Citation Report



11

13

15

17

ARTICLE IF CITATIONS

A genome-wide association study on common SNPs and rare CNVs in anorexia nervosa. Molecular a1 186
Psychiatry, 2011, 16, 949-959. ’

Genome-Wide Association Studies Reveal a Simple Genetic Basis of Resistance to Naturally Coevolving

Viruses in Drosophila melanogaster. PLoS Genetics, 2012, 8, e1003057.

Incorporating prior information into association studies. Bioinformatics, 2012, 28, i147-i153. 1.8 33

The &€ceMissing Heritabilityd€-of Psychiatric Disorders: Elusive Genes or Non-Existent Genes?. Applied
Developmental Science, 2012, 16, 65-83.

Puzzling over schizophrenia: Schizophrenia, social environment and the brain. Nature Medicine, 2012, 15.9 53
18,211-213. )

zCall: a rare variant caller for array-based genotyping. Bioinformatics, 2012, 28, 2543-2545.

Neuroimaging and Genetics: Exploring, Searching, and Finding. Twin Research and Human Genetics, 0.3 ;
2012, 15, 267-272. :

Excess variants in AFF2 detected by massively parallel sequencing of males with autism spectrum
disorder. Human Molecular Genetics, 2012, 21, 4356-4364.

The Minnesota Center for Twin and Family Research Genome-Wide Association Study. Twin Research 0.3 70
and Human Genetics, 2012, 15, 767-774. :

THE FUTURE OF GENOME-BASED MEDICINE. , 2012, , .

Genome-wide association meta-analysis identifies new endometriosis risk loci. Nature Genetics, 2012, o4 257
44,1355-1359. :

Whole-genome and whole-exome sequencing in neurological diseases. Nature Reviews Neurology,
2012, 8,508-517.

The Genetics of Ankylosing Spondylitis and Axial Spondyloarthritis. Rheumatic Disease Clinics of 0.8 a7
North America, 2012, 38, 539-553. :

Effectiveness of a weba€based protocol for the screening and phenotyping of individuals with tourette
syndrome for genetic studies. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics,
2012, 1598, 987-996.

Molecular %enetics research in ADHD: Ethical considerations concerning patients' benefit and
resource allocation. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2012, 11 4
1598, 885-895.

From genome-wide association studies to disease mechanisms: celiac disease as a model for
autoimmune diseases. Seminars in Immunopathology, 2012, 34, 567-580.

Genetics of coronary artery disease: Genome-wide association studies and beyond. Atherosclerosis, 0.4 59
2012, 225, 1-10. )

Immunogenetics of human echinococcosis. Trends in Parasitology, 2012, 28, 447-454.




19

21

23

25

27

29

31

33

35

CITATION REPORT

ARTICLE IF CITATIONS

Analysis of common variations in tumor-suppressor genes on chrlp36 among Caucasian women with

endometriosis. Gynecologic Oncology, 2012, 127, 398-402. 0.6 13

Insights into Assessing the Genetics of Endometriosis. Current Obstetrics and Gynecology Reports,

2012, 1, 124-137.

Next frontiers in the genetic epidemiology of Alzheimera€™s disease. European Journal of Epidemiology, 05 4
2012, 27,831-836. ’

Human Genetic Variation, Shared and Private. Science, 2012, 337, 39-40.

A genome-wide association study using international breeding-evaluation data identifies major loci

affecting production traits and stature in the Brown Swiss cattle breed. BMC Genetics, 2012, 13, 82. 27 47

Identification of rare X-linked neuroligin variants by massively parallel sequencing in males with
autism spectrum disorder. Molecular Autism, 2012, 3, 8.

From genes to characteristics of multiple sclerosis. Acta Neurologica Scandinavica, 2012, 126, 76-83. 1.0 3

Twins and the mystery of missing heritability: the contribution of gened€“environment interactions.
Journal of Internal Medicine, 2012, 272, 440-448.

Ethnic diversity in type 2 diabetes genetics between East Asians and Europeans. Journal of Diabetes 11 5
Investigation, 2012, 3, 349-351. ’

The continuing value of twin studies in the omics era. Nature Reviews Genetics, 2012, 13, 640-653.

What have we learned from six years of GWAS in autoimmune diseases, and what is next?. Current o4 28
Opinion in Immunology, 2012, 24, 571-575. .

GWAS implicates a role for quantitative immune traits and threshold effects in risk for human
autoimmune disorders. Current Opinion in Immunology, 2012, 24, 538-543.

Monogenic Models: What Have the Single Gene Disorders Taught Us?. Current Diabetes Reports, 2012, 17 23
12, 659-666. )

Puzzling over schizophrenia: Schizophrenia as a pathway disease. Nature Medicine, 2012, 18, 210-211.

Genome-wide association studies with metabolomics. Genome Medicine, 2012, 4, 34. 3.6 63

Confluence of genes, environment, development, and behavior in a post Genome-Wide Association
Study world. Development and Psychopathology, 2012, 24, 1195-1214.

A Simulation Study to Assess a Variable Selection Method for Selectin% Single Nucleotide 0.8 1
Polymorphisms Associated with Disease. Journal of Computational Biology, 2012, 19, 1151-1161. )

Genetic Variants near<i>PDGFRA<[i>Are Associated with Corneal Curvature in Australians. , 2012, 53,

7131.




37

39

42

44

46

48

50

52

54

CITATION REPORT

ARTICLE IF CITATIONS

Genetic architectures of psychiatric disorders: the emerging picture and its implications. Nature 77 1025
Reviews Genetics, 2012, 13, 537-551. : >

Heritability in the genome-wide association era. Human Genetics, 2012, 131, 1655-1664.

The genetics and neuropathology of Alzheimerd€™s disease. Acta Neuropathologica, 2012, 124, 305-323. 3.9 203

Genetic insights into common pathways and complex relationships among immune-mediated diseases.
Nature Reviews Genetics, 2013, 14, 661-673.

Genetic Determinants of Osteoporosis. , 2013, , 563-604. 1

Genetic variants associated with disordered eating. International Journal of Eating Disorders, 2013,
46, 594-608.

Validating therapeutic targets through human genetics. Nature Reviews Drug Discovery, 2013, 12, 91
581-594. 5 248

From Genome-Wide Association Studies to Functional Genomics: New Insights Into Cardiovascular
Disease. Canadian Journal of Cardiology, 2013, 29, 23-29.

From promises to practical strategies in epigenetic epidemiology. Nature Reviews Genetics, 2013, 14, 77 314
585-594. ’

Evaluating Rare Variants in Complex Disorders Using Next-Generation Sequencing. Current Psychiatry
Reports, 2013, 15, 349.

Direct-to-consumer genomic testing from the perspective of the health professional: a systematic

review of the literature. Journal of Community Genetics, 2013, 4, 169-180. 05 41

An efficient algorithm to perform multiple testing in epistasis screening. BMC Bioinformatics, 2013, 14,
138.

The genetics of alcohol dependence. Annals of the New York Academy of Sciences, 2013, 1282, 39-70. 1.8 84

Metabolomics platforms for genome wide association studiesa€”linking the genome to the metabolome.
Current Opinion in Biotechnology, 2013, 24, 39-47.

Systems biomedicine: It3€™s your turn 4€”Recent progress in systems biomedicine. Quantitative Biology, 0.3 3
2013, 1, 140-155. )

Systematic identification of interaction effects between genome- and environment-wide associations
in type 2 diabetes mellitus. Human Genetics, 2013, 132, 495-508.

Making sense of OMICS data in populationd€based environmental health studies. Environmental and

Molecular Mutagenesis, 2013, 54, 468-479. 0.9 16

Association of Variants in <i>IL2RA<[i> With Progression of Joint Destruction in Rheumatoid

Arthritis. Arthritis and Rheumatism, 2013, 65, 1684-1693.




56

58

60

62

64

66

68

70

72

CITATION REPORT

ARTICLE IF CITATIONS

The Genetics of Complex Cholestatic Disorders. Gastroenterology, 2013, 144, 1357-1374. 0.6 126

Immunology Taught by Human Genetics. Cold Spring Harbor Symposia on Quantitative Biology, 2013, 78,

157-172.

Pathophysiology of diastolic dysfunction in chronic heart failure. Future Cardiology, 2013, 9, 711-720. 0.5 7

Heritability of metabolic syndrome traits in a large population-based sample. Journal of Lipid Research,
2013, 54, 2914-2923.

A Nondegenerate Code of Deleterious Variants in Mendelian Loci Contributes to Complex Disease Risk. 135 209
Cell, 2013, 155, 70-80. )

Defining Future Directions for Endometriosis Research: Workshop Report From the 2011 World
Congress of Endometriosis in Montpellier, France. Reproductive Sciences, 2013, 20, 483-499.

The emerging spectrum of allelic variation in schizophrenia: current evidence and strategies for the
identification and functional characterization of common and rare variants. Molecular Psychiatry, 41 75
2013, 18, 38-52.

Replication of endometriosis-associated single-nucleotide polymorphisms from genome-wide
association studies in a Caucasian population. Human Reproduction, 2013, 28, 835-839.

Epigenetics of Inflammatory Bowel Disease. , 2013, , 171-187. 0

Molecular Genetics of Inflammatory Bowel Disease. , 2013, , .

Edgotype: a fundamental link between genotype and phenotype. Current Opinion in Genetics and

Development, 2013, 23, 649-657. L5 129

Unraveling Genetic Origin of Aging-Related Traits: Evolving Concepts. Rejuvenation Research, 2013, 16,
304-312.

Imaging genetics 8€” towards discovery neuroscience. Quantitative Biology, 2013, 1, 227-245. 0.3 18

Using Phenotypic Heterogeneity to Increase the Power of Genomea€Wide Association Studies:
Application to Age at Onset of Ischaemic Stroke Subphenotypes. Genetic Epidemiology, 2013, 37, 495-503.

Genetic Susceptibility to Chronic Lymphocytic Leukemia. Seminars in Hematology, 2013, 50, 296-302. 1.8 26

Genetic relationship between five psychiatric disorders estimated from genome-wide SNPs. Nature
Genetics, 2013, 45, 984-994.

Allelic expression imbalance screening of genes in chromosome 1q214€“24 region to identify functional

variants for Type 2 diabetes susceptibility. Physiological Genomics, 2013, 45, 509-520. 1.0 o

OGA: an ontological tool of human phenotypes with genetic associations. BMC Research Notes, 2013,

6,511.




74

76

78

80

82

84

86

88

90

CITATION REPORT

ARTICLE IF CITATIONS

Routine mapping of Fusarium wilt resistance in BC1 populations of Arabidopsis thaliana. BMC Plant 16 1
Biology, 2013, 13, 171. ’

New Opportunities: Harnessing Induced Pluripotency for Discovery in Diabetes and Metabolism. Cell

Metabolism, 2013, 18, 775-791.

Towards Precision Medicine: Advances in Computational Approaches for the Analysis of Human 20 199
Variants. Journal of Molecular Biology, 2013, 425, 4047-4063. :

Genomics in Cardiovascular Disease. Journal of the American College of Cardiology, 2013, 61,
2029-2037.

Estimation and Partition of Heritability in Human Populations Using Whole-Genome Analysis Methods. 3.9 145
Annual Review of Genetics, 2013, 47, 75-95. :

Insights from Genome-Wide Association Studies of Drug Response. Annual Review of Pharmacology
and Toxicology, 2013, 53, 299-310.

From personalized to public health genomics. Genome Medicine, 2013, 5, 60. 3.6 4

Identifying population differences in genes that affect body mass index. Genome Medicine, 2013, 5, 102.

The development of genome-wide association studies and their application to complex diseases, 0.8 13
including lupus. Lupus, 2013, 22, 1205-1213. :

The humankind genome: from genetic diversity to the origin of human diseases. Genome, 2013, 56,
705-716.

Genetics and Genomics for the Prevention and Treatment of Cardiovascular Disease: Update. 16 100
Circulation, 2013, 128, 2813-2851. :

Clinical Genome Sequencing. , 2013, , 102-122.

Glycomics meets genomics, epigenomics and other high throughput omics for system biology studies. 0.8 49
Current Opinion in Chemical Biology, 2013, 17, 34-40. :

Omics and Drug Response. Annual Review of Pharmacology and Toxicology, 2013, 53, 475-502.

Estimation and partitioning of polygenic variation captured by common SNPs for Alzheimer's disease,

multiple sclerosis and endometriosis. Human Molecular Genetics, 2013, 22, 832-841. L4 186

Assessment of systematic effects of methodological characteristics on candidate genetic
associations. Human Genetics, 2013, 132, 167-178.

Genetics and epigenetics of rheumatoid arthritis. Nature Reviews Rheumatology, 2013, 9, 141-153. 3.5 325

Genome-wide association analyses identify 18 new loci associated with serum urate concentrations.

Nature Genetics, 2013, 45, 145-154.




92

94

96

98

100

102

104

107

109

CITATION REPORT

ARTICLE IF CITATIONS

No Genetic Influence for Childhood Behavior Problems From DNA Analysis. Journal of the American 0.3 76
Academy of Child and Adolescent Psychiatry, 2013, 52, 1048-1056.e3. )

Genetic and epigenetic control of metabolic health. Molecular Metabolism, 2013, 2, 337-347.

Pathway-based analysis of genomic variation data. Current Opinion in Genetics and Development, 2013,

23, 622-626. 1.5 16

A century after Fisher: time for a new paradigm in quantitative genetics. Trends in Genetics, 2013, 29,
669-676.

Genome wide association studies (GWAS) and common forms of human epilepsy. Epilepsy and Behavior, 0.9 17
2013, 28, S63-565. )

Haptoglobin, the Good and the Bad. Journal of the American College of Cardiology, 2013, 61, 738-740.

Global Analysis of DNA Methylation Variation in Adipose Tissue from Twins Reveals Links to
Disease-Associated Variants in Distal Regulatory Elements. American Journal of Human Genetics, 2013, 2.6 330
93, 876-890.

The VNTR in complex disorders: The forgotten polymorphisms? A functional way forward?. Genomics,
2013, 101, 273-281.

Additive Genetic Variation in Schizophrenia Risk Is Shared by Populations of African and European

Descent. American Journal of Human Genetics, 2013, 93, 463-47/0. 2.6 72

Genome wide association studies for diabetes: perspective on results and challenges. Pediatric
Diabetes, 2013, 14, 90-96.

Somatic Cell Genomics of Brain Disorders: A New Opportunity to Clarify Genetic-Environmental

Interactions. Cytogenetic and Genome Research, 2013, 139, 181-188. 0.6 55

Validation of schizophrenia-associated genes CSMD1, C100rf26, CACNALC and TCF4 as miR-137 targets.
Molecular Psychiatry, 2013, 18, 11-12.

Finding the sources of missing heritability in a yeast cross. Nature, 2013, 494, 234-237. 13.7 427

Pitfalls of predicting complex traits from SNPs. Nature Reviews Genetics, 2013, 14, 507-515.

Sequence Kernel Association Tests for the Combined Effect of Rare and Common Variants. American

Journal of Human Genetics, 2013, 92, 841-853. 2.6 393

GWAS of 126,559 Individuals Identifies Genetic Variants Associated with Educational Attainment.
Science, 2013, 340, 1467-1471.

The evolution of nutrition research. Canadian Journal of Physiology and Pharmacology, 2013, 91,
257-267. 07 10

The Power of Meta-Analysis in Genome-Wide Association Studies. Annual Review of Genomics and

Human Genetics, 2013, 14, 441-465.




111

113

116

118

120

122

124

126

128

CITATION REPORT

ARTICLE IF CITATIONS

Using Extended Genealogy to Estimate Components of Heritability for 23 Quantitative and 15 345
Dichotomous Traits. PLoS Genetics, 2013, 9, e1003520. :

Genome-Wide Complex Trait Analysis (GCTA): Methods, Data Analyses, and Interpretations. Methods in

Molecular Biology, 2013, 1019, 215-236.

Higher Order Interactions: Detection of Epistasis Using Machine Learning and Evolutionary

Computation. Methods in Molecular Biology, 2013, 1019, 499-518. 04 6

Incorporating Prior Knowledge to Increase the Power of Genome-Wide Association Studies. Methods
in Molecular Biology, 2013, 1019, 519-541.

Genome-Wide Association Studies and Genomic Prediction. Methods in Molecular Biology, 2013, , . 0.4 53

Understanding the immunological impact of the human mutation explosion. Trends in Immunology,
2013, 34, 99-106.

A Rapid Gene-Based Genome-Wide Association Test with Multivariate Traits. Human Heredity, 2013, 76, 0.4 17
53-63. ’

Three Mutually Informative Ways to Understand the Genetic Relationships Among Behavioral
Disinhibition, Alcohol Use, Drug Use, Nicotine Use/Dependence, and Their Co-occurrence: Twin
Biometry, GCTA, and Genome-Wide Scoring. Behavior Genetics, 2013, 43, 97-107.

A genome-wide association study in Han Chinese identifies a susceptibility locus for primary SjAqgren's

syndrome at 7q11.23. Nature Genetics, 2013, 45, 1361-1365. 94 188

A Genome-Wide Association Study of Behavioral Disinhibition. Behavior Genetics, 2013, 43, 363-373.

Genome-wide association studies in psychiatry: what have we learned?. British Journal of Psychiatry, 17 75
2013, 202, 1-4. :

Non-heritable genetics of human disease: spotlight on post-zygotic genetic variation acquired during
lifetime. Journal of Medical Genetics, 2013, 50, 1-10.

Lessons from Functional Analysis of Genome-Wide Association Studies. Cancer Research, 2013, 73,
4180-4184. o4 58

Role of interactions in pharmacogenetic studies: leukotrienes in asthma. Pharmacogenomics, 2013, 14,
923-929.

Genetic Risk Score of 46 Type 2 Diabetes Risk Variants Associates With Changes in Plasma Glucose and

Estimates of Pancreatic 12-Cell Function Over 5 Years of Follow-Up. Diabetes, 2013, 62, 3610-3617. 03 42

From Single Nucleotide Polymorphisms to Constant Immunosuppression: Mesenchymal Stem Cell
Therapy for Autoimmune Diseases. BioMed Research International, 2013, 2013, 1-8.

Republished: Non-heritable genetics of human disease: spotlight on post-zygotic genetic variation

acquired during lifetime. Postgraduate Medical Journal, 2013, 89, 417-426. 0.9 7

Ubiquitous Polygenicity of Human Complex Traits: Genome-Wide Analysis of 49 Traits in Koreans. PLoS

Genetics, 2013, 9, e1003355.




130

132

134

136

138

140

142

144

146

CITATION REPORT

ARTICLE IF CITATIONS

Mining the Human Phenome Using Allelic Scores That Index Biological Intermediates. PLoS Genetics, 15 84
2013,9,e1003919. )

Quantifying Missing Heritability at Known GWAS Loci. PLoS Genetics, 2013, 9, e1003993.

Long Non-Coding RNAs and Complex Human Diseases. International Journal of Molecular Sciences,

2013, 14, 18790-18808. 18 168

Integrated Model of De Novo and Inherited Genetic Variants Yields Greater Power to Identify Risk
Genes. PLoS Genetics, 2013, 9, e1003671.

Genotype-Environment Interactions Reveal Causal Pathways That Mediate Genetic Effects on

Phenotype. PLoS Genetics, 2013, 9, e1003803. L5 2

PUMA: A Unified Framework for Penalized Multiple Regression Analysis of GWAS Data. PLoS
Computational Biology, 2013, 9, e1003101.

Power and Predictive Accuracy of Polygenic Risk Scores. PLoS Genetics, 2013, 9, e1003348. 1.5 1,238

High Trans-ethnic Replicability of GWAS Results Implies Common Causal Variants. PLoS Genetics, 2013,
9,e1003566.

Pathways-Driven Sparse Regression Identifies Pathways and Genes Associated with High-Density

Lipoprotein Cholesterol in Two Asian Cohorts. PLoS Genetics, 2013, 9, e1003939. 1.5 34

Gain-of-function variant of the human epithelial sodium channel. American Journal of Physiology -
Renal Physiology, 2013, 304, F207-F213.

Comparative genomics as a tool to understand evolution and disease. Genome Research, 2013, 23, 04 135
1063-1068. :

Genome-wide association studies in asthma. Current Opinion in Allergy and Clinical Inmunology, 2013,
13,112-118.

In Defense of Genopolitics. American Political Science Review, 2013, 107, 362-374. 2.6 63

Allele-Specific Transcriptional Activity at Type 2 Diabetes-Associated Single Nucleotide Polymorphisms
in Regions of Pancreatic Islet Open Chromatin at the JAZF1 Locus. Diabetes, 2013, 62, 1756-1762.

The causal meaning of Fisher's average effect. Genetical Research, 2013, 95, 89-1009. 0.3 29

Dissecting Genome-Wide Association Signals for Loss-of-Function Phenotypes in Sorghum Flavonoid
Pigmentation Traits. G3: Genes, Genomes, Genetics, 2013, 3, 2085-2094.

Molecular genetics and subjective well-being. Proceedings of the National Academy of Sciences of the

United States of America, 2013, 110, 9692-9697. 33 82

Confirmation of<i>TNIP1</i>but not<i>RHOB</i>and<i>PSORS1C1<«[i>as systemic sclerosis risk factors

in a large independent replication study. Annals of the Rheumatic Diseases, 2013, 72, 602-607.




148

150

152

154

156

158

160

162

164

10

CITATION REPORT

ARTICLE IF CITATIONS

Imputation-Based Genomic Coverage Assessments of Current Human Genotyping Arrays. G3: Genes, 0.8 43
Genomes, Genetics, 2013, 3, 1795-1807. :

An Inflection Point in Gene Discovery Efforts for Neurodegenerative Diseases. JAMA Neurology, 2013,

70, 719.

Common DNA Markers Can Account for More Than Half of the Genetic Influence on Cognitive 18 135
Abilities. Psychological Science, 2013, 24, 562-568. :

Chromatin stretch enhancer states drive cell-specific gene regulation and harbor human disease risk
variants. Proceedings of the National Academy of Sciences of the United States of America, 2013, 110,
17921-17926.

Incorporating parental information into family-based association tests. Biostatistics, 2013, 14, 556-572. 0.9 5

Genes and functional <scp>Gl</scp> disorders: from casual to causal relationship.
Neurogastroenterology and Motility, 2013, 25, 638-649.

Attentional switching forms a genetic link between attention problems and autistic traits in adults. 07 50
Psychological Medicine, 2013, 43, 1985-1996. ’

Variation in the Heritability of Educational Attainment: An International Meta-Analysis. Social Forces,
2013, 92, 109-140.

The Functionality of Prostate Cancer Predisposition Risk Regions Is Revealed by AR Enhancers. , 2013, ,
59-84.

The future of genomics for developmentalists. Development and Psychopathology, 2013, 25, 1263-1278.

Genome-wide association analyses identify multiple loci associated with central corneal thickness o4 269
and keratoconus. Nature Genetics, 2013, 45, 155-163. :

Insights into the genetic basis of type 2 diabetes. Journal of Diabetes Investigation, 2013, 4, 233-244.

Osteoarthritis &€ Genetic Studies of Monogenic and Complex Forms. , 2013, , 275-293. 3

Genome-wide Association Studies. , 2013, , 93-100.

Preventive effects of lowa€dose aspirin on colorectal adenoma growth in patients with familial

adenomatous polyposis: doublea€blind, randomized clinical trial. Cancer Medicine, 2013, 2, 50-56. 13 86

Candidate genes revisited in the genetics of hypertension and blood pressure. Hypertension Research,
2013, 36, 1032-1034.

VAAST 2.0: Improved Variant Classification and Diseased€Gene Identification Using a

Conservation&d€€ontrolled Amino Acid Substitution Matrix. Genetic Epidemiology, 2013, 37, 622-634. 0.6 128

Quantitative Allelic Test4€”A Fast Test for Very Large Association Studies. Genetic Epidemiology, 2013, 37,

831-839.




166

168

170

172

174

176

179

181

183

11

CITATION REPORT

ARTICLE IF CITATIONS

The Impact of Improved Microarray Coverage and Larger Sample Sizes on Future Genomea€Wide

Association Studies. Genetic Epidemiology, 2013, 37, 383-392. 0.6 23

Analysis of natural variation reveals neurogenetic networks for <i>Drosophila</i> olfactory

behavior. Proceedings of the National Academy of Sciences of the United States of America, 2013, 110,
1017-1022.

Monozygotic twins affected with major depressive disorder have greater variance in methylation

than their unaffected co-twin. Translational Psychiatry, 2013, 3, e269-e269. 24 89

TLRs, SNPs and VLBWs: Oh My!. Journal of Perinatology, 2013, 33, 745-747.

Power in GWAS: lifting the curse of the clinical cut-off. Molecular Psychiatry, 2013, 18, 2-3. 4.1 72

Genome-wide association study of serum albumin:globulin ratio in Korean populations. Journal of
Human Genetics, 2013, 58, 174-177.

Genome-wide association study identifies loci on 12q24 and 13q32 associated with Tetralogy of Fallot. 14 82
Human Molecular Genetics, 2013, 22, 1473-1481. )

Calculating statistical power in Mendelian randomization studies. International Journal of
Epidemiology, 2013, 42, 1497-1501.

Refining genetically inferred relationships using treelet covariance smoothing. Annals of Applied 0.5 9
Statistics, 2013, 7, 669-690. ’

Genomics and the Nature of Behavioral and Social Risk. American Journal of Public Health, 2013, 103,
S7-S9.

DNA sequencing methods in human genetics and disease research. F1000prime Reports, 2013, 5, 34. 5.9 6

The Role and Challenges of Exome Sequencing in Studies of Human Diseases. Frontiers in Genetics,
2013, 4, 160.

Whole genome sequencing in support of wellness and health maintenance. Genome Medicine, 2013, 5, p 46
58. ’

No Genes for Intelligence in the Fluid Genome. Advances in Child Development and Behavior, 2013, 45,
67-92.

The genomics of schizophrenia: update and implications. Journal of Clinical Investigation, 2013, 123, 3.9 87
4557-4563. ’

Predicting Cell Types and Genetic Variations Contributing to Disease by Combining GWAS and
Epigenetic Data. PLoS ONE, 2013, 8, e54359.

New Components of Drosophila Leg Development Identified through Genome Wide Association 11 15
Studies. PLoS ONE, 2013, 8, e60261. :

Genetics of Callous-Unemotional Behavior in Children. PLoS ONE, 2013, 8, e65789.




185

187

189

191

193

195

197

199

202

12

CITATION REPORT

ARTICLE IF CITATIONS

Assumptions and Properties of Limiting Pathway Models for Analysis of Epistasis in Complex Traits. 11 1
PLoS ONE, 2013, 8, e68913. ’

The Impact of Phenotypic and Genetic Heterogeneity on Results of Genome Wide Association Studies of

Complex Diseases. PLoS ONE, 2013, 8, e76295.

Genotype by Energy Expenditure Interaction with Metabolic Syndrome Traits: The Portuguese Healthy 11 ;
Family Study. PLoS ONE, 2013, 8, e80417. )

Exploring genome-wide 4€“ dietary heme iron intake interactions and the risk of type 2 diabetes.
Frontiers in Genetics, 2013, 4, 7.

A epigenA©tica como nova hipA3tese etiolA3gica no campo psiquiAjtrico contemporA¢neo. Physis, 2014, 24, o1 9
765-786. :

Stability of Bivariate GWAS Biomarker Detection. PLoS ONE, 2014, 9, e93319.

Pathogenesis of coronary artery disease: focus on genetic risk factors and identification of genetic

variants. The Application of Clinical Genetics, 2014, 7, 15. L4 o8

Association Claims in the Sequencing Era. Genes, 2014, 5, 196-213.

Reading and Language Disorders: The Importance of Both Quantity and Quality. Genes, 2014, 5, 285-3009. 1.0 41

On the Analysis of a Repeated Measure Design in Genome-Wide Association Analysis. International
Journal of Environmental Research and Public Health, 2014, 11, 12283-12303.

Comparison of two methods for analysis of gened€“environment interactions in longitudinal family

data: the Framingham heart study. Frontiers in Genetics, 2014, 5, 9. 11 4

Interleukin-6 Gene Polymorphisms, Dietary Fat Intake, Obesity and Serum Lipid Concentrations in Black
and White South African Women. Nutrients, 2014, 6, 2436-2465.

Mini Review Identifying human disease genes: advances in molecular genetics and computational 0.3 °
approaches. Genetics and Molecular Research, 2014, 13, 5073-5087. :

Functional Gene-Set Analysis Does Not Support a Major Role for Synaptic Function in Attention
Deficit/Hyperactivity Disorder (ADHD). Genes, 2014, 5, 604-614.

Jumping on the Train of Personalized Medicine: A Primer for Non-Geneticist Clinicians: Part 2.

Fundamental Concepts in Genetic Epidemiology. Current Psychiatry Reviews, 2014, 10, 101-117. 0.9 10

Jumping on the Train of Personalized Medicine: A Primer for Non- Geneticist Clinicians: Part 1.
Fundamental Concepts in Molecular Genetics. Current Psychiatry Reviews, 2014, 10, 91-100.

The marriage of quantitative genetics and cell biology. Bioarchitecture, 2014, 4, 58-61. 1.5 3

Molecular genetic psychophysiology: A perspective on the <scp>Mz</[scp>innesota contribution.

Psychophysiology, 2014, 51, 1203-1204.




204

206

208

210

212

214

217

219

221

13

CITATION REPORT

ARTICLE IF CITATIONS

Genomea€wide scans of genetic variants for psychophysiological endophenotypes: A methodological 12 28
overview. Psychophysiology, 2014, 51, 1207-1224. )

Do our &€cebig datad€.in genetic analysis need to get bigger?. Psychophysiology, 2014, 51, 1321-1322.

A novel colorectal cancer risk locus at 4q32.2 identified from an international genome-wide

association study. Carcinogenesis, 2014, 35, 2512-2519. 1.3 30

Estimation and partitioning of (co)heritability of inflammatory bowel disease from GWAS and
immunochip data. Human Molecular Genetics, 2014, 23, 4710-4720.

ATHENA: the analysis tool for heritable and environmental network associations. Bioinformatics, 18 45
2014, 30, 698-705. :

Personalized medicine for chronic, complex diseases: chronic obstructive pulmonary disease as an
example. Personalized Medicine, 2014, 11, 669-679.

Genetic Basis of Complex Genetic Disease: The Contribution of Disease Heterogeneity to Missing

Heritability. Current Epidemiology Reports, 2014, 1, 220-227. 11 55

Empirical prediction of genomic susceptibilities for multiple cancer classes. Proceedings of the
National Academy of Sciences of the United States of America, 2014, 111, 1921-1926.

SNP characteristics predict replication success in association studies. Human Genetics, 2014, 133, 1
1477-1486. -8 17

Next-Generation Sequencing Studies: Optimal Design and Analysis, Missing Heritability and Rare
Variants. Current Epidemiology Reports, 2014, 1, 213-219.

Accuracy of genotype imputation in Nelore cattle. Genetics Selection Evolution, 2014, 46, 69. 1.2 86

The Role and Sources of Individual Differences in Critical-Analytic Thinking: a Capsule Overview.
Educational Psychology Review, 2014, 26, 495-518.

A Genome-Wide Screen for Large-Effect Alloimmunization Susceptibility Loci among Red Blood Cell
Transfusion Recipients with Sickle Cell Disease. Transfusion Medicine and Hemotherapy, 2014, 41, 0.7 21
453-461.

Genetics and genomics of reproductive performance in dairy and beef cattle. Animal, 2014, 8, 105-121.

