
Multifactor-Dimensionality Reduction Reveals High-Order Interactions among
Estrogen-Metabolism Genes in Sporadic Breast Cancer

American Journal of Human Genetics

69, 138-147

DOI: 10.1086/321276

Citation Report



Citation Report

2

# Article IF Citations

1 Epistasis and its possible effects on transmission disequilibrium tests. Annals of Human Genetics, 2001,
65, 565-575. 0.3 5

2 New method links multiple genes to complex diseases. Drug Discovery Today, 2001, 6, 922-923. 3.2 0

3 Epistasis: what it means, what it doesn't mean, and statistical methods to detect it in humans. Human
Molecular Genetics, 2002, 11, 2463-2468. 1.4 890

4 Pharmacogenetics of antidepressant and mood-stabilizing drugs: a review of candidate-gene studies
and future research directions. International Journal of Neuropsychopharmacology, 2002, 5, 255-75. 1.0 69

6 Wnt signalling in mammary carcinogenesis. Breast Cancer Research, 2002, 4, 1. 2.2 3

7 A Perspective on Epistasis: Limits of Models Displaying No Main Effect. American Journal of Human
Genetics, 2002, 70, 461-471. 2.6 337

8 Genes and psychopharmacology: exploring the interface. , 2002, , 3-18. 3

9 Pharmacogenetics of Tardive Dyskinesia Combined Analysis of 780 Patients Supports Association with
Dopamine D3 Receptor Gene Ser9Gly Polymorphism. Neuropsychopharmacology, 2002, 27, 105-119. 2.8 217

10 Symbolic discriminant analysis of microarray data in autoimmune disease. Genetic Epidemiology, 2002,
23, 57-69. 0.6 84

11 The relationship between plasma t-PA and PAI-1 levels is dependent on epistatic effects of the ACE I/D
and PAI-1 4G/5G polymorphisms. Clinical Genetics, 2002, 62, 53-59. 1.0 26

12
A comparison of combinatorial partitioning and linear regression for the detection of epistatic
effects of theACE I/DandPAI-1 4G/5Gpolymorphisms on plasma PAI-1 levels. Clinical Genetics, 2002, 62,
74-79.

1.0 27

13 New strategies for identifying gene-gene interactions in hypertension. Annals of Medicine, 2002, 34,
88-95. 1.5 377

14
Markers of genetic susceptibility in human environmental hygiene and toxicology: The role of
selected CYP, NAT and GST genes. International Journal of Hygiene and Environmental Health, 2003,
206, 149-171.

2.1 147

15 Optimization of neural network architecture using genetic programming improves detection and
modeling of gene-gene interactions in studies of human diseases. BMC Bioinformatics, 2003, 4, 28. 1.2 190

16
Challenges and complexities in estimating both the functional impact and the disease risk associated
with the extensive genetic variation in human DNA repair genes. Mutation Research - Fundamental and
Molecular Mechanisms of Mutagenesis, 2003, 526, 93-125.

0.4 179

17
Power of multifactor dimensionality reduction for detecting gene-gene interactions in the presence
of genotyping error, missing data, phenocopy, and genetic heterogeneity. Genetic Epidemiology, 2003,
24, 150-157.

0.6 515

18 Complex interactions in Parkinson's disease: A two-phased approach. Movement Disorders, 2003, 18,
631-636. 2.2 30

19 Model selection methodology in supervised learning with evolutionary computation. BioSystems,
2003, 72, 187-196. 0.9 38



3

Citation Report

# Article IF Citations

20 Detecting susceptibility genes in case-control studies using set association. BMC Genetics, 2003, 4, S9. 2.7 13

21
Gene-gene interaction between the monoamine oxidase A gene and solute carrier family 6
(neurotransmitter transporter, noradrenalin) member 2 gene in anorexia nervosa (restrictive) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 697 Td (subtype). European Journal of Human Genetics, 2003, 11, 945-950.1.4 33

22 Mathematical multi-locus approaches to localizing complex human trait genes. Nature Reviews
Genetics, 2003, 4, 701-709. 7.7 251

23 Studying complex biological systems using multifactorial perturbation. Nature Reviews Genetics,
2003, 4, 145-151. 7.7 163

24 Petri net modeling of high-order genetic systems using grammatical evolution. BioSystems, 2003, 72,
177-186. 0.9 39

25 Cross Validation Consistency for the Assessment of Genetic Programming Results in Microarray
Studies. Lecture Notes in Computer Science, 2003, , 99-106. 1.0 8

26 Multifactor dimensionality reduction software for detecting gene-gene and gene-environment
interactions. Bioinformatics, 2003, 19, 376-382. 1.8 1,067

28 Analysis of the IBD5 locus and potential gene-gene interactions in Crohn's disease. Gut, 2003, 52,
541-546. 6.1 96

29 Investigation of Epistasis Between the Serotonin Transporter and Norepinephrine Transporter Genes
in Anorexia Nervosa. Neuropsychopharmacology, 2003, 28, 1351-1355. 2.8 31

30 The Ubiquitous Nature of Epistasis in Determining Susceptibility to Common Human Diseases. Human
Heredity, 2003, 56, 73-82. 0.4 662

31 The IBD6 Crohn's disease locus demonstrates complex interactions with CARD15 and IBD5
disease-associated variants. Human Molecular Genetics, 2003, 12, 2569-2575. 1.4 57

32 THE GENETICS AND EPIDEMIOLOGY OF MULTIPLE SCLEROSIS. , 2003, , . 0

33 Disease Associations and Familyâ€•Based Tests. Current Protocols in Human Genetics, 2003, 38, Unit 1.12. 3.5 0

34 Analysis of Geneâ€•Gene Interactions. Current Protocols in Human Genetics, 2003, 39, Unit 1.14. 3.5 1

36 The emergence of epidemiology in the genomics age. International Journal of Epidemiology, 2004, 33,
936-944. 0.9 84

37 The Challenges of Whole-Genome Approaches to Common Diseases. JAMA - Journal of the American
Medical Association, 2004, 291, 1642-1643. 3.8 133

38 Association in Multifactorial Traits: How to Deal with Rare Observations?. Human Heredity, 2004, 58,
73-81. 0.4 8

39 Pharmacogenetic determinants of outcome in acute lymphoblastic leukaemia. British Journal of
Haematology, 2004, 125, 421-434. 1.2 37



4

Citation Report

# Article IF Citations

40 Association studies for finding cancer-susceptibility genetic variants. Nature Reviews Cancer, 2004, 4,
850-860. 12.8 417

41 Association study of an SNP combination pattern in the dopaminergic pathway in paranoid
schizophrenia: a novel strategy for complex disorders. Molecular Psychiatry, 2004, 9, 510-521. 4.1 41

42 Genetics, statistics and human disease: analytical retooling for complexity. Trends in Genetics, 2004,
20, 640-647. 2.9 230

43 Reporting of model validation procedures in human studies of genetic interactions. Nutrition, 2004,
20, 69-73. 1.1 24

44
An application of conditional logistic regression and multifactor dimensionality reduction for
detecting gene-gene interactions on risk of myocardial infarction: the importance of model
validation. BMC Bioinformatics, 2004, 5, 49.

1.2 127

45 Multifactor-dimensionality reduction shows a two-locus interaction associated with Type 2 diabetes
mellitus. Diabetologia, 2004, 47, 549-554. 2.9 183

46 Tree and spline based association analysis of geneâ€“gene interaction models for ischemic stroke.
Statistics in Medicine, 2004, 23, 1439-1453. 0.8 139

47 Screening large-scale association study data: exploiting interactions using random forests. BMC
Genetics, 2004, 5, 32. 2.7 369

48 The use of animal models in the study of complex disease: all else is never equal or why do so many
human studies fail to replicate animal findings?. BioEssays, 2004, 26, 170-179. 1.2 81

49 Introducing the Multivariate Dale Model in Population-Based Genetic Association Studies. Biometrical
Journal, 2004, 46, 187-202. 0.6 2

50 Detecting epistatic interactions contributing to quantitative traits. Genetic Epidemiology, 2004, 27,
141-152. 0.6 166

51 Estrogen-metabolizing gene polymorphisms in the assessment of breast carcinoma risk and
fibroadenoma risk in Caucasian women. Cancer, 2004, 101, 264-269. 2.0 84

52 Examination of candidate genes in language disorder: A model of genetic association for treatment
studies. Mental Retardation and Developmental Disabilities Research Reviews, 2004, 10, 208-217. 3.5 3

53 Routine discovery of complex genetic models using genetic algorithms. Applied Soft Computing
Journal, 2004, 4, 79-86. 4.1 51

54 A pilot study on the application of statistical classification procedures to molecular epidemiological
data. Toxicology Letters, 2004, 151, 291-291. 0.4 0

55 MDR and PRP: A Comparison of Methods for High-Order Genotype-Phenotype Associations. Human
Heredity, 2004, 58, 82-92. 0.4 59

56 Multilocus Analysis of Hypertension: A Hierarchical Approach. Human Heredity, 2004, 57, 28-38. 0.4 146

57 A pilot study on the application of statistical classification procedures to molecular epidemiological
data. Toxicology Letters, 2004, 151, 291-299. 0.4 43



5

Citation Report

# Article IF Citations

58 Association of Homozygous Wild-Type Glutathione S-Transferase M1 Genotype with Increased Breast
Cancer Risk. Cancer Research, 2004, 64, 1233-1236. 0.4 57

59 Prevention of type 2 diabetes mellitus from the viewpoint of genetics. Diabetes Research and Clinical
Practice, 2004, 66, S33-S35. 1.1 9

60 An Improved Grammatical Evolution Strategy for Hierarchical Petri Net Modeling of Complex Genetic
Systems. Lecture Notes in Computer Science, 2004, , 63-72. 1.0 6

61 Computational analysis of gene-gene interactions using multifactor dimensionality reduction. Expert
Review of Molecular Diagnostics, 2004, 4, 795-803. 1.5 235

62 Renin-Angiotensin System Gene Polymorphisms and Atrial Fibrillation. Circulation, 2004, 109, 1640-1646. 1.6 343

63 Novel Analytical Methods Applied to Type 1 Diabetes Genome-Scan Data. American Journal of Human
Genetics, 2004, 74, 647-660. 2.6 20

64 Finding Haplotype Tagging SNPs by Use of Principal Components Analysis. American Journal of Human
Genetics, 2004, 75, 850-861. 2.6 113

65 RISK FACTOR INTERACTIONS AND GENETIC EFFECTS ASSOCIATED WITH POST-OPERATIVE ATRIAL
FIBRILLATION. , 2005, , . 9

66 Can Neural Network Constraints in GP Provide Power to Detect Genes Associated with Human
Disease?. Lecture Notes in Computer Science, 2005, , 44-53. 1.0 6

67 DATA SIMULATION SOFTWARE FOR WHOLE-GENOME ASSOCIATION AND OTHER STUDIES IN HUMAN
GENETICS. , 2005, , . 19

68 Learning Petri net models of non-linear gene interactions. BioSystems, 2005, 82, 74-82. 0.9 18

69 Combinatorial Pharmacogenetics. Nature Reviews Drug Discovery, 2005, 4, 911-918. 21.5 106

70 Genome-wide association studies for common diseases and complex traits. Nature Reviews Genetics,
2005, 6, 95-108. 7.7 2,717

71
An association study of the N-methyl-D-aspartate receptor NR1 subunit gene (GRIN1) and NR2B subunit
gene (GRIN2B) in schizophrenia with universal DNA microarray. European Journal of Human Genetics,
2005, 13, 807-814.

1.4 98

72 Adjusting multiple testing in multilocus analyses using the eigenvalues of a correlation matrix.
Heredity, 2005, 95, 221-227. 1.2 1,227

73 Statistical Issues Arising in the Women's Health Initiative. Biometrics, 2005, 61, 899-911. 0.8 60

75 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 911-912. 0.8 1

76 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 914-918. 0.8 1



6

Citation Report

# Article IF Citations

77 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 918-920. 0.8 2

78 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 920-921. 0.8 5

79 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 922-930. 0.8 28

80 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 930-933. 0.8 0

81 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 933-935. 0.8 0

82 Identifying SNPs predictive of phenotype using random forests. Genetic Epidemiology, 2005, 28, 171-182. 0.6 321

83 Identifying interacting SNPs using Monte Carlo logic regression. Genetic Epidemiology, 2005, 28,
157-170. 0.6 195

84 Approaches to detecting gene Ã— gene interaction in Genetic Analysis Workshop 14 pedigrees. Genetic
Epidemiology, 2005, 29, S116-S119. 0.6 3

85
Analysis ofALDH1A2,CYP26A1,CYP26B1,CRABP1, andCRABP2 in human neural tube defects suggests a
possible association with alleles inALDH1A2. Birth Defects Research Part A: Clinical and Molecular
Teratology, 2005, 73, 868-875.

