic lipid concentrations and favorable

cardiometabolic indices. Nature Communications, 2021, 12, 2182. 58 17

Whole-genome sequencing association analysis of quantitative red blood cell phenotypes: The NHLBI
TOPMed program. American Journal of Human Genetics, 2021, 108, 874-893.

Expectations and blind spots for structural variation detection from long-read assemblies and

short-read genome sequencing technologies. American Journal of Human Genetics, 2021, 108, 919-928. 2.6 2

Accelerating Medicines Partnership: Parkinson's Disease. Genetic Resource. Movement Disorders, 2021,
36, 1795-1804.

Strategies to Uplift Novel Mendelian Gene Discovery for Improved Clinical Outcomes. Frontiers in 11 23
Genetics, 2021, 12, 674295. :

Genetic architecture of 11 organ traits derived from abdominal MRI using deep learning. ELife, 2021, 10,

Exome variant discrepancies due to reference-genome differences. American Journal of Human

Genetics, 2021, 108, 1239-1250. 2.6 36

Recent ultra-rare inherited variants implicate new autism candidate risk genes. Nature Genetics, 2021,
53,1125-1134.

Rare Coding Variants Associated With Electrocardiographic Intervals Identify Monogenic Arrhythmia
Susceptibility Genes: A Multi-Ancestry Analysis. Circulation Genomic and Precision Medicine, 2021, 14, 1.6 7
€003300.

Recommendations for Statistical Reporting in Cardiovascular Medicine: A Special Report From the
American Heart Association. Circulation, 2021, 144, e70-e91.

Identification of novel and rare variants associated with handgrip strength using whole genome
sequence data from the NHLBI Trans-Omics in Precision Medicine (TOPMed) Program. PLoS ONE, 2021, 16, 1.1 4
e0253611.

Whole-genome association analyses of sleep-disordered breathing phenotypes in the NHLBI TOPMed
program. Genome Medicine, 2021, 13, 136.

High prevalence of multilocus pathogenic variation in neurodevelopmental disorders in the Turkish

population. American Journal of Human Genetics, 2021, 108, 1981-2005. 2.6 38

Microbiome Analysis of Carious Lesions in Pre-School Children with Early Childhood Caries and
Congenital Heart Disease. Microorganisms, 2021, 9, 1904.

Comparison of sequencing data processing pipelines and application to underrepresented African

human populations. BMC Bioinformatics, 2021, 22, 488. 12 5

Machine-learning algorithms predict breast cancer patient survival from UK Biobank whole-exome

sequencing data. Biomarkers in Medicine, 2021, 15, 1529-1539.




89

97

99

101

103

106

108

110

114

CITATION REPORT

ARTICLE IF CITATIONS

PTPRG is an ischemia risk locus essential for HCO34€“-dependent regulation of endothelial function and 0.8 15
tissue perfusion. ELife, 2020, 9, . :

Deep learning enables genetic analysis of the human thoracic aorta. Nature Genetics, 2022, 54, 40-51.

Trellis for efficient data and task management in the VA Million Veteran Program. Scientific Reports, 16 5
2021, 11, 23229. '

High Coverage Whole Genome Sequencing of the Expanded 1000 Genomes Project Cohort Including
602 Trios. SSRN Electronic Journal, O, , .

Gene-mapping study of extremes of cerebral small vessel disease reveals TRIM47 as a strong candidate. a7 6
Brain, 2022, 145, 1992-2007. )

The Mutationathon highlights the importance of reaching standardization in estimates of
pedigree-based germline mutation rates. ELife, 2022, 11, .

Upregulated heme biosynthesis increases obstructive sleep apnea severity: a pathway-based Mendelian

randomization study. Scientific Reports, 2022, 12, 1472. L6 2

Curated variation benchmarks for challenging medically relevant autosomal genes. Nature
Biotechnology, 2022, 40, 672-680.

Genetic Workup for Charcota€“Mariea€“Tooth Neuropathy: A Retrospective Single-Site Experience 11 4
Covering 15 Years. Life, 2022, 12, 402. ’

Multi-modality machine learning predicting Parkinsond€™s disease. Npj Parkinson's Disease, 2022, 8, 35.