The importance of early life in childhood obesity and related diseases: a report from the 2014 Gravida

Strategic Summit. Journal of Developmental Origins of Health and Disease, 2014, 5, 398-407. 0.7 1

Genome-wide association study on detailed profiles of smoRing behavior and nicotine dependence in a
twin sample. Molecular Psychiatry, 2014, 19, 615-624.

DNA evidence for strong genetic stability and increasing heritability of intelligence from age 7 to 12. a1 o1
Molecular Psychiatry, 2014, 19, 380-384. :

Underestimation of heritability using a mixed model with a polygenic covariance structure in a

genome-wide association study for complex traits. European Journal of Human Genetics, 2014, 22,
851-854.




223

225

228

230

232

234

236

238

240

14

CITATION REPORT

ARTICLE IF CITATIONS

Agreement between TOAST and CCS ischemic stroke classification. Neurology, 2014, 83, 1653-1660. 1.5 55

A simulation study of gene-by-environment interactions in GWAS implies ample hidden effects.

Frontiers in Genetics, 2014, 5, 225.

Identification of a Regulatory Variant That Binds FOXA1 and FOXA2 at the CDC123/CAMK1D Type 2 15 80
Diabetes GWAS Locus. PLoS Genetics, 2014, 10, e1004633. )

Genome-Wide Association Study of Receptive Language Ability of 12-Year-Olds. Journal of Speech,
Language, and Hearing Research, 2014, 57, 96-105.

Identifying the genes underlying quantitative traits: a rationale for the QTN programme. AoB PLANTS,

y Yy e

1.2 54

A Population Genetic Signal of Polygenic Adaptation. PLoS Genetics, 2014, 10, e1004412.

Genetic Determinants of Long-Term Changes in Blood Lipid Concentrations: 10-Year Follow-Up of the 15 25
GLACIER Study. PLoS Genetics, 2014, 10, e1004388. :

GPA: A Statistical Approach to Prioritizing GWAS Results by Integrating Pleiotropy and Annotation.
PLoS Genetics, 2014, 10, e1004787.

Kernel-based whole-genome prediction of complex traits: a review. Frontiers in Genetics, 2014, 5, 363. 11 127

The Dopaminergic Reward System and Leisure Time Exercise Behavior: A Candidate Allele Study. BioMed
Research International, 2014, 2014, 1-9.

The Impact of Population Demography and Selection on the Genetic Architecture of Complex Traits. 15 146
PLoS Genetics, 2014, 10, e1004379. :

Heritability and genetic basis of protein level variation in an outbred population. Genome Research,
2014, 24,1363-1370.

Challenges in Elucidating the Genetics of Diabetic Retinopathy. JAMA Ophthalmology, 2014, 132, 96. 14 85

Genetics of Adverse Reactions to Haloperidol in a Mouse Diallel: A Druga€“Placebo Experiment and
Bayesian Causal Analysis. Genetics, 2014, 196, 321-347.

Estimation of Epistatic Variance Components and Heritability in Founder Populations and Crosses. 1o 97
Genetics, 2014, 198, 1405-1416. )

A novel computational biostatistics approach implies impaired dephosphorylation of growth factor
receptors as associated with severity of autism. Translational Psychiatry, 2014, 4, e354-e354.

Circadian rhythms and mood: Opportunities for multid€tevel analyses in genomics and neuroscience. 12 10
BioEssays, 2014, 36, 305-315. :

Abundant local interactions in the 4p16.1 region suggest functional mechanisms underlying SLC2A9

associations with human serum uric acid. Human Molecular Genetics, 2014, 23, 5061-5068.




242

244

246

248

250

252

254

256

258

15

CITATION REPORT

ARTICLE IF CITATIONS

Common genetic variants associated with cognitive performance identified using the proxy-phenotype
method. Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, 3.3 244
13790-13794.

<i>ABCC5«[i> Transporter is a Novel Type 2 Diabetes Susceptibility Gene in European and African

American Populations. Annals of Human Genetics, 2014, 78, 333-344.

Comparative Performance of Four Methods for High-throuEhput Glycosylation Analysis of
Immunoglobulin G in Genetic and Epidemiological Research. Molecular and Cellular Proteomics, 2014, 2.5 169
13, 1598-1610.

Imputation Without Doing Imputation: A New Method for the Detection of Nond€Genotyped Causal
Variants. Genetic Epidemiology, 2014, 38, 173-190.

Measurement and genetics of human subcortical and hippocampal asymmetries in large datasets.

Human Brain Mapping, 2014, 35, 3277-3289. 1.9 43

Poly-Omic Prediction of Complex Traits: OmicKriging. Genetic Epidemiology, 2014, 38, 402-415.

Genomea€wide <scp>SNP</scp> analysis reveals a genetic basis for sead€age variation in a wild population
of <scp>A</[scp>tlantic salmon (<i><scp>S</scp>almo salar</i>). Molecular Ecology, 2014, 23, 2.0 96
3452-3468.

Copya€number variation in the pathogenesis of autism spectrum disorder. Psychiatry and Clinical
Neurosciences, 2014, 68, 85-95.

Clinal Variation at Phenology-Related Genes in Spruce: Parallel Evolution in FTL2 and Gigantea?.

Genetics, 2014, 197, 1025-1038. 1.2 h

Trans-ethnic genome-wide association studies: advantages and challenges of mapping in diverse
populations. Genome Medicine, 2014, 6, 91.

An Empirical Comparison of Metad€analysis and Megaa€analysis of Individual Participant Data for

Identifying Gene4d€Environment Interactions. Genetic Epidemiology, 2014, 38, 369-378. 0-6 48

Word Reading Fluency: Role of Genome&€Wide Singleé€Nucleotide Polymorphisms in Developmental
Stability and Correlations With Print Exposure. Child Development, 2014, 85, 1190-1205.

<scp>VAV</scp>1 and <scp>BAFF</scp>, via <scp>NF</scp>12B pathway, are genetic risk factors for

myasthenia gravis. Annals of Clinical and Translational Neurology, 2014, 1, 329-339. L7 27

In search of rare variants: Preliminary results from whole genome sequencing of 1,325 individuals
with psychophysiological endophenotypes. Psychophysiology, 2014, 51, 1309-1320.

Heritability and moleculard€genetic basis of the <scp>P<[scp>3 eventa€related brain potential: A

genomed€wide association study. Psychophysiology, 2014, 51, 1246-1258. 1.2 32

Differential Transcriptional and Posttranslational Transcription Factor 7-Like 2 Regulation Among
Nondiabetic Individuals and Type 2 Diabetic Patients. Molecular Endocrinology, 2014, 28, 1558-1570.

Use of a targeted, combinatorial next-generation sequencing approach for the study of bicuspid o7 50
aortic valve. BMC Medical Genomics, 2014, 7, 56. :

Characterizing the genetic basis of bacterial phenotypes using genome-wide association studies: a new

direction for bacteriology. Genome Medicine, 2014, 6, 109.




260

262

264

266

268

270

272

274

276

16

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide association studies to advance our understanding of critical cell types and pathways in

rheumatoid arthritis. Current Opinion in Rheumatology, 2014, 26, 85-92. 2.0 45

Analysis of genome-wide significant bipolar disorder genes in borderline personality disorder.

Psychiatric Genetics, 2014, 24, 262-265.

The future for genetic studies in reproduction. Molecular Human Reproduction, 2014, 20, 1-14. 1.3 38

Study of Exonic Variation Identifies Incremental Information Regarding Lipid-Related and Coronary
Heart Disease Genes. Circulation Research, 2014, 115, 478-480.

The genetics of juvenile idiopathic arthritis: current understanding and future prospects. 0.9 21
Rheumatology, 2014, 53, 592-599. :

Wellness and Health Omics Linked to the Environment: The WHOLE Approach to Personalized
Medicine. Advances in Experimental Medicine and Biology, 2014, 799, 1-14.

Genetic and Environmental Stability of Intelligence in Childhood and Adolescence. Twin Research and 0.3 17
Human Genetics, 2014, 17, 151-163. :

Race and Ancestry in the Age of Inclusion: Technique and Meaning in Post-Genomic Science. Journal of
Health and Social Behavior, 2014, 55, 504-518.

Genetic variation within transcriptional regulatory elements and its implications for human disease. 1o ;
Biological Chemistry, 2014, 395, 1453-1460. :

Putting GWAS to the functional test: NR5A2 and pancreatic cancer risk. Gut, 2014, 63, 535-536.

THRA and DIO2 mutations are unlikely to be a common cause of increased bone mineral density in

euthyroid post-menopausal women. European Journal of Endocrinology, 2014, 170, 637-644. 1.9 o

Developments in Ocular Genetics. Asia-Pacific Journal of Ophthalmology, 2014, 3, 181-193.

Genomics and personalised whole-of-life healthcare. Trends in Molecular Medicine, 2014, 20, 479-486. 3.5 18

Chip-based direct genotyping of coding variants in genome wide association studies: Utility, issues and
prospects. Gene, 2014, 540, 104-109.

Joint Analysis of Functional Genomic Data and Genome-wide Association Studies of 18 Human Traits. 06 563
American Journal of Human Genetics, 2014, 94, 559-573. :

Genetics of ankylosing spondylitis. Molecular Immunology, 2014, 57, 2-11.

Variations in predicted risks in personal genome testing for common complex diseases. Genetics in 11 63
Medicine, 2014, 16, 85-91. :

Neuropsychiatric disease relevance of circulating anti-NMDA receptor autoantibodies depends on

blooda€"brain barrier integrity. Molecular Psychiatry, 2014, 19, 1143-1149.




278

280

283

285

287

289

291

293

295

17

CITATION REPORT

ARTICLE IF CITATIONS

Letter to the editor: expression of concern, reaffirmed. Age, 2014, 36, 479-482. 3.0 0

Improving genetic risk prediction by leveraging pleiotropy. Human Genetics, 2014, 133, 639-650.

THE ACTION OF STABILIZING SELECTION, MUTATION, AND DRIFT ON EPISTATIC QUANTITATIVE TRAITS.

Evolution; International Journal of Organic Evolution, 2014, 68, 1974-1987. 11 1

Explaining additional genetic variation in complex traits. Trends in Genetics, 2014, 30, 124-132.

Variant calling in low-coverage whole genome sequencing of a Native American population sample. 19 23
BMC Genomics, 2014, 15, 85. :

Next-Generation Statistical Genetics: Modeling, Penalization, and Optimization in High-Dimensional
Data. Annual Review of Statistics and Its Application, 2014, 1, 279-300.

Systems biology in drug discovery and development. Drug Discovery Today, 2014, 19, 113-125. 3.2 80

Testing the role of circadian genes in conferring risk for psychiatric disorders. American Journal of
Medical Genetics Part B: Neuropsychiatric Genetics, 2014, 165, 254-260.

Statistical power and significance testing in large-scale genetic studies. Nature Reviews Genetics, 77 484
2014, 15, 335-346. ’

Functional interpretation of non&d€eoding sequence variation: Concepts and challenges. BioEssays, 2014,
36, 191-199.

Large-scale genomics unveils the genetic architecture of psychiatric disorders. Nature Neuroscience, 71 391
2014, 17, 782-790. :

Population genomics of parallel hybrid zones in the mimetic butterflies, <i>H. melpomene</i> and <i>H.
erato<[i>. Genome Research, 2014, 24, 1316-1333.

The Genome of the Netherlands: design, and project goals. European Journal of Human Genetics, 2014,
22,221-227. 14 246

Rationale, design, and method of the Diabetes &amp; Women's Health study 4€“ a study of long&d€term
health implications of glucose intolerance in pregnancy and their determinants. Acta Obstetricia Et
Gynecologica Scandinavica, 2014, 93, 1123-1130.

Unifying immunology with informatics and multiscale biology. Nature Immunology, 2014, 15, 118-127. 7.0 140

Applications of Population Genetics to Animal Breeding, from Wright, Fisher and Lush to Genomic
Prediction. Genetics, 2014, 196, 1-16.

Gene-Environment Interaction. Annual Review of Psychology, 2014, 65, 41-70. 9.9 224

The ENCODE Project and Perspectives on Pathways. Genetic Epidemiology, 2014, 38, 275-280.




297

299

301

303

305

307

309

311

313

18

CITATION REPORT

ARTICLE IF CITATIONS

Systematic analysis of gene properties influencing organ system phenotypes in mammalian 18 8
perturbations. Bioinformatics, 2014, 30, 3093-3100. :

The Biological Basis of Human Sexual Orientation. Advances in Genetics, 2014, 86, 167-184.

Advances and limits of using population genetics to understand local adaptation. Trends in Ecology 49 399
and Evolution, 2014, 29, 673-680. ’

Leveraging population admixture to characterize the heritability of complex traits. Nature Genetics,
2014, 46, 1356-1362.

A Variational Bayes Discrete Mixture Test for Rare Variant Association. Genetic Epidemiology, 2014, 38, 0.6 19
21-30. )

Partitioning Heritability of Regulatory and Cell-Type-Specific Variants across 11 Common Diseases.
American Journal of Human Genetics, 2014, 95, 535-552.

Genome-wide association study as a method to analyze the genome architecture in polygenic diseases,

with the example of multiple sclerosis. Molecular Biology, 2014, 48, 496-507. 0.4 8

PANOGA: a web server for identification of SNP-targeted pathways from genome-wide association
study data. Bioinformatics, 2014, 30, 1287-1289.

Mechanisms and treatment of ischaemic stroked€”insights from genetic associations. Nature Reviews 49 a7
Neurology, 2014, 10, 723-730. :

Integrating genomics into evolutionary medicine. Current Opinion in Genetics and Development, 2014,
29, 97-102.

Advancements of Mass Spectrometry in Biomedical Research. Advances in Experimental Medicine and 0.8 6
Biology, 2014, , . :

Functional Logistic Regression Approach to Detecting Gene by Longitudinal Environmental Exposure
Interaction in a Cased€Control Study. Genetic Epidemiology, 2014, 38, 638-651.

Genetic variability in the regulation of gene expression in ten regions of the human brain. Nature 71 620
Neuroscience, 2014, 17, 1418-1428. :

Genome-wide association studies of suicidal behaviors: A review. European
Neuropsychopharmacology, 2014, 24, 1567-1577.

A survey of tools for variant analysis of next-generation genome sequencing data. Briefings in 3.9 480
Bioinformatics, 2014, 15, 256-278. :

Pathway analysis of genome-wide association study on serum prostate-specific antigen levels. Gene,
2014, 551, 86-91.

QTL mapping in outbred populations: successes and challenges. Physiological Genomics, 2014, 46, 81-90. 1.0 50

Rare-Variant Association Analysis: Study Designs and Statistical Tests. American Journal of Human

Genetics, 2014, 95, 5-23.




315

317

319

321

323

325

327

329

331

19

CITATION REPORT

ARTICLE IF CITATIONS

Genetic variants underlying risk of endometriosis: insights from meta-analysis of eight genome-wide

association and replication datasets. Human Reproduction Update, 2014, 20, 702-716. 5.2 171

Biological Networks and Drug Discoveryd€”Where Do We Stand?. Drug Development Research, 2014, 75,

271-282.

The Heritability of Prostate Cancer in the Nordic Twin Study of Cancer. Cancer Epidemiology

Biomarkers and Prevention, 2014, 23, 2303-2310. 11 169

Replicability and Robustness of Genome-Wide-Association Studies for Behavioral Traits. Psychological
Science, 2014, 25, 1975-1986.

High-resolution association mapping of number of teats in pigs reveals regions controlling vertebral

development. BMC Genomics, 2014, 15, 542. 12 62

Application of noncollapsing methods to the gene-based association test: a comparison study using
Genetic Analysis Workshop 18 data. BMC Proceedings, 2014, 8, S53.

Applying compressed sensing to genome-wide association studies. GigaScience, 2014, 3, 10. 3.3 30

Gene expression profiles associated with acute myocardial infarction and risk of cardiovascular
death. Genome Medicine, 2014, 6, 40.

Molecularly and clinically related drugs and diseases are enriched in phenotypically similar

drug-disease pairs. Genome Medicine, 2014, 6, 52. 3.6 17

Endocrine disruptor induction of epigenetic transgenerational inheritance of disease. Molecular and
Cellular Endocrinology, 2014, 398, 4-12.

The contribution of genetic variants to disease depends on the ruler. Nature Reviews Genetics, 2014,
15,765-776. 7.7 153

Detecting epistasis in human complex traits. Nature Reviews Genetics, 2014, 15, 722-733.

Predictive factors of diabetic complications: a possible link between family history of diabetes and

diabetic retinopathy. Journal of Diabetes and Metabolic Disorders, 2014, 13, 55. 0.8 42

A genome-wide association study of anorexia nervosa. Molecular Psychiatry, 2014, 19, 1085-1094.

Genetic Esychophysiology: Advances, problems, and future directions. International Journal of 0.5 37
Psychophysiology, 2014, 93, 173-197. )

Genome-Wide Association in Tomato Reveals 44 Candidate Loci for Fruit Metabolic Traits A. Plant
Physiology, 2014, 165, 1120-1132.

Genetics of Diabetic Retinopathy. Current Diabetes Reports, 2014, 14, 515. 1.7 69

Quality control and conduct of genome-wide association meta-analyses. Nature Protocols, 2014, 9,

1192-1212.




333

335

337

339

341

343

345

348

350

20

CITATION REPORT

ARTICLE IF CITATIONS

Whole-genome sequence variation, population structure and demographic history of the Dutch o4 641
population. Nature Genetics, 2014, 46, 818-825. .

Research Review: Polygenic methods and their application to psychiatric traits. Journal of Child

Psychology and Psychiatry and Allied Disciplines, 2014, 55, 1068-1087.

Overexpression of JAZF1 protected ApoE-deficient mice from atherosclerosis by inhibiting hepatic
cholesterol synthesis via CREB-dependent mechanisms. International Journal of Cardiology, 2014, 177, 0.8 26
100-110.

A short critical history of the application of genomics to animal breeding. Livestock Science, 2014, 166,
479,

Genetic basis of myasthenia gravis € A comprehensive review. Journal of Autoimmunity, 2014, 52,
146-153. 80 98

A Genome-wide Association Meta-analysis of Preschool Internalizing Problems. Journal of the
American Academy of Child and Adolescent Psychiatry, 2014, 53, 667-676.e7.

TAOK3, a novel genome-wide association study locus associated with morphine requirement and

postoperative pain in a retrospective pediatric day surgery population. Pain, 2014, 155, 1773-1783. 2.0 38

Multiple sclerosis genetics. Lancet Neurology, The, 2014, 13, 700-7009.

Stability and Response of Polygenic Traits to Stabilizing Selection and Mutation. Genetics, 2014, 197, 1o 62
749-767. )

From genomes to societies: a holistic view of determinants of human health. Current Opinion in
Biotechnology, 2014, 28, 134-142.

The genetic basis of ankylosing spondylitis: new insights into disease pathogenesis. The Application of 1.4 86
Clinical Genetics, 2014, 7, 105. .

The genetics and immunobiology of IgA nephropathy. Journal of Clinical Investigation, 2014, 124,
2325-2332.

Genomes and phenomes of a population of outbred rats and its progenitors. Scientific Data, 2014, 1, 0.4 25
140011. :

Genetics and sport performance: current challenges and directions to the future. Revista Brasileira
De EducaASAfo FAsica E Esporte: RBEFE, 2014, 28, 177-193.

Text Mining in Cancer Gene and Pathway Prioritization. Cancer Informatics, 2014, 13s1, CIN.S13874. 0.9 32

Identifying disease associated genes by network propagation. BMC Systems Biology, 2014, 8, S6.

Translating Advances in Our Understanding of the Genetics of Diabetes into the Clinic. Frontiers in 0.4 o
Diabetes, 2014, , 173-186. )

Detecting association of rare and common variants by adaptive combination of P-values. Genetical

Research, 2015, 97, e20.




352

354

357

359

362

364

366

368

370

21

CITATION REPORT

ARTICLE IF CITATIONS

Progress and promise in understanding the genetic basis of common diseases. Proceedings of the 12 147
Royal Society B: Biological Sciences, 2015, 282, 20151684. )

Applying computation biology and 4€cebig datad€sto develop multiplex diagnostics for complex chronic

diseases such as osteoarthritis. Biomarkers, 2015, 20, 533-539.

The locus of sexual selection: moving sexual selection studies into the postd€genomics era. Journal of 0.8 69
Evolutionary Biology, 2015, 28, 739-755. :

On improving the credibility of candidate gene studies: A review of candidate gene studies published in
Emotion.. Emotion, 2015, 15, 531-537.

Estimating heritability of drug-induced liver injury from common variants and implications for future

study designs. Scientific Reports, 2015, 4, 5762. L6 8

8p223€“23-rs2254546 as a Susceptibility Locus for Kawasaki Disease: a Case-control Study and a
Meta-analysis. Scientific Reports, 2014, 4, 4247.

Highlighting nonlinear patterns in population genetics datasets. Scientific Reports, 2015, 5, 8140. 1.6 31

Privacy-preserving GWAS analysis on federated genomic datasets. BMC Medical Informatics and
Decision Making, 2015, 15, S2.

Hi%h performance computing enabling exhaustive analysis of higher order single nucleotide
polymorphism interaction in Genome Wide Association Studies. Health Information Science and 3.4 24
Systems, 2015, 3, S3.

Collective effects of common SNPs in foraging decisions in Caenorhabditis elegans and an integrative
method of identification of candidate genes. Scientific Reports, 2015, 5, 16904.

A combination of targeted enrichment methodologies for whole-exome sequencing reveals novel

pathogenic mutations. Scientific Reports, 2015, 5, 9331. L6 14

Genetics of Non-conventional Lipoprotein Fractions. Current Genetic Medicine Reports, 2015, 3,
196-201.

Group-based variant calling leveraging next-generation supercomputing for large-scale

whole-genome sequencing studies. BMC Bioinformatics, 2015, 16, 304. 1.2 12

How Genetic and Other Biological Factors Interact with Smoking Decisions. Big Data, 2015, 3, 198-202.

Genomea€wide association study of lymphoblast cell viability after clozapine exposure. American

Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2015, 168, 116-122. 11 6

Contemporary Considerations for Constructing a Genetic Risk Score: An Empirical Approach. Genetic
Epidemiology, 2015, 39, 439-445.

Sequenced€based typing of <scp>HLA<[scp>a€A gene in 930 patients with nasopharyngeal carcinoma in

Hunan province, southern China. Tissue Antigens, 2015, 86, 15-20. Lo 16

Prioritization of Cancer-Related Genomic Variants by SNP Association Network. Cancer Informatics,

2015, 14s2, CIN.S17288.




CITATION REPORT

# ARTICLE IF CITATIONS

Powerful Tukey's One Degree-of-Freedom Test for Detecting Gene-Gene and Gene-Environment

372 Interactions. Cancer Informatics, 2015, 14s2, CIN.S17305. 0.9

Explicit Modeling of Ancestry Improves Polygenic Risk Scores and BLUP Prediction. Genetic

Epidemiology, 2015, 39, 427-438.

A guide on gene prioritization in studies of psychiatric disorders. International Journal of Methods in

874 psychiatric Research, 2015, 24, 245-256. L1 6

What Can the Study of Genetics Offer to Educators?. Mind, Brain, and Education, 2015, 9, 72-80.

376 <i>Polls and Elections</i> Some Folks You Just Can't Reach: The Genetic Heritability of Presidential 0.3 1
Approval. Presidential Studies Quarterly, 2015, 45, 760-777. :

Non&€xscp>HLA<[scp> genomics: does it have a role in predicting haematopoietic stem cell
transplantation outcome?. International Journal of Immunogenetics, 2015, 42, 229-238.

378  Mining wild barley for powdery mildew resistance. Plant Pathology, 2015, 64, 1396-1406. 1.2 34

Comprehensive evaluation of the neuropeptide-Y gene variants in the risk of obesity.
Pharmacogenetics and Genomics, 2015, 25, 501-510.

380  Very Early-onset Inflammatory Bowel Disease. Inflammatory Bowel Diseases, 2015, 21, 1166-1175. 0.9 82

The contribution of genetic factors to rheumatoid arthritis. , 2015, , 735-742.

382  Celiac Disease and Other Autoimmune Disorders. , 2015, , . 3

JAG: A Computational Tool to Evaluate the Role of Gene-Sets in Complex Traits. Genes, 2015, 6, 238-251.

384 Long Non-Coding RNAs as Master Regulators in Cardiovascular Diseases. International Journal of L8 140
Molecular Sciences, 2015, 16, 23651-23667. )

Implications of pleiotropy: challenges and opportunities for mining Big Data in biomedicine. Frontiers
in Genetics, 2015, 6, 229.

Genetic markers of white matter integrity in schizophrenia revealed by parallel ICA. Frontiers in

386 Human Neuroscience, 2015, 9, 100. 1o

11

Causal Drift, Robust Signaling, and Complex Disease. PLoS ONE, 2015, 10, e0118413.

Human Fertility, Molecular Genetics, and Natural Selection in Modern Societies. PLoS ONE, 2015, 10,

388 0126821. 11 72

Accounting for Genetic Architecture Improves Sequence Based Genomic Prediction for a Drosophila

Fitness Trait. PLoS ONE, 2015, 10, e0126880.

22



390

392

394

396

398

400

402

404

406

23

CITATION REPORT

ARTICLE IF CITATIONS

A Genome-Wide Association Analysis Reveals Epistatic Cancellation of Additive Genetic Variance for

Root Length in Arabidopsis thaliana. PLoS Genetics, 2015, 11, e1005541. L5 38

Enrichment of Minor Alleles of Common SNPs and Improved Risk Prediction for Parkinson's Disease.

PLoS ONE, 2015, 10, e0133421.

Family-Based Benchmarking of Copy Number Variation Detection Software. PLoS ONE, 2015, 10, e0133465. 11 9

Assessing the Power of Exome Chips. PLoS ONE, 2015, 10, e0139642.

The Relationship between Native American Ancestry, Body Mass Index and Diabetes Risk among

Mexican-Americans. PLoS ONE, 2015, 10, €0141260. 11 24

Integrating basic research with prevention/intervention to reduce risky substance use among college
students. Frontiers in Psychology, 2015, 6, 544.

Obesity genetics in mouse and human: back and forth, and back again. Peer], 2015, 3, e856. 0.9 122

Associations of Haplotypes Upstream ofIRS1with Insulin Resistance, Type 2 Diabetes, Dyslipidemia,
Preclinical Atherosclerosis, and Skeletal MuscleLOC646736mRNA Levels. Journal of Diabetes Research,
2015, 2015, 1-11.

Association between Genetic Variants on Chromosome 15q25 Locus and Several Nicotine Dependence

Traits in Polish Population: A Case-Control Study. BioMed Research International, 2015, 2015, 1-8. 0.9 13

Contrasting genetic architectures in different mouse reference populations used for studying
complex traits. Genome Research, 2015, 25, 775-791.

GWA meta-analysis of personality in Korean cohorts. Journal of Human Genetics, 2015, 60, 455-460. 11 55

A mixed blessing? Dual mediating mechanisms in the relationship between dopamine transporter gene
DAT1 and leadership role occupancy. Leadership Quarterly, 2015, 26, 671-686.

A kernel machine method for detecting effects of interaction between multidimensional variable sets:

An imaging genetics application. Neurolmage, 2015, 109, 505-514. 21 23

Differences in Histone Modifications Between Individuals. , 2015, , 55-82.

The Cancer Cell Map Initiative: Defining the Hallmark Networks of Cancer. Molecular Cell, 2015, 58,

690-698. 45 117

Review of statistical methodologies for the detection of parent-of-origin effects in family trio
genome-wide association data with binary disease traits. Briefings in Bioinformatics, 2015, 16, 429-448.

In Silico Post Genome-Wide Association Studies Analysis of C-Reactive Protein Loci Suggests an

Important Role for Interferons. Circulation: Cardiovascular Genetics, 2015, 8, 487-497. 51 24

Statistical colocalization of genetic risk variants for related autoimmune diseases in the context of

common controls. Nature Genetics, 2015, 47, 839-846.




408

410

412

414

416

418

420

422

424

24

CITATION REPORT

ARTICLE IF CITATIONS

The Genetics of Loneliness. Perspectives on Psychological Science, 2015, 10, 213-226. 5.2 80

Systems Genetics Analysis of Genome-Wide Association Study Reveals Novel Associations Between Key

Biological Processes and Coronary Artery Disease. Arteriosclerosis, Thrombosis, and Vascular
Biology, 2015, 35, 1712-1722.

Extracting research-quality phenotypes from electronic health records to support precision

medicine. Genome Medicine, 2015, 7, 41. 3.6 181

The Biobanking Analysis Resource Catalogue (BARCdb): a new research tool for the analysis of biobank
samples. Nucleic Acids Research, 2015, 43, D1158-D1162.

Gene analysis techniques and susceptibility gene discovery inAnon-BRCA1/BRCA2 familial breast cancer. 0.8 25
Surgical Oncology, 2015, 24, 100-1009. :

Whole genome prediction for preimplantation genetic diagnosis. Genome Medicine, 2015, 7, 35.

Response of Polygenic Traits Under Stabilizing Selection and Mutation When Loci Have Unequal 0.8 38
Effects. G3: Genes, Genomes, Genetics, 2015, 5, 1065-1074. :

Combinations of Gene Ontology and Pathway Characterize and Predict Prognosis Genes for
Recurrence of Gastric Cancer After Surgery. DNA and Cell Biology, 2015, 34, 579-587.

Strategies for fine-mapping complex traits. Human Molecular Genetics, 2015, 24, R111-R119. 14 191

BMD Loci Contribute to Ethnic and Developmental Differences in Skeletal Fragility across
Populations: Assessment of Evolutionary Selection Pressures. Molecular Biology and Evolution, 2015,
32,2961-2972.

Evolutionary patterns of DNA base composition and correlation to polymorphisms in DNA repair 6.5 °
systems. Nucleic Acids Research, 2015, 43, 3614-3625. :

The Nature of Genetic Variation for Complex Traits Revealed by GWAS and Regional Heritability
Mapping Analyses. Genetics, 2015, 201, 1601-1613.

Multiple Hepatic Regulatory Variants at the GALNT2 GWAS Locus Associated with High-Density

Lipoprotein Cholesterol. American Journal of Human Genetics, 2015, 97, 801-815. 2:6 49

Susceptibility loci for umbilical hernia in swine detected by genome-wide association. Russian Journal
of Genetics, 2015, 51, 1000-1006.

HEALER: homomorphic computation of ExAct Logistic rEgRession for secure rare disease variants 18 76
analysis in GWAS. Bioinformatics, 2016, 32, 211-218. ’

The Power of Theory, Research Design, and Transdisciplinary Integration in Moving Psychopathology
Forward. Psychological Inquiry, 2015, 26, 209-230.

Environmentally Induced Epigenetic Transgenerational Inheritance of Reproductive Diseasel. Biology 12 75
of Reproduction, 2015, 93, 145. :

Cross-validation and cross-study validation of chronic lymphocytic leukemia with exome sequences

and machine learning. , 2015, , .




426

428

430

432

434

436

438

440

442

25

CITATION REPORT

ARTICLE IF CITATIONS

A new tool called DISSECT for analysing large genomic data sets using a Big Data approach. Nature 5.8 68
Communications, 2015, 6, 10162. :

Integrating molecular mechanisms into quantitative genetics to understand consistent individual

differences in behavior. Current Opinion in Behavioral Sciences, 2015, 6, 111-114.

Genetic Architecture of Complex Human Traits: What Have We Learned from Genome-Wide Association 19 3
Studies?. Current Genetic Medicine Reports, 2015, 3, 143-150. ’

Genome-wide association study of survival from sepsis due to pneumonia: an observational cohort
study. Lancet Respiratory Medicine,the, 2015, 3, 53-60.