1.6 51

86 Traversing the conceptual divide between biological and statistical epistasis: systems biology and a
more modern synthesis. BioEssays, 2005, 27, 637-646. 1.2 301

87 Association between polymorphisms in the nuclear respiratory factor 1 gene and type 2 diabetes
mellitus in the Korean population. Diabetologia, 2005, 48, 2033-2038. 2.9 18

88 Multi-locus association study of schizophrenia susceptibility genes with a posterior probability
method. Science in China Series C: Life Sciences, 2005, 48, 263-269. 1.3 9

89 Generating Genetic Risk Scores from Intermediate Phenotypes for Use in Association Studies of
Clinically Significant Endpoints. Annals of Human Genetics, 2005, 69, 176-186. 0.3 63

90 Extension of multifactor dimensionality reduction for identifying multilocus effects in the GAW14
simulated data. BMC Genetics, 2005, 6, S145. 2.7 25

91 Multifactor-dimensionality reduction versus family-based association tests in detecting susceptibility
loci in discordant sib-pair studies. BMC Genetics, 2005, 6, S146. 2.7 4

93 The Need for a Systematic Approach to Complex Pathways in Molecular Epidemiology. Cancer
Epidemiology Biomarkers and Prevention, 2005, 14, 557-559. 1.1 60

94 Recovery pathway of post-SARS patients. Thorax, 2005, 60, 361-362. 2.7 10

95 Analysis of Separate and Combined Effects of Common Variation in KCNJ11 and PPARG on Risk of Type 2
Diabetes. Journal of Clinical Endocrinology and Metabolism, 2005, 90, 3629-3637. 1.8 60



7

Citation Report

# Article IF Citations

96 Susceptibility and modifier genes in Portuguese transthyretin V30M amyloid polyneuropathy:
complexity in a single-gene disease. Human Molecular Genetics, 2005, 14, 543-553. 1.4 108

97 Application of Logistic Regression to Case-Control Association Studies Involving Two Causative Loci.
Human Heredity, 2005, 59, 79-87. 0.4 48

98 Cytochrome P-450 1A1 Gene Polymorphisms and Risk of Breast Cancer: A HuGE Review. American Journal
of Epidemiology, 2005, 161, 901-915. 1.6 119

99 The Interaction of Four Genes in the Inflammation Pathway Significantly Predicts Prostate Cancer
Risk. Cancer Epidemiology Biomarkers and Prevention, 2005, 14, 2563-2568. 1.1 91

100 Genetic association studies in Thorax. Thorax, 2005, 60, 357-359. 2.7 36

101 Peripheral muscle training in COPD: still much to learn. Thorax, 2005, 60, 359-360. 2.7 3

102 Publishing genetic association studies in Thorax. Thorax, 2005, 60, 357-357. 2.7 15

103 Circulating endothelial progenitor cells in pulmonary inflammation. Thorax, 2005, 60, 362-364. 2.7 5

104 Evidence and Implications for Multiplicative Interactions among Loci Predisposing to Human Common
Disease. Human Heredity, 2005, 59, 176-184. 0.4 4

105 Multi-Locus Penetrance Variance Analysis Method for Association Study in Complex Diseases. Human
Heredity, 2005, 60, 143-149. 0.4 6

106 Large recursive partitioning analysis of complex disease pharmacogenetic studies. II. Statistical
considerations. Pharmacogenomics, 2005, 6, 77-89. 0.6 16

107 Discussion on "Statistical Issues Arising in the Women's Health Initiative". Biometrics, 2005, 61, 912-914. 0.8 0

108 Identification of Significant Association and Gene-Gene Interaction of GABA Receptor Subunit Genes in
Autism. American Journal of Human Genetics, 2005, 77, 377-388. 2.6 313

109 Bioinformatics approaches for detecting geneâ€“gene and geneâ€“environment interactions in studies of
human disease. Neurosurgical Focus, 2005, 19, 1-4. 1.0 19

110 BOHRF guidelines for occupational asthma. Thorax, 2005, 60, 364-366. 2.7 35

111 Statistical tools for linkage analysis and genetic association studies. Expert Review of Molecular
Diagnostics, 2005, 5, 781-796. 1.5 11

112 Multifactor dimensionality reduction for detecting geneâ€“gene and geneâ€“environment interactions in
pharmacogenomics studies. Pharmacogenomics, 2005, 6, 823-834. 0.6 72

113 Machine Learning for Detecting Gene-Gene Interactions. Applied Bioinformatics, 2006, 5, 77-88. 1.7 209



8

Citation Report

# Article IF Citations

114 Data-Mining Methods as Useful Tools for Predicting Individual Drug Response: Application to
<i>CYP2D6</i> Data. Human Heredity, 2006, 62, 119-134. 0.4 21

115 Feature Selection using a Random Forests Classifier for the Integrated Analysis of Multiple Data Types.
, 2006, , . 55

116 Understanding the Evolutionary Process of Grammatical Evolution Neural Networks for Feature
Selection in Genetic Epidemiology. , 2006, 2006, 1-8. 19

117 Parallel multifactor dimensionality reduction: a tool for the large-scale analysis of gene-gene
interactions. Bioinformatics, 2006, 22, 2173-2174. 1.8 67

118 Concordance of multiple analytical approaches demonstrates a complex relationship between DNA
repair gene SNPs, smoking and bladder cancer susceptibility. Carcinogenesis, 2006, 27, 1030-1037. 1.3 161

119 A Testing Framework for Identifying Susceptibility Genes in the Presence of Epistasis. American Journal
of Human Genetics, 2006, 78, 15-27. 2.6 174

120 Test for Interaction between Two Unlinked Loci. American Journal of Human Genetics, 2006, 79, 831-845. 2.6 112

121 Estrogen Carcinogenesis in Breast Cancer. New England Journal of Medicine, 2006, 354, 270-282. 13.9 1,531

122 Gene-gene interactions for asthma and plasma total IgE concentration in Chinese children. Journal of
Allergy and Clinical Immunology, 2006, 117, 127-133. 1.5 74

123 Comparison of Neural Network Optimization Approaches for Studies of Human Genetics. Lecture
Notes in Computer Science, 2006, , 103-114. 1.0 25

124 Angiotensinogen Promoter Sequence Variants in Essential Hypertension. American Journal of
Hypertension, 2006, 19, 1278-1285. 1.0 14

125
Multilocus analysis of estrogen-related genes in Spanish postmenopausal women suggests an
interactive role of ESR1, ESR2 and NRIP1 genes in the pathogenesis of osteoporosis. Bone, 2006, 39,
213-221.

1.4 38

126 Gene-Gene Interactions in Immunology as Exemplified by Studies on Autoantibodies against 60 kDa
Heat-shock Protein. , 2006, , 351-370. 0

127 Multifactor dimensionality reduction: An analysis strategy for modelling and detecting gene - gene
interactions in human genetics and pharmacogenomics studies. Human Genomics, 2006, 2, 318-28. 1.4 132

128 A survey of data mining methods for linkage disequilibrium mapping. Human Genomics, 2006, 2, 336. 1.4 21

130 SNP selection at the NAT2 locus for an accurate prediction of the acetylation phenotype. Genetics in
Medicine, 2006, 8, 76-85. 1.1 23

131
Interaction among 5,10 methylenetetrahydrofolate reductase, plasminogen activator inhibitor and
endothelial nitric oxide synthase gene polymorphisms predicts the severity of coronary artery disease
in Turkish patients. Coronary Artery Disease, 2006, 17, 413-417.

0.3 16

132 Multilocus genetic interactions and response to efavirenz-containing regimens: an Adult AIDS
Clinical Trials Group study. Pharmacogenetics and Genomics, 2006, 16, 837-845. 0.7 59



9

Citation Report

# Article IF Citations

133 Classification Method for Predicting the Development of Myocardial Infarction by Using the
Interaction between Genetic and Environmental Factors. IPSJ Digital Courier, 2006, 2, 691-709. 0.3 2

134 The challenge for genetic epidemiologists: how to analyze large numbers of SNPs in relation to
complex diseases. BMC Genetics, 2006, 7, 23. 2.7 134

135 A role for CETP TaqIB polymorphism in determining susceptibility to atrial fibrillation: a nested case
control study. BMC Medical Genetics, 2006, 7, 39. 2.1 39

136 Î²2-adrenergic receptor and UCP3 variants modulate the relationship between age and type 2 diabetes
mellitus. BMC Medical Genetics, 2006, 7, 85. 2.1 27

137 Interaction of obesity, metabolic syndrome and Framingham risk on steatohepatitis among healthy
Taiwanese: population-based nested case-control study. Cardiovascular Diabetology, 2006, 5, 12. 2.7 12

138 A Combinatorial Searching Method for Detecting a Set of Interacting Loci Associated with Complex
Traits. Annals of Human Genetics, 2006, 70, 677-692. 0.3 14

139 Is cancer risk related to genes for steroid receptors and estrogen metabolism?. International Journal
of Gynecological Cancer, 2006, 16, 549-551. 1.2 13

140 Interactions between genes involved in the antioxidant defence system and breast cancer risk. British
Journal of Cancer, 2006, 95, 525-531. 2.9 30

141
A flexible computational framework for detecting, characterizing, and interpreting statistical
patterns of epistasis in genetic studies of human disease susceptibility. Journal of Theoretical Biology,
2006, 241, 252-261.

0.8 576

142
Robust and Comprehensive Analysis of 20 Osteoporosis Candidate Genes by Very High-Density
Single-Nucleotide Polymorphism Screen Among 405 White Nuclear Families Identified Significant
Association and Gene-Gene Interaction. Journal of Bone and Mineral Research, 2006, 21, 1678-1695.

3.1 85

143
Epistatic and pleiotropic effects of polymorphisms in the fibrinogen and coagulation factor XIII genes
on plasma fibrinogen concentration, fibrin gel structure and risk of myocardial infarction.
Thrombosis and Haemostasis, 2006, 95, 420-427.

1.8 37

144 An algorithm for model construction and its applications to pharmacogenomic studies. Journal of
Human Genetics, 2006, 51, 751-759. 1.1 9

145 Investigation of autism and GABA receptor subunit genes in multiple ethnic groups. Neurogenetics,
2006, 7, 167-174. 0.7 141

146 A complete genetic association scan of the 22q11 deletion region and functional evidence reveal an
association between DGCR2 and schizophrenia. Human Genetics, 2006, 120, 160-170. 1.8 36

147 Genetic identification of distinct loci controlling mammary tumor multiplicity, latency, and
aggressiveness in the rat. Mammalian Genome, 2006, 17, 310-321. 1.0 28

149 The future of epidemiology. Bundesgesundheitsblatt - Gesundheitsforschung - Gesundheitsschutz,
2006, 49, 622-627. 7.2 5

150 Analytic methods for colorectal cancer. Current Colorectal Cancer Reports, 2006, 2, 206-210. 1.0 0

151 SNP-SNP interactions in breast cancer susceptibility. BMC Cancer, 2006, 6, 114. 1.1 146



10

Citation Report

# Article IF Citations

152 The use of genetic programming in the analysis of quantitative gene expression profiles for
identification of nodal status in bladder cancer. BMC Cancer, 2006, 6, 159. 1.1 61

153 Dissecting trait heterogeneity: a comparison of three clustering methods applied to genotypic data.
BMC Bioinformatics, 2006, 7, 204. 1.2 24

154 GPNN: power studies and applications of a neural network method for detecting gene-gene
interactions in studies of human disease. BMC Bioinformatics, 2006, 7, 39. 1.2 75

155 Multilocus analysis of SNP and metabolic data within a given pathway. BMC Genomics, 2006, 7, 5. 1.2 6

156 A novel method to identify geneâ€“gene effects in nuclear families: the MDR-PDT. Genetic Epidemiology,
2006, 30, 111-123. 0.6 112

157 The effect of reduction in cross-validation intervals on the performance of multifactor
dimensionality reduction. Genetic Epidemiology, 2006, 30, 546-555. 0.6 52

158 Simultaneous estimation of gene-gene and gene-environment interactions for numerous loci using
double penalized logâ€“likelihood. Genetic Epidemiology, 2006, 30, 645-651. 0.6 13

159 Exploring SNP-SNP interactions and colon cancer risk using polymorphism interaction analysis.
International Journal of Cancer, 2006, 118, 1790-1797. 2.3 79

160 Complex Genetic Interactions. , 0, , 397-421. 0

161 Backward Genotype-Trait Association (BGTA)-Based Dissection of Complex Traits in Case-Control
Designs. Human Heredity, 2006, 62, 196-212. 0.4 38

162 Visualizing gene determinants of disease in drug discovery. Pharmacogenomics, 2006, 7, 311-329. 0.6 21

163 Using genetic programming to classify node positive patients in bladder cancer. , 2006, , . 5

165 Multiple association analysis via simulated annealing (MASSA). Bioinformatics, 2006, 22, 573-580. 1.8 3

166 Analysis of epistasis for diabetic nephropathy among type 2 diabetic patients. Human Molecular
Genetics, 2006, 15, 2701-2708. 1.4 24

167 Two-Stage Two-Locus Models in Genome-Wide Association. PLoS Genetics, 2006, 2, e157. 1.5 201

168 Immunogenetics of CD4 Lymphocyte Count Recovery during Antiretroviral Therapy: An AIDS Clinical
Trials Group Study. Journal of Infectious Diseases, 2006, 194, 1098-1107. 1.9 65

169 Estrogens, Enzyme Variants, and Breast Cancer: A Risk Model. Cancer Epidemiology Biomarkers and
Prevention, 2006, 15, 1620-1629. 1.1 37

170 Multi-factor dimensionality reduction applied to a large prospective investigation on gene-gene and
gene-environment interactions. Carcinogenesis, 2006, 28, 414-422. 1.3 70



11

Citation Report

# Article IF Citations

171 Logic Regression for Analysis of the Association between Genetic Variation in the Renin-Angiotensin
System and Myocardial Infarction or Stroke. American Journal of Epidemiology, 2006, 165, 334-343. 1.6 26

172 Statistical methods in genetics. Briefings in Bioinformatics, 2006, 7, 297-308. 3.2 16

173 Single-Nucleotide Polymorphisms for Diagnosis of Salt-Sensitive Hypertension. Clinical Chemistry,
2006, 52, 352-360. 1.5 103

174 Exploiting Interactions among Polymorphisms Contributing to Complex Disease Traits with Boosted
Generative Modeling. Journal of Computational Biology, 2006, 13, 1673-1684. 0.8 4

175
Association of Two Polymorphisms in the Peroxisome Proliferator-Acativated Receptor-Î³ Gene With
Adenomyosis, Endometriosis, and Leiomyomata in Japanese Women. Journal of the Society for
Gynecologic Investigation, 2006, 13, 372-377.