A complete reference genome improves analysis of human genetic variation. Science, 2022, 376, 6.0 144
eabl3533. )

Association of Pathogenic DNA Variants Predisposing to Cardiomyopathy With Cardiovascular Disease
Outcomes and All-Cause Mortality. JAMA Cardiology, 2022, 7, 723.

A rare variant analysis framework using public genotype summary counts to prioritize

disease-predisposition genes. Nature Communications, 2022, 13, 2592. >-8 6

Meta-imputation: An efficient method to combine genotype data after imputation with multiple
reference panels. American Journal of Human Genetics, 2022, 109, 1007-1015.

Analysis of MRI-derived spleen iron in the UK Biobank identifies genetic variation linked to iron

homeostasis and hemolysis. American Journal of Human Genetics, 2022, 109, 1092-1104. 2.6 7

Hereditary Hemochromatosis Variant Associations with Incident Nonliver Malignancies: 11-Year
Follow-up in UK Biobank. Cancer Epidemiology Biomarkers and Prevention, 2022, 31, 1780-1787.

A Novel Proteogenomic Integration Strategy Expands the Breadth of Neo-Epitope Sources. Cancers, 17 3
2022, 14, 3016. :

Quality control of large genome datasets. Human Genetics and Genomics Advances, 2022, 3, 100123.




CITATION REPORT

# ARTICLE IF CITATIONS

Detection of repeat expansions in large next generation DNA and RNA sequencing data without

18 alignment. Scientific Reports, 2022, 12, .

1.6 6

Comprehensive short and long read sequencing analysis for the Gaucher and Parkinsona€™s

disease-associated GBA gene. Communications Biology, 2022, 5, .

Whole genome sequence association analysis of fasting glucose and fasting insulin levels in diverse

120 ohorts from the NHLBI TOPMed program. Communications Biology, 2022, 5, .

2.0 5

High-coverage whole-genome sequencing of the expanded 1000 Genomes Project cohort including 602
trios. Cell, 2022, 185, 3426-3440.e19.

Lynch Syndrome Identification in Saudi Cohort of Endometrial Cancer Patients Screened by Universal

123 Approach. International Journal of Molecular Sciences, 2022, 23, 12299.

1.8 (0]

Genomic architecture of autism from comprehensive whole-genome sequence annotation. Cell, 2022,
185, 4409-4427.e18.

1 Navigating bottlenecks and trade-offs in genomic data analysis. Nature Reviews Genetics, 2023, 24,
26 235350. 77 6

Efficient identification of traitd€associated lossd€efa€function variants in the UK Biobank cohort by
exomea€sequencing based genotype imputation. Genetic Epidemiology, 2023, 47, 121-134.

Whole genome sequencing identifies structural variants contributing to hematologic traits in the

128 NHLBI TOPMed program. Nature Communications, 2022, 13, . 58 6

Multi-omic association study identifies DNA methylation-mediated genotype and smoking exposure
effects on lung function in children living in urban settings. PLoS Genetics, 2023, 19, e1010594.

A CYPome-wide study reveals new potential players in the pathogenesis of Parkinsond€™s disease.

130 Frontiers in Pharmacology, 0, 13, .

1.6 2

Aberrant activation of TCL1A promotes stem cell expansion in clonal haematopoiesis. Nature, 2023, 616,
755-763.

Rare variant enrichment analysis supports GREB1L as a contributory driver gene in the etiology of

132 Mayer-Rokitansky-KAV4ster-Hauser syndrome. Human Genetics and Genomics Advances, 2023, 4, 100188.

Genomed€Wide Analysis of Structural Variants in Parkinson Disease. Annals of Neurology, 2023, 93,
1012-1022.

Rare-variant association analysis reveals known and new age-related hearing loss genes. European

135 Journal of Human Genetics, 2023, 31, 638-647. 1.4 5

Comparing genomic variant identification protocols for Candida auris. Microbial Genomics, 2023, 9, .

Harnessing deep learning into hidden mutations of neurological disorders for therapeutic

145 challenges. Archives of P%armacal Research, 2023, 46, 535-549. 27 1