Genetic and environmental components of family history in type 2 diabetes. Human Genetics, 2015, 134,
259-267. 18 39

Dietary Patterns, Genes, and Health: Challenges and Obstacles to be Overcome. Current Nutrition
Reports, 2015, 4, 82-87.

Combined QTL and Selective Sweep Mappings with Coding SNP Annotation and<i>cis</i>-eQTL Analysis
Revealed<i>PARK2<[i>and<i>JAG2<[i>as New Candidate Genes for Adiposity Regulation. G3: Genes, 0.8 17
Genomes, Genetics, 2015, 5, 517-529.

Genetic studies of body mass index yield new insights for obesity biology. Nature, 2015, 518, 197-206.

Potential of a tomato <scp>MAGIC</scp> population to decipher the genetic control of quantitative
traits and detect causal variants in the resequencing era. Plant Biotechnology Journal, 2015, 13, 4.1 184
565-577.

The genetics of osteoporosis. British Medical Bulletin, 2015, 113, 73-81.

Replication and meta-analysis of previous genome-wide association studies confirm vezatin as the
locus with the strongest evidence for association with endometriosis. Human Reproduction, 2015, 30, 0.4 26
987-993.

Understanding variation in disease risk: the elusive concept of frailty. International Journal of
Epidemiology, 2015, 44, 1408-1421.

Statistical Methods for Genomea€Wide and Sequencing Association Studies of Complex Traits in Related

Samples. Current Protocols in Human Genetics, 2015, 84, 1.28.1-1.28.9. 3.5 10

Global health metrics needs collaboration and competition. Lancet, The, 2015, 385, 92-94.

Promises and Challenges of Big Data Computing in Health Sciences. Big Data Research, 2015, 2, 2-11. 2.6 185

Luciferase immunoprecipitation systems for measuring antibodies in autoimmune and infectious
diseases. Translational Research, 2015, 165, 325-335.

Joint Analysis of Psychiatric Disorders Increases Accuracy of Risk Prediction for Schizophrenia,
Bipolar Disorder, and Major Depressive Disorder. American Journal of Human Genetics, 2015, 96, 2.6 225
283-294.

Innovative human-specific investigational approaches to autoimmune disease. RSC Advances, 2015, 5,

18451-18463.




444

446

448

450

452

454

456

458

460

26

CITATION REPORT

ARTICLE IF CITATIONS

Application of clinical text data for phenome-wide association studies (PheWASs). Bioinformatics, L8 33
2015, 31, 1981-1987. )

Schizophrenia or Schizophrenias? The Challenge of Genetic Parsing of a Complex Disorder. American

Journal of Psychiatry, 2015, 172, 105-107.

Population Genetics Identifies Challenges in Analyzing Rare Variants. Genetic Epidemiology, 2015, 39,

145-148. 0.6 16

Candidate Gene&€“Environment Interaction Research. Perspectives on Psychological Science, 2015, 10,
37-59.

EasyStrata: evaluation and visualization of stratified genome-wide association meta-analysis data. 18 -
Bioinformatics, 2015, 31, 259-261. :

Genetic contributions to variation in general cognitive function: a meta-analysis of genome-wide
association studies in the CHARGE consortium (N=534€%0949). Molecular Psychiatry, 2015, 20, 183-192.

A model to investigate SNPsa€™ interaction in GWAS studies. Journal of Neural Transmission, 2015, 122, 14 3
145-153. :

Clinical Epidemiology. Methods in Molecular Biology, 2015, , .

Genomic regions influencing coat color saturation and facial markings in Fleckvieh cattle. Animal

Genetics, 2015, 46, 65-68. 0.6 29

An analysis of DNA methylation in human adipose tissue reveals differential modification of obesity
genes before and after gastric bypass and weight loss. Genome Biology, 2015, 16, 8.

Genetic Overlap Between Diagnostic Subtypes of Ischemic Stroke. Stroke, 2015, 46, 615-619. 1.0 34

Recent developments on the role of epigenetics in obesity and metabolic disease. Clinical Epigenetics,
2015, 7, 66.

Integrated Genomics Identifies Convergence of Ankylosing Spondylitis with Global Immune Mediated

Disease Pathways. Scientific Reports, 2015, 5, 10314. L6 20

MAGMA: Generalized Gene-Set Analysis of GWAS Data. PLoS Computational Biology, 2015, 11, e1004219.

Aetiological coding sequence variants in non-syndromic premature ovarian failure: From genetic
linkage analysis to next generation sequencing. Molecular and Cellular Endocrinology, 2015, 411, 1.6 46
243-257.

Selections From the Current Literature. Journal of the American Dental Association, 2015, 146, 552-554.

Recent advances in understanding the genetic architecture of type 2 diabetes. Human Molecular 14 107
Genetics, 2015, 24, R85-R92. :

Leveraging Functional-Annotation Data in Trans-ethnic Fine-Mapping Studies. American Journal of

Human Genetics, 2015, 97, 260-271.




462

464

466

468

470

472

474

476

478

27

CITATION REPORT

ARTICLE IF CITATIONS

Closing the Gap between Knowledge and Clinical Application: Challenges for Genomic Translation. 15 36
PLoS Genetics, 2015, 11, e1004978. :

The Contribution of Genomic Research to Explaining Racial Disparities in Cardiovascular Disease: A

Systematic Review. American Journal of Epidemiology, 2015, 181, 464-472.

Identifying the Biological Basis of GWAS Hits for Endometriosisl. Biology of Reproduction, 2015, 92, 1o 55
87. )

Gene by Social-Environment Interaction for Youth Delinquency and Violence: Thirty-Nine
Aggression-Related Genes. Social Forces, 2015, 93, 881-903.

PARIt;ASAA—A10478 has emerged as a standard of statistical significance for genome-wide association studies.
Journal of Clinical Epidemiology, 2015, 68, 460-465.

Down the line from genome-wide association studies in inflammatory bowel disease: the resulting
clinical benefits and the outlook for the future. Expert Review of Clinical Immunology, 2015, 11, 33-44.

Human aging in the post-GWAS era: further insights reveal potential regulatory variants. 20 5
Biogerontology, 2015, 16, 529-541. :

Genetics and Brain Morphology. Neuropsychology Review, 2015, 25, 63-96.

Filter-free exhaustive odds ratio-based genome-wide interaction approach pinpoints evidence for

interaction in the HLA region in psoriasis. BMC Genetics, 2015, 16, 11. 27 2

Genetics of Human Sexual Behavior: Where We Are, Where We Are Going. Sexual Medicine Reviews,
2015, 3, 65-77.

The differential view of genotypeA¢4,~a4€cephenotype relationships. Frontiers in Genetics, 2015, 6, 179. 11 99

The Last Enzyme of the De Novo Purine Synthesis Pathway 5-aminoimidazole-4-carboxamide
Ribonucleotide Formyltransferase/IMP Cyclohydrolase (ATIC) Plays a Central Role in Insulin Signaling
and the Golgi/Endosomes Protein Network*. Molecular and Cellular Proteomics, 2015, 14, 1079-1092.

Mesenchymal Stromal Cells Derived From Crohn's Patients Deploy Indoleamine
2,3-dioxygenase-mediated Immune Suppression, Independent of Autophagy. Molecular Therapy, 2015, 23, 3.7 47
1248-1261.

Meta-analysis of the heritability of human traits based on fifty years of twin studies. Nature Genetics,
2015, 47, 702-709.

Prenatal Stress and Adult Drug-Seeking Behavior: Interactions with Genes and Relation to

Nondrug-Related Behavior. Advances in Neurobiology, 2015, 10, 75-100. 1.3 14

Mendelian Randomization: New Applications in the Coming Age of Hypothesis-Free Causality. Annual
Review of Genomics and Human Genetics, 2015, 16, 327-350.

Biological pathways and networks implicated in psychiatric disorders. Current Opinion in Behavioral 2.0 21
Sciences, 2015, 2, 58-68. :

A review of study designs and statistical methods for genomic epidemiology studies using next

generation sequencing. Frontiers in Genetics, 2015, 6, 149.




480

482

484

487

489

491

493

495

497

28

CITATION REPORT

ARTICLE IF CITATIONS

The Genotype-Tissue Expression (GTEx) pilot analysis: Multitissue gene regulation in humans. Science, 6.0 4.659
2015, 348, 648-660. : ’

Genomics in rugby union: A review and future prospects. European Journal of Sport Science, 2015, 15,

460-468.

The genetics of diabetic complications. Nature Reviews Nephrology, 2015, 11, 277-287. 4.1 124

Linking Genes to Neurological Clinical Practice. Journal of Neurologic Physical Therapy, 2015, 39, 52-61.

Genetic and Molecular Aspects of Hypertension. Circulation Research, 2015, 116, 937-959. 2.0 218

Characterization of Expression Quantitative Trait Loci in the Human Colon. Inflammatory Bowel
Diseases, 2015, 21, 251-256.

VaDE: a manually curated database of reproducible associations between various traits and human

genomic polymorphisms. Nucleic Acids Research, 2015, 43, D868-D872. 6.5 3

An atlas of genetic correlations across human diseases and traits. Nature Genetics, 2015, 47, 1236-1241.

A review of genome-wide association studies for multiple sclerosis: classical and hypothesis-driven

approaches. Human Genetics, 2015, 134, 1143-1162. 1.8 87

Signatures of post-zygotic structural genetic aberrations in the cells of histologically normal breast
tissue that can predispose to sporadic breast cancer. Genome Research, 2015, 25, 1521-1535.

Generation of Hypertension-Associated STK39 Polymorphism Knockin Cell Lines With the Clustered

Regularly Interspaced Short Palindromic Repeats/Cas9 System. Hypertension, 2015, 66, 1199-1206. 1.3 10

Debating interaction: the history, and an explanation. International Journal of Epidemiology, 2015, 44,
1117-1123.

Likelihood ratio and score burden tests for detecting disease-associated rare variants. Statistical

Applications in Genetics and Molecular Biology, 2015, 14, 481-95. 0.2 1

Genetics of Endometriosis. Women's Health, 2015, 11, 577-586.

Two-Variance-Component Model Improves Genetic Prediction in Family Datasets. American Journal of 06 2
Human Genetics, 2015, 97, 677-690. :

Genetics, genomics and personalized medicine in Type 2 diabetes: a perspective on the Arab region.
Personalized Medicine, 2015, 12, 417-431.

Expression quantitative trait locus analysis for translational medicine. Genome Medicine, 2015, 7, 60. 3.6 69

The Fourth Law of Behavior Genetics. Current Directions in Psychological Science, 2015, 24, 304-312.




499

502

504

506

508

510

512

514

516

29

CITATION REPORT

ARTICLE IF CITATIONS

Heterogeneity of genetic architecture of body size traits in a freea€living population. Molecular 20 79
Ecology, 2015, 24, 1810-1830. ’

Single Nucleotide Polymorphism Heritability of Behavior Problems in Childhood: Genome-Wide

Complex Trait Analysis. Journal of the American Academy of Child and Adolescent Psychiatry, 2015, 54,
737-744.

Genetics of Obesity. , 2015, , 1-21. 0

Classical and Molecular Genetic Research on General Cognitive Ability. Hastings Center Report, 2015,
45, S25-S31.

Understanding Language from a Genomic Perspective. Annual Review of Genetics, 2015, 49, 131-160. 3.2 91

Genetics of male infertility: from research to clinic. Reproduction, 2015, 150, R159-R174.

Metabolic profiling in human exposome studies. Mutagenesis, 2015, 30, gev0O60. 1.0 40

Genetics of Sleep Disorders. Psychiatric Clinics of North America, 2015, 38, 667-681.

Current Technologies in Plant Molecular Breeding. , 2015, , . 6

Algorithms in Bioinformatics. Lecture Notes in Computer Science, 2015, , .

Pervasive pleiotropy between psychiatric disorders and immune disorders revealed by integrative 18 79
analysis of multiple GWAS. Human Genetics, 2015, 134, 1195-12009. :

A Genetic Risk Score for Thyroid Peroxidase Antibodies Associates With Clinical Thyroid Disease in
Community-Based Populations. Journal of Clinical Endocrinology and Metabolism, 2015, 100, E799-E807.

New developments in the genetics, pathogenesis, and therapy of IgA nephropathy. Kidney International, 06 211
2015, 88, 974-989. ’

Recent Progress in the Understanding of Obesity: Contributions of Genome-Wide Association Studies.
Current Obesity Reports, 2015, 4, 401-410.

Preserving Genome Privacy in Research Studies. , 2015, , 425-441. 4

Towards an integrative genomics of lung function. Lancet Respiratory Medicine,the, 2015, 3, 739-741.

Current strategies for mutation detection in phenotype-driven screens utilising next generation

sequencing. Mammalian Genome, 2015, 26, 486-500. Lo 28

MDR method for nonbinary response variable. Journal of Multivariate Analysis, 2015, 135, 25-42.




518

520

522

524

526

528

530

532

534

30

CITATION REPORT

ARTICLE IF CITATIONS

Identification of possible pathogenic pathways in BehA§eta€™s disease using genome-wide association

study data from two different populations. European Journal of Human Genetics, 2015, 23, 678-687. 14 33

Has Neo-Darwinism failed clinical medicine: Does systems biology have to?. Progress in Biophysics and

Molecular Biology, 2015, 117, 107-112.

Thinking positively: The genetics of high intelligence. Intelligence, 2015, 48, 123-132. 1.6 27

An epidemiological perspective of personalized medicine: the <scp>E</scp>stonian experience. Journal
of Internal Medicine, 2015, 277, 188-200.

Genetics and the Language Sciences. Annual Review of Linguistics, 2015, 1, 289-310. 1.2 40

Case-only exome sequencing and complex disease susceptibility gene discovery: study design
considerations. Journal of Medical Genetics, 2015, 52, 10-16.

Closing the genotypea€“phenotype gap: Emerging technologies for evolutionary genetics in ecological

model vertebrate systems. BioEssays, 2015, 37, 213-226. 1.2 59

Homogeneous case subgroups increase power in genetic association studies. European Journal of
Human Genetics, 2015, 23, 863-869.

Improving accuracy of rare variant imputation with a two-step imputation approach. European Journal 1.4 39
of Human Genetics, 2015, 23, 395-400. :

An alternative approach to multiple testing for methylation QTL mapping reduces the proportion of
falsely identified CpGs. Bioinformatics, 2015, 31, 340-345.

Cross-validation and cross-study validation of chronic lymphocytic leukaemia with exome sequences

and machine learning. International Journal of Data Mining and Bioinformatics, 2016, 16, 47. 0.1 2

Kernel machine regression in neuroimaging genetics. , 2016, , 31-68.

ABAEnrichment: an R package to test for gene set expression enrichment in the adult and developing L8 43
human brain. Bioinformatics, 2016, 32, 3201-3203. )

<i>snpGeneSets«<[i>: An <i>R<[i> Package for Genome-Wide Study Annotation. G3: Genes, Genomes,
Genetics, 2016, 6, 4087-4095.

Genetics, Brain, and Personality. , 2016, , 71-90. 1

Call for New Model Systems for Studying Psychiatric Diseases. Journal of Biomolecular Research &
Therapeutics, 2016, 05, .

Trace Amines in Neuropsychiatric Disorders. , 2016, , 269-284. 1

Cellular Reprogramming Using Defined Factors and MicroRNAs. Stem Cells International, 2016, 2016,

1-12.




536

538

540

542

544

546

548

550

552

31

CITATION REPORT

ARTICLE IF CITATIONS

Prediscovery Research: Challenges and Opportunities. , 2016, , 85-108. 0

Catfish genomic studies: progress and perspectives. , 2016, , 73-104.

Estimating Effect Sizes and Expected Replication Probabilities from GWAS Summary Statistics.

Frontiers in Genetics, 2016, 7, 15. 11 40

The Decay of Disease Association with Declining Linkage Disequilibrium: A Fine Mapping Theorem.
Frontiers in Genetics, 2016, 7, 217.

Genomic Selection in the Era of Next Generation Sequencing for Complex Traits in Plant Breeding. 11 267
Frontiers in Genetics, 2016, 7, 221. :

Exploring Relationships between Host Genome and Microbiome: New Insights from Genome-Wide
Association Studies. Frontiers in Microbiology, 2016, 7, 1611.

Cryptic Genetic Variation in Evolutionary Developmental Genetics. Biology, 2016, 5, 28. 1.3 21

Epigenome: A Biomarker or Screening Tool to Evaluate Health Impact of Cumulative Exposure to
Chemical and Non-Chemical Stressors. Biosensors, 2016, 6, 12.

Multiethnic genome-wide association study identifies ethnic-specific associations with body mass

index in Hispanics and African Americans. BMC Genetics, 2016, 17, 78. 27 37

Predicting gene targets from integrative analyses of summary data from GWAS and eQTL studies for 28
human complex traits. Genome Medicine, 2016, 8, 84.

Meta-Analyses of Genome-Wide Association Data Hold New Promise for Addiction Genetics. Journal of 0.6 29
Studies on Alcohol and Drugs, 2016, 77, 676-680. :

Leveraging Genomic Annotations and Pleiotropic Enrichment for Improved Replication Rates in
Schizophrenia GWAS. PLoS Genetics, 2016, 12, e1005803.

A Large Genome-Wide Association Study of Age-Related Hearing Impairment Using Electronic Health 15 78
Records. PLoS Genetics, 2016, 12, e1006371. :

The Use of Multiplicity Corrections, Order Statistics and Generalized Family-Wise Statistics with
Application to Genome-Wide Studies. PLoS ONE, 2016, 11, e0154472.

Supporting Regularized Logistic Regression Privately and Efficiently. PLoS ONE, 2016, 11, e0156479. 11 22

GenToS: Use of Orthologous Gene Information to Prioritize Signals from Human GWAS. PLoS ONE,
2016, 11, e0162466.

Genome-Wide Association Study for Muscle Fat Content and Abdominal Fat Traits in Common Carp 11 29
(Cyprinus carpio). PLoS ONE, 2016, 11,e0169127. ’

Combined Linkage and Association Mapping Reveals QTL and Candidate Genes for Plant and Ear Height

in Maize. Frontiers in Plant Science, 2016, 7, 833.




554

5566

558

560

562

564

566

568

571

32

CITATION REPORT

ARTICLE IF CITATIONS

The critical role of epigenetics in systemic lupus erythematosus and autoimmunity. Journal of 3.0 154
Autoimmunity, 2016, 74, 118-138. :

Combination of mouse models and genomewide association studies highlights novel genes associated

with human Ridney function. Kidney International, 2016, 90, 764-773.

A Critical Look at Entropya€Based Gened€Gene Interaction Measures. Genetic Epidemiology, 2016, 40,

416-424. 0.6 5

Embracing Complex Associations in Common Traits: Critical Considerations for Precision Medicine.
Trends in Genetics, 2016, 32, 470-484.

Genome-wide association of multiple complex traits in outbred mice by ultra-low-coverage

sequencing. Nature Genetics, 2016, 48, 912-918. 94 124

Efficient Software for Multi-marker, Region-Based Analysis of GWAS Data. G3: Genes, Genomes,
Genetics, 2016, 6, 1023-1030.

An epigenetic resolution of the lek paradox. BioEssays, 2016, 38, 355-366. 1.2 18

Molecular genetic aetiology of general cognitive function is enriched in evolutionarily conserved
regions. Translational Psychiatry, 2016, 6, €980-e980.

Association of polymorphisms in the aldosterone-regulated sodium reabsorption pathway with blood

pressure among Hispanics. BMC Proceedings, 2016, 10, 343-348. 18 2

Feature co-localization landscape of the human genome. Scientific Reports, 2016, 6, 20650.

Sarcococca Blight: Use of Whole-Genome Sequencing for Fungal Plant Disease Diagnosis. Plant o7 53
Disease, 2016, 100, 1093-1100. )

Increased DNA methylation variability in type 1 diabetes across three immune effector cell types.
Nature Communications, 2016, 7, 13555.

Rare mutations and educational attainment. Nature Neuroscience, 2016, 19, 1538-1539. 7.1 0

Astrocyte endfeet march to the beat of different vessels. Nature Neuroscience, 2016, 19, 1539-1541.

Combining Multiple Hypothesis Testing with Machine Learning Increases the Statistical Power of

Genome-wide Association Studies. Scientific Reports, 2016, 6, 36671. 16 53

MaGelLAn 1.0: a software to facilitate quantitative and population genetic analysis of maternal
inheritance by combination of molecular and pedigree information. Genetics Selection Evolution,
2016, 48, 65.

What Drives the Development of Social Inequality Over the Life Course? The German TwinLife Study.

Twin Research and Human Genetics, 2016, 19, 659-672. 0.3 48

Empirical evaluation of the Q-Genie tool: a protocol for assessment of effectiveness. BMJ Open, 2016,

6, e010403.




573

575

577

579

581

583

585

587

589

33

CITATION REPORT

ARTICLE IF CITATIONS

On high-dimensional misspecified mixed model analysis in genome-wide association study. Annals of 14 38
Statistics, 2016, 44, . :

Multi-strategy genome-wide association studies identify the DCAF16-NCAPG region as a susceptibility

locus for average daily gain in cattle. Scientific Reports, 2016, 6, 38073.

Fast set-based association analysis using summary data from GWAS identifies novel gene loci for

human complex traits. Scientific Reports, 2016, 6, 32894. 1.6 138

Novel candidate genes underlying extreme trophic specialization in Caribbean pupfishes. Molecular
Biology and Evolution, 2017, 34, msw286.

Neuroscience and the future for mental health?. Epidemiology and Psychiatric Sciences, 2016, 25,
95-100. 18 30

Predicting quantitative traits from genome and phenome with near perfect accuracy. Nature
Communications, 2016, 7, 11512.

4€ Omicsd€™ biomarkers associated with chronic low back pain: protocol of a retrospective longitudinal 0.8 19
study. BMJ Open, 2016, 6, e012070. :

Applications of the 1000 Genomes Project resources. Briefings in Functional Genomics, 2017, 16,
elw027.

Introduction to genome-wide association studies and personalized medicine., 0, , 3-11. 0]

GWAS: a milestone in the road from genotypes to phenotypes. , 2016, , 12-25.

Introduction to statistical methods in genome-wide association studies. , 0, , 26-52. 0

GWAS replicability across time and space. , O, , 53-66.

Genome-wide association studies of growth traits in three dairy cattle breeds using whole-genome 0.2 97
sequence datal. Journal of Animal Science, 2016, 94, 1426-1437. :

Whole-exome sequencing in obsessive-compulsive disorder identifies rare mutations in immunological
and neurodevelopmental pathways. Translational Psychiatry, 2016, 6, e764-e764.

Population-based approaches to genetics of migraine. Cephalalgia, 2016, 36, 692-703. 1.8 11

Local Joint Testing Improves Power and Identifies Hidden Heritability in Association Studies. Genetics,
2016, 203, 1105-1116.

Increased Melatonin Signaling Is a Risk Factor for Type 2 Diabetes. Cell Metabolism, 2016, 23, 1067-1077. 7.2 194

Detection and interpretation of shared genetic influences on 42 human traits. Nature Genetics, 2016,

48,709-717.




591

593

595

597

599

601

603

605

609

34

CITATION REPORT

ARTICLE IF CITATIONS

The path from big data to precision medicine. Expert Review of Precision Medicine and Drug 0.4 37
Development, 2016, 1, 129-143. :

Ovarian Physiology and GWAS: Biobanks, Biology, and Beyond. Trends in Endocrinology and

Metabolism, 2016, 27, 516-528.

A stroke of insight from genetics. Lancet Neurology, The, 2016, 15, 653-654. 4.9 0

Integrated analyses of gene expression and genetic association studies in a founder population.
Human Molecular Genetics, 2016, 25, 2104-2112.

Evidence of the phenotypic expression of a lethal recessive allele under inbreeding in a wild

population of conservation concern. Journal of Animal Ecology, 2016, 85, 879-891. 1.3 22

Osteoporosis and Bone Mass Disorders: From Gene Pathways to Treatments. Trends in Endocrinology
and Metabolism, 2016, 27, 262-281.

Genotyping-by-sequencing of a bi-parental mapping population segregating for downy mildew

resistance in hop (Humulus lupulus L.). Euphytica, 2016, 208, 545-559. 0.6 26

Genetic Associationd€“Guided Analysis of Gene Networks for the Study of Complex Traits. Circulation:
Cardiovascular Genetics, 2016, 9, 179-184.

Pharmacogenomics in diabetes mellitus: insights into drug action and drug discovery. Nature Reviews 43 a7
Endocrinology, 2016, 12, 337-346. :

The statistical properties of gene-set analysis. Nature Reviews Genetics, 2016, 17, 353-364.

Opportunities and challenges of big data for the social sciences: The case of genomic data. Social 11 28
Science Research, 2016, 59, 13-22. :

Separating the wheat from the chaff: systematic identification of functionally relevant noncoding
variants in ADHD. Molecular Psychiatry, 2016, 21, 1589-1598.

Genetics of Age-Related Hearing Loss. Monographs in Human Genetics, 2016, , 84-96. 0.5 6

Genome-wide association study identifies loci and candidate genes for meat quality traits in
Simmental beef cattle. Mammalian Genome, 2016, 27, 246-255.

Rapid phenotyping of knockout mice to identify genetic determinants of bone strength. Journal of 1o 30
Endocrinology, 2016, 231, R31-R46. ’

Translating Lung Function Genome-Wide Association Study (GWAS) Findings. Advances in Genetics,
2016, 93, 57-145.

The Ensembl Variant Effect Predictor. Genome Biology, 2016, 17, 122. 3.8 5,181

Of the multiple mechanisms leading to type 1 diabetes, T cell receptor revision may play a prominent

role (is type 1 diabetes more than a single disease?). Clinical and Experimental Immunology, 2016, 185,
271-280.




611

613

615

617

619

621

623

625

627

35

CITATION REPORT

ARTICLE IF CITATIONS

Finding lost genes in GWAS via integrative4€” omics analysis reveals novel sub-networks associated

with preterm birth. Human Molecular Genetics, 2016, 25, ddw325. L4 12

Analysis with the exome array identifies multiple new independent variants in lipid loci. Human

Molecular Genetics, 2016, 25, 4094-4106.

Genomic Prediction for Quantitative Traits Is Improved by Mapping Variants to Gene Ontology

Categories in<i>Drosophila melanogaster</i>. Genetics, 2016, 203, 1871-1883. 12 26

Gene set analysis for interpreting genetic studies. Human Molecular Genetics, 2016, 25, R133-R140.

An Introduction to Genome-Wide Association Studies: GWAS for Dummies. Seminars in Reproductive 05 97
Medicine, 2016, 34, 196-204. )

The genetic architecture of resistance to virus infection in <i>Drosophila</i>. Molecular Ecology,
2016, 25, 5228-5241.

Genetics of cognitive control: Implications for Nimh's research domain criteria initiative. American

Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2016, 171, 111-120. 11 10

Metad€Analysis of Rare Variant Association Tests in Multiethnic Populations. Genetic Epidemiology, 2016,
40, 57-65.

Polygenic Epidemiology. Genetic Epidemiology, 2016, 40, 268-272. 0.6 160

JAM: A Scalable Bayesian Framework for Joint Analysis of Marginal SNP Effects. Genetic Epidemiology,
2016, 40, 188-201.

Multiscale Modeling of Gene&€“Behavior Associations in an Artificial Neural Network Model of

Cognitive Development. Cognitive Science, 2016, 40, 51-99. 0.8 10

Hunting the genes in male&€pattern alopecia: how important are they, how close are we and what will
they tell us?. Experimental Dermatology, 2016, 25, 251-257.

Robust logistic regression to narrow down the winnerd€™s curse for rare and recessive susceptibility

variants. Briefings in Bioinformatics, 2016, 18, bbw074. 3.2 2

Genetic pleiotropy in complex traits and diseases: implications for genomic medicine. Genome
Medicine, 2016, 8, 78.

Cardiometabolic risk loci share downstream cis- and trans-gene regulation across tissues and 6.0 241
diseases. Science, 2016, 353, 827-830. '

Mergeomics: multidimensional data integration to identify pathogenic perturbations to biological
systems. BMC Genomics, 2016, 17, 874.

Multidimensional heritability analysis of neuroanatomical shape. Nature Communications, 2016, 7,
13291. 58 68

Molecular Mapping of Quantitative Trait Loci in Tomato. Compendium of Plant Genomes, 2016, , 39-73.




629

631

633

635

637

639

642

644

646

36

CITATION REPORT

ARTICLE IF CITATIONS

Microsatellite loci analysis for individual identification in Shiba Inu. Journal of Veterinary Medical 0.3 5
Science, 2016, 78, 439-441. :

Hadooping the genome: The impact of big data tools on biology. BioSocieties, 2016, 11, 352-371.

Can genes play a role in explaining frequent job changes? An examination of gene-environment

interaction from human capital theory.. Journal of Applied Psychology, 2016, 101, 1030-1044. 42 >

PHENOME-WIDE INTERACTION STUDY (PheWIS) IN AIDS CLINICAL TRIALS GROUP DATA (ACTG)., 2016, , .

Joint Bayesian inference of risk variants and tissue-specific epigenomic enrichments across multiple

complex human diseases. Nucleic Acids Research, 2016, 44, e144-e144. 6.5 76

Mitochondrial content is central to nuclear gene expression: Profound implications for human
health. BioEssays, 2016, 38, 150-156.

Associations between the FKBPS haplotype, exposure to violence and anxiety in females. 13 21
Psychoneuroendocrinology, 2016, 72, 196-204. )

Assessment and characterization of ﬁhenotypic heterogeneity of anxiety disorders across five large
cohorts. International Journal of Methods in Psychiatric Research, 2016, 25, 255-266.

Noncoding Genomea€Wide Association Studies Variant for Obesity: Inroads Into Mechanism. Journal of

the American Heart Association, 2016, 5, . 1.6 5

Contribution of Genetic Epidemiology to Our Understanding of Psychiatric Disorders. , 2016, , 27-50.

Risk Overlap Between Clinical Disorders. , 2016, , 387-396. 0

Identifying lineage effects when controlling for population structure improves power in bacterial
association studies. Nature Microbiology, 2016, 1, 16041.

17q21 asthma-risk variants switch CTCF binding and regulate IL-2 production by T cells. Nature 5.8 105
Communications, 2016, 7, 13426. :

Colocalization of GWAS and eQTL Signals Detects Target Genes. American Journal of Human Genetics,
2016, 99, 1245-1260.

Factor XIlI-A transglutaminase deficient mice show signs of metabolically healthy obesity on high fat 16 17
diet. Scientific Reports, 2016, 6, 35574. )

Proteome-wide association studies identify biochemical modules associated with a wing-size
phenotype in Drosophila melanogaster. Nature Communications, 2016, 7, 12649.

Translational Biomedical Informatics. Advances in Experimental Medicine and Biology, 2016, , . 0.8 1

Integrative analysis of cancer genes in a functional interactome. Scientific Reports, 2016, 6, 29228.




648

650

652

655

657

660

663

666

668

37

CITATION REPORT

ARTICLE IF CITATIONS

Increasing insulin resistance accentuates the effect of triglyceride-associated loci on serum 20 5
triglycerides during 5 years. Journal of Lipid Research, 2016, 57, 2193-2199. :

Text Mining for Precision Medicine: Bringing Structure to EHRs and Biomedical Literature to

Understand Genes and Health. Advances in Experimental Medicine and Biology, 2016, 939, 139-166.

Going Digital: A Survey on Digitalization and Large-Scale Data Analytics in Healthcare. Proceedings of

the IEEE, 2016, 104, 2180-2206. 16.4 89

Genetic cardiovascular risk prediction: are we already there?. European Heart Journal, 2016, 37,
3279-3281.

Introduction to Statistical Methods for Integrative Data Analysis in Genome-Wide Association
Studies. , 2016, , 3-23.