1.9 15

176 Clinical applications of whole-genome association studies: future applications at the bedside. Expert
Review of Molecular Diagnostics, 2006, 6, 551-565. 1.5 18

177 Log-linear model-based multifactor dimensionality reduction method to detect geneâ€“gene
interactions. Bioinformatics, 2007, 23, 2589-2595. 1.8 82

178 Genotype Matrix Mapping: Searching for Quantitative Trait Loci Interactions in Genetic Variation in
Complex Traits. DNA Research, 2007, 14, 217-225. 1.5 31

179 Odds ratio based multifactor-dimensionality reduction method for detecting gene-gene interactions.
Bioinformatics, 2007, 23, 71-76. 1.8 144

180 GPDTI: A Genetic Programming Decision Tree Induction method to find epistatic effects in common
complex diseases. Bioinformatics, 2007, 23, i167-i174. 1.8 21

181 Linkage Disequilibrium in Genetic Association Studies Improves the Performance of Grammatical
Evolution Neural Networks. , 2007, , . 5

182 Detection of Gene Ã— Gene Interactions in Genome-Wide Association Studies of Human Population Data.
Human Heredity, 2007, 63, 67-84. 0.4 164

183 The Use of the Restricted Partition Method with Case-Control Data. Human Heredity, 2007, 63, 93-100. 0.4 31

184 Exploiting Gene-Environment Interaction to Detect Genetic Associations. Human Heredity, 2007, 63,
111-119. 0.4 387

185 Symbolic Modeling of Epistasis. Human Heredity, 2007, 63, 120-133. 0.4 51

186 Use of pairwise marker combination and recursive partitioning in a pharmacogenetic genome-wide
scan. Pharmacogenomics Journal, 2007, 7, 180-189. 0.9 12

187 Bronchiolitis to Asthma. American Journal of Respiratory and Critical Care Medicine, 2007, 175, 108-119. 2.5 191

188 Identifying the genotype behind the phenotype: a role model found inVKORC1and its association with
warfarin dosing. Pharmacogenomics, 2007, 8, 487-496. 0.6 29



12

Citation Report

# Article IF Citations

189 Tagging SNPs in non-homologous end-joining pathway genes and risk of glioma. Carcinogenesis, 2007,
28, 1906-1913. 1.3 82

190 A Combinatorial Analysis of Genetic Data for Crohn's Disease. , 2007, , . 3

192 Multilocus analysis of atopy in Korean children using multifactor-dimensionality reduction. Thorax,
2007, 62, 265-269. 2.7 19

193 High-order interactions among genetic polymorphisms in nucleotide excision repair pathway genes
and smoking in modulating bladder cancer risk. Carcinogenesis, 2007, 28, 2160-2165. 1.3 64

194 Insulin pathway related genes and risk of colorectal cancer: INSR promoter polymorphism shows a
protective effect. Endocrine-Related Cancer, 2007, 14, 733-740. 1.6 39

195 Detecting high-order interactions of single nucleotide polymorphisms using genetic programming.
Bioinformatics, 2007, 23, 3280-3288. 1.8 51

196 Human Genomic Association Studies: A Primer for the Infectious Diseases Specialist. Journal of
Infectious Diseases, 2007, 195, 1737-1744. 1.9 11

197 A Bayesian Multilocus Association Method: Allowing for Higher-Order Interaction in Association
Studies. Genetics, 2007, 176, 1197-1208. 1.2 12

198
High-Order Interactions among Genetic Variants in DNA Base Excision Repair Pathway Genes and
Smoking in Bladder Cancer Susceptibility. Cancer Epidemiology Biomarkers and Prevention, 2007, 16,
84-91.

1.1 87

199 Nucleotide Excision Repair Pathway Genes and Oral Premalignant Lesions. Clinical Cancer Research,
2007, 13, 3753-3758. 3.2 55

200 Pharmacogenetics/Pharmacogenomics. , 0, , 1427-1455. 0

201 Pattern-based mining strategy to detect multi-locus association and gene Ã— environment interaction.
BMC Proceedings, 2007, 1, S16. 1.8 10

202 Evaluating gene Ã— gene and gene Ã— smoking interaction in rheumatoid arthritis using candidate genes
in GAW15. BMC Proceedings, 2007, 1, S17. 1.8 17

203 Genetic polymorphism in the pregnancy-associated plasma protein-A associated with acute myocardial
infarction. Coronary Artery Disease, 2007, 18, 417-422. 0.3 32

204 Apoptotic Gene Analysis in Idiopathic Talipes Equinovarus (Clubfoot). Clinical Orthopaedics and
Related Research, 2007, 462, 32-37. 0.7 34

205
Identification of a two-loci epistatic interaction associated with susceptibility to rheumatoid
arthritis through reverse engineering and multifactor dimensionality reduction. Genomics, 2007, 90,
6-13.

1.3 34

206 Methodological aspects of the assessment of geneâ€“nutrient interactions at the population level.
Nutrition, Metabolism and Cardiovascular Diseases, 2007, 17, 82-88. 1.1 4

207 Application of HapMap data to the evaluation of 8 candidate genes for pediatric slow transit
constipation. Journal of Pediatric Surgery, 2007, 42, 666-671. 0.8 6



13

Citation Report

# Article IF Citations

208
Genetic variation in the mitochondrial enzyme carbamyl-phosphate synthetase I predisposes children
to increased pulmonary artery pressure following surgical repair of congenital heart defects: A
validated genetic association study. Mitochondrion, 2007, 7, 204-210.

1.6 33

209 Reninâ€“angiotensin system gene polymorphisms and coronary artery disease in a large angiographic
cohort: Detection of high order geneâ€“gene interaction. Atherosclerosis, 2007, 195, 172-180. 0.4 107

210
A Generalized Combinatorial Approach for Detecting Gene-by-Gene and Gene-by-Environment
Interactions with Application to Nicotine Dependence. American Journal of Human Genetics, 2007, 80,
1125-1137.

2.6 533

211 Information-Theoretic Metrics for Visualizing Gene-Environment Interactions. American Journal of
Human Genetics, 2007, 81, 939-963. 2.6 62

212 Multifactor Dimensionality Reductionâ€“Phenomics: A Novel Method to Capture Genetic Heterogeneity
with Use of Phenotypic Variables. American Journal of Human Genetics, 2007, 81, 1251-1261. 2.6 53

214 Linkage Disequilibrium and Association Mapping. Methods in Molecular Biology, 2007, , . 0.4 9

215 Interactions of cytokine gene polymorphisms in prostate cancer risk. Carcinogenesis, 2007, 29, 573-578. 1.3 59

216 Association Rule Discovery Has the Ability to Model Complex Genetic Effects. , 2007, 2007, 624-629. 4

218 Polymorphisms of CAK genes and risk for lung cancer: A caseâ€“control study in Chinese population.
Lung Cancer, 2007, 58, 171-183. 0.9 7

219
Systematic study of association of four GABAergic genes: Glutamic acid decarboxylase 1 gene, glutamic
acid decarboxylase 2 gene, GABAB receptor 1 gene and GABAA receptor subunit Î²2 gene, with
schizophrenia using a universal DNA microarray. Schizophrenia Research, 2007, 93, 374-384.

1.1 42

220 A graph-theoretical approach for pattern discovery in epidemiological research. IBM Systems Journal,
2007, 46, 135-149. 3.1 23

221 Logistic regression trees for initial selection of interesting loci in case-control studies. BMC
Proceedings, 2007, 1, S57. 1.8 2

222 Exploring epistasis in candidate genes for rheumatoid arthritis. BMC Proceedings, 2007, 1, S70. 1.8 10

223 <i>NAT2</i> variation and idiopathic talipes equinovarus (clubfoot). American Journal of Medical
Genetics, Part A, 2007, 143A, 2285-2291. 0.7 28

224 Synergistic association of mitochondrial uncoupling protein (UCP) genes with schizophrenia.
American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2007, 144B, 250-253. 1.1 35

225 Genetic variants inMGMTand risk of lung cancer in Southeastern Chinese: a haplotype-based analysis.
Human Mutation, 2007, 28, 431-440. 1.1 46

226 Isolation of two regions on rat chromosomes 5 and 18 affecting mammary cancer susceptibility.
International Journal of Cancer, 2007, 120, 1678-1683. 2.3 14

227 Interplay between mutagen sensitivity and epidemiological factors in modulatinglung cancer risk.
International Journal of Cancer, 2007, 120, 2687-2695. 2.3 27



14

Citation Report

# Article IF Citations

228 A partially linear tree-based regression model for assessing complex joint geneâ€“gene and
geneâ€“environment effects. Genetic Epidemiology, 2007, 31, 238-251. 0.6 22

229 A balanced accuracy function for epistasis modeling in imbalanced datasets using multifactor
dimensionality reduction. Genetic Epidemiology, 2007, 31, 306-315. 0.6 337

230 Analysis of multiple SNPs in genetic association studies: comparison of three multiâ€•locus methods to
prioritize and select SNPs. Genetic Epidemiology, 2007, 31, 910-921. 0.6 40

231 Genetic heterogeneity is not as threatening as you might think. Genetic Epidemiology, 2007, 31, 797-800. 0.6 15

233 Issues in association mapping with high-density SNP data and diverse family structures. Genetic
Epidemiology, 2007, 31, S22-S33. 0.6 4

234 Discussing gene-gene interaction: Warning â€” translating equations to English may result in
Jabberwocky. Genetic Epidemiology, 2007, 31, S61-S67. 0.6 7

235 Genetic programming neural networks: A powerful bioinformatics tool for human genetics. Applied
Soft Computing Journal, 2007, 7, 471-479. 4.1 60

236 The Fangshan/Family-based Ischemic Stroke Study In China (FISSIC) protocol. BMC Medical Genetics,
2007, 8, 60. 2.1 31

237 Bayesian inference of epistatic interactions in case-control studies. Nature Genetics, 2007, 39, 1167-1173. 9.4 437

238 DC-SIGN (CD209), pentraxin 3 and vitamin D receptor gene variants associate with pulmonary
tuberculosis risk in West Africans. Genes and Immunity, 2007, 8, 456-467. 2.2 164

239 Geneâ€“gene interactions between <i>HNF4A</i> and <i>KCNJ11</i> in predicting TypeÂ 2 diabetes in women.
Diabetic Medicine, 2007, 24, 1187-1191. 1.2 27

240 Association between candidate genes and lung function growth in Chinese asthmatic children.
Clinical and Experimental Allergy, 2007, 37, 070806205546004-???. 1.4 21

241 Two-sample Comparison Based on Prediction Error, with Applications to Candidate Gene Association
Studies. Annals of Human Genetics, 2007, 71, 107-118. 0.3 8

242 Application of multi-locus analytical methods to identify interacting loci in case-control studies.
Annals of Human Genetics, 2007, 71, 689-700. 0.3 18

243 Interaction of Genetic Risk Factors Confers Higher Risk for Thrombotic Stroke in Male Chinese: A
Multicenter Case-Control Study. Annals of Human Genetics, 2007, 71, 620-629. 0.3 28

244 Methodological issues in detecting gene-gene interactions in breast cancer susceptibility: a
population-based study in Ontario. BMC Medicine, 2007, 5, 22. 2.3 39

245
Association study between Apolipoprotein L and schizophrenia by exhaustive and rule-based
combination analysis for identification of multilocus interactions. Journal of Bioscience and
Bioengineering, 2007, 103, 303-310.

1.1 7

246 Novel methods for detecting epistasis in pharmacogenomics studies. Pharmacogenomics, 2007, 8,
1229-1241. 0.6 61



15

Citation Report

# Article IF Citations

247 Genetic epidemiologic studies of preterm birth: guidelines for research. American Journal of
Obstetrics and Gynecology, 2007, 196, 107-118. 0.7 133

248 Genomic mining for complex disease traits with â€œrandom chemistryâ€•. Genetic Programming and
Evolvable Machines, 2007, 8, 395-411. 1.5 20

249 Genetic variation in the major mitotic checkpoint genes does not affect familial breast cancer risk.
Breast Cancer Research and Treatment, 2007, 106, 205-213. 1.1 15

250 Evidence for epistasis between SLC6A4 and ITGB3 in autism etiology and in the determination of
platelet serotonin levels. Human Genetics, 2007, 121, 243-256. 1.8 135

251 Systematic screening of lysyl oxidase-like (LOXL) family genes demonstrates that LOXL2 is a
susceptibility gene to intracranial aneurysms. Human Genetics, 2007, 121, 377-387. 1.8 36

252 Complex geneâ€“gene interactions in multiple sclerosis: a multifactorial approach reveals associations
with inflammatory genes. Neurogenetics, 2007, 8, 11-20. 0.7 35

253 Breast cancer: a candidate gene approach across the estrogen metabolic pathway. Breast Cancer
Research and Treatment, 2008, 108, 137-149. 1.1 74

254 Universal risk factors for multifactorial diseases. European Journal of Epidemiology, 2008, 23, 67-74. 2.5 301

255
Synergistic effect of the genetic polymorphisms of the reninâ€“angiotensinâ€“aldosterone system on
high-altitude pulmonary edema: a study from Qinghai-Tibet altitude. European Journal of Epidemiology,
2008, 23, 143-152.

2.5 51

256 Two-stage designs to identify the effects of SNP combinations on complex diseases. Journal of Human
Genetics, 2008, 53, 739-746. 1.1 11

257 Comparison of multivariate adaptive regression splines and logistic regression in detecting SNPâ€“SNP
interactions and their application in prostate cancer. Journal of Human Genetics, 2008, 53, 802-811. 1.1 32

258 Genetic interactions model among Eotaxin gene polymorphisms in asthma. Journal of Human Genetics,
2008, 53, 867-875. 1.1 21

259 Nitric oxide synthase genes and their interactions with environmental factors in Parkinsonâ€™s disease.
Neurogenetics, 2008, 9, 249-262. 0.7 91

260 Exploiting the proteome to improve the genome-wide genetic analysis of epistasis in common human
diseases. Human Genetics, 2008, 124, 19-29. 1.8 83

261 Association analyses of the interaction between the ADSS and ATMgenes with schizophrenia in a
Chinese population. BMC Medical Genetics, 2008, 9, 119. 2.1 15

262 A luteinizing hormone receptor intronic variant is significantly associated with decreased risk of
Alzheimer's disease in males carrying an apolipoprotein E Îµ4 allele. BMC Medical Genetics, 2008, 9, 37. 2.1 19

263 Sample size requirements to detect the effect of a group of genetic variants in case-control studies.
Emerging Themes in Epidemiology, 2008, 5, 24. 1.2 2

264 Mixed modeling and multiple imputation for unobservable genotype clusters. Statistics in Medicine,
2008, 27, 2784-2801. 0.8 8



16

Citation Report

# Article IF Citations

265 Improving strategies for detecting genetic patterns of disease susceptibility in association studies.
Statistics in Medicine, 2008, 27, 6532-6546. 0.8 81

266 Polymorphisms of<i>LIG4</i>and<i>XRCC4</i>involved in the NHEJ pathway interact to modify risk of
glioma. Human Mutation, 2008, 29, 381-389. 1.1 64

267
Contributions of IBD5, IL23R, ATG16L1, and NOD2 to CrohnÊ¼s disease risk in a population-based
case-control study: Evidence of geneâ€“gene interactions. Inflammatory Bowel Diseases, 2008, 14,
1528-1541.

0.9 68

268 The interaction of CYP3A5 polymorphisms along the androgen metabolism pathway in prostate cancer.
International Journal of Cancer, 2008, 122, 2511-2516. 2.3 35

269 Nucleotide excision repair genes and risk of lung cancer among San Francisco Bay Area Latinos and
African Americans. International Journal of Cancer, 2008, 123, 2095-2104. 2.3 73

270 A support vector machine approach for detecting geneâ€•gene interaction. Genetic Epidemiology, 2008,
32, 152-167. 0.6 95

271 Confronting complexity in lateâ€•onset Alzheimer disease: application of twoâ€•stage analysis approach
addressing heterogeneity and epistasis. Genetic Epidemiology, 2008, 32, 187-203. 0.6 25

272 An ensemble learning approach jointly modeling main and interaction effects in genetic association
studies. Genetic Epidemiology, 2008, 32, 285-300. 0.6 15

273 Comparison of approaches for machineâ€•learning optimization of neural networks for detecting
geneâ€•gene interactions in genetic epidemiology. Genetic Epidemiology, 2008, 32, 325-340. 0.6 103

274 A multiple testing correction method for genetic association studies using correlated single
nucleotide polymorphisms. Genetic Epidemiology, 2008, 32, 361-369. 0.6 646

275 A comparison of analytical methods for genetic association studies. Genetic Epidemiology, 2008, 32,
767-778. 0.6 47

276 Ability of epistatic interactions of cytokine singleâ€•nucleotide polymorphisms to predict susceptibility
to disease subsets in systemic sclerosis patients. Arthritis and Rheumatism, 2008, 59, 974-983. 6.7 35

278 An entropy-based approach for testing genetic epistasis underlying complex diseases. Journal of
Theoretical Biology, 2008, 250, 362-374. 0.8 49

279 Examination of association to autism of common genetic variationin genes related to dopamine.
Autism Research, 2008, 1, 364-369. 2.1 29

280 A Combinatorial Approach to Detecting Gene-Gene and Gene-Environment Interactions in Family
Studies. American Journal of Human Genetics, 2008, 83, 457-467. 2.6 90

281 Oxidative stress-related gene interactions with preterm delivery in Korean women. American Journal
of Obstetrics and Gynecology, 2008, 198, 541.e1-541.e7. 0.7 19

282
SNP analyses of postprandial responses in (an)orexigenic hormones and feelings of hunger reveal
long-term physiological adaptations to facilitate homeostasis. International Journal of Obesity, 2008,
32, 1790-1798.

1.6 17

283 Genetic and phenotypic heterogeneity in the PTEN hamartoma tumour syndrome. Oncogene, 2008, 27,
5387-5397. 2.6 131



17

Citation Report

# Article IF Citations

284 The properties of high-dimensional data spaces: implications for exploring gene and protein
expression data. Nature Reviews Cancer, 2008, 8, 37-49. 12.8 483

285 Exploration of geneâ€“gene interaction effects using entropy-based methods. European Journal of
Human Genetics, 2008, 16, 229-235. 1.4 81

286 Variable selection in logistic regression for detecting SNPâ€“SNP interactions: the rheumatoid
arthritis example. European Journal of Human Genetics, 2008, 16, 735-741. 1.4 14

287 IFN-Regulatory Factor 5 Gene Variants Interact with the Class I MHC Locus in the Swedish Psoriasis
Population. Journal of Investigative Dermatology, 2008, 128, 1704-1709. 0.3 13

288 Study of geneâ€“gene interactions for endophenotypic quantitative traits in Chinese asthmatic
children. Allergy: European Journal of Allergy and Clinical Immunology, 2008, 63, 1031-1039. 2.7 39

289 Polymorphism Interaction Analysis (PIA): a method for investigating complex gene-gene interactions.
BMC Bioinformatics, 2008, 9, 146. 1.2 51

290 Alternative contingency table measures improve the power and detection of multifactor
dimensionality reduction. BMC Bioinformatics, 2008, 9, 238. 1.2 57

291 A method for detecting epistasis in genome-wide studies using case-control multi-locus association
analysis. BMC Genomics, 2008, 9, 360. 1.2 76

292 The effect of alternative permutation testing strategies on the performance of multifactor
dimensionality reduction. BMC Research Notes, 2008, 1, 139. 0.6 11

293 Association of schizophrenia with DTNBP1 but not with DAO, DAOA, NRG1 and RGS4 nor their genetic
interaction. Journal of Psychiatric Research, 2008, 42, 278-288. 1.5 80

294 Study Designs for Genomeâ€•Wide Association Studies. Advances in Genetics, 2008, 60, 465-504. 0.8 46

295 Analysis of Complex Datasets. , 0, , 207-222. 0

297 Interaction between interleukin 3 and dystrobrevin-binding protein 1 in schizophrenia. Schizophrenia
Research, 2008, 106, 208-217. 1.1 19

298 Genetic interactions: the missing links for a better understanding of cancer susceptibility,
progression and treatment. Molecular Cancer, 2008, 7, 4. 7.9 10

299 XRCC1polymorphism and lung cancer risk. Expert Review of Molecular Diagnostics, 2008, 8, 761-780. 1.5 43

300 Disease Associations and Familyâ€•Based Tests. Current Protocols in Human Genetics, 2008, 58, Unit 1.12. 3.5 4

301 Networkâ€•based global inference of human disease genes. Molecular Systems Biology, 2008, 4, 189. 3.2 583

302
Dysbindin (DTNBP1) and the Biogenesis of Lysosome-Related Organelles Complex 1 (BLOC-1): Main and
Epistatic Gene Effects Are Potential Contributors to Schizophrenia Susceptibility. Biological
Psychiatry, 2008, 63, 24-31.

0.7 54



18

Citation Report

# Article IF Citations

303 Gene-Gene Interactions Among CHRNA4, CHRNB2, BDNF, and NTRK2 in Nicotine Dependence. Biological
Psychiatry, 2008, 64, 951-957. 0.7 60

304 Data Mining and Applications in Genomics. Lecture Notes in Electrical Engineering, 2008, , . 0.3 6

305 Ant Colony Optimization and Swarm Intelligence. Lecture Notes in Computer Science, 2008, , . 1.0 52

306 Interaction Between Physical Activity and Genetic Factors in Complex Metabolic Disease. , 2007, ,
155-173. 0

307 Interleukin-1 gene complex single nucleotide polymorphisms in systemic sclerosis: A further step
ahead. Human Immunology, 2008, 69, 187-192. 1.2 12

308 Single nucleotide polymorphisms in genes encoding LKB1 (STK11), TORC2 (CRTC2) and AMPK Î±2-subunit
(PRKAA2) and risk of type 2 diabetes. Molecular Genetics and Metabolism, 2008, 93, 200-209. 0.5 36

309 Molecular Genetics of Atrial Fibrillation. Journal of the American College of Cardiology, 2008, 52,
241-250. 1.2 92

310 The importance of replication in gene-gene interaction studies: multifactor dimensionality reduction
applied to a two-stage breast cancer case-control study. Carcinogenesis, 2008, 29, 1215-1218. 1.3 23

311 Odds Ratio-Based Genetic Algorithms for Generating SNP Barcodes of Genotypes to Predict Disease
Susceptibility. OMICS A Journal of Integrative Biology, 2008, 12, 71-81. 1.0 24

312 Very large scale ReliefF for genome-wide association analysis. , 2008, , . 16

313 A novel information theoretic method for detecting gene-gene and gene-environment interactions in
complex diseases. , 2008, , . 0

314 Penalized logistic regression for detecting gene interactions. Biostatistics, 2008, 9, 30-50. 0.9 314

315 Detecting Pathway-Based Gene-Gene and Gene-Environment Interactions in Pancreatic Cancer. Cancer
Epidemiology Biomarkers and Prevention, 2008, 17, 1470-1479. 1.1 45

316 New approach reveals CD28 and IFNG gene interaction in the susceptibility to cervical cancer. Human
Molecular Genetics, 2008, 17, 1838-1844. 1.4 38

317 Genetic variants in RUNX3 and risk of bladder cancer: a haplotype-based analysis. Carcinogenesis, 2008,
29, 1973-1978. 1.3 17

318 Commonality of functional annotation: a method for prioritization of candidate genes from
genome-wide linkage studies â€ . Nucleic Acids Research, 2008, 36, e26-e26. 6.5 24

319 Modeling Gene-Gene Interactions Using Graphical Chain Models. Human Heredity, 2008, 65, 47-56. 0.4 5

320 DNA Repair Polymorphisms Modify Bladder Cancer Risk: A Multi-factor Analytic Strategy. Human
Heredity, 2008, 65, 105-118. 0.4 101



19

Citation Report

# Article IF Citations

321 Mask functions for the symbolic modeling of epistasis using genetic programming. , 2008, , . 3

322 Fastanova. , 2008, , . 32

323 A Mixture Model Approach in Geneâ€“Gene and Geneâ€“Environmental Interactions for Binary Phenotypes.
Journal of Biopharmaceutical Statistics, 2008, 18, 1150-1177. 0.4 6

324 AMBIENCE: A Novel Approach and Efficient Algorithm for Identifying Informative Genetic and
Environmental Associations With Complex Phenotypes. Genetics, 2008, 180, 1191-1210. 1.2 41

325 Detecting Two-Locus Gene-Gene Effects Using Monotonisation of the Penetrance Matrix. Statistical
Applications in Genetics and Molecular Biology, 2008, 7, Article 17. 0.2 0

326 Kernel-Based Association Test. Genetics, 2008, 179, 1057-1068. 1.2 25

327 Lung Cancer Risk Associated with Thr495Pro Polymorphism of GHR in Chinese Population. Japanese
Journal of Clinical Oncology, 2008, 38, 308-316. 0.6 22

328 TNFA -308G>A in two international population-based cohorts and risk of asthma. European Respiratory
Journal, 2008, 32, 350-361. 3.1 28

329
Identification of Hypertension-Susceptibility Genes and Pathways by a Systemic Multiple Candidate
Gene Approach: The Millennium Genome Project for Hypertension. Hypertension Research, 2008, 31,
203-212.

1.5 57

330 Analysis of Geneâ€•Gene Interactions. Current Protocols in Human Genetics, 2008, 59, Unit 1.14. 3.5 4

331 Genome-wide efficient attribute selection for purely epistatic models via Shannon entropy.
International Journal of Business Intelligence and Data Mining, 2008, 3, 390. 0.2 0

332 FASTCHI: AN EFFICIENT ALGORITHM FOR ANALYZING GENE-GENE INTERACTIONS. , 2008, , . 9

333
Interaction of genes from influx-metabolism-efflux pathway and their influence on methotrexate
efficacy in rheumatoid arthritis patients among Indians. Pharmacogenetics and Genomics, 2008, 18,
1041-1049.

0.7 38

334 Solving complex problems in human genetics using GP. ACM SIGEVOlution, 2008, 3, 2-8. 0.3 4

335 Genetic variation and antipsychotic drug effects on serum lipids. Personalized Medicine, 2008, 5, 77-81. 0.8 1

336
Interactions among genetic variants from contractile pathway of vascular smooth muscle cell in
essential hypertension susceptibility of Chinese Han population. Pharmacogenetics and Genomics,
2008, 18, 459-466.

0.7 30

339 An Information-Theoretic Analysis of Genetics, Gender and Age in Cancer Patients. PLoS ONE, 2008, 3,
e1951. 1.1 18

340 Preterm Birth in Caucasians Is Associated with Coagulation and Inflammation Pathway Gene Variants.
PLoS ONE, 2008, 3, e3283. 1.1 63



20

Citation Report

# Article IF Citations

341 Compressing parameters in Bayesian high-order models with application to logistic sequence models.
Bayesian Analysis, 2008, 3, . 1.6 3

342 Gene-to-Gene Interaction between Sodium Channel-Related Genes in Determining the Risk of
Antiepileptic Drug Resistance. Journal of Korean Medical Science, 2009, 24, 62. 1.1 37

343 Discovering influential variables: A method of partitions. Annals of Applied Statistics, 2009, 3, . 0.5 35

344 Structures and Assumptions: Strategies to Harness Gene Ã— Gene and Gene Ã— Environment Interactions
in GWAS. Statistical Science, 2009, 24, 472-488. 1.6 24

345 Mutual Information for Testing Gene-Environment Interaction. PLoS ONE, 2009, 4, e4578. 1.1 19

346 Clique-Finding for Heterogeneity and Multidimensionality in Biomarker Epidemiology Research: The
CHAMBER Algorithm. PLoS ONE, 2009, 4, e4862. 1.1 5

347 Apoptotic Engulfment Pathway and Schizophrenia. PLoS ONE, 2009, 4, e6875. 1.1 35

348 Common Variants of Inflammatory Cytokine Genes Are Associated with Risk of Nephropathy in Type 2
Diabetes among Asian Indians. PLoS ONE, 2009, 4, e5168. 1.1 65

349 <i>ACE</i>Variants Interact with the RAS Pathway to Confer Risk and Protection against Type 2
Diabetic Nephropathy. DNA and Cell Biology, 2009, 28, 141-150. 0.9 61

350 Development and evaluation of an open-ended computational evolution system for the creation of
digital organisms with complex genetic architecture. , 2009, , . 1

351 Genetic variation in adipokine genes and risk of colorectal cancer. European Journal of
Endocrinology, 2009, 160, 933-940. 1.9 67

352 Methods for optimizing statistical analyses in pharmacogenomics research. Expert Review of Clinical
Pharmacology, 2009, 2, 559-570. 1.3 9

353 Role for proteinâ€“protein interaction databases in human genetics. Expert Review of Proteomics, 2009,
6, 647-659. 1.3 45

354 SNPHarvester: a filtering-based approach for detecting epistatic interactions in genome-wide
association studies. Bioinformatics, 2009, 25, 504-511. 1.8 182

355 Association and Interactions between DNA Repair Gene Polymorphisms and Adult Glioma. Cancer
Epidemiology Biomarkers and Prevention, 2009, 18, 204-214. 1.1 126

356 DASSO-MB: Detection of Epistatic Interactions in Genome-Wide Association Studies Using Markov
Blankets. , 2009, , . 1

357 Sensible initialization using expert knowledge for genome-wide analysis of epistasis using genetic
programming. , 2009, 2009, 1289-1296. 14

358 Pathway and network-based analysis of genome-wide association studies in multiple sclerosis. Human
Molecular Genetics, 2009, 18, 2078-2090. 1.4 371



21

Citation Report

# Article IF Citations

359 Systems biology in pharmacogenomic research: the way to personalized prescribing?.
Pharmacogenomics, 2009, 10, 971-981. 0.6 19

360 Mouse models of human AML accurately predict chemotherapy response. Genes and Development, 2009,
23, 877-889. 2.7 235

361 Pre-B-cell leukemia homeobox 1 (PBX1) shows functional and possible genetic association with bone
mineral density variation. Human Molecular Genetics, 2009, 18, 679-687. 1.4 29

363 Main-Effects Model Is a Special Kind of Additive Model in the Presence of Linkage Disequilibrium.
Human Heredity, 2009, 67, 13-25. 0.4 1

364 Detecting Interactions in Association Studies by Using Simple Allele Recoding. Human Heredity, 2009,
67, 69-75. 0.4 5

365
Exploring the Performance of Multifactor Dimensionality Reduction in Large Scale SNP Studies and in
the Presence of Genetic Heterogeneity among Epistatic Disease Models. Human Heredity, 2009, 67,
183-192.