Powerful decomposition of complex traits in a diploid model. Nature Communications, 2016, 7, 13311.

Questionnaire Science. , 2016, , . 0

Two-stage comprehensive evaluation of genetic susceptibility of common variants in FBXO38, AP3B2
and WHAMM to severe chronic periodontitis. Scientific Reports, 2016, 5, 17882.

Heritability and Genome-Wide Association Analyses of Sleep Duration in Children: The EAGLE

Consortium. Sleep, 2016, 39, 1859-1869. 0-6 34

Immunoseq: the identification of functionally relevant variants through targeted capture and
sequencing of active regulatory regions in human immune cells. BMC Medical Genomics, 2016, 9, 59.

a€0eRADIOTRANSCRIPTOMICS&€: A synergy of imaging and transcriptomics in clinical assessment.

Quantitative Biology, 2016, 4, 1-12. 03 15

Massively Parallel Genetics. Genetics, 2016, 203, 617-619.

Characterisation of non-coding genetic variation in histamine receptors using AnNCR-SNP. Amino 19 10
Acids, 2016, 48, 2433-2442. :

Transcriptomic Segregation of Human Autoantigens Useful for the Diagnosis of Autoimmune Diseases.
Molecular Diagnosis and Therapy, 2016, 20, 415-427.

Canonical variate regression. Biostatistics, 2016, 17, 468-483. 0.9 17

On the genetic bias of the quarter of birth instrument. Economics and Human Biology, 2016, 21, 137-146.

Genetic variants of the FADS gene cluster are associated with erythrocyte membrane LC PUFA levels in

patients with mild cognitive impairment. Journal of Nutrition, Health and Aging, 2016, 20, 611-620. L5 26

Relationship between ST8SIA2, polysialic acid and its binding molecules, and psychiatric disorders.

Biochimica Et Biophysica Acta - General Subjects, 2016, 1860, 1739-1752.




670

672

674

676

678

680

682

684

686

38

CITATION REPORT

ARTICLE IF CITATIONS

ABCA7 p.G215S as potential protective factor for Alzheimer's disease. Neurobiology of Aging, 2016, 46, 15 37
235.e1-235.e9. ’

Transcription Factor 7-Like 2 (TCF7L2)., 2016, ,297-316.

Fine-Mapping of Type 2 Diabetes Loci. , 2016, , 127-151. 0

Genomic variations and distinct evolutionary rate of rare alleles in Arabidopsis thaliana. BMC
Evolutionary Biology, 2016, 16, 25.

A network based covariance test for detecting multivariate eQTL in saccharomyces cerevisiae. BMC

Systems Biology, 2016, 10, 8. 3.0 1

Inference of domain-disease associations from domain-protein, protein-disease and disease-disease
relationships. BMC Systems Biology, 2016, 10, 4.

Metabolomics in epidemiology: from metabolite concentrations to integrative reaction networks.

International Journal of Epidemiology, 2016, 45, 1319-1328. 0.9 40

Life-History Evolution, Human. , 2016, , 328-334.

Integrative methods for analyzing big data in precision medicine. Proteomics, 2016, 16, 741-758. 1.3 149

Immunoglobulin A nephropathy: a pathophysiology view. Inflammation Research, 2016, 65, 757-770.

Evaluation of results from genomea€wide studies of language and reading in a novel independent

dataset. Genes, Brain and Behavior, 2016, 15, 531-541. 11 19

Common polygenic variation and risk for childhood-onset schizophrenia. Molecular Psychiatry, 2016,
21,94-96

Mitochondrial Aspartate/Glutamate Carrier SLC25A12 and Autism Spectrum Disorder: a Meta-Analysis. 19 2
Molecular Neurobiology, 2016, 53, 1579-1588. )

Transcriptomic-anatomic analysis of the mouse habenula uncovers a high molecular heterogeneity
among neurons in the lateral complex, while gene expression in the medial complex largely obeys
subnuclear boundaries. Brain Structure and Function, 2016, 221, 39-58.

Age-related macular degeneration: genome-wide association studies to translation. Genetics in

Medicine, 2016, 18, 283-289. 11 110

Top 10 Replicated Findings From Behavioral Genetics. Perspectives on Psychological Science, 2016, 11,
3-23.

Analytical Complexity in Detection of Gene Variant-by-Environment Exposure Interactions in
High-Throughput Genomic and Exposomic Research. Current Environmental Health Reports, 2016, 3, 3.2 18
64-72.

Evaluation of a DLA-79 allele associated with multiple immune-mediated diseases in dogs.

Immunogenetics, 2016, 68, 205-217.




688

690

692

694

696

698

700

702

704

39

CITATION REPORT

ARTICLE IF CITATIONS

The role of pharmacogenetics and advances in gene therapy in the treatment of diabetic retinopathy. 0.6 10
Pharmacogenomics, 2016, 17, 309-320. :

Genomic variations in non-coding RNAs: Structure, function and regulation. Genomics, 2016, 107, 59-68.

Meta-analysis of genome-wide association studies of anxiety disorders. Molecular Psychiatry, 2016, 21, a1 373
1391-1399. '

Genetics of Human Aging. , 2016, , 327-358.

GenoWAP: GWAS signal prioritization through integrated analysis of genomic functional annotation. 18 a7
Bioinformatics, 2016, 32, 542-548. :

Loci associated with ischaemic stroke and its subtypes (SiGN): a genome-wide association study. Lancet
Neurology, The, 2016, 15, 174-184.

The € Omicsd€™ of Amyotrophic Lateral Sclerosis. Trends in Molecular Medicine, 2016, 22, 53-67. 3.5 33

Uncovering the Genetic Architectures of Quantitative Traits. Computational and Structural
Biotechnology Journal, 2016, 14, 28-34.

Milk Production and Fertility in Cattle. Annual Review of Animal Biosciences, 2016, 4, 269-290. 3.6 98

Translating Genomic Advances to Physical Therapist Practice: A Closer Look at the Nature and Nurture
of Common Diseases. Physical Therapy, 2016, 96, 570-580.

Quality control, imputation and analysis of genome-wide genotyping data from the lllumina

HumanCoreExome microarray. Briefings in Functional Genomics, 2016, 15, 298-304. 1.3 65

Metabolome analyses in exposome studies: Profiling methods for a vast chemical space. Archives of
Biochemistry and Biophysics, 2016, 589, 177-186.

Robust classification of protein variation using structural modelling and large-scale data 6.5 59
integration. Nucleic Acids Research, 2016, 44, 2501-2513. :

Human Complex Trait Genetics in the 21st Century. Genetics, 2016, 202, 377-379.

From GWAS to function: lessons from blood cells. ISBT Science Series, 2016, 11, 211-219. 1.1 13

Twin-sibling study and meta-analysis on the heritability of maximal oxygen consumption. Physiological
Genomics, 2016, 48, 210-219.

Molecular Risk Factors for Schizophrenia. Trends in Molecular Medicine, 2016, 22, 242-253. 3.5 34

Rejection odds and rejection ratios: A proposal for statistical practice in testing hypotheses. Journal

of Mathematical Psychology, 2016, 72, 90-103.




CITATION REPORT

# ARTICLE IF CITATIONS

706  Genetics of irritable bowel syndrome. Molecular and Cellular Pediatrics, 2016, 3, 7. 1.0 34

Integrative approaches for large-scale transcriptome-wide association studies. Nature Genetics, 2016,

48, 245-252.

708  Genetics of Obesity. , 2016, , 123-140. 0

Genetic influences on schizophrenia and subcortical brain volumes: large-scale proof of concept.
Nature Neuroscience, 2016, 19, 420-431.

Genetic Epidemiology and Public Health: The Evolution From Theory to Technology. American Journal

710 5f Epidemiology, 2016, 183, 387-393. 1.6 12

A General and Robust Framework for Secondary Traits Analysis. Genetics, 2016, 202, 1329-1343.

EPS: an empirical Bayes approach to integrating pleiotropy and tissue-specific information for

712 prioritizing risk genes. Bioinformatics, 2016, 32, 1856-1864.

1.8 19

The First Canine Behavior and Genetics Conference: Summary and recommendations for future
directions in canine behavioral science. Journal of Veterinary Behavior: Clinical Applications and
Research, 2016, 16, 6-12.

714 The genetics of drug efficacy: opportunities and challenges. Nature Reviews Genetics, 2016, 17, 197-206. 7.7 93

Exome-based case&€“control association study using extreme phenotype design reveals novel candidates
with protective effect in diabetic retinopathy. Human Genetics, 2016, 135, 193-200.

716  Epidemiology: Then and Now. American Journal of Epidemiology, 2016, 183, 372-380. 1.6 15

Machine Learning in Genomic Medicine: A Review of Computational Problems and Data Sets.
Proceedings of the IEEE, 2016, 104, 176-197.

718  Genomics of Immune Diseases and New Therapies. Annual Review of Immunology, 2016, 34, 121-149. 9.5 47

Technologies to Study Genetics and Molecular Pathways. , 2016, , 251-269.

720  Systems Immunology., 2016, , 3-44. 0

The Heritability of Breast Cancer among Women in the Nordic Twin Study of Cancer. Cancer
Epidemiology Biomarkers and Prevention, 2016, 25, 145-150.

Establishing the Clinical Validity of Arrhythmia-Related Genetic Variations Using the Electronic

722 Medical Record. JAMA - Journal of the American Medical Association, 2016, 315, 33.

3.8 3

Reconciling Differences in Pool-GWAS Between Populations: A Case Study of Female Abdominal

Pigmentation in Drosophila melanogaster. Genetics, 2016, 202, 843-855.

40



CITATION REPORT

# ARTICLE IF CITATIONS

704 IWAS 3€“ A novel approach to analyzing Next Generation Sequence data for immunology. Cellular 14 8
Immunology, 2016, 299, 6-13. )

Differences in Adolescent Physical Fitness: A Multivariate Approach and Meta-analysis. Behavior

Genetics, 2016, 46, 217-227.

A Type 1 Diabetes Genetic Risk Score Can Aid Discrimination Between Type 1 and Type 2 Diabetes in Young

726 Adllts. Diabetes Care, 2016, 39, 337-344. 4.3 231

Review: High-performance computing to detect epistasis in genome scale data sets. Briefings in
Bioinformatics, 2016, 17, 368-379.

A genome-wide analysis of putative functional and exonic variation associated with extremely high

728 intelligence. Molecular Psychiatry, 2016, 21, 1145-1151.

4.1 20

Impact of New Genomic Technologies on Understanding Adverse Drug Reactions. Clinical
Pharmacokinetics, 2016, 55, 419-436.

Simulation and Analytical Approach to the Identification of Significant Factors. Communications in

730 gtatistics Part B: Simulation and Computation, 2016, 45, 1430-1450.

0.6 3

Comparison of significant single nucleotide polymorphisms selections in GWAS for complex traits.
Journal of Applied Genetics, 2016, 57, 207-213.

Utilization of information from gene networks towards a better understanding of functional

732 imilarities between complex traits: a dairy cattle model. Journal of Applied Genetics, 2016, 57, 129-133.

1.0 2

Reveel: large-scale population genotyping using low-coverage sequencing data. Bioinformatics, 2016,
32,1686-1696.

Using GWAS to identify genetic predisposition in hepatic autoimmunity. Journal of Autoimmunity, 2016,
734 66, 25-39. 3.0 94

Phenome-wide analysis of genome-wide polygenic scores. Molecular Psychiatry, 2016, 21, 1188-1193.

Genetics of ankylosing spondylitis&€”insights into pathogenesis. Nature Reviews Rheumatology, 2016, 12,
736 g19]. 3.5 210

Genetic Biomarkers of Barretta€™s Esophagus Susceptibility and Progression to Dysplasia and Cancer: A
Systematic Review and Meta-Analysis. Digestive Diseases and Sciences, 2016, 61, 25-38.

Genetic screening reveals a link between Wnt signaling and antitubulin drugs. Pharmacogenomics

738 Journal, 2016, 16, 164-172. 0.9 o

Statistical and Methodological Considerations for the Interpretation of Intranasal Oxytocin Studies.
Biological Psychiatry, 2016, 79, 251-257.

Dissecting quantitative trait variation in the resequencing era: complementarity of bi-parental,

740 multi-parental and association panels. Plant Science, 2016, 242, 120-130.

1.7 85

Type 2 Diabetes Mellitus. , 2016, , 691-714.e6.

41



742

744

747

749

751

753

755

758

760

42

CITATION REPORT

ARTICLE IF CITATIONS

FKBP51 inhibits GSK312 and augments the effects of distinct psychotropic medications. Molecular a1 55
Psychiatry, 2016, 21, 277-289. ’

Pharmacogenomics strategies to optimize treatments for multiple sclerosis: Insights from clinical

research. Progress in Neurobiology, 2017, 152, 114-130.

Functional genomics of candidate genes derived from genome-wide association studies for five

common neurological diseases. International Journal of Neuroscience, 2017, 127, 118-123. 0-8 14

Sparse estimation of gened€“gene interactions in prediction models. Statistical Methods in Medical
Research, 2017, 26, 2319-2332.

Post-GWAS Prioritization Through Data Integration Provides Novel Insights on Chronic Obstructive

Pulmonary Disease. Statistics in Biosciences, 2017, 9, 605-621. 0.6 2

The Generalized Higher Criticism for Testing SNP-Set Effects in Genetic Association Studies. Journal of
the American Statistical Association, 2017, 112, 64-76.

Can a€cehot spotsa€-in the sciences be mapped using the dynamics of aggregated journala€“journal citation
Relations?. Journal of the Association for Information Science and Technology, 2017, 68, 197-213.

Molecular mechanisms of adaptation and speciation: why do we need an integrative approach?.
Molecular Ecology, 2017, 26, 277-290.

GWAS meta-analysis reveals novel loci and genetic correlates for general cognitive function: a report

from the COGENT consortium. Molecular Psychiatry, 2017, 22, 336-345. 41 194

Evolutionary interplay between structure, energy and epistasis in the coat protein of the <i>[+X<[i> 174
phage family. Journal of the Royal Society Interface, 2017, 14, 20160139.

Exploiting next-generation sequencing to solve the haplotyping puzzle in polyploids: a simulation

study. Briefings in Bioinformatics, 2018, 19, bbw126. 3.2 49

Conceptualization of Genetic Disease. , 2017, , 325-343.

Gene therapy for diabetic retinopathy: Are we ready to make the leap from bench to bedside?. , 2017, 173, 34
1-18.

Confidentiality in Biobanking Research: A Comparison of Donor and Nondonor Families'
Understanding of Risks. Genetic Testing and Molecular Biomarkers, 2017, 21, 171-177.

Bayesian Genome- and Epigenome-Wide Association Studies with Gene Level Dependence. Biometrics,

2017,73,1018-1028. 0.8 9

Informatics and Data Analytics to Support Exposome-Based Discovery for Public Health. Annual Review
of Public Health, 2017, 38, 279-294.

Osteoarthritis year in review 2016: genetics, genomics and epigenetics. Osteoarthritis and Cartilage, 0.6 65
2017, 25, 181-189. )

A functional SNP associated with atopic dermatitis controls cell type-specific methylation of the

VSTM1 gene locus. Genome Medicine, 2017, 9, 18.




762

764

766

768

770

772

774

776

778

43

CITATION REPORT

ARTICLE IF CITATIONS

What can genomea€wide association studies tell us about the evolutionary forces maintaining genetic

variation for quantitative traits?. New Phytologist, 2017, 214, 21-33. 3.5 [

Genetics of Migraine: Insights into the Molecular Basis of Migraine Disorders. Headache, 2017, 57,

537-569.

Dynamic Role of trans Regulation of Gene Expression in Relation to Complex Traits. American Journal 06 101
of Human Genetics, 2017, 100, 571-580. :

Human genetic and metabolite variation reveals that methylthioadenosine is a prognostic biomarker
and an inflammatory regulator in sepsis. Science Advances, 2017, 3, e1602096.

A method for integrating neuroimaging into genetic models of learning performance. Genetic 0.6 1
Epidemiology, 2017, 41, 4-17. :

The role of genomics in common variable immunodeficiency disorders. Clinical and Experimental
Immunology, 2017, 188, 326-332.

Heritability, parental transmission and environment correlation of pediatric-onset type 2 diabetes
mellitus and metabolic syndrome-related traits. Diabetes Research and Clinical Practice, 2017, 126, 1.1 15
151-159.

Sexual dimorphisms in genetic loci linked to body fat distribution. Bioscience Reports, 2017, 37, .

Genetic Regulation of Adipose Gene Expression and Cardio-Metabolic Traits. American Journal of 06 141
Human Genetics, 2017, 100, 428-443. :

Whole-genome single nucleotide variant distribution on genomic regions and its relationship to
major depression. Psychiatry Research, 2017, 252, 75-79.

Pharmacogenomics Screening. , 2017, , 379-386. 0

Deep Sequencing of 71 Candidate Genes to Characterize Variation Associated with Alcohol
Dependence. Alcoholism: Clinical and Experimental Research, 2017, 41, 711-718.

Inclusion of biological knowledge in a Bayesian shrinkage model for joint estimation of SNP effects. 0.6 5
Genetic Epidemiology, 2017, 41, 320-331. )

Missing heritability: is the gap closing? An analysis of 32 complex traits in the Lifelines Cohort Study.
European Journal of Human Genetics, 2017, 25, 877-885.

A Statistical Approach to Fine Mapping for the Identification of Potential Causal Variants Related to

Bone Mineral Density. Journal of Bone and Mineral Research, 2017, 32, 1651-1658. 3.1 12

The genomic potential of the Aspirin in Reducing Events in the Elderly and Statins in Reducing Events
in the Elderly studies. Internal Medicine Journal, 2017, 47, 461-463.

Significant Locus and Metabolic Genetic Correlations Revealed in Genome-Wide Association Study of

Anorexia Nervosa. American Journal of Psychiatry, 2017, 174, 850-858. 4.0 410

IGESS: a statistical approach to integrating individual-level genotype data and summary statistics in

genome-wide association studies. Bioinformatics, 2017, 33, 2882-28809.




780

782

784

786

788

790

792

794

797

44

CITATION REPORT

ARTICLE IF CITATIONS

Stability of Proteins in Dried Blood Spot Biobanks. Molecular and Cellular Proteomics, 2017, 16, 05 81
1286-1296. :

Gene set selection via LASSO penalized regression (SLPR). Nucleic Acids Research, 2017, 45, el14-e114.

Rapid Adaptation of a Polygenic Trait After a Sudden Environmental Shift. Genetics, 2017, 206, 389-406. 1.2 86

Gened€“Environment Interaction in the Behavioral Sciences: Findings, Challenges, and Prospects. , 2017, ,
35-57.

Precision Dentistry in Early Childhood. Dental Clinics of North America, 2017, 61, 619-625. 0.8 19

1000 Genomes-based meta-analysis identifies 10 novel loci for Ridney function. Scientific Reports, 2017,
7,45040.

Analysis of Genome-Wide Association Data. Methods in Molecular Biology, 2017, 1526, 161-173. 0.4 11

Disease variants alter transcription factor levels and methylation of their binding sites. Nature
Genetics, 2017, 49, 131-138.

Sorting Out Complex Thoughts and Messy Emotions. Cell, 2017, 169, 1157. 13.5 2

Multiancestry Study of Gene&€“Lifestyle Interactions for Cardiovascular Traits in 610 475 Individuals
From 124 Cohorts. Circulation: Cardiovascular Genetics, 2017, 10, .

A continuum of genetic liability for minor and major depression. Translational Psychiatry, 2017, 7, 04 a7
ell31-e1131. ’

A Genome-Wide Association Study Identifies the Genomic Region Associated with Shell Color in Yesso
Scallop, Patinopecten yessoensis. Marine Biotechnology, 2017, 19, 301-309.

Translating Polygenic Analysis for Prevention. Circulation: Cardiovascular Genetics, 2017, 10, . 5.1 2

Geneticd€“epigenetic interactions in cis: a major focus in the post-GWAS era. Genome Biology, 2017, 18,
120.

Imbalance-Aware Machine Learning for Predicting Rare and Common Disease-Associated Non-Coding 16 63
Variants. Scientific Reports, 2017, 7, 2959. ’

Bioinformatics in translational drug discovery. Bioscience Reports, 2017, 37, .

Differential analysis of mutations in the Jewish population and their implications for diseases. 0.3 ;
Genetical Research, 2017, 99, e3. :

SNPing Away at the Genetic Risk for Acute Kidney Injury. American Journal of Respiratory and Critical

Care Medicine, 2017, 195, 416-418.




799

801

803

805

807

809

811

813

815

45

CITATION REPORT

ARTICLE IF CITATIONS

Quantitative Serum Nuclear Magnetic Resonance Metabolomics in Large-Scale Epidemiology: A Primer

on -Omic Technologies. American Journal of Epidemiology, 2017, 186, 1084-1096. 1.6 380

Regulatory dynamics of 11p13 suggest a role for EHF in modifying CF lung disease severity. Nucleic

Acids Research, 2017, 45, 8773-8784.

Coronary Artery Disease and Myocardial Infarction. , 2017, , 127-163. 0

Further evidence for genetic variation at the serotonin transporter gene SLC6A4 contributing
toward anxiety. Psychiatric Genetics, 2017, 27, 96-102.

Genome-Wide Polygenic Scores Predict Reading Performance Throughout the School Years. Scientific

Studies of Reading, 2017, 21, 334-349. 1.3 82

Phenotyping in Precision Medicine. , 2017, , 55-77.

Genetics and educational attainment. Npj Science of Learning, 2017, 2, 4. 1.5 111

Interplay between genetic and epigenetic mechanisms in rheumatoid arthritis. Epigenomics, 2017, 9,
493-504.

Stepwise Distributed Open Innovation Contests for Software Development: Acceleration of

Genome-Wide Association Analysis. GigaScience, 2017, 6, 1-10. 3.3 16

Obstacles to Translating Genotype-Phenotype Correlates in Metabolic Disease. Physiology, 2017, 32,
42-50.

Induced Pluripotent Stem Cell Differentiation Enables Functional Validation of GWAS Variants in

Metabolic Disease. Cell Stem Cell, 2017, 20, 547-557.¢7. 52 129

Integrating Sequence-based GWAS and RNA-Seq Provides Novel Insights into the Genetic Basis of
Mastitis and Milk Production in Dairy Cattle. Scientific Reports, 2017, 7, 45560.

Genetic evidence for role of integration of fast and slow neurotransmission in schizophrenia. a1 79
Molecular Psychiatry, 2017, 22, 792-801. ’

Transmission of Metabolic Dysfunction Across Generations. Physiology, 2017, 32, 51-59.

Multivariate simulation framework reveals performance of multi-trait GWAS methods. Scientific

Reports, 2017, 7, 38837. 1.6 100

cepip: context-dependent epigenomic weighting for prioritization of regulatory variants and
disease-associated genes. Genome Biology, 2017, 18, 52.

Editing the genome of hiPSC with CRISPR/Cas9: disease models. Mammalian Genome, 2017, 28, 348-364. 1.0 72

GW-SEM: A Statistical Package to Conduct Genome-Wide Structural Equation Modeling. Behavior

Genetics, 2017, 47, 345-359.




818

820

822

824

826

828

830

832

834

46

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide association study for cheese yield and curd nutrient recovery in dairy cows. Journal of 14 18
Dairy Science, 2017, 100, 1259-1271. :

Causes of Severe Obesity: Genes to Environment. , 2017, , 21-36.

The mountainous Cretan dietary patterns and their relationship with cardiovascular risk factors: the 11 17
Hellenic Isolated Cohorts MANOLIS study. Public Health Nutrition, 2017, 20, 1063-1074. :

Genome-wide Association Studies in Maize: Praise and Stargaze. Molecular Plant, 2017, 10, 359-374.

Evaluating Sequence-Based Genomic Prediction with an Efficient New Simulator. Genetics, 2017, 205,
939-953. 1.2 39

Molecular Genetics of Neurodegenerative Dementias. Cold Spring Harbor Perspectives in Biology,
2017, 9, a023705.

Precise Network Modeling of Systems Genetics Data Using the Bayesian Network Webserver. Methods 0.4 12
in Molecular Biology, 2017, 1488, 319-335. :

The Genetic Architecture of Gene Expression in Peripheral Blood. American Journal of Human
Genetics, 2017, 100, 228-237.

Genetic variation at 16q24.2 is associated with small vessel stroke. Annals of Neurology, 2017, 81,
383-394. 2.8 3

Fifteen years of quantitative trait loci studies in fish: challenges and future directions. Molecular
Ecology, 2017, 26, 1465-1476.

Response to the commentary on €A genomea€wide association study in Caucasian women suggests the
involvement of <scp> <i>HLA<[i><[scp> gene in the severity of facial solar lentigines&€™. Pigment Cell and 1.5 1
Melanoma Research, 2017, 30, 74-75.

Fast Genome&€Wide QTL Association Mapping on Pedigree and Population Data. Genetic Epidemiology,
2017, 41, 174-186.

Gene discovery in amyotrophic lateral sclerosis: implications for clinical management. Nature 4.9 245
Reviews Neurology, 2017, 13, 96-104. ’

Genetic and environmental risk factors for developmental dyslexia in children: systematic review of
the last decade. Developmental Neuropsychology, 2017, 42, 423-445.

Genetic and environmental risk factors for chronic kidney disease. Kidney International Supplements, a6 57
2017, 7, 88-106. ’

CNV-association meta-analysis in 191,161 European adults reveals new loci associated with
anthropometric traits. Nature Communications, 2017, 8, 744.

Drug enrichment and discovery from schizophrenia genome-wide association results: an analysis and

visualisation approach. Scientific Reports, 2017, 7, 12460. L6 54

Genome-Wide Association Studies of a Broad Spectrum of Antisocial Behavior. JAMA Psychiatry, 2017,

74,1242.




836

839

841

843

845

847

849

851

853

47

CITATION REPORT

ARTICLE IF CITATIONS

Rethinking ovarian cancer genomics: where genome-wide association studies stand?. 0.6 8
Pharmacogenomics, 2017, 18, 1611-1625. :

Genetic rodent models of brain disorders: Perspectives on experimental approaches and therapeutic

strategies. American Journal of Medical Genetics, Part C: Seminars in Medical Genetics, 2017, 175,
368-379.

A Drosophila model of insulin resistance associated with the human Trib3 Q/R polymorphism. DMM 1o 8
Disease Models and Mechanisms, 2017, 10, 1453-1464. )

Genome-wide association study identifies the SERPINB gene cluster as a susceptibility locus for food
allergy. Nature Communications, 2017, 8, 1056.

Exhaustive search for epistatic effects on the human methylome. Scientific Reports, 2017, 7, 13669. 1.6 2

Associations between genetic risk variants for kidney diseases and kidney disease etiology. Scientific
Reports, 2017, 7, 13944.

Gender differences and the role of parental education, school types and migration on the body mass 10 8
index of 2930 Austrian school children. Wiener Klinische Wochenschrift, 2017, 129, 786-792. )

A Scalable Bayesian Method for Integrating Functional Information in Genome-wide Association
Studies. American Journal of Human Genetics, 2017, 101, 404-416.

Concepts, estimation and interpretation of SNP-based heritability. Nature Genetics, 2017, 49, 1304-1310. 9.4 378

Exploring regulation in tissues with eQTL networks. Proceedings of the National Academy of Sciences
of the United States of America, 2017, 114, E7841-E7850.

Bayesian Data Analysis for Animal Scientists. , 2017, , . 26

The FER rs4957796 TT genotype is associated with unfavorable 90-day survival in Caucasian patients
with severe ARDS due to pneumonia. Scientific Reports, 2017, 7, 9887.

How Sensitive Is Genetic Data?. Biopreservation and Biobanking, 2017, 15, 494-501. 0.5 10

Candidate gene molecular markers as tools for analyzing genetic susceptibility to morbillivirus
infection in stranded Cetaceans. Hla, 2017, 90, 343-353.

Genome-wide Target Enrichment-aided Chip Design: a 66a€%0K SNP Chip for Cashmere Goat. Scientific

Reports, 2017, 7, 8621. 16 11

Cross-ethnic meta-analysis identifies association of the GPX3-TNIP1 locus with amyotrophic lateral
sclerosis. Nature Communications, 2017, 8, 611.

Establishing multiple omics baselines for three Southeast Asian populations in the Singapore

Integrative Omics Study. Nature Communications, 2017, 8, 653. 58 39

Genomic Characteristics of Gender Dysphoria Patients and Identification of Rare Mutations in RYR3

Gene. Scientific Reports, 2017, 7, 8339.




855

857

859

861

863

865

867

869

871

48

CITATION REPORT

ARTICLE IF CITATIONS

Open Sesame: Open Chromatin Regions Shed Light onto Non-coding Risk Variants. Cell Stem Cell, 2017, 5.9 5
21, 285-287. :

Distribution of <scp>CYP</scp>2C8 and <scp>CYP</[scp>2C9 amino acid substitution alleles in South

Indian diabetes patients: A genotypic and computational protein phenotype study. Clinical and
Experimental Pharmacology and Physiology, 2017, 44, 1171-1179.

Opportunities and Challenges for Environmental Exposure Assessment in Population-Based Studies.

Cancer Epidemiology Biomarkers and Prevention, 2017, 26, 1370-1380. 11 27

Association of variants in SH2B1 and RABEP1 with worsening of low-density lipoprotein and glucose
parameters in patients treated with psychotropic drugs. Gene, 2017, 628, 8-15.

Associations Between Vocal Symptoms and Genetic Variants in the Oxytocin Receptor and Arginine

Vasopressin 1A Receptor Gene. Journal of Speech, Language, and Hearing Research, 2017, 60, 1843-1854. 0.7 8

A comparison of methods for inferring causal relationships between genotype and phenotype using
additional biological measurements. Genetic Epidemiology, 2017, 41, 577-586.

Schizophrenia genetics comes to translation. NP) Schizophrenia, 2017, 3, 10. 2.0 1

Common shared genetic variation behind decreased risk of breast cancer in celiac disease. Scientific
Reports, 2017, 7, 5942.

<i>Trans</i>-ancestry Fine Mapping and Molecular Assays Identify Regulatory Variants at the 0.8 19
<i>ANGPTL8<[i> HDL-C GWAS Locus. G3: Genes, Genomes, Genetics, 2017, 7, 3217-3227. :

The genetic epidemiology of substance use disorder: A review. Drug and Alcohol Dependence, 2017, 180,
241-259.

Genome-Wide Association Analyses Based on Broadly Different Specifications for Prior Distributions,

Genomic Windows, and Estimation Methods. Genetics, 2017, 206, 1791-1806. 12 31

LLR: a latent low-rank approach to colocalizing genetic risk variants in multiple GWAS.
Bioinformatics, 2017, 33, 3878-3886.

Speech and Language: Translating the Genome. Trends in Genetics, 2017, 33, 642-656. 2.9 57

What do polymorphisms tell us about the mechanisms of COPD?. Clinical Science, 2017, 131, 2847-2863.

Biomarkers to Predict Cardiovascular Death. Cardiac Electrophysiology Clinics, 2017, 9, 651-664. 0.7 6

Chronic postsurgical pain: is there a possible genetic link?. British Journal of Pain, 2017, 11, 178-185.

Behavior Genetics: From Heritability to Gene Finding. , 0, , 339-353. 0

Functional mapping and annotation of genetic associations with FUMA. Nature Communications, 2017,

8, 1826.




873

875

877

879

881

883

885

887

889

49

CITATION REPORT

ARTICLE IF CITATIONS

Exome array analysis identifies GPR35 as a novel susceptibility gene for anthracycline-induced

cardiotoxicity in childhood cancer. Pharmacogenetics and Genomics, 2017, 27, 445-453. 0.7 22

Novel Common Variants Associated with Obesity and Type 2 Diabetes Detected Using a cFDR Method.