0.4 32

366 The Application of Apriori-Gen Algorithm on the Interaction Analysis of SNPs in Genetic Disease. , 2009,
, . 1

367 Complex Diseases, Complex Genes. Epidemiology, 2009, 20, 508-511. 1.2 27

368 Immunogenetics of drug-induced skin blistering disorders. Part I: Perspective. Pharmacogenomics,
2009, 10, 601-621. 0.6 16

369 pHCR: a Parallel Haplotype Configuration Reduction algorithm for haplotype interaction analysis.
Journal of Human Genetics, 2009, 54, 634-641. 1.1 2

370 Interaction between variants of two glycosyltransferase genes in IgA nephropathy. Kidney
International, 2009, 76, 190-198. 2.6 27

371 An algorithm for learning maximum entropy probability models of disease risk that efficiently
searches and sparingly encodes multilocus genomic interactions. Bioinformatics, 2009, 25, 2478-2485. 1.8 49

372 Association of an Intronic Variant of the Heme Oxygenase-1 Gene with Hypertension in Northern
Chinese Han Population. Clinical and Experimental Hypertension, 2009, 31, 534-543. 0.5 6

373 EGFR pathway polymorphisms and bladder cancer susceptibility and prognosis. Carcinogenesis, 2009,
30, 1155-1160. 1.3 46

374 Identifying rheumatoid arthritis susceptibility genes using high-dimensional methods. BMC
Proceedings, 2009, 3, S79. 1.8 6

375 Efficient algorithms for genome-wide association study. ACM Transactions on Knowledge Discovery
From Data, 2009, 3, 1-28. 2.5 6

376 Evaluating epistatic interaction signals in complex traits using quantitative traits. BMC Proceedings,
2009, 3, S82. 1.8 3

377 New evaluation measures for multifactor dimensionality reduction classifiers in geneâ€“gene
interaction analysis. Bioinformatics, 2009, 25, 338-345. 1.8 58



22

Citation Report

# Article IF Citations

378 Multifactor Dimensionality Reduction for Detecting Haplotype-Haplotype Interaction. , 2009, , . 2

379
Association and interaction analyses of genetic variants in ADIPOQ, ENPP1, GHSR, PPARÂ  and TCF7L2
genes for diabetic nephropathy in a Taiwanese population with type 2 diabetes. Nephrology Dialysis
Transplantation, 2009, 24, 3360-3366.

0.4 71

380 GLOSSI: a method to assess the association of genetic loci-sets with complex diseases. BMC
Bioinformatics, 2009, 10, 102. 1.2 31

381 MegaSNPHunter: a learning approach to detect disease predisposition SNPs and high level interactions
in genome wide association study. BMC Bioinformatics, 2009, 10, 13. 1.2 86

382 Detecting purely epistatic multi-locus interactions by an omnibus permutation test on ensembles of
two-locus analyses. BMC Bioinformatics, 2009, 10, 294. 1.2 31

383 A random forest approach to the detection of epistatic interactions in case-control studies. BMC
Bioinformatics, 2009, 10, S65. 1.2 225

384 Detecting disease-associated genotype patterns. BMC Bioinformatics, 2009, 10, S75. 1.2 26

385 Information-theoretic gene-gene and gene-environment interaction analysis of quantitative traits.
BMC Genomics, 2009, 10, 509. 1.2 34

386 Accelerating epistasis analysis in human genetics with consumer graphics hardware. BMC Research
Notes, 2009, 2, 149. 0.6 36

387 Evaluating new candidate SNPs as low penetrance risk factors in sporadic breast cancer: A two-stage
Spanish caseâ€“control study. Gynecologic Oncology, 2009, 112, 210-214. 0.6 13

388
An association analysis of Alzheimer disease candidate genes detects an ancestral risk haplotype clade
in <i>ACE</i> and putative multilocus association between <i>ACE</i>, <i>A2M</i>, and <i>LRRTM3</i>.
American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2009, 150B, 721-735.

1.1 34

389
Identification of neuroglycan C and interacting partners as potential susceptibility genes for
schizophrenia in a Southern Chinese population. American Journal of Medical Genetics Part B:
Neuropsychiatric Genetics, 2010, 153B, 103-113.

1.1 20

390
Association and interaction analysis of variants in <i>CHRNA5/CHRNA3/CHRNB4</i> gene cluster with
nicotine dependence in African and European Americans. American Journal of Medical Genetics Part B:
Neuropsychiatric Genetics, 2010, 153B, 745-756.

1.1 53

391 A computationally efficient hypothesis testing method for epistasis analysis using multifactor
dimensionality reduction. Genetic Epidemiology, 2009, 33, 87-94. 0.6 80

392 Allelicâ€•based geneâ€•gene interaction associated with quantitative traits. Genetic Epidemiology, 2009, 33,
332-343. 0.6 14

393 Restricted parameter space models for testing geneâ€•gene interaction. Genetic Epidemiology, 2009, 33,
386-393. 0.6 15

394 Identification of geneâ€•gene interactions in the presence of missing data using the multifactor
dimensionality reduction method. Genetic Epidemiology, 2009, 33, 646-656. 0.6 22

395 Pathway analysis by adaptive combination of <i>P</i>â€•values. Genetic Epidemiology, 2009, 33, 700-709. 0.6 248



23

Citation Report

# Article IF Citations

396 Bayesian mixture modeling of geneâ€•environment and geneâ€•gene interactions. Genetic Epidemiology, 2010,
34, 16-25. 0.6 35

398 Genotype and haplotype analysis of cell cycle genes in sporadic colorectal cancer in the Czech
Republic. Human Mutation, 2009, 30, 661-668. 1.1 47

399 Genomic convergence to identify candidate genes for Alzheimer Disease on chromosome 10. Human
Mutation, 2009, 30, 463-471. 1.1 69

400 Lack of association of GPX1 and MnSOD genes with symptom severity and response to clozapine
treatment in schizophrenia subjects. Human Psychopharmacology, 2009, 24, 676-679. 0.7 16

401 Association study between glutathione Sâ€•transferase GSTâ€•M1, GSTâ€•T1, and GSTâ€•P1 polymorphisms and
tardive dyskinesia. Human Psychopharmacology, 2009, 24, 55-60. 0.7 23

402 Genetic polymorphisms in DNA repair genes as modulators of Hodgkin disease risk. Cancer, 2009, 115,
1651-1659. 2.0 34

403 Bladder cancer SNP panel predicts susceptibility and survival. Human Genetics, 2009, 125, 527-539. 1.8 85

404 Association of three-gene interaction among MTHFR, ALOX5AP and NOTCH3 with thrombotic stroke: a
multicenter caseâ€“control study. Human Genetics, 2009, 125, 649-656. 1.8 33

405 Examination of association of genes in the serotonin system to autism. Neurogenetics, 2009, 10,
209-216. 0.7 67

406 Genetic variation in DNA repair pathway genes and premenopausal breast cancer risk. Breast Cancer
Research and Treatment, 2009, 115, 613-622. 1.1 46

407 Effect of COX2 -765G>C and c.3618A>G polymorphisms on the risk and survival of sporadic colorectal
cancer. Cancer Causes and Control, 2009, 20, 1421-1429. 0.8 30

408 A conditional synergy index to assess biological interaction. European Journal of Epidemiology, 2009,
24, 485-494. 2.5 11

409 Interacting contribution of the five polymorphisms in three genes of Hsp70 family to essential
hypertension in Uygur ethnicity. Cell Stress and Chaperones, 2009, 14, 355-362. 1.2 26

410 A caseâ€“control study of childhood acute lymphoblastic leukaemia and polymorphisms in the TGFâ€•Î² and
receptor genes. Pediatric Blood and Cancer, 2009, 52, 819-823. 0.8 9

411 No association between variant DNA repair genes and prostate cancer risk among men of African
descent. Prostate, 2010, 70, 113-119. 1.2 24

412 Neural networks for modeling gene-gene interactions in association studies. BMC Genetics, 2009, 10,
87. 2.7 23

413 Power of multifactor dimensionality reduction and penalized logistic regression for detecting
gene-gene Interaction in a case-control study. BMC Medical Genetics, 2009, 10, 127. 2.1 28

414 Genome-wide association reveals three SNPs associated with sporadic amyotrophic lateral sclerosis
through a two-locus analysis. BMC Medical Genetics, 2009, 10, 86. 2.1 19



24

Citation Report

# Article IF Citations

415 Multifactor dimensionality reduction analysis identifies specific nucleotide patterns promoting
genetic polymorphisms. BioData Mining, 2009, 2, 2. 2.2 2

416 The interaction index, a novel information-theoretic metric for prioritizing interacting genetic
variations and environmental factors. European Journal of Human Genetics, 2009, 17, 1274-1286. 1.4 28

417 Detecting geneâ€“gene interactions that underlie human diseases. Nature Reviews Genetics, 2009, 10,
392-404. 7.7 1,177

418 Examination of tetrahydrobiopterin pathway genes in autism. Genes, Brain and Behavior, 2009, 8,
753-757. 1.1 12

419 Analysis of the high affinity IgE receptor genes reveals epistatic effects of <i>FCER1A</i> variants on
eczema risk. Allergy: European Journal of Allergy and Clinical Immunology, 2010, 65, 875-882. 2.7 29

420 Estrogen Metabolism and Breast Cancer. Annals of the New York Academy of Sciences, 2009, 1155, 68-75. 1.8 62

421 Testing Association with Interactions by Partitioning Chiâ€•Squares. Annals of Human Genetics, 2009, 73,
109-117. 0.3 9

422 Interactions Between <i>HERC2</i>, <i>OCA2</i> and <i>MC1R</i> May Influence Human Pigmentation
Phenotype. Annals of Human Genetics, 2009, 73, 160-170. 0.3 96

423 Evaluating the Ability of Treeâ€•Based Methods and Logistic Regression for the Detection of SNPâ€•SNP
Interaction. Annals of Human Genetics, 2009, 73, 360-369. 0.3 66

424 Generating SNP barcode to evaluate SNPâ€“SNP interaction of disease by particle swarm optimization.
Computational Biology and Chemistry, 2009, 33, 114-119. 1.1 18

425 Systems-level approaches for identifying and analyzing genetic interaction networks in Escherichia
coli and extensions to other prokaryotes. Molecular BioSystems, 2009, 5, 1439. 2.9 29

426 Genetic susceptibility to schizophrenia: role of dopaminergic pathway gene polymorphisms.
Pharmacogenomics, 2009, 10, 277-291. 0.6 54

427 Epistasis and Its Implications for Personal Genetics. American Journal of Human Genetics, 2009, 85,
309-320. 2.6 326

428 Association analysis techniques for analyzing complex biological data sets. , 2009, , . 1

429 Multiple osteoporosis susceptibility genes on chromosome 1p36 in Chinese. Bone, 2009, 44, 984-988. 1.4 35

430 Genetic interaction of Hsp70 family genes polymorphisms with high-altitude pulmonary edema among
Chinese railway constructors at altitudes exceeding 4000Â meters. Clinica Chimica Acta, 2009, 405, 17-22. 0.5 38

431 Epistasis in sporadic Alzheimer's disease. Neurobiology of Aging, 2009, 30, 1333-1349. 1.5 111

432 The Association of Haplotype at the Lumican Gene with High Myopia Susceptibility in Taiwanese
Patients. Ophthalmology, 2009, 116, 1920-1927. 2.5 43



25

Citation Report

# Article IF Citations

433
Interaction of serotonin-related genes affects short-term antidepressant response in major
depressive disorder. Progress in Neuro-Psychopharmacology and Biological Psychiatry, 2009, 33,
1167-1172.

2.5 61

434 Interactive association of heat shock protein 70 genes variants with natural longevity in Xinjiang
Hetian Uygur ethnicity. Translational Research, 2009, 154, 257-264. 2.2 7

435 Pharmacogenetics of anti-inflammatory treatment in children with asthma: rationale and design of
the PACMAN cohort. Pharmacogenomics, 2009, 10, 1351-1361. 0.6 33

436 Association of Five Single Nucleotide Polymorphism loci with Asthma in Children of Chinese Han
Nationality. Journal of Asthma, 2009, 46, 582-585. 0.9 8

437 Applied Statistical Genetics with R. , 2009, , . 66

439 A ground truth based comparative study on detecting epistatic SNPs. , 2009, 1-4, 26-31. 12

440 Gene-Gene Interactions Among Genetic Variants from Obesity Candidate Genes for Nonobese and Obese
Populations in Type 2 Diabetes. Genetic Testing and Molecular Biomarkers, 2009, 13, 485-493. 0.3 34

441 Interaction of gender, hypertension, and the angiotensinogen gene haplotypes on the risk of coronary
artery disease in a large angiographic cohort. Atherosclerosis, 2009, 203, 249-256. 0.4 24

442 Family-Based Association Studies. , 2009, , 191-240. 2

443 Genetic Risk Profiling and Prediction of Disease Course in Crohn's Disease Patients. Clinical
Gastroenterology and Hepatology, 2009, 7, 972-980.e2. 2.4 138

444 Associations between common variants in the MDR1 (ABCB1) gene and ulcerative colitis among North
Indians. Pharmacogenetics and Genomics, 2009, 19, 77-85. 0.7 33

445
Haplotype-based association of the renin-angiotensin-aldosterone system genes polymorphisms with
essential hypertension among Han Chinese: the Fangshan study. Journal of Hypertension, 2009, 27,
1384-1391.