Scientific Reports, 2017, 7, 16397.

Leveraging genome characteristics to improve gene discovery for putamen subcortical brain

structure. Scientific Reports, 2017, 7, 15736. 1.6 15

Migrainomics &€” identifying brain and genetic markers of migraine. Nature Reviews Neurology, 2017, 13,
725-741.

Cis-SNPs Set Testing and PrediXcan Analysis for Gene Expression Data using Linear Mixed Models.

Scientific Reports, 2017, 7, 15237. 1.6 6

Fusion pore in exocytosis: More than an exit gate? A {2-cell perspective. Cell Calcium, 2017, 68, 45-61.

Identification of potential genea€associated major traits using <scp>GBS</scp>a€xscp>GWAS<[scp> for

Korean apple germplasm collections. Plant Breeding, 2017, 136, 977-986. 1.0 17

Two approaches reveal a new paradigm of &€ switchable or genetics-influenced allele-specific DNA
methylationa€™ with potential in human disease. Cell Discovery, 2017, 3, 17038.

Current Scope and Challenges in Phenome-Wide Association Studies. Current Epidemiology Reports,

2017, 4,321-329. 11 20

Modern probabilistic and statistical approaches to search for nucleotide sequence options
associated with integrated diseases. Russian Journal of Genetics, 2017, 53, 1091-1104.

Genetic association studies in osteoarthritis: is it fairytale?. Current Opinion in Rheumatology, 2017,

29,103-109. 2.0 32

Omics-based biomarkers: current status and potential use in the clinic. BoletAn MA©dico Del Hospital
Infantil De MA©xico, 2017, 74, 219-226.

Genotyped€“covariate interaction effects and the heritability of adult body mass index. Nature Genetics, o4 119
2017,49,1174-1181. :

No Evidence That Schizophrenia Candidate Genes Are More Associated With Schizophrenia Than
Noncandidate Genes. Biological Psychiatry, 2017, 82, 702-708.

Prediction of gene expression with cis-SNPs using mixed models and regularization methods. BMC

Genomics, 2017, 18, 368. 1.2 29

10 Years of GWAS Discovery: Biology, Function, and Translation. American Journal of Human Genetics,
2017, 101, 5-22.

Genetic modifiers of Mendelian disease: Huntingtona€™s disease and the trinucleotide repeat disorders. 14 53
Human Molecular Genetics, 2017, 26, R83-R90. .

Prioritizing tests of epistasis through hierarchical representation of genomic redundancies. Nucleic

Acids Research, 2017, 45, e131-e131.




891

894

896

899

901

903

905

907

909

50

CITATION REPORT

ARTICLE IF CITATIONS

Machine learning approaches for the prediction of obesity using publicly available genetic profiles. , 2
2017,,.

Enabling Precision Cardiology Through Multiscale Biology and Systems Medicine. JACC Basic To

Translational Science, 2017, 2, 311-327.

Exploring the genetic architecture and improving genomic prediction accuracy for mastitis and milk
production traits in dairy cattle by mapping variants to hepatic transcriptomic regions responsive to 1.2 53
intra-mammary infection. Genetics Selection Evolution, 2017, 49, 44.

KNN-MDR: a learning approach for improving interactions mapping performances in genome wide
association studies. BMC Bioinformatics, 2017, 18, 184.

Genome-wide association study of rust traits in orchardgrass using SLAF-seq technology. Hereditas,
2017, 154, 5. o5 1B

Improved methods for multi-trait fine mapping of pleiotropic risk loci. Bioinformatics, 2017, 33, 248-255.

Microbial genome-wide association studies: lessons from human GWAS. Nature Reviews Genetics, 2017,
18, 41-50. 7 239

Dissecting the genetics of complex traits using summary association statistics. Nature Reviews
Genetics, 2017, 18, 117-127.

Forensically relevant SNaPshotA® assays for human DNA SNP analysis: a review. International Journal

of Legal Medicine, 2017, 131, 21-37. 1.2 2

The MassARRAYA® System for Targeted SNP Genotyping. Methods in Molecular Biology, 2017, 1492, 77-94.

Using GWAS to identify novel therapeutic targets for osteoporosis. Translational Research, 2017, 181, 9.9 45
15-26. )

Endophenotype best practices. International Journal of Psychophysiology, 2017, 111, 115-144.

Multilocus approaches for the measurement of selection on correlated genetic loci. Molecular 20 36
Ecology, 2017, 26, 365-382. :

Predicting educational achievement from DNA. Molecular Psychiatry, 2017, 22, 267-272.

Exome-sequencing in a large population-based study reveals a rare Asn396Ser variant in the LIPG gene

associated with depressive symptoms. Molecular Psychiatry, 2017, 22, 537-543. 41 49

Linking the Epigenome with Exposure Effects and Susceptibility: The Epigenetic Seed and Soil Model.
Toxicological Sciences, 2017, 155, 302-314.

A method to customize population-specific arrays for genome-wide association testing. European

Journal of Human Genetics, 2017, 25, 267-270. 1.4 29

Analysis of the joint effect of SNPs to identify independent loci and allelic heterogeneity in

schizophrenia GWAS data. Translational Psychiatry, 2017, 7, 1289.




911

913

915

917

919

922

924

926

928

51

CITATION REPORT

ARTICLE IF CITATIONS

Omics-based biomarkers: current status and potential use in the clinic. BoletAn MA©dico Del Hospital 0.0 1
Infantil De MA©xico (English Edition), 2017, 74, 219-226. :

Preliminary Evidence for an Association Between Variants of the Catechol-O-Methyltransferase

(<i>COMT«<[i>) Gene and Premature Ejaculation. Journal of Sexual Medicine, 2017, 14, 1558-1565.

A deep learning based scoring system for prioritizing susceptibility variants for mental disorders. ,
2017,,.

Dissolving the Missing Heritability Problem. Philosophy of Science, 2017, 84, 1055-1067.

Big data analytics for early detection of breast cancer based on machine learning. AIP Conference

Proceedings, 2017, , . 0.3 4

Simultaneous inference of phenotype-associated genes and relevant tissues from GWAS data via
Bayesian integration of multiple tissue-specific gene networks. Journal of Molecular Cell Biology,
2017, 9, 436-452.

Naturally Segregating Variation at <i>Ugt86Dd</i> Contributes to Nicotine Resistance in

<i>Drosophila melanogaster</i>. Genetics, 2017, 207, 311-325. 1.2 17

Deploying FPGAs to future-proof genome-wide analyses based on linkage disequilibrium. , 2017, , .

A Novel Hidden Markov Model for Genome-Wide Association Studies. , 2017, , . 1

Exome Sequence Analysis of 14 Families With High Myopia. , 2017, 58, 1982.

Integrated Genetic Epidemiology of Chagas Disease. , 2017,, 509-528. 1

Human genetic susceptibility to Chagas disease. , 2017, , 629-652.

Public Understanding of Genetic Testing and Obstacles to Genetics Literacy. , 2017, , 469-477. 7

Adiponectin promoter polymorphisms are predictors of lipid profile improvement after bariatric
surgery. Genetics and Molecular Biology, 2017, 40, 736-742.

Neuroblastoma, a Paradigm for Big Data Science in Pediatric Oncology. International Journal of 18 46
Molecular Sciences, 2017, 18, 37. ’

ACTH and Polymorphisms at Steroidogenic Loci as Determinants of Aldosterone Secretion and Blood
Pressure. International Journal of Molecular Sciences, 2017, 18, 579.

Environment-Dependent Genotype-Phenotype Associations in Avian Breeding Time. Frontiers in 11 34
Genetics, 2017, 8, 102. :

The Impact of CRISPR/Cas9 Technology on Cardiac Research: From Disease Modelling to Therapeutic

Approaches. Stem Cells International, 2017, 2017, 1-13.




930

933

935

937

939

941

943

945

947

52

CITATION REPORT

ARTICLE IF CITATIONS

Bioinformatics and Precision Medicine. , 2017, , 145-160. 1

Morbidity and mortality associated with obesity. Annals of Translational Medicine, 2017, 5, 161-161.

Heritability Estimation using a Regularized Regression Approach (HERRA): Applicable to continuous,

dichotomous or age-at-onset outcome. PLoS ONE, 2017, 12, e0181269. 11 10

Identification of breast cancer associated variants that modulate transcription factor binding. PLoS
Genetics, 2017, 13,e1006761.

Natural variation in a single amino acid substitution underlies physiological responses to

topoisomerase |l poisons. PLoS Genetics, 2017, 13, e1006891. L5 7

Identifying genetic variants that affect viability in large cohorts. PLoS Biology, 2017, 15, e2002458.

Meta-GWAS Accuracy and Power (MetaGAP) Calculator Shows that Hiding Heritability Is Partially Due

to Imperfect Genetic Correlations across Studies. PLoS Genetics, 2017, 13, e1006495. L5 8

Fetal de novo mutations and preterm birth. PLoS Genetics, 2017, 13, e10066809.

Detecting epistasis with the marginal epistasis test in genetic mapping studies of quantitative traits. 15 100
PLoS Genetics, 2017, 13, e1006869. ’

Up For A Challenge (U4C): Stimulating innovation in breast cancer genetic epidemiology. PLoS
Genetics, 2017, 13, e1006945.

A microsatellite diversity analysis and the development of core-set germplasm in a large hulless barley 07 13
(Hordeum vulgare L.) collection. BMC Genetics, 2017, 18, 102. :

Strong epistatic and additive effects of linked candidate SNPs for Drosophila pigmentation have
implications for analysis of genome-wide association studies results. Genome Biology, 2017, 18, 126.

DNA2FACE: An approach to correlating 3D facial structure and DNA. , 2017, , . 0

Difficulty in determining the association of a single nucleotide polymorphism in the ZNF512B gene
with the risk and prognosis of amyotrophic lateral sclerosis. Clinical Neurology, 2017, 57, 417-424.

Type 1 diabetes genome&€wide association studies: not to be lost in translation. Clinical and

Translational Immunology, 2017, 6, e162. L7 70

Multifator dimensionality reduction method based on area under receiver operating characteristic
curve. Model Assisted Statistics and Applications, 2017, 12, 245-253.

Insights from Systems Biology in Physiological Studies: Learning from Context. Cellular Physiology 11 3
and Biochemistry, 2017, 42, 939-951. :

Single Nucleotide Polymorphisms and Colorectal Cancer Risk: The First Replication Study in a South

American Population., O, , .




949

952

954

956

958

960

963

965

967

53

CITATION REPORT

ARTICLE IF CITATIONS

Accelerating <i>Silphium«</i> Domestication: An Opportunity to Develop New Crop ldeotypes and

Breeding Strategies Informed by Multiple Disciplines. Crop Science, 2017, 57, 1274-1284. 0.8 61

Computational Errors and Biases in Short Read Next Generation Sequencing. Journal of Proteomics

and Bioinformatics, 2017, 10, .

Mechanistic and topological explanations in medicine: the case of medical genetics and network 0.6 16
medicine. SynthA’se, 2018, 195, 147-173. :

Screening for gened€“environment (GA—E) interaction using omics data from exposed individuals: an
application to gene-arsenic interaction. Mammalian Genome, 2018, 29, 101-111.

Improving genetic prediction by leveraging genetic correlations among human diseases and traits.

Nature Communications, 2018, 9, 989. 58 136

Identification of an Amino Acid Motif in <scp>HLA<[scp>&€“<scp>DR</scp>121 That Distinguishes Uveitis in
Patients With Juvenile Idiopathic Arthritis. Arthritis and Rheumatology, 2018, 70, 1155-1165.

Integrative omics for health and disease. Nature Reviews Genetics, 2018, 19, 299-310. 7.7 676

A tutorial on conducting genomea€wide association studies: Quality control and statistical analysis.
International Journal of Methods in Psychiatric Research, 2018, 27, e1608.

Integrative analysis of omics summary data reveals putative mechanisms underlying complex traits.

Nature Communications, 2018, 9, 918. 58 250

Single-Cell RNA-Seq of Mouse Dopaminergic Neurons Informs Candidate Gene Selection for Sporadic
Parkinson Disease. American Journal of Human Genetics, 2018, 102, 427-446.

Using deep learning to model the hierarchical structure and function of a cell. Nature Methods, 2018, 9.0 292
15, 290-298. )

Contrasting results from GWAS and QTL mapping on wing length in great reed warblers. Molecular
Ecology Resources, 2018, 18, 867-876.

Identification of <i>ST3AGL4<i>, <i>MFHAS1, CSNK2A2<[i> and <i>CD226</i> as loci associated with
s?:stemic lupus erythematosus (SLE) and evaluation of SLE genetics in drug repositioning. Annals of 0.5 34
the Rheumatic Diseases, 2018, 77, 1078-1084.

Critical Evaluation of Data Requires Rigorous but Broadly Based Statistical Inference. Circulation
Research, 2018, 122, 1049-1051.

Mapping Causal Variants with Single-Nucleotide Resolution Reveals Biochemical Drivers of Phenotypic 135 62
Change. Cell, 2018, 172, 478-490.e15. )

Genetic cartography of longevity in humans and mice: Current landscape and horizons. Biochimica Et
Biophysica Acta - Molecular Basis of Disease, 2018, 1864, 2718-2732.

Power Analysis for Genetic Association Test (PAGEANT) provides insights to challenges for rare

variant association studies. Bioinformatics, 2018, 34, 1506-1513. 18 18

Precision medicine in diabetes: an opportunity for clinical translation. Annals of the New York

Academy of Sciences, 2018, 1411, 140-152.




969

971

973

975

977

979

981

983

985

54

CITATION REPORT

ARTICLE IF CITATIONS

Identification of Novel Potentially Pleiotropic Variants Associated With Osteoporosis and Obesity 18 39
Using the cFDR Method. Journal of Clinical Endocrinology and Metabolism, 2018, 103, 125-138. )

The Genotyped€“Phenotype Relationships in the Light of Natural Selection. Molecular Biology and

Evolution, 2018, 35, 525-542.

Genetics and Genomics of Systemic Hypertension. , 2018, , 723-740. 0

Chemotherapy-Related Cardiac Dysfunction. Circulation Genomic and Precision Medicine, 2018, 11,
e001753.

The ubiquity of pleiotropy in human disease. Human Genetics, 2018, 137, 39-44. 1.8 81

Novel Loci Associated With Attention-Deficit/Hyperactivity Disorder Are Revealed by Leveragindg
Polygenic Overlap With Educational Attainment. Journal of the American Academy of Child an
Adolescent Psychiatry, 2018, 57, 86-95.

Kernel machine methods for integrative analysis of genome&€wide methylation and genotyping studies. 0.6 8
Genetic Epidemiology, 2018, 42, 156-167. )

A network approach to exploring the functional basis of gened€“gene epistatic interactions in disease
susceptibility. Bioinformatics, 2018, 34, 1741-1749.

Cultural primer for cardiometabolic health: health disparities, structural factors, community,

pathways to improvement, and clinical applications. Postgraduate Medicine, 2018, 130, 200-221. 0.9 7

Genetic Correlation Profile of Schizophrenia Mirrors Epidemiological Results and Suggests Link
Between Polygenic and Rare Variant (22q11.2) Cases of Schizophrenia. Schizophrenia Bulletin, 2018, 44,
1350-1361.

Accelerating genetic gains in legumes for the development of prosperous smallholder agriculture:
integrating genomics, phenotyping, systems modelling and agronomy. Journal of Experimental Botany, 2.4 87
2018, 69, 3293-3312.

Predicting cardiovascular disease in familial hypercholesterolemia. Current Opinion in Lipidology,
2018, 29, 299-306.

Association analysis of multiple traits by an approach of combining $$P$$ P values. Journal of 0.4 5
Genetics, 2018, 97, 79-85. .

Genome-wide association study for carcass traits in a composite beef cattle breed. Livestock Science,
2018, 213, 35-43.

GCAT | Genomes for life: a prospective cohort study of the genomes of Catalonia. BMJ Open, 2018, 8, 0.8 31
e018324. .

Genome-wide association analyses identify 44 risk variants and refine the genetic architecture of
major depression. Nature Genetics, 2018, 50, 668-681.

Differential gene expression is not required for facultative sex allocation: a transcriptome analysis
of brain tissue in the parasitoid wasp <i>Nasonia vitripennis</i>. Royal Society Open Science, 2018, 5, 11 6
171718.

Replicability and Prediction: Lessons and Challenges from GWAS. Trends in Genetics, 2018, 34, 504-517.




987

990

992

994

996

998

1000

1002

1004

55

CITATION REPORT

ARTICLE IF CITATIONS

Single-cell RNA sequencing identifies celltype-specific cis-eQTLs and co-expression QTLs. Nature o4 289
Genetics, 2018, 50, 493-497. .

An Overview of Genome-Wide Association Studies. Methods in Molecular Biology, 2018, 1754, 97-108.

Future of Genetic Studies in Women's Sexual Health. Journal of Sexual Medicine, 2018, 15,271-272. 0.3 0

Genome-Wide Association Studies and Heritability Estimation in the Functional Genomics Era.
Population Genomics, 2018, , 361-425.

A Bayesian framework for multiple trait colocalization from summary association statistics. 18 203
Bioinformatics, 2018, 34, 2538-2545. :

Heritability and genetic correlations of heart rate variability at rest and during stress in the Oman
Family Study. Journal of Hypertension, 2018, 36, 1477-1485.

Biomedical informatics and machine learning for clinical genomics. Human Molecular Genetics, 2018,
27, R29-R34. 14 28

Functional Validation of Candidate Genes Detected by Genomic Feature Models. G3: Genes, Genomes,
Genetics, 2018, 8, 1659-1668.

Largest GWAS of PTSD (N=20&€%0070) yields genetic overlap with schizophrenia and sex differences in a1 374
heritability. Molecular Psychiatry, 2018, 23, 666-673. :

Probabilistic natural mapping of gene-level tests for genome-wide association studies. Briefings in
Bioinformatics, 2018, 19, 545-553.

Association between <i>COMT Val158Met«<[i> and psychiatric disorders: A comprehensive metad€analysis.

American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2018, 177, 199-210. 11 52

GWAS signals revisited using human knockouts. Genetics in Medicine, 2018, 20, 64-68.

A genome-wide association study for extremely high intelligence. Molecular Psychiatry, 2018, 23, a1 54
1226-1232. ’

A low&€frequency haplotype spanning SLX4/FANCP constitutes a new risk locus for earlyd€enset breast
cancer (&It;60 years) and is associated with reduced DNA repair capacity. International Journal of
Cancer, 2018, 142, 757-768.

Applying family analyses to electronic health records to facilitate genetic research. Bioinformatics, 18 8
2018, 34, 635-642. '

Understanding the development of psychopathy: progress and challenges. Psychological Medicine,
2018, 48, 566-577.

Embracing polygenicity: a review of methods and tools for psychiatric genetics research. 07 66
Psychological Medicine, 2018, 48, 1055-1067. :

Improved ethical guidance for the return of results from psychiatric genomics research. Molecular

Psychiatry, 2018, 23, 15-23.




1006

1008

1010

1012

1014

1017

1020

1022

1024

56

CITATION REPORT

ARTICLE IF CITATIONS

Annotating gene sets by mining large literature collections with protein networks. , 2018, , . 6

Genetic architecture: the shape of the genetic contribution to human traits and disease. Nature

Reviews Genetics, 2018, 19, 110-124.

A robust and powerful twoa€step testing procedure for local ancestry adjusted allelic association

analysis in admixed populations. Genetic Epidemiology, 2018, 42, 288-302. 0-6 17

Voluntary exposure to a toxin: the genetic influence on ethanol consumption. Mammalian Genome,
2018, 29, 128-140.

Drug development in the era of precision medicine. Nature Reviews Drug Discovery, 2018, 17, 183-196. 21.5 294

Monitoring Neurodegeneration in Glaucoma: Therapeutic Implications. Trends in Molecular Medicine,
2018, 24, 7-17.

Association detection between ordinal trait and rare variants based on adaptive combination of P

values. Journal of Human Genetics, 2018, 63, 37-45. 11 10

Predicting and analyzing early wake-up associated gene expressions by integrating GWAS and eQTL
studies. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2018, 1864, 2241-2246.

Serotonergic polymorphisms in the control of ejaculation. Molecular and Cellular Endocrinology,

2018, 467, 60-65. 1.6 12

Genetic Approaches to the Study of Gene Variants and Their Impact on the Pathophysiology of Type 2
Diabetes. Biochemical Genetics, 2018, 56, 22-55.

Multi-polygenic score approach to trait prediction. Molecular Psychiatry, 2018, 23, 1368-1374. 4.1 167

$e$PCA: High dimensional exponential family PCA. Annals of Applied Statistics, 2018, 12, .

Subset-Based Analysis Using Gene-Environment Interactions for Discovery of Genetic Associations

across Multiple Studies or Phenotypes. Human Heredity, 2018, 83, 283-314. 0.4 >

iMEGES: integrated mental-disorder GEnome score by deep neural network for prioritizing the
susceptibility genes for mental disorders in personal genomes. BMC Bioinformatics, 2018, 19, 501.

High Throughput Screening Technologies in Biomass Characterization. Frontiers in Energy Research,

2018, 6, . 1.2 28

Empirical Comparisons of Different Statistical Models To Identify and Validate Kernel Row
Number-Associated Variants from Structured Multi-parent Mapping Populations of Maize. G3: Genes,
Genomes, Genetics, 2018, 8, 3567-3575.

Inferring Gene-Disease Association by an Integrative Analysis of eQTL Genome-Wide Association Study

and Protein-Protein Interaction Data. Human Heredity, 2018, 83, 117-129. 04 9

Quantifying how constraints limit the diversity of viable routes to adaptation. PLoS Genetics, 2018, 14,

e1007717.




1026

1028

1030

1032

1034

1036

1038

1040

1042

57

CITATION REPORT

ARTICLE IF CITATIONS

Integration of genetics and miRNAa€“target gene network identified disease biology implicated in tissue 6.5 39
specificity. Nucleic Acids Research, 2018, 46, 11898-11909. :

Recent developments in statistical methods for GWAS and high-throughput sequencing association

studies of complex traits. Biostatistics and Epidemiology, 2018, 2, 132-159.

Implications of Targeted Next Generation Sequencing in Forensic Science. Journal of Forensics 01 o
Research, 2018, 09, . :

Genetic variants influence on the placenta regulatory landscape. PLoS Genetics, 2018, 14, e1007785.

Methods and Tools in Genome-wide Association Studies. Methods in Molecular Biology, 2018, 1819,
93-136. 04 1

Impact of Genetic Polymorphisms on Human Immune Cell Gene Expression. Cell, 2018, 175, 1701-1715.e16.

Genetic Variation and the Electrocardiograph. Circulation Genomic and Precision Medicine, 2018, 11,
002164 1.6 0

Deep Learning Classification of Polygenic Obesity using Genome Wide Association Study SNPs. , 2018, , .

A network-based conditional genetic association analysis of the human metabolome. GigaScience, 2018, 3.3 13
7,. .

Evaluation of a phenotype imputation approach using GAW20 simulated data. BMC Proceedings, 2018,
12, 56.

Mitochondrial & nuclear genetic interaction modulates whole body metabolism, adiposity and gene 07 46
expression in vivo. EBioMedicine, 2018, 36, 316-328. :

CRISPR/CAS Targeted in vivo Genome Modification for Studying the Functional Role of Genomic
Regulatory Elements in Health and Carcinogenesis. Molecular Genetics, Microbiology and Virology,
2018, 33, 1-7.

Computational mechanisms in genetic regulation by RNA. Journal of Theoretical Biology, 2018, 458, 0.8 1
156-168. ’

Shortcut to success? Negotiating genetic uniqueness in global biomedicine. Social Studies of Science,
2018, 48, 740-761.

Molecular and Genetic Bases of Fruit Firmness Variation in Blueberrya€”A Review. Agronomy, 2018, 8, 13 35
174. ’

The accuracy of LD Score regression as an estimator of confounding and genetic correlations in
genomed€wide association studies. Genetic Epidemiology, 2018, 42, 783-795.

Robust Findings From 25AYears of PTSD Genetics Research. Current Psychiatry Reports, 2018, 20, 115. 2.1 45

Performance of epistasis detection methods in semi-simulated GWAS. BMC Bioinformatics, 2018, 19, 231.




1045

1047

1050

1052

1054

1056

1058

1060

1062

58

CITATION REPORT

ARTICLE IF CITATIONS

Polygenic adaptation in changing environments (a). Europhysics Letters, 2018, 123, 48002. 0.7 5

Progress of Genomics in Atherosclerosis-Coronary Heart Disease and Myocardial Infarction.

Translational Bioinformatics, 2018, , 219-240.

Assortative mating on complex traits revisited: Double first cousins and the X-chromosome. 0.5 6
Theoretical Population Biology, 2018, 124, 51-60. ’

How Genomics Is Personalizing the Management of Dyslipidemia and Cardiovascular Disease
Prevention. Current Cardiology Reports, 2018, 20, 138.

Higher Polygenetic Predisposition for Asthma in Cowa€™s Milk Allergic Children. Nutrients, 2018, 10, 17 19
1582. :

Insights and Implications of Genome-Wide Association Studies of Height. Journal of Clinical
Endocrinology and Metabolism, 2018, 103, 3155-3168.

Complex Haplotypes of <i>GSTM1<[i> Gene Deletions Harbor Signatures of a Selective Sweep in East 0.8 8
Asian Populations. G3: Genes, Genomes, Genetics, 2018, 8, 2953-2966. :

Sepsis: Personalized Medicine Utilizing 4€ Omica€™ Technologiesd€”A Paradigm Shift?. Healthcare
(Switzerland), 2018, 6, 111.

8q22.1 Microduplication Syndrome: Why the Brain Should Be Spared? A Literature Review and a Case 0.3
Report. Case Reports in Medicine, 2018, 2018, 1-6. :

Sociogenomics in the 21st century: An introduction to the history and potential of genetically
informed social science. Sociology Compass, 2018, 12, e12626.

Assessment of the genetic and clinical determinants of fracture risk: genome wide association and

mendelian randomisation study. BM): British Medical Journal, 2018, 362, k3225. 2.4 190

Integrating RNA-seq and GWAS reveals novel genetic mutations for buffalo reproductive traits.
Animal Reproduction Science, 2018, 197, 290-295.

Genomewide association study reveals novel genetic loci associated with change in renal function in

heart transplant recipients. Clinical Transplantation, 2018, 32, e13395. 0.8 8

The impact of genome-wide association studies on biomedical research publications. Human Genomics,
2018, 12, 38.

From lipid locus to drug target through human genomics. Cardiovascular Research, 2018, 114, 18 17
1258-1270. '

Behaviour Genetic Frameworks of Causal Reasoning for Personality Psychology. European Journal of
Personality, 2018, 32, 202-220.

The personal and clinical utility of polygenic risk scores. Nature Reviews Genetics, 2018, 19, 581-590. 7.7 1,102

Wild GWASAa€”association mapping in natural populations. Molecular Ecology Resources, 2018, 18,

729-738.




1064

1066

1068

1070

1072

1074

1076

1078

1080

59

CITATION REPORT

ARTICLE IF CITATIONS

SimPEL: Simulationd€based power estimation for sequencing studies of lowa€prevalence conditions. 0.6 o
Genetic Epidemiology, 2018, 42, 480-487. )

Common genetic variation in the autoimmune regulator (AIRE) locus is associated with autoimmune

Addisona€™s disease in Sweden. Scientific Reports, 2018, 8, 8395.

Using Genomic Data to Find Disease-Modifying Loci in Huntingtond€™s Disease (HD). Methods in

Molecular Biology, 2018, 1780, 443-461. 04 2

Method to estimate the approximate samples size that yield a certain number of significant CGWAS
signals in polygenic traits. Genetic Epidemiology, 2018, 42, 488-496.

The MR-Base platform supports systematic causal inference across the human phenome. ELife, 2018, 7, . 2.8 3,639

Cellular Uptake of the Atypical Antipsychotic Clozapine Is a Carrier-Mediated Process. Molecular
Pharmaceutics, 2018, 15, 3557-3572.

Trans-eQTLs identified in whole blood have limited influence on complex disease biology. European 14 3
Journal of Human Genetics, 2018, 26, 1361-1368. :

Osteoarthritis: Genetic Studies ofAMonogenic and Complex Forms. , 2018, , 421-438.

The Epigenetics of Autoimmunity: An Overview. , 2018, , 1-23. 0

Genome-Wide Association Studies. , 2018, , 33-41.

Human amylase gene coEy number variation as a determinant of metabolic state. Expert Review of 12 25
Endocrinology and Metabolism, 2018, 13, 193-205. :

Genome-wide association study identifies loci and candidate genes for internal organ weights in
Simmental beef cattle. Physiological Genomics, 2018, 50, 523-531.

PARP-1 Inhibition Rescues Short Lifespan in Hyperglycemic C. Elegans And Improves GLP-1 Secretion in

Human Cells. , 2018, 9, 17. 12

Genetic Programming of Hypertension. Frontiers in Pediatrics, 2018, 5, 285.

Big Datad€™s Role in Precision Public Health. Frontiers in Public Health, 2018, 6, 68. 1.3 134

COPD: Hereditary (A1-AT) and Non-hereditaryd€”What Are the Roles of Genetic Factors in the
Pathogenesis of COPD?. Respiratory Disease Series, 2018, , 57-75.

Genome sequencing in the clinic: the past, present, and future of genomic medicine. Physiological 1.0 59
Genomics, 2018, 50, 563-579. :

Determining Genetic Causal Variants Through Multivariate Regression Using Mixture Model Penalty.

Frontiers in Genetics, 2018, 9, 77.




1082

1084

1086

1089

1091

1094

1096

1098

1100

60

CITATION REPORT

ARTICLE IF CITATIONS

Genetic Insights Into Frailty: Association of 9p21-23 Locus With Frailty. Frontiers in Medicine, 2018, 5, 12 19
105. ’

Pathomechanisms of polycystic ovary syndrome Multidimensional approaches. Frontiers in Bioscience

- Elite, 2018, 10, 384-422.

GWAS for BMI: a treasure trove of fundamental insights into the genetic basis of obesity.

International Journal of Obesity, 2018, 42, 1524-1531. L6 84

Comparison of methods for transcriptome imputation through application to two common complex
diseases. European Journal of Human Genetics, 2018, 26, 1658-1667.

Genetic determinants of co-accessible chromatin regions in activated T cells across humans. Nature

Genetics, 2018, 50, 1140-1150. 9.4 139

A fine-mapping study of central obesity loci incorporating functional annotation and imputation.
European Journal of Human Genetics, 2018, 26, 1369-1377.

Endometriosis. Nature Reviews Disease Primers, 2018, 4, 9. 18.1 726

Cardiomyopathy and Preeclampsia. Circulation, 2018, 138, 2359-2366.

Improving machine learning reproducibility in genetic association studies with proportional instance

cross validation (PICV). BioData Mining, 2018, 11, 6. 2.2 6

Unsupervised, Statistically Based Systems Biology Approach for Unraveling the Genetics of ComEIex
Traits: A Demonstration with Ethanol Metabolism. Alcoholism: Clinical and Experimental Research,
2018,42,1177-1191.

Transethnic differences in GWAS signals: A simulation study. Annals of Human Genetics, 2018, 82,

280-286. 0.3 21

Applications and efficiencies of the first cat 63K DNA array. Scientific Reports, 2018, 8, 7024.

Analysis of Epistasis in Natural Traits Using Model Organisms. Trends in Genetics, 2018, 34, 883-898. 2.9 28

WISH-R4€" a fast and efficient tool for construction of epistatic networks for complex traits and
diseases. BMC Bioinformatics, 2018, 19, 277.