0.3 67

446 Association analysis of the glutamic acid decarboxylase 2 and the glutamine synthetase genes (GAD2,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (GLUL) with schizophrenia. Psychiatric Genetics, 2009, 19, 6-13.0.6 9

447 Multilocus genotypic association with vascular dementia by multifactor dimensionality reduction
and entropy-based estimation. Psychiatric Genetics, 2009, 19, 253-258. 0.6 9

448 Geneâ€“gene interactions in folate and adenosine biosynthesis pathways affect methotrexate efficacy
and tolerability in rheumatoid arthritis. Pharmacogenetics and Genomics, 2009, 19, 935-944. 0.7 51

449 Geneâ€“gene interactions of CYP2A6 and MAOA polymorphisms on smoking behavior in Chinese male
population. Pharmacogenetics and Genomics, 2009, 19, 345-352. 0.7 19

450 ENABLING PERSONAL GENOMICS WITH AN EXPLICIT TEST OF EPISTASIS. , 2009, , 327-336. 35

451 Estrogen Exposure, Metabolism, and Enzyme Variants in a Model for Breast Cancer Risk Prediction.
Cancer Informatics, 2009, 7, CIN.S2262. 0.9 19



26

Citation Report

# Article IF Citations

452 Use of pathway information in molecular epidemiology. Human Genomics, 2009, 4, 21. 1.4 42

453 Genome-wide gene-gene interaction analysis of rheumatoid arthritis. , 2010, , . 0

454 Methodological and statistical issues in pharmacogenomics. Journal of Pharmacy and Pharmacology,
2010, 62, 161-166. 1.2 26

455 Prioritizing GWAS Results: A Review of Statistical Methods and Recommendations for Their
Application. American Journal of Human Genetics, 2010, 86, 6-22. 2.6 531

456
Using Principal Components of Genetic Variation for Robust and Powerful Detection of Gene-Gene
Interactions in Case-Control and Case-Only Studies. American Journal of Human Genetics, 2010, 86,
331-342.

2.6 41

457 BOOST: A Fast Approach to Detecting Gene-Gene Interactions in Genome-wide Case-Control Studies.
American Journal of Human Genetics, 2010, 87, 325-340. 2.6 452

458 A Data Mining Approach for the Detection of High-Risk Breast Cancer Groups. Advances in Intelligent
and Soft Computing, 2010, , 43-51. 0.2 27

459 Evidence for a Genetic Basis for Altitude Illness: 2010 Update. High Altitude Medicine and Biology, 2010,
11, 349-368. 0.5 67

460
Association of polymorphisms MTHFR C677T and A1298C with risk of colorectal cancer, genetic and
epigenetic characteristic of tumors, and response to chemotherapy. International Journal of
Colorectal Disease, 2010, 25, 141-151.

1.0 50

461 Genetic variation in the IL7RA/IL7 pathway increases multiple sclerosis susceptibility. Human Genetics,
2010, 127, 525-535. 1.8 55

462 Genetics of ischemic and hemorrhagic stroke in Chinese population. Frontiers of Medicine in China,
2010, 4, 21-28. 0.1 0

463 Variation in genes required for normal mitosis and risk of breast cancer. Breast Cancer Research and
Treatment, 2010, 119, 423-430. 1.1 30

464
Interaction between the C(-344)T polymorphism of CYP11B2 and alcohol consumption on the risk of
essential hypertension in a Chinese Mongolian population. European Journal of Epidemiology, 2010, 25,
813-821.

2.5 16

465 Genetic association of the GDNF alpha-receptor genes with schizophrenia and clozapine response.
Journal of Psychiatric Research, 2010, 44, 700-706. 1.5 39

466 Current findings, challenges and novel approaches in human genetic susceptibility to tuberculosis.
Tuberculosis, 2010, 90, 71-83. 0.8 201

467 A comparison of internal validation techniques for multifactor dimensionality reduction. BMC
Bioinformatics, 2010, 11, 394. 1.2 20

468 Survival dimensionality reduction (SDR): development and clinical application of an innovative
approach to detect epistasis in presence of right-censored data. BMC Bioinformatics, 2010, 11, 416. 1.2 12

469 A multifactorial analysis of obesity as CVD risk factor: Use of neural network based methods in a
nutrigenetics context. BMC Bioinformatics, 2010, 11, 453. 1.2 33



27

Citation Report

# Article IF Citations

470 A novel approach to simulate gene-environment interactions in complex diseases. BMC Bioinformatics,
2010, 11, 8. 1.2 31

471 Identifying main effects and epistatic interactions from large-scale SNP data via adaptive group Lasso.
BMC Bioinformatics, 2010, 11, S18. 1.2 33

472 Comparison of information-theoretic to statistical methods for gene-gene interactions in the
presence of genetic heterogeneity. BMC Genomics, 2010, 11, 487. 1.2 21

473 Associations between SNPs in candidate immune-relevant genes and rubella antibody levels: a
multigenic assessment. BMC Immunology, 2010, 11, 48. 0.9 40

474 AntEpiSeeker: detecting epistatic interactions for case-control studies using a two-stage ant colony
optimization algorithm. BMC Research Notes, 2010, 3, 117. 0.6 111

475
Identification of fetal and maternal single nucleotide polymorphisms in candidate genes that
predispose to spontaneous preterm labor with intact membranes. American Journal of Obstetrics and
Gynecology, 2010, 202, 431.e1-431.e34.

0.7 77

476 A genetic association study of maternal and fetal candidate genes that predispose to preterm prelabor
rupture of membranes (PROM). American Journal of Obstetrics and Gynecology, 2010, 203, 361.e1-361.e30. 0.7 78

477 Paraoxonase 1 gene and glutathione S-transferase Î¼ 1 gene interaction with preterm delivery in Korean
women. American Journal of Obstetrics and Gynecology, 2010, 203, 569.e1-569.e7. 0.7 9

478
A crossâ€•validation procedure for general pedigrees and matched odds ratio fitness metric implemented
for the multifactor dimensionality reduction pedigree disequilibrium test. Genetic Epidemiology, 2010,
34, 194-199.

0.6 7

479 An â€œalmost exhaustiveâ€• searchâ€•based sequential permutation method for detecting epistasis in disease
association studies. Genetic Epidemiology, 2010, 34, 434-443. 0.6 12

480 The longitudinal nonparametric test as a new tool to explore geneâ€•gene and geneâ€•time effects in
cohorts. Genetic Epidemiology, 2010, 34, 469-478. 0.6 9

481 Identifying genetic interactions in genomeâ€•wide data using Bayesian networks. Genetic Epidemiology,
2010, 34, 575-581. 0.6 56

482 Effects of estrogen on breast cancer development: Role of estrogen receptor independent
mechanisms. International Journal of Cancer, 2010, 127, 1748-1757. 2.3 114

484 Aggressive behavior, related conduct problems, and variation in genes affecting dopamine turnover.
Aggressive Behavior, 2010, 36, 158-176. 1.5 34

485 Association and geneâ€“gene interaction of <i>SLC6A4</i> and <i>ITGB3</i> in autism. American Journal
of Medical Genetics Part B: Neuropsychiatric Genetics, 2010, 153B, 477-483. 1.1 41

486 Association of candidate susceptible loci with chronic infection with hepatitis B virus in a Chinese
population. Journal of Medical Virology, 2010, 82, 371-378. 2.5 50

487 Association of selected polymorphisms of CCND1, p21, and caspase8 With colorectal cancer risk.
Molecular Carcinogenesis, 2010, 49, 75-84. 1.3 40

488 A Markov blanket-based method for detecting causal SNPs in GWAS. BMC Bioinformatics, 2010, 11, S5. 1.2 61



28

Citation Report

# Article IF Citations

489 Mapping Haplotype-haplotype Interactions with Adaptive LASSO. BMC Genetics, 2010, 11, 79. 2.7 17

490 Discovering joint associations between disease and gene pairs with a novel similarity test. BMC
Genetics, 2010, 11, 86. 2.7 3

491 Polymorphisms in IL-1Î², vitamin D receptor Fok1, and Toll-like receptor 2 are associated with
extrapulmonary tuberculosis. BMC Medical Genetics, 2010, 11, 37. 2.1 55

492 ATHENA: A knowledge-based hybrid backpropagation-grammatical evolution neural network algorithm
for discovering epistasis among quantitative trait Loci. BioData Mining, 2010, 3, 5. 2.2 43

493 Grammatical evolution decision trees for detecting gene-gene interactions. BioData Mining, 2010, 3, 8. 2.2 14

494 Interaction among variant vascular endothelial growth factor (VEGF) and its receptor in relation to
prostate cancer risk. Prostate, 2010, 70, 341-352. 1.2 42

495 Identification of Interacting Genes in Genomeâ€•Wide Association Studies Using a Modelâ€•Based Twoâ€•Stage
Approach. Annals of Human Genetics, 2010, 74, 406-415. 0.3 1

496 Past, present and future directions in human genetic susceptibility to tuberculosis. FEMS Immunology
and Medical Microbiology, 2010, 58, 3-26. 2.7 109

497 Hint for association of single nucleotide polymorphisms and haplotype in SPINK5 gene with atopic
dermatitis in Koreans. Experimental Dermatology, 2010, 19, 1048-1053. 1.4 17

498 A screening methodology based on Random Forests to improve the detection of geneâ€“gene
interactions. European Journal of Human Genetics, 2010, 18, 1127-1132. 1.4 47

499 FAM-MDR: A Flexible Family-Based Multifactor Dimensionality Reduction Technique to Detect Epistasis
Using Related Individuals. PLoS ONE, 2010, 5, e10304. 1.1 48

500 A General Model for Multilocus Epistatic Interactions in Case-Control Studies. PLoS ONE, 2010, 5,
e11384. 1.1 40

501 Genome Simulation. Advances in Genetics, 2010, 72, 1-24. 0.8 14

502 TEAM: efficient two-locus epistasis tests in human genome-wide association study. Bioinformatics,
2010, 26, i217-i227. 1.8 150

503 Statistical analysis of genetic interactions. Genetical Research, 2010, 92, 443-459. 0.3 25

504 Genetic Polymorphisms in Adaptive Immunity Genes and Childhood Acute Lymphoblastic Leukemia.
Cancer Epidemiology Biomarkers and Prevention, 2010, 19, 2152-2163. 1.1 31

505 Transforming Growth Factor Beta-3 and Environmental Factors and Cleft Lip with/without Cleft
Palate. DNA and Cell Biology, 2010, 29, 375-380. 0.9 8

506 Identification of epistatic effects using a protein-protein interaction database. Human Molecular
Genetics, 2010, 19, 4345-4352. 1.4 23



29

Citation Report

# Article IF Citations

508 Buckley-James Boosting for Survival Analysis with High-Dimensional Biomarker Data. Statistical
Applications in Genetics and Molecular Biology, 2010, 9, Article24. 0.2 27

509
A Novel Adaptive Method for the Analysis of Next-Generation Sequencing Data to Detect Complex Trait
Associations with Rare Variants Due to Gene Main Effects and Interactions. PLoS Genetics, 2010, 6,
e1001156.

1.5 211

510 Petri net models and non linear genetic diseases. , 2010, , . 0

511 Data analysis of Genome-Wide Association studies (GWAS) concerning rheumatoid arthritis and
multiple sclerosis. , 2010, , . 0

512 Pattern Recognition in Bioinformatics. Lecture Notes in Computer Science, 2010, , . 1.0 1

513 Association of Interleukin-1Î² (IL1B) Polymorphisms with Graves' Ophthalmopathy in Taiwan Chinese
Patients. , 2010, 51, 6238. 28

514 mbmdr: an R package for exploring geneâ€“gene interactions associated with binary or quantitative
traits. Bioinformatics, 2010, 26, 2198-2199. 1.8 90

515 Multifactor dimensionality reduction for graphics processing units enables genome-wide testing of
epistasis in sporadic ALS. Bioinformatics, 2010, 26, 694-695. 1.8 76

516
Genome-wide association study for colorectal cancer identifies risk polymorphisms in German
familial cases and implicates MAPK signalling pathways in disease susceptibility. Carcinogenesis, 2010,
31, 1612-1619.

1.3 57

517 Predictive rule inference for epistatic interaction detection in genome-wide association studies.
Bioinformatics, 2010, 26, 30-37. 1.8 156

518
Interactions Among Genetic Variants in Apoptosis Pathway Genes, Reflux Symptoms, Body Mass Index,
and Smoking Indicate Two Distinct Etiologic Patterns of Esophageal Adenocarcinoma. Journal of
Clinical Oncology, 2010, 28, 2445-2451.

0.8 40

519 Allelic Based Gene-Gene Interaction in Case-Control Studies. Human Heredity, 2010, 69, 14-27. 0.4 0

520 Pair-Wise Multifactor Dimensionality Reduction Method to Detect Gene-Gene Interactions in A
Case-Control Study. Human Heredity, 2010, 69, 60-70. 0.4 13

521 A Simple and Computationally Efficient Sampling Approach to Covariate Adjustment for Multifactor
Dimensionality Reduction Analysis of Epistasis. Human Heredity, 2010, 70, 219-225. 0.4 26

522 Polymorphisms of endocrine gland-derived vascular endothelial growth factor gene and its receptor
genes are associated with recurrent pregnancy loss. Human Reproduction, 2010, 25, 2923-2930. 0.4 33

523 Detecting two-locus associations allowing for interactions in genome-wide association studies.
Bioinformatics, 2010, 26, 2517-2525. 1.8 23

524 Initialization parameter sweep in ATHENA. , 2010, 12, 203-210. 12

525 Fast genome-wide epistasis analysis using ant colony optimization for multifactor dimensionality
reduction analysis on graphics processing units. , 2010, , . 10



30

Citation Report

# Article IF Citations

526
Concordance of two multiple analytical approaches demonstrate that interaction between BMI and
ADIPOQ haplotypes is a determinant of LDL cholesterol in a general French population. Journal of
Human Genetics, 2010, 55, 227-231.

1.1 3

527 Bioinformatics challenges for genome-wide association studies. Bioinformatics, 2010, 26, 445-455. 1.8 477

528 Testing multiple gene interactions by the ordered combinatorial partitioning method in caseâ€“control
studies. Bioinformatics, 2010, 26, 1871-1878. 1.8 10

529 Detecting, Characterizing, and Interpreting Nonlinear Geneâ€“Gene Interactions Using Multifactor
Dimensionality Reduction. Advances in Genetics, 2010, 72, 101-116. 0.8 52

530 Effects of MCF2L2, ADIPOQ and SOX2 genetic polymorphisms on the development of nephropathy in
type 1 Diabetes Mellitus. BMC Medical Genetics, 2010, 11, 116. 2.1 25

531 Genetic Approaches to Functional Gastrointestinal Disorders. Gastroenterology, 2010, 138, 1276-1285. 0.6 93

533 The application of michigan-style learning classifiersystems to address genetic heterogeneity and
epistasisin association studies. , 2010, , . 37

534 Genetic Epidemiology. , 2010, , 617-634. 0

535 Betel quid chewing as an environmental risk factor for breast cancer. Mutation Research - Genetic
Toxicology and Environmental Mutagenesis, 2010, 703, 143-148. 0.9 27

536
Analysis of interactions between genetic variants of BMP4 and environmental factors with
nonsyndromic cleft lip with or without cleft palate susceptibility. International Journal of Oral and
Maxillofacial Surgery, 2010, 39, 50-56.

0.7 28

537 A 3-factor epistatic model predicts digital ulcers in Italian scleroderma patients. European Journal of
Internal Medicine, 2010, 21, 347-353. 1.0 7

538 Epistasis of oxidative stress-related enzyme genes on modulating the risks in oral cavity cancer.
Clinica Chimica Acta, 2010, 411, 1705-1710. 0.5 14

539 Interactions among genetic variants from SREBP2 activating-related pathway on risk of coronary
heart disease in Chinese Han population. Atherosclerosis, 2010, 208, 421-426. 0.4 15

540 Statistical Methods for Pathway Analysis of Genome-Wide Data for Association with Complex Genetic
Traits. Advances in Genetics, 2010, 72, 141-179. 0.8 86

541 MicroRNAs and target site screening reveals a pre-microRNA-30e variant associated with
schizophrenia. Schizophrenia Research, 2010, 119, 219-227. 1.1 93

542 Practical Issues in Building Risk-Predicting Models for Complex Diseases. Journal of
Biopharmaceutical Statistics, 2010, 20, 415-440. 0.4 18

543 Epistatic Interactions. Statistical Applications in Genetics and Molecular Biology, 2010, 9, Article 1. 0.2 48

544 BDNF and CGRP interaction: Implications in migraine susceptibility. Cephalalgia, 2010, 30, 1375-1382. 1.8 41



31

Citation Report

# Article IF Citations

545 cuGWAM: Genome-wide association multifactor dimensionality reduction using CUDA-enabled
high-performance graphics processing unit. , 2010, , . 0

546 Two-way interaction analysis of obesity trait from Korean population using generalized MDR. , 2010, , . 0

547 Multilocus association analysis under polygenic models. , 2010, , . 1

548 A scalable method for detecting multiple loci associated with traits using TF-IDF weighting and
association rule mining. , 2010, , . 0

549 COE: A General Approach for Efficient Genome-Wide Two-Locus Epistasis Test in Disease Association
Study. Journal of Computational Biology, 2010, 17, 401-415. 0.8 21

550 A Case-Control Study of Non-parametric Approaches for Detecting SNP-SNP Interactions. , 2011, , . 2

551
Methods for Identifying SNP Interactions: A Review on Variations of Logic Regression, Random Forest
and Bayesian Logistic Regression. IEEE/ACM Transactions on Computational Biology and
Bioinformatics, 2011, 8, 1580-1591.

1.9 81

552 Dedicated hardware accelerators for the epistatic analysis of human genetic data. , 2011, , . 1

553 POMC and TP53 genetic variability and risk of basal cell carcinoma of skin: Interaction between host
and genetic factors. Journal of Dermatological Science, 2011, 63, 47-54. 1.0 15

554 Gene Variation in Resistant Hypertension: Multilocus Analysis of the Angiotensin 1-Converting Enzyme,
Angiotensinogen, and Endothelial Nitric Oxide Synthase Genes. DNA and Cell Biology, 2011, 30, 555-564. 0.9 30

555 Practical and Theoretical Considerations in Study Design for Detecting Gene-Gene Interactions Using
MDR and GMDR Approaches. PLoS ONE, 2011, 6, e16981. 1.1 45

556 A Comparison of Machine Learning Methods for the Prediction of Breast Cancer. Lecture Notes in
Computer Science, 2011, , 159-170. 1.0 6

557 Geneâ€“gene interactions contribute to eye colour variation in humans. Journal of Human Genetics,
2011, 56, 447-455. 1.1 57

558 Analysis of Geneâ€•Gene Interactions. Current Protocols in Human Genetics, 2011, 70, Unit1.14. 3.5 39

559 SNPInterForest: A new method for detecting epistatic interactions. BMC Bioinformatics, 2011, 12, 469. 1.2 57

560 bNEAT: a Bayesian network method for detecting epistatic interactions in genome-wide association
studies. BMC Genomics, 2011, 12, S9. 1.2 26

561 Analysis of SNP Interaction Combinations to Determine Breast Cancer Risk with PSO. , 2011, , . 6

564 Polygenetic regression model of renin-angiotensin system genes and the risk of coronary artery
disease in a large angiographic population. Clinica Chimica Acta, 2011, 412, 619-624. 0.5 5



32

Citation Report

# Article IF Citations

565 Age- and gender-specific epistasis between ADA and TNF-Î± influences human life-expectancy. Cytokine,
2011, 56, 481-488. 1.4 17

566 The effect of TP53 codon 72 and RNASEL codon 462 polymorphisms on the development of cervical
cancer in Argentine women. Cancer Genetics, 2011, 204, 270-277. 0.2 10

567

Haplotype-based association of ACE I/D, AT1R 1166A&gt;C, and AGT M235T polymorphisms in
reninâ€“angiotensinâ€“aldosterone system genes in Korean women with idiopathic recurrent
spontaneous abortions. European Journal of Obstetrics, Gynecology and Reproductive Biology, 2011,
158, 225-228.

0.5 23

568 Family-Based Genetic Association Tests. Cold Spring Harbor Protocols, 2011, 2011, pdb.top96. 0.2 1

569 On the use of multifactor dimensionality reduction (MDR) and classification and regression tree
(CART) to identify haplotypeâ€“haplotype interactions in genetic studies. Genomics, 2011, 97, 77-85. 1.3 16

570 Asymptotic distribution for epistatic tests in caseâ€“control studies. Genomics, 2011, 98, 145-151. 1.3 18

571 Role of geneâ€“gene/geneâ€“environment interaction in the etiology of eastern Indian ADHD probands.
Progress in Neuro-Psychopharmacology and Biological Psychiatry, 2011, 35, 577-587. 2.5 38

572 Gene-Gene Interaction and Epistasis. , 2011, , 197-213. 2

573 Statistical Optimization of Pharmacogenomics Association Studies: Key Considerations from Study
Design to Analysis. Current Pharmacogenomics and Personalized Medicine, 2011, 9, 41-66. 0.2 11

574 The genetics of breast cancer: risk factors for disease. The Application of Clinical Genetics, 2011, 4, 11. 1.4 32

575 Effects of Six Functional SNPs on the Urinary 8-Isoprostane Level in a General Japanese Population;
Shimane COHRE Study. Disease Markers, 2011, 30, 291-298. 0.6 2

576 Multifactor Dimensionality Reduction as a Filter-Based Approach for Genome Wide Association
Studies. Frontiers in Genetics, 2011, 2, 80. 1.1 12

577 The Impact of Mitochondrial and Nuclear DNA Variants on Late-Onset Alzheimer's Disease Risk. Journal
of Alzheimer's Disease, 2011, 27, 197-210. 1.2 43

578 Estimating and testing linkage disequilibrium from sib data. Statistica Neerlandica, 2011, 65, 239-258. 0.9 0

579 A role for endothelin receptor type A in migraine without aura susceptibility? A study in Portuguese
patients. European Journal of Neurology, 2011, 18, 649-655. 1.7 15

580 Permutation and Parametric Bootstrap Tests for Gene-Gene and Gene-Environment Interactions.
Annals of Human Genetics, 2011, 75, 36-45. 0.3 69

581 The Effect of Retrospective Sampling on Estimates of Prediction Error for Multifactor Dimensionality
Reduction. Annals of Human Genetics, 2011, 75, 46-61. 0.3 3

582 Model-Based Multifactor Dimensionality Reduction for detecting epistasis in case-control data in the
presence of noise. Annals of Human Genetics, 2011, 75, 78-89. 0.3 69



33

Citation Report

# Article IF Citations

583 Bayesian Analysis of Genetic Interactions in Case-control Studies, with Application to Adiponectin
Genes and Colorectal Cancer Risk. Annals of Human Genetics, 2011, 75, 90-104. 0.3 27

584 Significance Levels in Genome-Wide Interaction Analysis (GWIA). Annals of Human Genetics, 2011, 75,
29-35. 0.3 21

585 Importance Measures for Epistatic Interactions in Case-Parent Trios. Annals of Human Genetics, 2011,
75, 122-132. 0.3 13

586
A Robust Multifactor Dimensionality Reduction Method for Detecting Gene-Gene Interactions with
Application to the Genetic Analysis of Bladder Cancer Susceptibility. Annals of Human Genetics, 2011,
75, 20-28.

0.3 62

587 Detecting Epistatic SNPs Associated with Complex Diseases via a Bayesian Classification Tree Search
Method. Annals of Human Genetics, 2011, 75, 112-121. 0.3 6

588 Genome-Wide Association Scan Allowing for Epistasis in Type 2 Diabetes. Annals of Human Genetics,
2011, 75, 10-19. 0.3 34

589 Using Biological Knowledge to Uncover the Mystery in the Search for Epistasis in Genome-Wide
Association Studies. Annals of Human Genetics, 2011, 75, 172-182. 0.3 66

590 A Novel Method to Detect Gene-Gene Interactions in Structured Populations: MDR-SP. Annals of
Human Genetics, 2011, 75, 742-754. 0.3 15

591 Association of polymorphisms in genes encoding IL-4, IL-13 and their receptors with atopic dermatitis in
a Korean population. Experimental Dermatology, 2011, 20, 915-919. 1.4 56

592 Model-Based Multifactor Dimensionality Reduction to detect epistasis for quantitative traits in the
presence of error-free and noisy data. European Journal of Human Genetics, 2011, 19, 696-703. 1.4 28

593 Evidence for epistasis between hemoglobin C and immune genes in human P. falciparum malaria: a
family study in Burkina Faso. Genes and Immunity, 2011, 12, 481-489. 2.2 11

594 Geneâ€“gene interaction among cytokine polymorphisms influence susceptibility to aggressive
periodontitis. Genes and Immunity, 2011, 12, 473-480. 2.2 20

595 Modeling of environmental and genetic interactions with AMBROSIA, an information-theoretic model
synthesis method. Heredity, 2011, 107, 320-327. 1.2 10

596
Variants in the Inflammatory <i>IL6</i> and <i>MPO</i> Genes Modulate Stroke Susceptibility Through
Main Effects and Geneâ€”Gene Interactions. Journal of Cerebral Blood Flow and Metabolism, 2011, 31,
1751-1759.

2.4 19

597 Implementing ReliefF filters to extract meaningful features from genetic lifetime datasets. Journal of
Biomedical Informatics, 2011, 44, 361-369. 2.5 25

598 AUC-RF: A New Strategy for Genomic Profiling with Random Forest. Human Heredity, 2011, 72, 121-132. 0.4 122

599
Interrogating the complex role of chromosome 16p13.13 in multiple sclerosis susceptibility:
independent genetic signals in the CIITAâ€“CLEC16Aâ€“SOCS1 gene complex. Human Molecular Genetics,
2011, 20, 3517-3524.

1.4 50

600 A novel survival multifactor dimensionality reduction method for detecting geneâ€“gene interactions
with application to bladder cancer prognosis. Human Genetics, 2011, 129, 101-110. 1.8 57



34

Citation Report

# Article IF Citations

601 Genes in the insulin and insulin-like growth factor pathway and odds of metachronous colorectal
neoplasia. Human Genetics, 2011, 129, 503-512. 1.8 11

602 Simulating Linkage Disequilibrium Structures in a Human Population for SNP Association Studies.
Biochemical Genetics, 2011, 49, 395-409. 0.8 16

603 Gene-gene interaction between tuberculosis candidate genes in a South African population.
Mammalian Genome, 2011, 22, 100-110. 1.0 45

604 Patterns of herbal combination for the treatment of insomnia commonly employed by highly
experienced Chinese medicine physicians. Chinese Journal of Integrative Medicine, 2011, 17, 655-662. 0.7 16

605 Glutathione pathway gene variation and risk of autism spectrum disorders. Journal of
Neurodevelopmental Disorders, 2011, 3, 132-143. 1.5 55

606 Tools for efficient epistasis detection in genome-wide association study. Source Code for Biology and
Medicine, 2011, 6, 1. 1.7 21

607 The effects of linkage disequilibrium in large scale SNP datasets for MDR. BioData Mining, 2011, 4, 11. 2.2 17

608 Evolving hard problems: Generating human genetics datasets with a complex etiology. BioData Mining,
2011, 4, 21. 2.2 19

609 An R package implementation of multifactor dimensionality reduction. BioData Mining, 2011, 4, 24. 2.2 26

610 A hidden two-locus disease association pattern in genome-wide association studies. BMC
Bioinformatics, 2011, 12, 156. 1.2 2

611 Characterizing genetic interactions in human disease association studies using statistical epistasis
networks. BMC Bioinformatics, 2011, 12, 364. 1.2 106

612 Performance analysis of novel methods for detecting epistasis. BMC Bioinformatics, 2011, 12, 475. 1.2 61

613 Learning genetic epistasis using Bayesian network scoring criteria. BMC Bioinformatics, 2011, 12, 89. 1.2 79

614 The choice of null distributions for detecting gene-gene interactions in genome-wide association
studies. BMC Bioinformatics, 2011, 12, S26. 1.2 6

615 FEPI-MB: identifying SNPs-disease association using a Markov Blanket-based approach. BMC
Bioinformatics, 2011, 12, S3. 1.2 18

616 Comparative analysis of methods for detecting interacting loci. BMC Genomics, 2011, 12, 344. 1.2 31

617 Layers of epistasis: genomeâ€•wide regulatory networks and network approaches to genomeâ€•wide
association studies. Wiley Interdisciplinary Reviews: Systems Biology and Medicine, 2011, 3, 513-526. 6.6 35

618 Hodgkin disease risk: Role of genetic polymorphisms and geneâ€“gene interactions in inflammation
pathway genes. Molecular Carcinogenesis, 2011, 50, 36-46. 1.3 36



35

Citation Report

# Article IF Citations

619 Hodgkin lymphoma risk: Role of genetic polymorphisms and geneâ€“gene interactions in DNA repair
pathways. Molecular Carcinogenesis, 2011, 50, 825-834. 1.3 29

620 Association study of Nogoâ€•related genes with schizophrenia in a Japanese caseâ€“control sample.
American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2011, 156, 581-592. 1.1 34

621 Direct assessment of multiple testing correction in case-control association studies with related
individuals. Genetic Epidemiology, 2011, 35, 70-79. 0.6 5

622 Detecting genetic interactions for quantitative traits with U-statistics. Genetic Epidemiology, 2011, 35,
n/a-n/a. 0.6 22

623
Entropy-based information gain approaches to detect and to characterize gene-gene and
gene-environment interactions/correlations of complex diseases. Genetic Epidemiology, 2011, 35,
706-721.