Meta-analysis of genome-wide association studies for height and body mass index in "% 700000 individuals

of European ancestry. Human Molecular Genetics, 2018, 27, 3641-3649. L4 1,541

Genetic Regulation of the Thymic Stromal Lymphopoietin (TSLP)/TSLP Receptor (TSLPR) Gene Expression
and Influence of Epistatic Interactions Between IL-33 and the TSLP/TSLPR Axis on Risk of Coronary
Artery Disease. Frontiers in Imnmunology, 2018, 9, 1775.

Omics, big data and machine learning as tools to progel understanding of biological mechanisms and

to discover novel diagnostics and therapeutics. Metabolism: Clinical and Experimental, 2018, 87, A1-A9. L5 83

Genetic risk score for adult body mass index associations with childhood and adolescent weight gain

in an African population. Genes and Nutrition, 2018, 13, 24.




1102

1104

1106

1108

1110

1112

1114

1116

1118

61

CITATION REPORT

ARTICLE IF CITATIONS

Genetic Epidemiology. Methods in Molecular Biology, 2018, , . 0.4 1

Host genetics and microbiome associations through the lens of genome wide association studies.

Current Opinion in Microbiology, 2018, 44, 9-19.

Cancer epigenetics: Moving forward. PLoS Genetics, 2018, 14, e1007362. 1.5 364

Methods for fine-mapping with chromatin and expression data. PLoS Genetics, 2018, 14, e1007240.

From Identification to Function: Current Strategies to Prioritise and Follow-Up GWAS Results.

Methods in Molecular Biology, 2018, 1793, 259-275. 04 2

Assessing Rare Variation in Complex Traits. Methods in Molecular Biology, 2018, 1793, 51-71.

Meta-Analysis of Common and Rare Variants. Methods in Molecular Biology, 2018, 1793, 73-88. 0.4 8

Extending Causality Tests with Genetic Instruments: An Integration of Mendelian Randomization with
the Classical Twin Design. Behavior Genetics, 2018, 48, 337-349.

Identifying gene targets for brain-related traits using transcriptomic and methylomic data from

blood. Nature Communications, 2018, 9, 2282. 58 294

The interplay of canonical and noncanonical Wnt signaling in metabolic syndrome. Nutrition
Research, 2019, 70, 18-25.

Biological Pathway Analysis. , 2019, , 1067-1070. 0

Regulatory variants: from detection to predicting impact. Briefings in Bioinformatics, 2019, 20,
1639-1654.

Detecting and Annotating Rare Variants. , 2019, , 388-399. 4

Multivariate analysis of genome-wide data to identify potentialjnleiotropic genes for five major
psychiatric disorders using MetaCCA. Journal of Affective Disorders, 2019, 242, 234-243.

Optimizing the Power to Identify the Genetic Basis of Complex Traits with Evolve and Resequence

Studies. Molecular Biology and Evolution, 2019, 36, 2890-2905. 35 14

GWAS of Behavioral Traits. Current Topics in Behavioral Neurosciences, 2019, 42, 1-34.

Puzzling mRNA: Alternative splicing fine-tunes specificity and function. Biomedical Journal, 2019, 42,

137-140. 1.4 0

GWAS contribution to atrial fibrillation and atrial fibrillation-related stroke: pathophysiological

implications. Pharmacogenomics, 2019, 20, 765-780.




1120

1122

1124

1126

1128

1130

1132

1134

1136

62

CITATION REPORT

ARTICLE IF CITATIONS

Integrative analysis revealed potential causal genetic and epigenetic factors for multiple sclerosis. L8 34
Journal of Neurology, 2019, 266, 2699-2709. )

Genetic risk for coronary heart disease alters the influence of Alzheimer's genetic risk on mild

cognitive impairment. Neurobiology of Aging, 2019, 84, 237.e5-237.e12.

Thinking About the Evolution of Complex Traits in the Era of Genome-Wide Association Studies. 05 186
Annual Review of Genomics and Human Genetics, 2019, 20, 461-493. :

X chromosome genetic data in a Spanish children cohort, dataset description and analysis pipeline.
Scientific Data, 2019, 6, 130.

Mass Spectrometry-Based Biomarkers in Drug Development. Advances in Experimental Medicine and 0.8 8
Biology, 2019, 1140, 435-449. )

Accurate estimation of SNP-heritability from biobank-scale data irrespective of genetic architecture.
Nature Genetics, 2019, 51, 1244-1251.

Scientific Utopia lll: Crowdsourcing Science. Perspectives on Psychological Science, 2019, 14, 711-733. 5.2 81

Mapping Covariation Quantitative Trait Loci That Control Organ Growth and Whole-Plant Biomass.
Frontiers in Plant Science, 2019, 10, 719.

TIGAR: An Improved Bayesian Tool for Transcriptomic Data Imputation Enhances Gene Mapping of

Complex Traits. American Journal of Human Genetics, 2019, 105, 258-266. 2.6 84

Identification of Novel Causal Blood BiomarRers Linking Metabolically Favorable Adiposity With Type 2
Diabetes Risk. Diabetes Care, 2019, 42, 1800-1808.

Genetic Studies of Tic Disorders and Tourette Syndrome. Methods in Molecular Biology, 2019, 2011,
547-571. o4 39

The many (sur)faces of B cells. Biomedical Journal, 2019, 42, 201-206.

Single-plant GWAS coupled with bulk segregant analysis allows rapid identification and 16 21
corroboration of plant-height candidate SNPs. BMC Plant Biology, 2019, 19, 412. )

Rare-variant collapsing analyses for complex traits: guidelines and applications. Nature Reviews
Genetics, 2019, 20, 747-759.

De novo Mutations From Whole Exome Sequencing in Neurodevelopmental and Psychiatric Disorders:

From Discovery to Application. Frontiers in Genetics, 2019, 10, 258. 11 49

Data Integration in Poplar: &€ Omics Layers and Integration Strategies. Frontiers in Genetics, 2019, 10, 874.

Nutrigenomics and personalized nutrition for the prevention of hyperglycemia and type 2 diabetes 1
mellitus. , 2019, , 339-352.

Genome-Wide Association Studies. JAMA - Journal of the American Medical Association, 2019, 322, 1705.




1138

1140

1142

1144

1146

1148

1150

1152

1154

63

CITATION REPORT

ARTICLE IF CITATIONS

Genetic Susceptibility, Dietary Protein Intake, and Changes of Blood Pressure. Hypertension, 2019, 74,
1460-1467. 13 12

&lt;p&gt;Diversity In Precision Medicine And Pharmacogenetics: Methodological And Conceptual

Considerations For Broadening Participation&lt;/p&gt;. Pharmacogenomics and Personalized Medicine,
2019, Volume 12, 257-271.

Predicting Functional Effects of Synonymous Variants: A Systematic Review and Perspectives. 11 67
Frontiers in Genetics, 2019, 10, 914. :

Relating Aerial Deposition of Entomophaga maimaiga Conidia (Zoopagomycota: Entomophthorales) to
Mortality of Gypsy Moth (Lepidoptera: Erebidae) Larvae and Nearby Defoliation. Environmental
Entomology, 2019, 48, 1214-1222.

Genomea€Wide Association Study of Latent Cognitive Measures in Adolescence: Genetic Overlap With

Intelligence and Education. Mind, Brain, and Education, 2019, 13, 224-233. 0.9 18

Introduction to genetics of sport and exercise. , 2019, , 3-22.

Association of lipid-related genes implicated in conceptus elongation with female fertility traits in 14 12
dairy cattle. Journal of Dairy Science, 2019, 102, 10020-10029. )

Genetic Similarity Assessment of Twin-Family Populations by Custom-Designed Genotyping Array. Twin
Research and Human Genetics, 2019, 22, 210-219.

The Evolving Field of Genetic Epidemiology: From Familial Aggregation to Genomic Sequencing. 16 6
American Journal of Epidemiology, 2019, 188, 2069-2077. )

Structural equation modeling for hypertension and type 2 diabetes based on multiple SNPs and
multiple phenotypes. PLoS ONE, 2019, 14, e0217189.

Characterizing rare and low-frequency height-associated variants in the Japanese population. Nature 5.8 123
Communications, 2019, 10, 4393. :

Atrial Fibrillation Genetics Update: Toward Clinical Implementation. Frontiers in Cardiovascular
Medicine, 2019, 6, 127.

Assessing the genetic diversity and characterizing genomic regions conferring Tan Spot resistance in 11 23
cultivated rye. PLoS ONE, 2019, 14, e0214519. )

From Genotype to Phenotype: Through Chromatin. Genes, 2019, 10, 76.

GARFIELD classifies disease-relevant genomic features through integration of functional annotations

with association signals. Nature Genetics, 2019, 51, 343-353. 94 147

Sex-specific moderation by lifestyle and psychosocial factors on the genetic contributions to
adiposity in 112,151 individuals from UK Biobank. Scientific Reports, 2019, 9, 363.

Integrative Analysis of Transcriptome and GWAS Data to Identify the Hub Genes Associated With Milk 11 59
Yield Trait in Buffalo. Frontiers in Genetics, 2019, 10, 36. :

ADGRL3 (LPHN3) variants predict substance use disorder. Translational Psychiatry, 2019, 9, 42.




1156

1159

1161

1163

1165

1167

1169

1171

1173

64

CITATION REPORT

ARTICLE IF CITATIONS

Tantalizing dilemma in risk prediction from disease scoring statistics. Briefings in Functional 13 1
Genomics, 2019, 18, 211-219. :

Searching for the causal effects of body mass index in over 300 000 participants in UK Biobank, using

Mendelian randomization. PLoS Genetics, 2019, 15, e1007951.

Investigation and development of maize fused network analysis with multi-omics. Plant Physiology 0.8 14
and Biochemistry, 2019, 141, 380-387. :

Obesity-Related Genetic Determinants of Heart Failure Prognosis. Cardiovascular Drugs and Therapy,
2019, 33, 415-424.

An evaluation of noncoding genome annotation tools through enrichment analysis of 15 genome-wide

association studies. Briefings in Bioinformatics, 2019, 20, 995-1003. 3.2 3

Neutrophil GM-CSF signaling in inflammatory bowel disease patients is influenced by non-coding
genetic variants. Scientific Reports, 2019, 9, 9168.

Precision Aging: Applying Precision Medicine to the Field of Cognitive Aging. Frontiers in Aging 17 37
Neuroscience, 2019, 11, 128. :

Identifying genetic determinants of complex phenotypes from whole genome sequence data. BMC
Genomics, 2019, 20, 470.

HarnessinF Human Microphysiology Systems as Key Experimental Models for Quantitative Systems
o

Pharmacology. Handbook of Experimental Pharmacology, 2019, 260, 327-367. 0.9 14

Sufficient direction factor model and its application to gene expression quantitative trait loci
discovery. Biometrika, 2019, 106, 417-432.

Targeted, High-Resolution RNA Sequencing of Non-coding Genomic Regions Associated With

Neuropsychiatric Functions. Frontiers in Genetics, 2019, 10, 309. 11 28

Benefits and limitations of genome-wide association studies. Nature Reviews Genetics, 2019, 20,
467-484.

Integrating imaging and omics data: A review. Biomedical Signal Processing and Control, 2019, 52, a5 a1
264-280. :

Navigating the non-coding genome in heart development and Congenital Heart Disease.
Differentiation, 2019, 107, 11-23.

Genomic changes in the biological control agent <i>Cryptolaemus montrouzieri</i> associated with

introduction. Evolutionary Applications, 2019, 12, 989-1000. 1.5 o

Recent Advances in the Genetics of Fractures in Osteoporosis. Frontiers in Endocrinology, 2019, 10,
337.

A Positive Causal Influence of IL-18 Levels on the Risk of T2DM: A Mendelian Randomization Study. 11 19
Frontiers in Genetics, 2019, 10, 295. :

Polygenic Prediction of Weight and Obesity Trajectories from Birth to Adulthood. Cell, 2019, 177,

587-596.e9.




1175

1177

1179

1182

1184

1186

1188

1190

1192

65

CITATION REPORT

ARTICLE IF CITATIONS

How genome-wide association studies (CWAS) made traditional candidate gene studies obsolete.

Neuropsychopharmacology, 2019, 44, 1518-1523. 2.8 124

Replicability analysis in genome-wide association studies via Cartesian hidden Markov models. BMC

Bioinformatics, 2019, 20, 146.

A genome-wide association study on photic sneeze reflex in the Chinese population. Scientific Reports,

2019, 9, 4993. 1.6 5

Genetics of Axial Spondyloarthritis. , 2019, , 67-85.

Machine Learning SNP Based Prediction for Precision Medicine. Frontiers in Genetics, 2019, 10, 267. 11 142

Genetic Contributions to Loneliness and Their Relevance to the Evolutionary Theory of Loneliness.
Perspectives on Psychological Science, 2019, 14, 376-396.

Genetics and Education: Recent Developments in the Context of an Ugly History and an Uncertain 13 39
Future. AERA Open, 2019, 5, 233285841881051. )

The Genetic Basis of Metabolic Disease. Cell, 2019, 177, 146-161.

Bayesian metad€analysis across genomea€wide association studies of diverse phenotypes. Genetic

Epidemiology, 2019, 43, 532-547. 06 27

Signals Among Signals: Prioritizing Nongenetic Associations in Massive Data Sets. American Journal of
Epidemiology, 2019, 188, 846-850.

Powerful gene set analysis in GWAS with the Generalized Berk-Jones statistic. PLoS Genetics, 2019, 15,
¢1007530. L5 35

Genetics and the geography of health, behaviour and attainment. Nature Human Behaviour, 2019, 3,
576-586.

From R.A. Fishera€™s 1918 Paper to GWAS a Century Later. Genetics, 2019, 211, 1125-1130. 1.2 56

The Future of Genomic Studies Must Be Globally Representative: Perspectives from PAGE. Annual
Review of Genomics and Human Genetics, 2019, 20, 181-200.

The Orexin System and Nicotine Addiction: Preclinical Insights. , 2019, , 509-517. 1

Dynamic Scan Procedure for Detecting Rare-Variant Association Regions in Whole-Genome Sequencing
Studies. American Journal of Human Genetics, 2019, 104, 802-814.

Population-level approaches reveal novel aspects of lignin biosynthesis, content, composition and

structure. Current Opinion in Biotechnology, 2019, 56, 250-257. 33 20

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




1194

1196

1198

1200

1202

1204

1206

1208

1210

66

CITATION REPORT

ARTICLE IF CITATIONS

EnDisease: a manually curated database for enhancer-disease associations. Database: the Journal of

Biological Databases and Curation, 2019, 2019, . L4 1

Genes in immune pathways associated with abnormal white matter integrity in first-episode and

treatment-naA've patients with schizophrenia. British Journal of Psychiatry, 2019, 214, 281-287.

Identification of Alzheimer's Disease-Related Genes Based on Data Integration Method. Frontiers in

Genetics, 2018, 9, 703. 11 42

Genetics of clozapine-associated neutropenia: recent advances, challenges and future perspective.
Pharmacogenomics, 2019, 20, 279-290.

Overlapping genetic effects between suicidal ideation and neurocognitive functioning. Journal of

Affective Disorders, 2019, 249, 104-111. 2.0 10

Influence of obesity, parental history of diabetes, and genes in type 2 diabetes: A case-control study.
Scientific Reports, 2019, 9, 2748.

Uncovering genetic mechanisms of Ridney aging through transcriptomics, genomics, and epigenomics. 06 40
Kidney International, 2019, 95, 624-635. ’

Chromosome-based gene co-expression analysis reveals regions associated with cancers: chromosome
1 as an example. Molecular Biology Reports, 2019, 46, 1551-1553.

Factors Affecting Network-Based Gene Prediction Across Diverse Diseases. , 2019, , . 0

Multiple Changes Underlie Allelic Divergence of<i>CUP2<i>Between<i>Saccharomyces</[i>Species. G3:
Genes, Genomes, Genetics, 2019, 9, 3595-3600.

Graph-structured Sparse Mixed Models for Genetic Association with Confounding Factors
Correction., 2019, , .

ForestQC: Quality control on genetic variants from next-generation sequencing data using random
forest. PLoS Computational Biology, 2019, 15, e1007556.

How the diversity of the faces arises. Journal of Oral Biosciences, 2019, 61, 195-200. 0.8 1

The evolution of genetic-based risk scores for lipids and cardiovascular disease. Current Opinion in
Lipidology, 2019, 30, 71-81.

Mapping Ethanol Tolerance in Budding Yeast Reveals High Genetic Variation in a Wild Isolate.

Frontiers in Genetics, 2019, 10, 998. 11 12

A preliminary investigation of rare variants associated with genetic risk for PTSD in a natural
disaster-exposed adolescent sample. HAqgre Utbildning, 2019, 10, 1688935.

Natural variation in ZmFBL41 confers banded leaf and sheath blight resistance in maize. Nature

Genetics, 2019, 51, 1540-1548. 9.4 138

Polymorphisms of MFGES are associated with susceptibility and clinical manifestations through gene

expression modulation in Koreans with systemic lupus erythematosus. Scientific Reports, 2019, 9,
18565.




1212

1215

1217

1219

1221

1223

1225

1227

1229

67

CITATION REPORT

ARTICLE IF CITATIONS

Integrative omics analysis identifies macrophage migration inhibitory factor signaling pathways

underlying human hepatic fibrogenesis and fibrosis. Journal of Bio-X Research, 2019, 2, 16-24. 03 3

Assessing the performance of genome-wide association studies for predicting disease risk. PLoS ONE,

2019, 14, e0220215.

Region-based interaction detection in genome-wide case-control studies. BMC Medical Genomics, 2019,

12,133, 0.7 7

Integrative analysis of transcriptome&€wide association study and mRNA expression profiles identifies
candidate genes associated with autism spectrum disorders. Autism Research, 2019, 12, 33-38.

Multivariate analysis of genome-wide data to identify potential pleiotropic genes for type 2 diabetes,
obesity and coronary artery disease using MetaCCA. International Journal of Cardiology, 2019, 283, 0.8 19
144-150.

Development and evaluation of a transfusion medicine genome wide genotyping array. Transfusion,
2019, 59, 101-111.

Pharmacogenomics and Precision Medicine. , 2019, , 437-451. 2

Association of 18bp insertion/deletion polymorphism, at 872549 position of VEGF gene, with diabetic
vascular complications in type 2 diabetes mellitus. Advances in Medical Sciences, 2019, 64, 137-143.

A scientometric review of genome-wide association studies. Communications Biology, 2019, 2, 9. 2.0 309

Established and emerging strategies to crack the genetic code of obesity. Obesity Reviews, 2019, 20,
212-240.

Psychiatric genetics researchers' views on offering return of results to individual participants.

American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2019, 180, 589-600. 11 17

The evolutionary potential of diet-dependent effects on lifespan and fecundity in a multi-parental
population of Drosophila melanogaster. Heredity, 2019, 122, 582-594.

Unraveling the Exposome. , 2019, , . 9

EWASdb: epigenome-wide association study database. Nucleic Acids Research, 2019, 47, D989-D993.

Genomic architecture of complex traits in loblolly pine. New Phytologist, 2019, 221, 1789-1801. 3.5 60

Multifactorial Inheritance and Complex Diseases. , 2019, , 323-358.

Obesity-associated family with sequence similarity 13, member A (FAM13A) is dispensable for adipose

development and insulin sensitivity. International Journal of Obesity, 2019, 43, 1269-1280. L6 12

Polygenic risk scoring and prediction of mental health outcomes. Current Opinion in Psychology,

2019, 27,77-81.




1231

1233

1235

1237

1239

1241

1243

1245

1247

68

CITATION REPORT

ARTICLE IF CITATIONS

SAFETY: Secure gwAs in Federated Environment through a hYbrid Solution. [EEEJACM Transactions on

Computational Biology and Bioinformatics, 2019, 16, 93-102. 1.9 36

Parenting Interacts with Oxytocin Polymorphisms to Predict Adolescent Social Anxiety Symptom

Development: A Novel Polygenic Approach. Journal of Abnormal Child Psychology, 2019, 47, 1107-1120.

The Role of Genetics in Cardiovascular Risk Reduction: Findings From a Single Lipid Clinic and Review

of the Literature. Cardiovascular Revascularization Medicine, 2020, 21, 200-204. 0.3 1

OpenMendel: a cooperative programming project for statistical genetics. Human Genetics, 2020, 139,
61-71.

Genetic Variant Set-Based Tests Using the Generalized Berkd€"Jones Statistic With Af)plication toa
Genome-Wide Association Study of Breast Cancer. Journal of the American Statistical Association, 1.8 32
2020, 115, 1079-1091.

Assessing differential responders and mean changes in muscle size, strength, and the crossover effect
to 2 distinct resistance training protocols. Applied Physiology, Nutrition and Metabolism, 2020, 45,
463-470.

Study Designs in Genomic Epidemiology. , 2020, , 99-106. 0

Exploring how Family and Neighborhood Stressors Influence Genetic Risk for Adolescent Conduct
Problems and Alcohol Use. Journal of Youth and Adolescence, 2020, 49, 1365-1378.

A Method to Stop Analyzing Random Error and Start Analyzing Differential Responders to Exercise. 31 29
Sports Medicine, 2020, 50, 231-238. :

Genetics of rheumatic fever and rheumatic heart disease. Nature Reviews Cardiology, 2020, 17, 145-154.

GWAS for resistance against black point caused by Bipolaris sorokiniana in wheat. Journal of Cereal 18 18
Science, 2020, 91, 102859. :

Identification and analysis of 35 genes associated with vitamin D deficiency: A systematic review to
identify genetic variants. Journal of Steroid Biochemistry and Molecular Biology, 2020, 196, 105516.

Psychotic-like experiences during early adolescence predict symptoms of depression, anxiety, and
conduct problems three years later: A community-based study. Schizophrenia Research, 2020, 215, 11 27
190-196.

Genomics of major depressive disorder. , 2020, , 187-200.

System biology. , 2020, , 9-16. 3

Mendelian randomization analysis revealed potential causal factors for systemic lupus
erythematosus. Immunology, 2020, 159, 279-288.

Genome-wide heritability analysis of severe malaria resistance reveals evidence of polygenic 14 8
inheritance. Human Molecular Genetics, 2020, 29, 168-176. .

Venous thromboembolism GWAS reported genetic makeup and the hallmarks of cancer: Linkage to

ovarian tumour behaviour. Biochimica Et Biophysica Acta: Reviews on Cancer, 2020, 1873, 188331.




1249

1251

1253

1255

1257

1260

1262

1264

1266

69

CITATION REPORT

ARTICLE IF CITATIONS

Genomed€wide association study of shared liability to anxiety disorders in Army STARRS. American

Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2020, 183, 197-207. 11 13

The social and genetic inheritance of educational attainment: Genes, parental education, and

educational expansion. Social Science Research, 2020, 86, 102387.

Statistical genetic concepts in psychiatric genomics. , 2020, , 103-116. 0

Genomic treatment response prediction in schizophrenia. , 2020, , 413-422.

The genetic etiology of eosinophilic esophagitis. Journal of Allergy and Clinical Immunology, 2020,
145,9-15. L5 48

General regression model: A &€cemodela€freed€-association test for quantitative traits allowing to test for
the underlying genetic model. Annals of Human Genetics, 2020, 84, 280-290.

Integrating germline and somatic genetics to identify genes associated with lung cancer. Genetic 0.6
Epidemiology, 2020, 44, 233-247. :

Additional common loci associated with stroke and obesity identified using pleiotropic analytical
approach. Molecular Genetics and Genomics, 2020, 295, 439-451.

A genome-wide association study for the detection of genes related to apple Marssonina Blotch

disease resistance in apples. Scientia Horticulturae, 2020, 262, 108986. 17 6

Physical activity in early adolescence predicts depressive symptoms 3 years later: A community-based
study. Journal of Affective Disorders, 2020, 277, 825-830.

Simultaneous Detection of Signal Regions Using Quadratic Scan Statistics With Applications to

Whole Genome Association Studies. Journal of the American Statistical Association, 2022, 117, 823-834. 18 6

Psychology and the Global Human Rights Agenda on Sexual Orientation and Gender Identity. , 2020, ,
332-345.

Obesity Genomics and Metabolomics: a Nexus of Cardiometabolic Risk. Current Cardiology Reports, 13 10
2020, 22, 174. )

Mito-Omics and immune function: Applying novel mitochondrial omic techniques to the context of
the aging immune system. Translational Medicine of Aging, 2020, 4, 132-140.

Special Article: Translational Science Update. Pharmacological Implications of Emerging

Schizophrenia Genetics. Journal of Clinical Psychopharmacology, 2020, 40, 323-329. 0-7 10

Identification of functionally connected multi-omic biomarkers for Alzheimerd€™s disease using
modularity-constrained Lasso. PLoS ONE, 2020, 15, e0234748.

Genetic background of coronary artery disease: clinical implications and perspectives. Expert Review

of Precision Medicine and Drug Development, 2020, 5, 135-144. 04 0

PWAS: proteome-wide association studya€”linking genes and phenotypes by functional variation in

proteins. Genome Biology, 2020, 21, 173.




CITATION REPORT

# ARTICLE IF CITATIONS

1268 Genome plasticity and neuropsychiatric disorders. , 2020, , 191-210. 1

Massively parallel techniques for cataloguing the regulome of the human brain. Nature

Neuroscience, 2020, 23, 1509-1521.

Next Generation Sequencing and Bioinformatics Analysis of Family Genetic Inheritance. Frontiers in

1270 Genetics, 2020, 11, 544162,

1.1 41

Age-dependent regional retinal nerve fibre changes in SIX1/SIX6 polymorphism. Scientific Reports, 2020,
10, 12485.

Intrinsic DNA topology as a prioritization metric in genomic fine-mapping studies. Nucleic Acids

1274 Research, 2020, 48, 11304-11321. 6:5

How Fear and Hope Shaped the Universal Declaration of Human Rights. , 2020, , 11-24.

1277  Human Rights Developments from the Universal Declaration to the Present. , 2020, , 25-40. 2

Connecting Human Rights and Psychological Ethics in a Globalizing World. , 2020, , 41-55.

A Historical Narrative of Psychology Engaging Human Rights within the Framework of the United

1279 Nations. , 2020, , 56-72.

The Intersection of Psychology and Human Rights in Addressing Racism, Discrimination, and
Xenophobia. , 2020, , 75-89.

Poverty and the Human Rights of Children and Youth through the Lenses of Psychology and

1281 gociology. , 2020, , 90-104,

Labor Rights as Human Rights. , 2020, , 105-120.

1283 Whose Culture? Challenging the Idea of an Opposition between Womena€™s Human Rights and the Right o
to Culture. , 2020, , 121-134.

Child Rights. , 2020, , 150-163.

1286 Human Rights of Persons with Disabilities. , 2020, , 164-180. 0

Mental Health and Human Rights. , 2020, , 183-196.

1288 Cultivating Our Common Humanity. , 2020, , 197-211. 0

From Refugees to Immigrants. , 2020, , 212-226.

70



CITATION REPORT

# ARTICLE IF CITATIONS

1290 UN Convention on the Rights of the Child and the Sustainable Development Goals. , 2020, , 227-242. 2

The Global Contributions of Psychology to Understanding and Addressing the Non-negotiability of

Human Dignity and Health Equity. , 2020, , 243-257.

1292  Human Rights and Psychology from Indigenous Perspectives. , 2020, , 258-272. 1

Human Rights Seen through a Cultural Lens. , 2020, , 288-302.

1295 Human Rights and Well-Being of Older Persons. , 2020, , 303-316. 2

Reproductive Justice, Psychology, and Human Rights. , 2020, , 317-331.

1297 Psychosocial Features of Movements That Have Advanced Human Rights. , 2020, , 346-360. 0

Principles of Care of Survivors of Organized Violence in a Global Society. , 2020, , 361-372.

1299 Mental Health and Psychosocial Support in Humanitarian Settings. , 2020, , 373-388. 1

Children and Violence across the Life Span. , 2020, , 389-403.

1301 Psychology and Human Rights in the Age of Genomics and Neuroscience. , 2020, , 404-413. 0

Behavioral Insights, Public Policy, and Human Rights. , 2020, , 414-427.

1303 From Human Resources to Human Rights. , 2020, , 428-442. 6

Decolonization and Liberation Psychology. , 2020, , 461-474.

1306 Education of Psychologists for Human Rights Awareness, Accountability, and Action., 2020, , 475-489. 0

Conducting Psychological Research across Borders. , 2020, , 490-503.

1308 Diversity in Psychology Education and Training. , 2020, , 504-519. 0

Preparing Future Generations. , 2020, , 520-534.

71



1310

1312

1314

1316

1318

1320

1322

1324

1326

72

CITATION REPORT

ARTICLE IF CITATIONS

Human Rights and Reconciliation. , 2020, , 537-552. 3

The Australian Psychological Societya€™s Apology to Aboriginal and Torres Strait Islander People. , 2020,

,553-567.

The Role of Scientific Societies in Promoting and Protecting Human Rights and the Example of the
American Psychological Association. , 2020, , 568-582.

Human Rights, Psychology, and Artificial Intelligence. , 2020, , 583-590.

Psychology, Human Rights, and the Implementation of the United Nations&€™ 2030 Agenda for Sustainable o
Development. , 2020, , 591-606.

Genomea€wide pathogenesis interpretation using a heat diffusiond€based systems genetics method and
implications for gene function annotation. Molecular Genetics &amp; Genomic Medicine, 2020, 8, e1456.

Association of a genetic risk score with BMI along the life-cycle: Evidence from several US cohorts. 11 ;
PLoS ONE, 2020, 15, e0239067. ’

Genomic Study of Babesia bovis Infection Level and Its Association With Tick Count in Hereford and
Braford Cattle. Frontiers in Immunology, 2020, 11, 1905.

GEN2VCF: a converter for human genome imputation output format to VCF format. Genes and 0.5 4
Genomics, 2020, 42, 1163-1168. :

The Dawn of the Age of Multi-Parent MAGIC Populations in Plant Breeding: Novel Powerful
Next-Generation Resources for Genetic Analysis and Selection of Recombinant Elite Material. Biology,
2020, 9, 229.

Identifying rare variants for quantitative traits in extreme samples of population via Kullback-Leibler 07 1
distance. BMC Genetics, 2020, 21, 130. :

Sequence Variants Linked to Key Traits in Interspecific Crosses between African and Asian Rice. Plants,
2020, 9, 1653.

Neurogenetic and Neuroepigenetic Mechanisms in Cognitive Health and Disease. Frontiers in 14 ;
Molecular Neuroscience, 2020, 13, 205. )

The Genetic Architecture of High Bone Mass. Frontiers in Endocrinology, 2020, 11, 595653.

Comprehensive analyses of 723 transcriptomes enhance genetic and biological interpretations for

complex traits in cattle. Genome Research, 2020, 30, 790-801. 2.4 o7

Beyond SNP heritability: Polygenicity and discoverability of phenotypes estimated with a univariate
Gaussian mixture model. PLoS Genetics, 2020, 16, e1008612.

Using genetics for social science. Nature Human Behaviour, 2020, 4, 567-576. 6.2 85

ASEP: Gene-based detection of allele-specific expression across individuals in a population by RNA

sequencing. PLoS Genetics, 2020, 16, e1008786.




1328

1330

1332

1334

1336

1338

1340

1342

1344

73

CITATION REPORT

ARTICLE IF CITATIONS

COVID-19 outcomes and the human genome. Genetics in Medicine, 2020, 22, 1175-1177. 1.1 49

Identification, deployment, and transferability of quantitative trait loci from genome-wide

association studies in plants. Current Plant Biology, 2020, 24, 100145.

Genome-wide association studies of cardiac electrical phenotypes. Cardiovascular Research, 2020, 116, 1
1620-1634. -8 18

Longitudinal association of a body mass index (BMI) genetic risk score with growth and BMI changes
across the life course: The Cardiovascular Risk in Young Finns Study. International Journal of Obesity,
2020, 44, 1733-1742.

Estimation of non-null SNP effect size distributions enables the detection of enriched genes

underlying complex traits. PLoS Genetics, 2020, 16, e1008855. L5 9

Integrative analysis of Mendelian randomization and Bayesian colocalization highlights four genes
with putative BMI-mediated causal pathways to diabetes. Scientific Reports, 2020, 10, 7476.

Unravelling the complex genetics of common kidney diseases: from variants to mechanisms. Nature a1 33
Reviews Nephrology, 2020, 16, 628-640. ’

Deploying Big Data to Crack the Genotype to Phenotype Code. Integrative and Comparative Biology,
2020, 60, 385-396.

Evolutionary Physiology and Genomics in the Highly Adaptable Killifish ( <i>Fundulus heteroclitus</i>) Tj ETQq0 O O rgBT /Ovelrgoclz 10°Tf

Gene expression networks in the <i>Drosophila</i> Genetic Reference Panel. Genome Research, 2020,
30, 485-496.

Allele-specific genome targeting in the development of precision medicine. Theranostics, 2020, 10, 46 18
3118-3137. )

Bayesian network analysis incorporating genetic anchors complements conventional Mendelian
randomization approaches for exploratory analysis of causal relationships in complex data. PLoS
Genetics, 2020, 16, e1008198.

Integrative analysis highlighted susceptibility genes for rheumatoid arthritis. International 17 8
Immunopharmacology, 2020, 86, 106716. )

Biomarker development for axial spondyloarthritis. Nature Reviews Rheumatology, 2020, 16, 448-463.

Molecular genetic approaches to dissect complex behaviors in zebrafish. , 2020, , 223-244. 2

Heritability and genome-wide association of swine gut microbiome features with growth and fatness
parameters. Scientific Reports, 2020, 10, 10134.

Extending long-range phasing and haplotype library imputation algorithms to large and

heterogeneous datasets. Genetics Selection Evolution, 2020, 52, 38. 12 3

Association Between FoxO1, A2M, and TGF-121, Environmental Factors, and Major Depressive Disorder.

Frontiers in Psychiatry, 2020, 11, 675.




1346

1348

1350

1352

1354

1357

1359

1362

1364

74

CITATION REPORT

ARTICLE IF CITATIONS

Evaluation of population stratification adjustment using genome&€wide or exonic variants. Genetic 0.6 3
Epidemiology, 2020, 44, 702-716. :

Epigenomics and genotype-phenotype association analyses reveal conserved genetic architecture of
pig g YP E ypP Yy g

complex traits in cattle and human. BMC Biology, 2020, 18, 80.

The rs4759314 SNP within Hotair IncRNA is associated with risk of multiple sclerosis. Multiple 0.9 17
Sclerosis and Related Disorders, 2020, 40, 101986. :

Identification of novel variants and candidate genes associated with porcine bone mineral density
using genome-wide association study. Journal of Animal Science, 2020, 98, .

Current Affairs of Microbial Genome-Wide Association Studies: Approaches, Bottlenecks and 15 54
Analytical Pitfalls. Frontiers in Microbiology, 2019, 10, 3119. :

Genetic Risk Factors and Disease Modifiers of Nonalcoholic Steatohepatitis. Gastroenterology Clinics
of North America, 2020, 49, 25-44.

Goat DNMT3B: An indel mutation detection, association analysis with litter size and mRNA expression 0.9 46
in gonads. Theriogenology, 2020, 147, 108-115. )

Opinion: Is gene mappin% in wild populations useful for understanding and predicting adaptation to
global change?. Global Change Biology, 2020, 26, 2737-2749.

Broad consent under the GDPR: an optimistic perspective on a bright future. Life Sciences, Society and 31 46
Policy, 2020, 16, 1. :

A Multiple-Trait Bayesian Lasso for Genome-Enabled Analysis and Prediction of Complex Traits.
Genetics, 2020, 214, 305-331.

CUBIC: an atlas of genetic architecture promises directed maize improvement. Genome Biology, 2020, 2.8 57
21, 20. )

A Multi-tissue Transcriptome Analysis of Human Metabolites Guides Interpretability of Associations
Based on Multi-SNP Models for Gene Expression. American Journal of Human Genetics, 2020, 106,
188-201.

Mendelian Randomization analysis of the causal effect of adiposity on hospital costs. Journal of 13 34
Health Economics, 2020, 70, 102300. )

The emergent phenomenon of aspirin resistance: insights from genetic association studies.
Pharmacogenomics, 2020, 21, 125-140.

Cognitive ability and education: How behavioural genetic research has advanced our knowledge and

understanding of their association. Neuroscience and Biobehavioral Reviews, 2020, 111, 229-245. 2.9 44

Bivariate genome-wide association study of the growth plasticity of Staphylococcus aureus in
coculture with Escherichia coli. Applied Microbiology and Biotechnology, 2020, 104, 5437-5447.

Genome Wide Analysis for Growth at Two Growth Stages in A New Fast-Growing Common Carp Strain

(Cyprinus carpio L.). Scientific Reports, 2020, 10, 7259. 1.6 8

The contribution of rare genetic variants to the pathogenesis of polycystic ovary syndrome. Current
Metabolic Research, 2020, 12, 26-32.

Opinion in Endocrine an




1366

1368

1370

1372

1374

1376

1378

1380

1382

75

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide DNA methylation analysis of heavy cannabis exposure in a New Zealand longitudinal
cohort. Translational Psychiatry, 2020, 10, 114.

2.4 28

Rare genetic variants in systemic autoimmunity. Immunology and Cell Biology, 2020, 98, 490-499.

Accurate and Scalable Construction of Polygenic Scores in Large Biobank Data Sets. American Journal

of Human Genetics, 2020, 106, 679-693. 2.6 80

Integrating transcriptome-wide association study and copy number variation study identifies
candidate genes and pathways for diffuse non-Hodgkin's lymphoma. Cancer Genetics, 2020, 243, 7-10.

The Relative Contributions of Socioeconomic and Genetic Factors to Variations in Body Mass Index

Among Young Adults. American Journal of Epidemiology, 2020, 189, 1333-1341. 1.6 8

Reverse-genetics studies of INcRNAsa€”what we have learnt and paths forward. Genome Biology, 2020,
21, 93.

Differential Effect of Polymorphisms on Body Mass Index Across the Life Course of Japanese: The Japan

Multi-Institutional Collaborative Cohort Study. Journal of Epidemiology, 2021, 31, 172-179. 11 >

Genetic association research in football: A systematic review. European Journal of Sport Science,
2021, 21, 714-752.

Network-guided search for genetic heterogeneity between gene pairs. Bioinformatics, 2021, 37, 57-65. 1.8 9

GWAS-Based Discoveries in IgA Nephropathy, Membranous Nephropathy, and Steroid-Sensitive
Nephrotic Syndrome. Clinical Journal of the American Society of Nephrology: CJASN, 2021, 16, 458-466.

Dynamic CTCF binding directly mediates interactions among <i>cis</i>-regulatory elements essential 0.6 97
for hematopoiesis. Blood, 2021, 137, 1327-1339. :

A prototypical conceptualization of mechanisms. Studies in History and Philosophy of Science Part A,
2021, 85, 79-91.

Sleep deficits and cannabis use behaviors: an analysis of shared genetics using linkage disequilibrium

score regression and polygenic risk prediction. Sleep, 2021, 44, . 0.6 13

Linear Mixed Models: Part I. Springer Series in Statistics, 2021, , 1-61.

Sperm DNA methylation epimutation biomarker for paternal offspring autism susceptibility. Clinical

Epigenetics, 2021, 13, 6. 18 50

Genetics of osteoporosis. , 2021, , 405-451.

Semi-parametric empirical Bayes factor for genome-wide association studies. European Journal of

Human Genetics, 2021, 29, 800-807. 1.4 4

Genetic variants related to physical activity or sedentary behaviour: a systematic review.

International Journal of Behavioral Nutrition and Physical Activity, 2021, 18, 15.




1384

1386

1388

1390

1392

1395

1397

1399

1401

76

CITATION REPORT

ARTICLE IF CITATIONS

Combining twin-family designs with measured genetic variants to study the causes of epigenetic o
variation., 2021, , 239-259.

What HaveWe Learned fromCWAS?. , 2021, , 159-183.

Genetic Epidemiology of Complex Phenotypes. Methods in Molecular Biology, 2021, 2249, 335-367. 0.4 3

Rare Coding Variants Associated with Breast Cancer. Advances in Experimental Medicine and Biology,
2021, 1187, 435-453.

Status and Prospectives of Genome-Wide Association Studies in Plants. , 2021, , 413-457. 2

Systematic Evaluation of Cross Population Polygenic Risk Score on Colorectal Cancer. Procedia
Computer Science, 2021, 179, 344-351.

Lignin Valorization in Biorefineries Through Integrated Fractionation, Advanced Characterization,
and Fermentation Intensification Strategies. , 2021, , 337-362.

Congenital heart disease risk loci identified by genome-wide association study in European patients.
Journal of Clinical Investigation, 2021, 131, .

Channels to consciousness: a possible role of gap junctions in consciousness. Reviews in the

Neurosciences, 2021, 32, 101-129. 14 4

Effects of the Openness to Experience Polygenic Score on Cortical Thickness and Functional
Connectivity. Frontiers in Neuroscience, 2020, 14, 607912.

Distinguishing HapMap Accessions Through Recursive Set Partitioning in Hierarchical Decision Trees. 17 o
Frontiers in Plant Science, 2021, 12, 628421. :

Response and Toxicity to Cytarabine Therapy in Leukemia and Lymphoma: From Dose Puzzle to
Pharmacogenomic Biomarkers. Cancers, 2021, 13, 966.

Impaired Reproductive Function in Equines: From Genetics to Genomics. Animals, 2021, 11, 393. 1.0 12

A Powerful Adaptive Cauchy-Variable Combination Method for Rare-Variant Association Analysis.
Russian Journal of Genetics, 2021, 57, 238-245.

Low-pass sequencing increases the power of GWAS and decreases measurement error of polygenic

risk scores compared to genotyping arrays. Genome Research, 2021, 31, 529-537. 2.4 66

Influence of the kappa casein genotype on the technological properties of cow milk of Simmental and
Alatau breeds. Functional and Integrative Genomics, 2021, 21, 231-238.

Identification of Germline Genetic Variants that Increase Prostate Cancer Risk and Influence

Development of Aggressive Disease. Cancers, 2021, 13, 760. L7 22

Resisting Potato Cyst Nematodes With Resistance. Frontiers in Plant Science, 2021, 12, 661194.




1404

1406

1408

1411

1413

1415

1417

1420

1422

CITATION REPORT

ARTICLE IF CITATIONS

From Prehistory to Precision Medicine: Are Genetic Risk Scores Our Next Step?. Journal of 10 o
Rheumatology, 2021, 48, 799-801. )

Detection of breeding signatures in wheat using a linkage disequilibrium-corrected mapping approach.

Scientific Reports, 2021, 11, 5527.

A survival of the fittest strategy for the selection of genotypes by which drug responders and

non-responders can be predicted in small groups. PLoS ONE, 2021, 16, e0246828. L1 2

Improving reporting standards for polygenic scores in risk prediction studies. Nature, 2021, 591,
211-219.

Diagnosis and treatment of type 1 diabetes at the dawn of the personalized medicine era. Journal of 18 a1
Translational Medicine, 2021, 19, 137. :

Geographic variation in the polygenic score of height in Japan. Human Genetics, 2021, 140, 1097-1108.

Transcriptome prediction performance across machine learning models and diverse ancestries. Human 10 14
Genetics and Genomics Advances, 2021, 2, 100019. )

Accounting for Population Structure and Phenotypes From Relatives in Association Mapping for Farm
Animals: A Simulation Study. Frontiers in Genetics, 2021, 12, 642065.

Mendelian randomization integrating GWAS and eQTL data revealed genes pleiotropically associated

with major depressive disorder. Translational Psychiatry, 2021, 11, 225. 2.4 19

Genetic interactions with stressful environments in depression and addiction. BJ Psych Advances,
2021, 27, 153-157.

Conceptualization of population-specific human functional immune-genomics projects to identify

factors that contribute to variability in immune and infectious diseases. Heliyon, 2021, 7, e06755. L4 3

Systematic Review: Molecular Studies of Common Genetic Variation in Child and Adolescent
Psychiatric Disorders. Journal of the American Academy of Child and Adolescent Psychiatry, 2022, 61,
227-242.

Genetic interactions effects for cancer disease identification using computational models: a review.

Medical and Biological Engineering and Computing, 2021, 59, 733-758. 1.6 4

Genome-wide association mapping in maize: status and prospects. 3 Biotech, 2021, 11, 244.

Population genetic considerations for using biobanks as international resources in the pandemic era

and beyond. BMC Genomics, 2021, 22, 351. 12 1

Bibliometric Insights in Genetic Factors of Substance-Related Disorders: Intellectual Developments,
Turning Points, and Emerging Trends. Frontiers in Psychiatry, 2021, 12, 6204809.

Dissecting polygenic signals from genome-wide association studies on human behaviour. Nature 6.2 57
Human Behaviour, 2021, 5, 686-694. :

Importance of GWAS in finding un-targeted genetic association of sporadic Alzheimera€™s disease.

Molecular and Cellular Toxicology, 2021, 17, 233.




1424

1427

1429

1431

1436

1438

1441

1443

1445

78

CITATION REPORT

ARTICLE IF CITATIONS

The EpiDiverse Plant Epigenome-Wide Association Studies (EWAS) Pipeline. Epigenomes, 2021, 5, 12. 0.8 6

The relationship between body mass index and income: Using genetic variants from HUNT as

instrumental variables. Health Economics (United Kingdom), 2021, 30, 1933-1949.

BTOB: Extending the Biased GWAS to Bivariate GWAS. Frontiers in Genetics, 2021, 12, 654821. 1.1 0

DeepCOMBI: explainable artificial intelligence for the analysis and discovery in genome-wide
association studies. NAR Genomics and Bioinformatics, 2021, 3, lqab065.

Using &€ce-omics&€-Data to Inform Genome-wide Association Studies (GWASs) in the Osteoporosis Field. 15
Current Osteoporosis Reports, 2021, 19, 369-380. :

GxEsum: a novel approach to estimate the phenotypic variance explained by genome-wide GxE
interaction based on GWAS summary statistics for biobank-scale data. Genome Biology, 2021, 22, 183.

Gene Hunting Approaches through the Combination of Linkage Anali/]sis with Whole-Exome Sequencing 0.6 3
in Mendelian Diseases: From Darwin to the Present Day. Public Health Genomics, 2021, 24, 207-217. :

Recessive/[dominant model: Alternative choice in case-control-based genome-wide association studies.
PLoS ONE, 2021, 16, e0254947.

Family history of obesity and the influence on physical activity and dietary adherence after bariatric

surgery. Journal of Perioperative Practice, 2022, 32, 230-233. 0.3 o

Genetic prediction of complex traits with polygenic scores: a statistical review. Trends in Genetics,
2021, 37,995-1011.

Optimizing sampling design and sequencing strategy for the genomic analysis of quantitative traits in

natural populations. Molecular Ecology Resources, 2022, 22, 137-152. 2.2 1

A two-stage testing strategy for detecting genesA—environment interactions in association studies. G3:
Genes, Genomes, Genetics, 2021, 11, .

Genome-wide association studies: assessing trait characteristics in model and crop plants. Cellular 0.4 54
and Molecular Life Sciences, 2021, 78, 5743-5754. ’

Accelerated deciphering of the genetic architecture of agricultural economic traits in pigs using a
low-coverage whole-genome sequencing strategy. GigaScience, 2021, 10, .

Hearing loss and tinnitus: association studies for complex-hearing disorders in mouse and man.

Human Genetics, 2022, 141, 981-990. 1.8 6

Genome&€wide association studies of preweaning growth and in vivo carcass composition traits in Esme
sheep. Journal of Animal Breeding and Genetics, 2022, 139, 26-39.

Interpretable artificial neural networks incorporating Bayesian alphabet models for genome-wide

prediction and association studies. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 13

The Role of Electronic Health Records in Advancing Genomic Medicine. Annual Review of Genomics

and Human Genetics, 2021, 22, 219-238.




1448

1451

1453

1455

1457

1461

1464

1467

1469

79

CITATION REPORT

ARTICLE IF CITATIONS

Performance of approaches relying on multidimensional intermediary data to decipher causal
relationships between the exposome and health: A simulation study under various causal structures. 4.8 4
Environment International, 2021, 153, 106509.

Average semivariance yields accurate estimates of the fraction of marker-associated genetic variance

and heritability in complex trait analyses. PLoS Genetics, 2021, 17, e1009762.

Genetic Polymorphism of Vitamin D Family Genes CYP2R1, CYP24Al, and CYP27B1 Are Associated With a
High Risk of Non-alcoholic Fatty Liver Disease: A Case-Control Study. Frontiers in Genetics, 2021, 12, 11 7
717533.

Some comments on using of Web of Science Core Collection for bibliometric studies in Ann Transl
Med. Vol. 8. Annals of Translational Medicine, 2021, 9, 1218-1218.

Assessing Genetic Overlap and Causality Between Blood Plasma Proteins and Alzheimera€™s Disease.

Journal of Alzheimer's Disease, 2021, 83, 1825-1839. 1.2 5

Multi-scale inference of genetic trait architecture using biologically annotated neural networks.
PLoS Genetics, 2021, 17, e1009754.

Multi-Trait Genomic Risk Stratification for Type 2 Diabetes. Frontiers in Medicine, 2021, 8, 711208. 1.2 9

Categorical perception and influence of attention on neural consistency in response to speech
sounds in adults with dyslexia. Annals of Dyslexia, 2021, , 1.

Approach to genetic diagnosis of inborn errors of immunity through next-generation sequencing.

Molecular Immunology, 2021, 137, 57-66. 1.0 8

Genomic analysis of ionome-related QTLs in Arabidopsis thaliana. Scientific Reports, 2021, 11, 19194.

Polygenic Risk Scores for Kidney Function and Their Associations with Circulating Proteome, and

Incident Kidney Diseases. Journal of the American Society of Nephrology: JASN, 2021, 32, 3161-3173. 3.0 27

Genetics of Acute Respiratory Distress Syndrome. Critical Care Clinics, 2021, 37, 817-834.

Genome-wide association studies reveals polygenic genetic architecture of litter traits in Duroc pigs.

Theriogenology, 2021, 173, 269-278. 0.9 12

Role of Genetic Interactions in Lung Diseases Detection using Computational Approaches: A Review.
Current Chinese Computer Science, 2021, 01, .

A Belief Degreed€“Associated Fuzzy Multifactor Dimensionality Reduction Framework for Epistasis

Detection. Methods in Molecular Biology, 2021, 2212, 307-323. 04 o

Translational biomarkers in the era of precision medicine. Advances in Clinical Chemistry, 2021, 102,
191-232.

Advances and challenges in quantitative delineation of the genetic architecture of complex traits.

Quantitative Biology, 2021, 9, 168-184. 03 0

The evolution of group differences in changing environments. PLoS Biology, 2021, 19, e3001072.




1471

1473

1478

1480

1482

1484

1486

1489

1491

80

CITATION REPORT

ARTICLE IF CITATIONS

Genetic Architecture of Depression: Where Do We Stand Now?. Advances in Experimental Medicine and 0.8 4
Biology, 2021, 1305, 203-230. :

Protocol for Construction of Genome-Wide Epistatic SNP Networks Using WISH-R Package. Methods in

Molecular Biology, 2021, 2212, 155-168.

Phenotype risk scores (PheRS) for pancreatic cancer using time-stamped electronic health record
data: Discovery and validation in two large biobanks. Journal of Biomedical Informatics, 2021, 113, 2.5 15
103652.

Status and prospects of genomea€wide association studies in plants. Plant Genome, 2021, 14, e20077.

Multia€tissue transcriptomed€wide association studies. Genetic Epidemiology, 2021, 45, 324-337. 0.6 8

Multiparental Population in Crops: Methods of Development and Dissection of Genetic Traits.
Methods in Molecular Biology, 2021, 2264, 13-32.

The Adolescent Origins of Substance Use Disorders: A Behavioral Genetic Perspective. Nebraska

Symposium on Motivation, 2014, 61, 31-50. 0.9 15

Clinical Genetic Research 2: Genetic Epidemiology of Complex Phenotypes. Methods in Molecular
Biology, 2015, 1281, 349-367.

The 1000 Genomes Project. , 2015, , 71-85. 13

The Role of Gene-Environment Interaction in Mental Health and Susceptibility to the Development of
Psychiatric Disorders. , 2020, , 117-138.

Mass Spectrometry-Based Biomarkers in Drug Development. Advances in Experimental Medicine and 0.8 10
Biology, 2014, 806, 341-359. )

Whata€™s Wrong with the Right to Genetic Privacy: Beyond Exceptionalism, Parochialism and
Adventitious Ethics. Law, Governance and Technology Series, 2016, , 139-167.

OMICs Studies and Endometriosis Biomarker Identification. , 2017, , 227-258. 5

Beyond Volume: The Impact of Complex Healthcare Data on the Machine Learning Pipeline. Lecture
Notes in Computer Science, 2017, , 150-169.

Genetic Basis of Intervertebral Disc Degeneration. , 2014, , 157-176. 2

Localizing Components of Shared Transethnic Genetic Architecture of Complex Traits from GWAS
Summary Data. American Journal of Human Genetics, 2020, 106, 805-817.

Genetic strategies for probing conscientiousness and its relationship to aging.. Developmental 12 21
Psychology, 2014, 50, 1362-1376. :

Shared molecular genetic risk of alcohol dependence and posttraumatic stress disorder (PTSD)..

Psychology of Addictive Behaviors, 2020, 34, 613-6109.




1493

1564

1567

1569

1571

1573

1575

1577

1579

81

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide approaches to understanding and improving complex traits in aquaculture species.. CAB

Reviews: Perspectives in Agriculture, Veterinary Science, Nutrition and Natural Resources, 0, , 1-10. 0.6 8

ATHENA: ATOOL FOR META-DIMENSIONAL ANALYSIS APPLIED TO GENOTYPES AND GENE EXPRESSION DATA

TO PREDICT HDL CHOLESTEROL LEVELS., 2012, , .

High Performance Linkage Disequilibrium. , 2016, , . 7

Integration of SNP Disease Association, eQTL, and Enrichment Analyses to Identify Risk SNPs and
Susceptibility Genes in Chronic Obstructive Pulmonary Disease. BioMed Research International, 2020,
2020, 1-11.

Association Between CHRNA3 and CHRNAS5 Nicotine Receptor Subunit Gene Variants and Nicotine
Dependence in an Isolated Populationof Kashubians in Poland. Medical Science Monitor, 2016, 22, 0.5 7
1442-1450.

FORGE: A tool to discover cell specific enrichments of GWAS associated SNPs in regulatory regions.
F1000Research, O, 4, 18.

Generalized Structured Component Analysis in candidate gene association studies: applications and

limitations. Wellcome Open Research, 2019, 4, 142. 0.9 4

A population genetic interpretation of GWAS findings for human quantitative traits. PLoS Biology,
2018, 16, €2002985.

Fast and Rigorous Computation of Gene and Pathway Scores from SNP-Based Summary Statistics. PLoS 15 330
Computational Biology, 2016, 12, e1004714. :

Towards Increasing the Clinical Relevance of In Silico Methods to Predict Pathogenic Missense
Variants. PLoS Computational Biology, 2016, 12, e1004725.

PoCos: Population Covering Locus Sets for Risk Assessment in Complex Diseases. PLoS Computational 15 4
Biology, 2016, 12, e1005195. )

Pedigree- and SNP-Associated Genetics and Recent Environment are the Major Contributors to
Anthropometric and Cardiometabolic Trait Variation. PLoS Genetics, 2016, 12, e1005804.

A Model of Compound Heterozygous, Loss-of-Function Alleles Is Broadly Consistent with 15 31
Observations from Complex-Disease GWAS Datasets. PLoS Genetics, 2017, 13, e1006573. :

Can Genetic Pleiotropy Replicate Common Clinical Constellations of Cardiovascular Disease and Risk?.
PLoS ONE, 2012, 7, e46419.

Sex Differences in Genetic Architecture of Complex Phenotypes?. PLoS ONE, 2012, 7, e47371. 11 72

Powerful Identification of Cis-regulatory SNPs in Human Primary Monocytes Using Allele-Specific
Gene Expression. PLoS ONE, 2012, 7, e52260.

Genome-Wide Pathway Association Studies of Multiple Correlated Quantitative Phenotypes Using

Principle Component Analyses. PLoS ONE, 2012, 7, e53320. 11 17

Systems Biology Approach Reveals Genome to Phenome Correlation in Type 2 Diabetes. PLoS ONE, 2013,

8,e53522.




1681

1583

1585

1687

1589

1591

1593

1595

1598

82

CITATION REPORT

ARTICLE IF CITATIONS

Complex Genetic Architecture of Cardiac Disease in a Wild Type Inbred Strain of Drosophila 11 5
melanogaster. PLoS ONE, 2013, 8, e62909. :

Contribution of Genome-Wide Association Studies to Scientific Research: A Pragmatic Approach to

Evaluate Their Impact. PLoS ONE, 2013, 8, e71198.

QTL Mapping of Leafy Heads by Genome Resequencing in the RIL Population of Brassica rapa. PLoS ONE,

2013, 8, e76059. 11 61

Assessing the Probability that a Finding Is Genuine for Large-Scale Genetic Association Studies. PLoS
ONE, 2015, 10, e0124107.

Mutations Causing Complex Disease May under Certain Circumstances Be Protective in an

Epidemiological Sense. PLoS ONE, 2015, 10, e0132150. 11 4

Influence of Feature Encoding and Choice of Classifier on Disease Risk Prediction in Genome-Wide
Association Studies. PLoS ONE, 2015, 10, e0135832.

Network Modules of the Cross-Species Genotype-Phenotype Map Reflect the Clinical Severity of Human 11 8
Diseases. PLoS ONE, 2015, 10, e0136300. :

Somatic Variation of T-Cell Receptor Genes Strongly Associate with HLA Class Restriction. PLoS ONE,
2015, 10, e0140815.

CardioGenBase: A Literature Based Multi-Omics Database for Major Cardiovascular Diseases. PLoS ONE,

2015, 10,e0143188. 11 23

A Single Nucleotide Polymorphism in the I117ra Promoter Is Associated with Functional Severity of
Ankylosing Spondylitis. PLoS ONE, 2016, 11, e0158905.

Genome-Wide Association Studies for Comb Traits in Chickens. PLoS ONE, 2016, 11, e0159081. 11 24

Functional Analysis of Mouse G6pcl Mutations Using a Novel In Situ Assay for Glucose-6-Phosphatase
Activity and the Effect of Mutations in Conserved Human G6PC1/G6PC2 Amino Acids on G6PC2 Protein
Expression. PLoS ONE, 2016, 11, e0162439.

Improved Genetic Profiling of Anthropometric Traits Using a Big Data Approach. PLoS ONE, 2016, 11,

e0166755. 11 12

Identification of Candidate Genes for Reactivity in Guzerat (Bos indicus) Cattle: A Genome-Wide
Association Study. PLoS ONE, 2017, 12, e0169163.

Real-life helping behaviours in North America: A genome-wide association approach. PLoS ONE, 2018, 13,

€0190950. 11 13

Germline polymorphisms in an enhancer of <i>PSIP1</[i> are associated with progression-free survival
in epithelial ovarian cancer. Oncotarget, 2016, 7, 6353-6368.

Discovery of rare variants implicated in schizophrenia using next-generation sequencing. Journal of

Translational Genetics and Genomics, 2019, 3, 1-20. 0.5 6

Weight or metabolism: which deserve more attention in obesity?. Annals of Translational Medicine,

2018, 6,5127-S127.




1600

1602

1604

1606

1608

1610

1612

1615

1617

83

CITATION REPORT

ARTICLE IF CITATIONS

Genome-wide association study of the TP53 R249S mutation in hepatocellular carcinoma with
aflatoxin B1 exposure and infection with hepatitis B virus. Journal of Gastrointestinal Oncology, 0.6 8
2020, 11, 1333-1349.

Genetic variations in colorectal cancer risk and clinical outcome. World Journal of

Gastroenterology, 2014, 20, 4167.

Sulfur Amino Acid Metabolic Process Pathway may Modulate Bipolar Disorder with Alcohol

Dependence Comorbidity. Journal of Addiction Research & Therapy, 2014, 05, . 0-2 1

Expression quantitative trait analyses to identify causal genetic variants for type 2 diabetes
susceptibility. World Journal of Diabetes, 2014, 5, 97.

The Lausanne Institutional Biobank: A new resource to catalyse research in personalised medicine and

pharmaceutical sciences. Swiss Medical Weekly, 2014, 144, w14033. 0.8 14

Recent advances in breeding and genetics for dairy goats. Asian-Australasian Journal of Animal
Sciences, 2019, 32, 1275-1283.

ENU Mutagenesis in Mice - Genetic Insight into Impaired Immunity and Disease. , 0, , . 2

Multiple alleles at a single locus control seed dormancy in Swedish Arabidopsis. ELife, 2016, 5, .

Nighttime snacking is associated with risk of obesity and hyperglycemia in adults: a cross-sectional

survey from Chinese adult teachers. Journal of Biomedical Research, 2017, 31, 541. 0.7 7

ARRDC4 and UBXN1: Novel Target Genes Correlated with Prostate Cancer Gleason Score. Cancers, 2021,
13, 5209.

MOoNET: an R package for multi-omic network analysis. Bioinformatics, 2021, , . 1.8 2

Simultaneous Learning the Dimension and Parameter of a Statistical Model with Big Data. Statistics in
Biosciences, O, , 1.

Metagenomics and chemotherapya€induced nausea: A roadmap for future research. Cancer, 2022, 128, 20 9
461-470. :

Mendelian Randomization Analysis Identified Potential Genes Pleiotropically Associated with
Polycystic Ovary Syndrome. Reproductive Sciences, 2022, 29, 1028-1037.

Associating complex traits with genetic variants: polygenic risk scores, pleiotropy and

endophenotypes. Genetica, 2021, , 1. 0.5 o

European collaboration of dog genome research: LUPA project. Journal of Animal Genetics, 2012, 40,
37-49.

The Genetics of Crohnd€™s Disease. , 2013,,99-118. 0

Considerations to Calculate Expected Genotypic Frequencies and Formal Statistical Testing of

Hardy-Weinberg Assumptions for nonpseudoautosomal X chromosome SNPs. Journal of Genetic
Syndromes & Gene Therapy, 2014, 05, .




CITATION REPORT

# ARTICLE IF CITATIONS

1622 Future Directions in Genetics of Psychiatric Disorders. , 2014, , 311-337. 1

Conceptualization of Genetic Disease. , 2015, , 1-18.

1628 Genetik menschlicher Erkrankungen. , 2015, , 595-666. 0

Rejection Odds and Rejection Ratios: A Proposal for Statistical Practice in Testing Hypotheses. SSRN
Electronic Journal, O, , .

Susceptibility Loci for Umbilical Hernia in Swine Detected by Genome-Wide Association. Russian

1631 journal of Genetics, 2015, 51, 1163-1170. 04 5

Genetic Prediction in Bovine Meat Production: Is Worth Integrating Bayesian and Machine Learning
Approaches? a Comprenhensive Analysis. Lecture Notes in Computer Science, 2015, , 11-18.

1638 Using Network Methodology to Infer Population Substructure. PLoS ONE, 2015, 10, e0130708. 11 0

Powerful Tests for Multi-Marker Association Analysis Using Ensemble Learning. PLoS ONE, 2015, 10,
e0143489.

1642 SEPARATING THE CAUSES AND CONSEQUENCES IN DISEASE TRANSCRIPTOME. , 2016, , . 0

Application of Genomics to the Study of Human Growth Disorders. Translational Bioinformatics,
2016, , 363-384.

Imaging Genetics with Partial Least Squares for Mixed-Data Types (MiMoPLS). Springer Proceedings in

1648 Mathematics and Statistics, 2016, , 73-91.

0.1 1

Studying Rare Genetic Syndromes as a Method of Investigating Aetiology of Normal Variation in
Educationally Relevant Traits. , 2016, , 77-95.

1650 Advances in Genetics of Inmunoglobulin A Nephropathy. , 2016, , 19-42. 0

A«Vanishing heritabilityA» 4€“ a new paradox in the context of an old problem. SovremennaA¢ ZarubeA34naA¢

PsihologiAc, 2016, 5, 5-12. 0:8

Continuing the Search for Determinants of Healthy Life Span and Longevity. The Plenum Series on

1652 Demographic Methods and Population Analysis, 2016, , 453-463.

0.6 1

Genetische Tests im Sport: KAqnnen wir schon empirische Evidenz von empirischem Nonsens
unterscheiden?., 2016, , 193-215.

1666 Genetics and Genomic Basis of Sleep Disorders in Humans. , 2017, , 322-339.e7. 2

Genomes., 2017, , 1-20.

84



CITATION REPORT

# ARTICLE IF CITATIONS

1672 Molecular exercise physiology. , 2017, , . 1

Van laboratoriumbank tot siekbed: Genetiese bevindings in skisofrenie. South African Journal of

Science and Technology, 2017, 36, .

1681 GWAS as the Detective to Find Genetic Contribution in Diseases. , 2018, , 466-476. 0]

CRISPR/CAS targeted in vivo genome modification for studying functional role of genomic regulatory
elements in health and carcinogenesis. Molekuliarnaia Genetika, Mikrobiologiia | Virusologiia, 2018, 36,
3.

Exposome-Wide Association Studies: A Data-Driven Approach for Searching for Exposures Associated

1690 \ith Phenotype. , 2019, , 315-336. 2

The Genetic Sphygmomanometer: an argument for routine genome-wide genotyping in the population
and a new view on its use to inform clinical practice. Wellcome Open Research, 2018, 3, 138.

1694 Genomic Approaches to Eye Diseases: An Asian Perspective. Essentials in Ophthalmology, 2019, , 403-415. 0.0 0

GWAS as the Detective to Find Genetic Contribution in Diseases. Advances in Medical Diagnosis,
Treatment, and Care, 2019, , 57-68.

Evolutionary Algorithm for Pathways Detection in GWAS Studies. Lecture Notes in Computer Science,
1701 5019,,111°122. 1.0 0

Generalized Structured Component Analysis in candidate gene association studies: applications and
limitations. Wellcome Open Research, 2019, 4, 142.

Investigation of the association between obesity and insulin-induced gene 1 polymorphism at 7q36.3

1715 region in Uygur population in Xinjiang, China. Bioscience Reports, 2019, 39, .

11 (0]

Genetik menschlicher Erkrankungen. , 2020, , 725-812.

Identification of nodulation&€related genes in <i>Medicago truncatula</i> using genome&€wide

1722 3ssociation studies and coa€expression networks. Plant Direct, 2020, 4, e00220.

0.8 4

Cold-Blooded and on Purpose: A Review of the Biology of Proactive Aggression. Brain Sciences, 2021,
11, 1412.

An open approach to systematically prioritize causal variants and genes at all published human GWAS

1781 trait-associated loci. Nature Genetics, 2021, 53, 1527-1533.

9.4 208

Implications of Large-Effect Loci for Conservation: A Review and Case Study with Pacific Salmon.
Journal of Heredity, 2022, 113, 121-144.

Genome-wide association study toward efficient selection breeding of resistance to Vibrio

1785 alginolyticus in Pacific oyster, Crassostrea gigas. Aquaculture, 2022, 548, 737592.

1.7 14

The Genomic Landscape of Meningiomas. , 2020, , 35-55.

85



CITATION REPORT

# ARTICLE IF CITATIONS

1737 Genome-wide Association of APOE and FOXO3A for human longevity. , 2019, , . 0

Reliable clustering of Bernoulli mixture models. Bernoulli, 2020, 26, .

Fast Algorithms for LS and LAD-Collaborative Regression. Asia-Pacific Journal of Operational

1740 Research, O, , .

0.9 (0]

Deciphering the Genetic Architecture of Plant Virus Resistance by GWAS, State of the Art and
Potential Advances. Cells, 2021, 10, 3080.

Single nucleotide polymorphism and expression of genes for immune competent cell proliferation and
1742  differentiation in radiation-exposed individuals. Vavilovskii Zhurnal Genetiki | Selektsii, 2020, 24, 0.4 1
399-406.

Developmental origins of genotype-phenotype correlations in chronic diseases of old age. , 2012, 3,
385-403.

ATHENA: a tool for meta-dimensional analysis applied to genotypes and gene expression data to predict
1751 HDL cholesterol levels. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2013, 0.7 14
, 385-96.

SEPARATING THE CAUSES AND CONSEQUENCES IN DISEASE TRANSCRIPTOME. Pacific Symposium on
Biocomputing Pacific Symposium on Biocomputing, 2016, 21, 381-92.

PHENOME-WIDE INTERACTION STUDY (PheWIS) IN AIDS CLINICAL TRIALS GROUP DATA (ACTG). Pacific

1755 Symposium on Biocomputing Pacific Symposium on Biocomputing, 2016, 21, 57-68.

0.7 5

PALME: PAtients Like My gEnome. AMIA Summits on Translational Science Proceedings, 2016, 2016, 219-24.

Molecular Aspects of Wound Healing and the Rise of Venous Leg Ulceration: Omics Approaches to

1757 Enhance Knowledge and Aid Diagnostic Discovery. Clinical Biochemist Reviews, 2017, 38, 35-55.

3.3 19

Annotating gene sets by mining large literature collections with protein networks. Pacific Symposium
on Biocomputing Pacific Symposium on Biocomputing, 2018, 23, 602-613.

An efficient linear mixed model framework for meta-analytic association studies across multiple

1760 ontexts. Leibniz International Proceedings in Informatics, LIPIcs, 2016, 2016, .

0.0 (0]

Analysis of independent cohorts of outbred CFW mice reveals novel loci for behavioral and
physiological traits and identifies factors determining reproducibility. G3: Genes, Genomes, Genetics,
2022,12,.

1764  Gut microbiota is associated with bone mineral density. Bone and Joint Research, 2021, 10, 734-741. 1.3 15

How robust are cross-population signatures of polygenic adaptation in humans?., 0, 1, .

1766  New insights into genetics underlying of plumage color. Animal Genetics, 2022, 53, 80-93. 0.6 12

The Human Genome, Physical Activity, Fitness, and Health. Kinesiology Review, 2022, 11, 36-42.

86



CITATION REPORT

# ARTICLE IF CITATIONS

SNP characteristics and validation success in genome wide association studies. Human Genetics, 2022,
1768 141, 229-238. 18 10

Machine Learning |dentifies Six Genetic Variants and Alterations in the Heart Atrial Appendage as Key

Contributors to PD Risk Predictivity. Frontiers in Genetics, 2021, 12, 785436.

Integration of Genomics with Crop Modeling for Predicting Rice Days to Flowering: A Multi-Model

1770 Analysis. Field Crops Research, 2022, 276, 108394

2.3 6

SLC6A1 and Neuropsychiatric Diseases: The Role of Mutations and Prospects for Treatment with
Genome Editing Systems. Neurochemical Journal, 2021, 15, 376-389.

sPLINK: a hybrid federated tool as a robust alternative to meta-analysis in genome-wide association

1774 studies. Genome Biology, 2022, 23, 32.

3.8 18

Polycystic Ovary Syndrome: An Evolutionary Adaptation to Lifestyle and the Environment.
International Journal of Environmental Research and Public Health, 2022, 19, 1336.

1776  Predicting Physical Appearance from DNA Datad€”Towards Genomic Solutions. Genes, 2022, 13, 121. 1.0 8

An adaptive combination method for Cauchy variable based on optimal threshold. Journal of Genetics,
2022, 101, 1.

Integrative analysis of 3604 GWAS reveals multiple novel cell type-specific regulatory associations.

1778 Genome Biology, 2022, 23, 13.

3.8 19

Review: Research Progress of Dairy Sheep Milk Genes. Agriculture (Switzerland), 2022, 12, 169.

1780 Deconstructing a Syndrome: Genomic Insights Into PCOS Causal Mechanisms and Classification. 8.9 75
Endocrine Reviews, 2022, 43, 927-965. :

The prospects of precision psychiatry. Theoretical Medicine and Bioethics, 2021, 42, 193-210.

1783  Genomics-Enabled Management of Genetic Resources in Radiata Pine. Forests, 2022, 13, 282. 0.9 4

Meta-Analysis of Transcriptome-Wide Association Studies across 13 Brain Tissues Identified Novel
Clusters of Genes Associated with Nicotine Addiction. Genes, 2022, 13, 37.

Relationship between Expression of Plasma IncRNA-HEIH and Prognosis in Patients with Coronary

1785 Artery Disease. Disease Markers, 2021, 2021, 1-5.

0.6 12

Association analysis of multiple traits by an approach of combining P values. Journal of Genetics, 2018,
97,79-85.

A Novel Approach to Link Genetics and Human MRI Identifies AKAP7-Dependent Subicular/Prefrontal

1787 Functional Connectivity as Altered in Suicidality. Chronic Stress, 2022, 6, 247054702210837. L7 1

Genomics and psychiatry: a historical overview. , 2022, , 1-16.

87



1790

1792

1794

1796

1798

1800

1803

1805

1807

88

CITATION REPORT

ARTICLE IF CITATIONS

Personalized nutrition. , 2024, , 540-561. 0

The Concept of Immunogenetics. Advances in Experimental Medicine and Biology, 2022, 1367, 1-17.

Prediabetes blunts DPP4 genetic control of postprandial glycaemia and insulin secretion. 9.9 3
Diabetologia, 2022, 65, 861-871. ’

Obesity and Adipose Tissue-derived CytoRines in the Pathogenesis of Multiple Sclerosis. Endocrine,
Metabolic and Immune Disorders - Drug Targets, 2022, 22, 1217-1231.

Host Genetic Determinants of the Microbiome Across Animals: From <i>Caenorhabditis elegans</i> to N 17
Cattle. Annual Review of Animal Biosciences, 2022, 10, 203-226. :

Extend mixed models to multilayer neural networks for genomic prediction including intermediate
omics data. Genetics, 2022, 221, .

The Candidate Chromosomal Regions Responsible for Milk Yield of Cow: A GWAS Meta-Analysis. 10 1
Animals, 2022, 12, 582. .

PSRC1 May Affect Coronary Artery Disease Risk by Altering CELSR2, PSRC1, and SORT1 Gene Expression
and Circulating Granulin and Apolipoprotein B Protein Levels. Frontiers in Cardiovascular Medicine,
2022, 9, 763015.

Ultra Low-Coverage Whole-Genome Sequencing as an Alternative to Genotyping Arrays in

Genome-Wide Association Studies. Frontiers in Genetics, 2021, 12, 790445. 11 8

Assessment of linkage disequilibrium patterns between structural variants and single nucleotide
polymorphisms in three commercial chicken populations. BMC Genomics, 2022, 23, 193.

Assessing the contribution of rare variants to complex trait heritability from whole-genome o4 156
sequence data. Nature Genetics, 2022, 54, 263-273. .

Genetic techniques and applications to bipolar disorder. , 2022, , 192-199.

GREEN-DB: a framework for the annotation and prioritization of non-coding regulatory variants from

whole-genome sequencing data. Nucleic Acids Research, 2022, 50, 2522-2535. 6.5 13

Challenging Sustainable and Innovative Technologies in Cheese Production: A Review. Processes, 2022,
10, 529.

A Genome-Wide Association Study and Machine-Learning Algorithm Analysis on the Prediction of
Facial Phenotypes by Genotypes in Korean Women. Clinical, Cosmetic and Investigational Dermatology, 0.8 1
2022, Volume 15, 433-445.

Bayesian mixed models for longitudinal genetic data: theory, concepts, and simulation studies.
Genomics and Informatics, 2022, 20, e8.

SNPa€based heritability and selection analyses: Improved models and new results. BioEssays, 2022, 44,
€2100170. 1.2 14

Exome-wide screening identifies novel rare risk variants for major depression disorder. Molecular

Psychiatry, 2022, 27, 3069-3074.




1809

1812

1817

1819

1850

1852

1854

1856

1858

89

CITATION REPORT

ARTICLE IF CITATIONS

Statistical models and computational tools for predicting complex traits and diseases. Genomics and 0.4 8
Informatics, 2021, 19, e36. :

Radiation-Induced DNA Methylation Disorders: In Vitro and In Vivo Studies. Biology Bulletin, 2021, 48,

2015-2037.

Applications and Challenges of Machine Learning Methods in Alzheimer's Disease Multi-Source Data o7 3
Analysis. Current Genomics, 2021, 22, 564-582. :

SNPs Filtered by Allele Frequency Improve the Prediction of Hypertension Subtypes. , 2021, , .

GENOME-WIDE ASSOCIATION STUDIES OF PREMATURE OVARIAN FAILURE (LITERATURE REVIEW). Bulletin of 0.0 o
Problems Biology and Medicine, 2022, 1, 71. :

Average semivariance directly yields accurate estimates of the genomic variance in complex trait
analyses. G3: Genes, Genomes, Genetics, 2022, 12, .

a€ Teratoida€™ Hepatoblastoma: An Intriguing Variant of Mixed Epithelial-Mesenchymal Hepatoblastoma. 0.6 o
Children, 2022, 9, 565. :

Analysis of Tryptophan and Its Main Metabolite Kynurenine and the Risk of Multiple Cancers Based on
the Bidirectional Mendelian Randomization Analysis. Frontiers in Oncology, 2022, 12, 852718.

Systems-Level Nutrition Approaches to Define Phenotypes Resulting from Complex Gene-Environment

Interactions. Nestle Nutrition Institute Workshop Series, 2016, 84, 1-13. 1.5 1

Maternal Metabolic Health, Lifestyle, and Environment € Understanding How Epigenetics Drives
Future Offspring Health. Current Diabetes Reviews, 2023, 19, .

Application of an FO-based genetic assay in adult zebrafish to identify modifier genes of an inherited

cardiomyopathy. DMM Disease Models and Mechanisms, 2023, 16, . 12 9

Genome wide association study of MAGIC population reveals a novel QTL for salinity and sodicity
tolerance in rice. Physiology and Molecular Biology of Plants, 2022, 28, 819-835.

Review of Mendelian Randomization Studies on Endometrial Cancer. Frontiers in Endocrinology, 2022, 15 8
13,. .

Forward Genetics in Apicomplexa Biology: The Host Side of the Story. Frontiers in Cellular and
Infection Microbiology, 2022, 12, .

Functional genomics and the future of iPSCs in disease modeling. Stem Cell Reports, 2022, 17, 1033-1047. 2.3 16

Strengthening Causal Inference in Exposomics Research: Application of Genetic Data and Methods.
Environmental Health Perspectives, 2022, 130, 55001.

The effect of polygenic risk scores for major depressive disorder, bipolar disorder and schizophrenia
on morphological brain measures: A systematic review of the evidence. Journal of Affective Disorders, 2.0 11
2022, 310, 213-222.

A computationally efficient clustering linear combination approach to jointly analyze multiple

phenotypes for GWAS. PLoS ONE, 2022, 17, e0260911.




CITATION REPORT

# ARTICLE IF CITATIONS

Integrative analysis of multi-omics data to detect the underlying molecular mechanisms for obesity in

1861 vivo in humans. Human Genomics, 2022, 16, 15.

14 6

Statistical methods for Mendelian randomization in genome-wide association studies: A review.

Computational and Structural Biotechnology Journal, 2022, 20, 2338-2351.

Integrated Multi-Omics Data Analysis Identifies a Novel Genetics-Risk Gene of <i>IRF4<[i> Associated

1863 \yith Prognosis of Oral Cavity Cancer. Current Bioinformatics, 2022, 17, 744-758.

0.7 2

Genome-Wide Association Study and Genomic Prediction for Bacterial Wilt Resistance in Common
Bean (Phaseolus vulgaris) Core Collection. Frontiers in Genetics, 0, 13, .

Transcriptomic analysis provides insights into molecular mechanisms of thermal physiology. BMC

1866 Gonomics, 2022, 23, . 1.2 3

Combining GWAS, Genome-Wide Domestication and a Transcriptomic Analysis Reveals the Loci and
Natural Alleles of Salt Tolerance in Rice (Oryza sativa L.). Frontiers in Plant Science, 0, 13, .

1869 Moderation effects in personality disorder research.. Personality Disorders: Theory, Research, and 10 4
Treatment, 2023, 14, 118-126. :

Open problems in human trait genetics. Genome Biology, 2022, 23, .

1872  TSABL: Trait Specific Annotation Based Locus predictor. BMC Genomics, 2022, 23, . 1.2 0

Diabetes mellitus susceptibility with varied diseased phenotypes and its comparison with phenome
interactome networks. World Journal of Clinical Cases, 2022, 10, 5957-5964.

1874  The missing diversity in human epigenomic studies. Nature Genetics, 2022, 54, 737-739. 9.4 14

On the causal interpretation of heritability from a structural causal modeling perspective. Studies in
History and Philosophy of Science Part A, 2022, 94, 87-98.

Genome-wide association study identified candidate SNPs and genes associated with hypoxia tolerance

1876 in large yellow croaker (Larimichthys crocea). Aquaculture, 2022, 560, 738472.

1.7 7

A person affected by radiation exposure 4€“ who is he?. RadiacionnaA¢ Gigiena, 2022, 15, 87-94.

DecodeME: community recruitment for a large genetics study of myalgic encephalomyelitis | chronic

1879 fatigue syndrome. BMC Neurology, 2022, 22, .

0.8 6

A genome-wide association study of important reproduction traits in large white pigs. Gene, 2022, 838,
146702.

GWAS to Ildentify SNPs Associated with Common Diseases and Individual Risk: Genome Wide
1884 Association Studies (GWAS) to Identify SNPs Associated with Common Diseases and Individual Risk. , 3
2022,,51-76.

Genome-Wide Association Study for Idiopathic Ventricular Tachyarrhythmias Identifies Key Role of

<i>CCR7<[i> and <i>PKN2<[i> in Calcium Homeostasis and Cardiac Rhythm Maintenance. Circulation
Genomic and Precision Medicine, 2022, 15, .

90



1886

1888

1892

1895

1897

1899

1901

1903

1905

01

CITATION REPORT

ARTICLE IF CITATIONS

Genome-Wide Associative Study of Phenotypic Parameters of the 3D Body Model of Aberdeen Angus 10 3
Cattle with Multiple Depth Cameras. Animals, 2022, 12, 2128. )

Genetics of irritable bowel syndrome: shifting gear via biobank-scale studies. Nature Reviews

Gastroenterology and Hepatology, 2022, 19, 689-702.

SUMMER: a Mendelian randomization interactive serverAto systematically evaluate the causal effects
of risk factors and circulating biomarkers on pan-cancer survival. Nucleic Acids Research, 2023, 51, 6.5 7
D1160-D1167.

Comparing mixed models and Random Forest association tests using <scp>natural GWAS</[scp> and a
Striped Bass <scp>SNP</scp> dataset. Molecular Ecology Resources, O, , .

Joint Consideration of Means and Variances Might Change the Understanding of Etiology. Perspectives 5.9 5
on Psychological Science, 2023, 18, 416-427. :

Genetic heterogeneity: Challenges, impacts, and methods through an associative lens. Genetic
Epidemiology, 2022, 46, 555-571.

Epigenomics of Type 2 Diabetes. RSC Nanoscience and Nanotechnology, 2022, , 53-91. 0.2 0

Evolving Approaches to Identifying Genetic Risk Variants for Sleep Disorders. Translational Medicine
Research, 2022, , 3-20.

Mechanisms. , 2022, ,211-452. 0

Allelic variation and geographical distribution of &amp;lt;italickamp;gt; TT8 &amp;lt;/italic&amp;gt;for
seed color in &amp;lt;italickamp;gt;Brassica juncea &amp;lt;[italickamp;gt;Czern. et Coss.. Acta
Agronomica Sinica(China), 2022, 48, 1325-1332.

Using Polygenic Risk Scores Related to Complex Traits to Predict Production Performance in

Cross-Breeding of Yeast. Journal of Fungi (Basel, Switzerland), 2022, 8, 914. L5 2

Integration of transcriptome-wide association study with neuronal dysfunction assays provides
functional genomics evidence for Parkinsona€™s disease genes. Human Molecular Genetics, 2023, 32,
685-695.

Metabolomics in Diabetic Retinopathy: From Potential Biomarkers to Molecular Basis of Oxidative L8 17
Stress. Cells, 2022, 11, 3005. )

The draft genome sequence and characterization of Exserohilum rostratum, a new causal agent of
maize leaf spot disease in Chinese Mainland. European Journal of Plant Pathology, O, , .

An implementation of a hybrid method based on machine learning to identify biomarkers in the
Covid-19 diagnosis using DNA sequences. Chemometrics and Intelligent Laboratory Systems, 2022, 230, 1.8 5
104680.

Digital Devices for Assessing Motor Functions in Mobility-Impaired and Healthy Populations:
Systematic Literature Review. Journal of Medical Internet Research, 2022, 24, e37683.

Whole Exome Sequencing Study Identifies Novel Rare Risk Variants for Habitual Coffee Consumption

Involved in Olfactory Receptor and Hyperphagia. Nutrients, 2022, 14, 4330. L7 0

Polygenic power calculator: Statistical power and polygenic prediction accuracy of genome-wide

association studies of complex traits. Frontiers in Genetics, 0, 13, .




1907

1909

1913

1915

1917

1919

1921

1924

1926

92

CITATION REPORT

ARTICLE IF CITATIONS

Time series canopy phenotyping enables the identification of genetic variants controlling dynamic

phenotypes in soybean. Journal of Integrative Plant Biology, 2023, 65, 117-132. 41 12

Genome-wide association and transcriptome studies reveal the segregation mechanism of mantle

marRings in three-way cross hybrid abalone. Frontiers in Marine Science, O, 9, .

Mapping the genetic architecture of cortical morphology through neuroimaging: progress and

perspectives. Translational Psychiatry, 2022, 12, . 2.4 10

Gradient projection Newton algorithm for sparse collaborative learning using synthetic and real
datasets of applications. Journal of Computational and Applied Mathematics, 2023, 422, 114872.

Evidence that the pituitary gland connects type 2 diabetes mellitus and schizophrenia based on

large-scale trans-ethnic genetic analyses. Journal of Translational Medicine, 2022, 20, . 18 2

Air pollutants, genetic factors, and risk of chronic Ridney disease: Findings from the UK Biobank.
Ecotoxicology and Environmental Safety, 2022, 247, 114219.

A%tica em Pesquisa: A UtilizaASAZo de Levantamento On-line em Psicologia. Psicologia: CiAncia E ProfissAfo, | o o
0,42,. .

Epidemiological characteristics and genetic alterations in adult diffuse glioma in East Asian
populations. Cancer Biology and Medicine, 2022, 19, 1440-1459.

The effect of heteroscedasticity on the prediction efficiency of genome-wide polygenic score for body

; Lo - 1.1 2
mass index. Frontiers in Genetics, 0, 13, .

Gene-Editing for Production Traits in Forest Trees: Challenges to Integration and Gene Target
Identification. Forests, 2022, 13, 1887.

Integrated analysis of proteome-wide and transcriptome-wide association studies identified novel

genes and chemicals for vertigo. Brain Communications, 2022, 4, . L5 0

Genome-wide association study of the risk of chronic kidney disease and kidney-related traits in the
Japanese population: J-Kidney-Biobank. Journal of Human Genetics, 2023, 68, 55-64.

Applying multi-omics techniques to the discovery of biomarkers for acute aortic dissection. Frontiers

in Cardiovascular Medicine, 0, 9, . 11 3

Progress in genome-wide association studies of age at natural menopause. Reproductive BioMedicine
Online, 2023, 46, 607-622.

An unbiased Rinship estimation method for genetic data analysis. BMC Bioinformatics, 2022, 23, . 1.2 2

Inferring the Genetic Influences on Psychological Traits Using MRI Connectivity Predictive Models:
Demonstration with Cognition. Complex Psychiatry, O, , 1-17.

Bayesian Genetic Colocalization Test of Two Traits Using <i>coloc</i>. Current Protocols, 2022, 2, . 1.3 3

Overview of gene expression techniques with an emphasis on vitamin D related studies. Current

Medical Research and Opinion, 2023, 39, 205-217.




CITATION REPORT

# ARTICLE IF CITATIONS

Associations Between Body Mass Index, WNT16 rs2908004 and Osteoporosis: Findings from Taiwan
Biobank. Journal of Multidisciplinary Healthcare, O, Volume 15, 2751-2758.

1929 11 1

Natural variation of respiration-related traits in plants. Plant Physiology, 2023, 191, 2120-2132.

1931 AccuCalc: A Python Package for Accuracy Calculation in GWAS. Genes, 2023, 14, 123. 1.0 3

15 years of GWAS discovery: Realizing the promise. American Journal of Human Genetics, 2023, 110,
179-194.

A Greedy Newton-Type Method for Multiple Sparse Constraint Problem. Journal of Optimization

1934 Theory and Applications, 0, , .

0.8 (0]

Development of a MAGIC population and high-resolution quantitative trait mapping for nicotine
content in tobacco. Frontiers in Plant Science, 0, 13, .

Evaluating the Genetic Effects of Gut Microbiota on the Development of Neuroticism and General

1936 Happiness: A Polygenic Score Analysis and Interaction Study Using UK Biobank Data. Genes, 2023, 14, 156.

Polygenic risk scores and breast cancer risk prediction. Breast, 2023, 67, 71-77.

A Case-Control Study of the Association of Leptin Gene Polymorphisms with Plasma Leptin Levels and

1938 Obesity in the Kerala Population. Journal of Obesity, 2022, 2022, 1-11.

1.1 4

The genetic basis of major depressive disorder. Molecular Psychiatry, 2023, 28, 2254-2265.

Health inequity in genomic personalized medicine in underrepresented populations: a look at the

1941 irrent evidence. Functional and Integrative Genomics, 2023, 23, .

1.4 2

An adaptive test based on principal components for detecting multiple phenotype associations using
GWAS summary data. Genetica, 0, , .

A polygenic basis for birth weight in a wild population of red deer (<i>Cervus elaphus</i>). G3: Genes,

1944 Genomes, Genetics, 2023, 13, .

0.8 (0]

A fast and efficient approach for gene-based association studies of ordinal phenotypes. Statistical
Applications in Genetics and Molecular Biology, 2023, 22, .

Genomic heritability and correlation between carcass traits in Japanese Black cattle evaluated under

1947 diferent ceilings of relatedness among individuals. Frontiers in Genetics, O, 14, .

1.1 3

Application and Challenges of Statistical Methods in Biological Genetics. , 0, 40, 43-49.

Exploring the associations between number of children, multi-partner fertility and risk of obesity at

1949 midlife: Findings from the 1970 British Cohort Study (BCS70). PLoS ONE, 2023, 18, e0282795. 11 0

Integration of Mendelian randomisation and systems biology models to identify novel blood-based

biomarkers for stroke. Journal of Biomedical Informatics, 2023, 141, 104345.

93



CITATION REPORT

# ARTICLE IF CITATIONS

Accuracy of haplotype estimation and whole genome imputation affects complex trait analyses in

1951 complex biobanks. Communications Biology, 2023, 6, .

2.0 3

<i>UNC13A</i>in amyotrophic lateral sclerosis: from genetic association to therapeutic target.

Journal of Neurology, Neurosurgery and Psychiatry, 2023, 94, 649-656.

Innate and adaptive immune abnormalities underlying autoimmune diseases: the genetic connections.

1954 gcience China Life Sciences, 2023, 66, 1482-1517.

2.3 6

A causea€“effect relationship between Gravesd€™ disease and the gut microbiome contributes to the
thyroida€“gut axis: A bidirectional two-sample Mendelian randomization study. Frontiers in
Immunology, O, 14, .

Sequencing technology as a major impetus in the advancement of studies into rheumatism: A

1957 ibliometric study. Frontiers in Immunology, O, 14, .

2.2 1

Why does the X chromosome lag behind autosomes in GWAS findings?. PLoS Genetics, 2023, 19, e1010472.

1959 New advances in CRISPR/Cas-mediated precise gene-editing techniques. DMM Disease Models and 12 6
Mechanisms, 2023, 16, . )

A clustering linear combination method for multiple phenotype association studies based on GWAS
summary statistics. Scientific Reports, 2023, 13, .

Genetically Determined Levels of mTOR-Dependent Circulating Proteins and Risk of Multiple Sclerosis.

1961 Neurology and Therapy, 2023, 12, 751-762.

1.4 2

The clinical application of polygenic risk scores: AApoints to consider statement of the American
College of Medical Genetics and Genomics (ACMG). Genetics in Medicine, 2023, 25, 100803.

1964 CandiHap: a haplotype analysis toolkit for natural variation study. Molecular Breeding, 2023, 43, . 1.0 6

Single-cell RNA-sequence of dental epithelium reveals responsible genes of dental anomalies in human.
Pediatric Dental Journal, 2023, , .

Gene-environment interaction explains a part of missing heritability in human body mass index.

1967 Communications Biology, 2023, 6, .

2.0 2

Benchmarking datasets for assembly-based variant calling using high-fidelity long reads. BMC
Genomics, 2023, 24, .

Functional characterization of human genomic variation linked to polygenic diseases. Trends in

1970 Genetics, 2023, 39, 462-490.

2.9 5

Exponential increase in QTL detection with increased sample size. Genetics, O, , .

Molecular Diagnosis of Genetic Diseases of the Kidney: Primer for Pediatric Nephrologists. , 2023, ,
1974 119-169. °

Poem-Like<i>Tolls<[i>3., 2023, , 253-258.

94



CITATION REPORT

# ARTICLE IF CITATIONS

Multi-objective Chaotic Atom Search Optimization for Epistasis Detection in Genome-Wide Association
Studies. Algorithms for Intelligent Systems, 2021, , 11-22.

1982 0.5 (0]

Double Binds of Science. , 2023, , 80-101.

2006 Solicitude. , 2023, , 183-220. 0]

Labyrinth Life. , 2023, , 42-79.

2009 Poem-Like<i>Tolls<[i>1.,2023,, 1-10. 0

Curation. , 2023, , 111-140.

2012 Scrupulousness., 2023, , 141-182. 0

Poem-Like<i>Tolls<[i>2.,2023,, 103-107.

2014 Fors., 2023,, 13-41. 0

Are novel treatments for brain disorders hiding in plain sight?. Neuropsychopharmacology, O, , .

2039 Genome-Wide Association Study: A Powerful Approach to Map QTLs in Crop Plants. , 2023, , 379-455. 1

An Overview of Personalized Medicine Development Through Recent Advances in Genome-Wide

Association Studies. IFMBE Proceedings, 2024, , 261-274.

90gy Dissecting the Immune SystemAthroughAGene Regulation. Advances in Experimental Medicine and 0.8 o
Biology, 2024, , 219-235. ’

95