0.6 54

624 Variants in folate pathway genes as modulators of genetic instability and lung cancer risk. Genes
Chromosomes and Cancer, 2011, 50, 1-12. 1.5 27

625 Prolactin as a biomarker for treatment response and tardive dyskinesia in schizophrenia subjects: old
thoughts revisited from a genetic perspective. Human Psychopharmacology, 2011, 26, 21-27. 0.7 5

626 Carotid Plaque and Candidate Genes Related to Inflammation and Endothelial Function in Hispanics
From Northern Manhattan. Stroke, 2011, 42, 889-896. 1.0 38

627 Bayesian epistasis association mapping via SNP imputation. Biostatistics, 2011, 12, 211-222. 0.9 7

628 Interactions Among Genetic Variants in Tobacco Metabolizing Genes and Smoking Are Associated with
Head and Neck Cancer Susceptibility in North Indians. DNA and Cell Biology, 2011, 30, 611-616. 0.9 8

629 A chi-square test for detecting multiple joint genetic variants in genome-wide association studies. ,
2011, , . 3

630 Efficient and Fast Analysis for Detecting High Order Gene-by-Gene Interactions in a Genome-Wide
Association Study. , 2011, , . 1

631
Multifactor dimensionality reduction analysis of MTHFR, PAI-1, ACE, PON1, and eNOS gene
polymorphisms in patients with early onset coronary artery disease. European Journal of
Cardiovascular Prevention and Rehabilitation, 2011, 18, 803-809.

3.1 29

632 Genetic polymorphisms in DNA double-strand break repair genes XRCC5 , XRCC6 and susceptibility to
hepatocellular carcinoma. Carcinogenesis, 2011, 32, 530-536. 1.3 33

633 Estrogen Metabolism and Exposure in a Genotypicâ€“Phenotypic Model for Breast Cancer Risk
Prediction. Cancer Epidemiology Biomarkers and Prevention, 2011, 20, 1502-1515. 1.1 26

634 Gallbladder Cancer Predisposition: A Multigenic Approach to DNA-Repair, Apoptotic and Inflammatory
Pathway Genes. PLoS ONE, 2011, 6, e16449. 1.1 21

635 Multicenter Breast Cancer Collaborative Registry. Cancer Informatics, 2011, 10, CIN.S7845. 0.9 17

636 Gene-gene interaction analysis for the survival phenotype based on the standardized residuals from
parametric regression models. , 2011, , . 2



36

Citation Report

# Article IF Citations

637
A Comparison of Multifactor Dimensionality Reduction and L1-Penalized Regression to Identify
Gene-Gene Interactions in Genetic Association Studies. Statistical Applications in Genetics and
Molecular Biology, 2011, 10, Article 4.

0.2 8

638 A Dimension Reduction Approach for Modeling Multi-Locus Interaction in Case-Control Studies.
Human Heredity, 2011, 71, 234-245. 0.4 9

639 Adaptive Tests for Detecting Gene-Gene and Gene-Environment Interactions. Human Heredity, 2011, 72,
98-109. 0.4 11

640 Quantitative trait analysis suggests polymorphisms of estrogen-related genes regulate human sperm
concentrations and motility. Human Reproduction, 2011, 26, 1585-1596. 0.4 25

641 Genetic regulation of Nrnx1 expression: an integrative cross-species analysis of schizophrenia
candidate genes. Translational Psychiatry, 2011, 1, e25-e25. 2.4 26

642 Association of Toll-like receptor 10 and susceptibility to Crohn's disease independent of NOD2. Genes
and Immunity, 2011, 12, 635-642. 2.2 24

643 Evidence for epistatic interactions in antiepileptic drug resistance. Journal of Human Genetics, 2011,
56, 71-76. 1.1 17

644 GWAS-GMDR: A program package for genome-wide scan of gene-gene interactions with covariate
adjustment based on multifactor dimensionality reduction. , 2011, , . 2

645 An empirical comparison of several recent epistatic interaction detection methods. Bioinformatics,
2011, 27, 2936-2943. 1.8 61

646 Examining the Joint Effect of Multiple Risk Factors Using Exposure Risk Profiles: Lung Cancer in
Nonsmokers. Environmental Health Perspectives, 2011, 119, 84-91. 2.8 45

647 Interaction between functional polymorphic variants in cytokine genes, established risk factors and
susceptibility to basal cell carcinoma of skin. Carcinogenesis, 2011, 32, 1849-1854. 1.3 20

648
Polymorphisms in maternal and fetal genes encoding for proteins involved in extracellular matrix
metabolism alter the risk for small-for-gestational-age. Journal of Maternal-Fetal and Neonatal
Medicine, 2011, 24, 362-380.

0.7 17

649 Testing SNPs and sets of SNPs for importance in association studies. Biostatistics, 2011, 12, 18-32. 0.9 36

650 A comparison between gene-gene sub networks associated with complex diseases and genetic loci-sets.
, 2011, , . 0

651 Chapter 10: Mining Genome-Wide Genetic Markers. PLoS Computational Biology, 2012, 8, e1002828. 1.5 7

652 Detecting genome-wide epistases based on the clustering of relatively frequent items. Bioinformatics,
2012, 28, 5-12. 1.8 62

653 An integrated approach to reduce the impact of minor allele frequency and linkage disequilibrium on
variable importance measures for genome-wide data. Bioinformatics, 2012, 28, 2615-2623. 1.8 14

654 Contributions of Renin-Angiotensin System-Related Gene Interactions to Obesity in a Chinese
Population. PLoS ONE, 2012, 7, e42881. 1.1 13



37

Citation Report

# Article IF Citations

655 Analysis of autosomal genes reveals geneâ€“sex interactions and higher total genetic risk in men with
systemic lupus erythematosus. Annals of the Rheumatic Diseases, 2012, 71, 694-699. 0.5 87

656 Choline Acetyltransferase 2384G>A Polymorphism and the Risk of Alzheimer Disease. Alzheimer Disease
and Associated Disorders, 2012, 26, 81-87. 0.6 12

657 Gene-Environment Interactions in Genome-Wide Association Studies: A Comparative Study of Tests
Applied to Empirical Studies of Type 2 Diabetes. American Journal of Epidemiology, 2012, 175, 191-202. 1.6 102

658 Geneâ€“gene interaction analysis for the survival phenotype based on the Cox model. Bioinformatics,
2012, 28, i582-i588. 1.8 36

659 Travelling the world of gene-gene interactions. Briefings in Bioinformatics, 2012, 13, 1-19. 3.2 164

660 Inferring novel associations between SNP sets and gene sets in eQTL study using sparse graphical
model. , 2012, , . 6

661 The Prediction of Wax Precipitation by Neural Network and Genetic Algorithm and Comparison With a
Multisolid Model in Crude Oil Systems. Petroleum Science and Technology, 2012, 30, 1369-1378. 0.7 12

662
The Genetic Associations and Epistatic Effects of the<i>CCR5</i>Promoter and<i>CCR2</i>-V64I
Polymorphisms on Susceptibility to HIV-1 Infection in a Northern Han Chinese Population. Genetic
Testing and Molecular Biomarkers, 2012, 16, 1369-1375.

0.3 6

663
Estimation of risk and interaction of single nucleotide polymorphisms at angiotensinogen locus
causing susceptibility to essential hypertension: a case control study. JRAAS - Journal of the
Renin-Angiotensin-Aldosterone System, 2012, 13, 461-471.

1.0 16

664 GxG-Viztool: A program for visualizing gene-gene interactions in genetic association analysis. , 2012, , . 0

665 Clustering subjects in genetic studies with Self Organizing Maps. , 2012, , . 1

666 Epistatic interactions in idiopathic pulmonary arterial hypertension. Indian Journal of Human
Genetics, 2012, 18, 56. 0.7 3

667 Algebraic Methods for Studying Interactions Between Epidemiological Variables. Mathematical
Modelling of Natural Phenomena, 2012, 7, 227-252. 0.9 0

668 Probabilistic graphical models for genetic association studies. Briefings in Bioinformatics, 2012, 13,
20-33. 3.2 22

669 Ultrafast genome-wide scan for SNPâ€“SNP interactions in common complex disease. Genome Research,
2012, 22, 2230-2240. 2.4 96

670 Joint Analysis for Integrating Two Related Studies of Different Data Types and Different Study Designs
Using Hierarchical Modeling Approaches. Human Heredity, 2012, 74, 83-96. 0.4 5

671 Epistatic Interactions Associated with Stevensâ€“Johnson Syndrome. Cornea, 2012, 31, S57-S62. 0.9 4

672 Genetic Association Studies: An Information Content Perspective. Current Genomics, 2012, 13, 566-573. 0.7 18



38

Citation Report

# Article IF Citations

673 A 2-phased approach for detecting multiple loci associations with traits. International Journal of
Data Mining and Bioinformatics, 2012, 6, 535. 0.1 0

674 Evaluation of polymorphisms in the sulfonamide detoxification genes NAT2, CYB5A, and CYB5R3 in
patients with sulfonamide hypersensitivity. Pharmacogenetics and Genomics, 2012, 22, 733-740. 0.7 20

675 Gene-centric geneâ€“gene interaction: A model-based kernel machine method. Annals of Applied
Statistics, 2012, 6, . 0.5 43

676
cuGWAM: Genome-wide Association Multifactor Dimensionality reduction using CUDA-enabled
high-performance graphics processing unit. International Journal of Data Mining and Bioinformatics,
2012, 6, 471.

0.1 9

677 Multilocus association analysis under polygenic models. International Journal of Data Mining and
Bioinformatics, 2012, 6, 482. 0.1 3

678 Methods for SNP Regression Analysis in Clinical Studies. , 2012, , 591-604. 0

679 DNA Methylation Biomarkers Offer Improved Diagnostic Efficiency in Lung Cancer. Cancer Research,
2012, 72, 5692-5701. 0.4 120

680 Mining Functional Gene Modules Linked with Rheumatoid Arthritis Using a SNP-SNP Network.
Genomics, Proteomics and Bioinformatics, 2012, 10, 23-34. 3.0 13

681
Serum vitamins A and E as modifiers of lipid trait genetics in the National Health and Nutrition
Examination Surveys as part of the Population Architecture using Genomics and Epidemiology (PAGE)
study. Human Genetics, 2012, 131, 1699-1708.

1.8 12

682 Challenges and opportunities in genome-wide environmental interaction (GWEI) studies. Human
Genetics, 2012, 131, 1591-1613. 1.8 128

683 Genetic variation in MDR1, LPL and eNOS genes and the response to atorvastatin treatment in ischemic
stroke. Human Genetics, 2012, 131, 1775-1781. 1.8 13

684
The success of pharmacogenomics in moving genetic association studies from bench to bedside: study
design and implementation of precision medicine in the post-GWAS era. Human Genetics, 2012, 131,
1615-1626.

1.8 65

685 Detecting epistatic effects associated with cotton traits by a modified MDR approach. Euphytica, 2012,
187, 289-301. 0.6 13

686 Interaction among nitric oxide (NO)-related genes in migraine susceptibility. Molecular and Cellular
Biochemistry, 2012, 370, 183-189. 1.4 34

687 Germline prognostic markers for urinary bladder cancer: Obstacles and opportunities. Urologic
Oncology: Seminars and Original Investigations, 2012, 30, 524-532. 0.8 21

688 Incorporating heuristic information into ant colony optimization for epistasis detection. Genes and
Genomics, 2012, 34, 321-327. 0.5 26

689 Association of variants in genes involved in environmental chemical metabolism and risk of
cryptorchidism and hypospadias. Journal of Human Genetics, 2012, 57, 434-441. 1.1 35

690 Geneâ€“Gene Interaction between PPARÎ´ and PPARÎ³ Is Associated with Abdominal Obesity in a Chinese
Population. Journal of Genetics and Genomics, 2012, 39, 625-631. 1.7 17



39

Citation Report

# Article IF Citations

691 Genetic epistasis in female suicide attempters. Progress in Neuro-Psychopharmacology and Biological
Psychiatry, 2012, 38, 294-301. 2.5 9

692 Study designs and methods post genome-wide association studies. Human Genetics, 2012, 131, 1525-1531. 1.8 10

693 Multilocus Analysis of Candidate Genes Involved in Neurogenic Inflammation in Pediatric Asthma and
Related Phenotypes: A Caseâ€“Control Study. Journal of Asthma, 2012, 49, 329-335. 0.9 15

694 Association study of microRNA polymorphisms with risk of idiopathic recurrent spontaneous
abortion in Korean women. Gene, 2012, 494, 168-173. 1.0 72

695 No evidence of association between the synonymous polymorphisms in XRCC1 and ERCC2 and breast
cancer susceptibility among nonsmoking Chinese. Gene, 2012, 503, 118-122. 1.0 8

696 Odds Ratio-Based Genetic Algorithm for Prediction of SNP-SNP Interactions in Breast Cancer
Association Study. , 2012, , . 1

697 High order interactions of xenobiotic metabolizing genes and P53 codon 72 polymorphisms in acute
leukemia. Environmental and Molecular Mutagenesis, 2012, 53, 619-630. 0.9 20

698 Unveiling Caseâ€•Control Relationships in Designing a Simple and Powerful Method for Detecting
Geneâ€•Gene Interactions. Genetic Epidemiology, 2012, 36, 710-716. 0.6 3

699 A discussion of geneâ€“gene and geneâ€“environment interactions and longitudinal genetic analysis of
complex traits. Statistics in Medicine, 2012, 31, 2565-2568. 0.8 8

700 SNP interaction detection with Random Forests in high-dimensional genetic data. BMC Bioinformatics,
2012, 13, 164. 1.2 83

701 Ultrahigh-dimensional variable selection method for whole-genome gene-gene interaction analysis.
BMC Bioinformatics, 2012, 13, 72. 1.2 33

702 Detection for gene-gene co-association via kernel canonical correlation analysis. BMC Genetics, 2012,
13, 83. 2.7 22

703 Predicting the difficulty of pure, strict, epistatic models: metrics for simulated model selection.
BioData Mining, 2012, 5, 15. 2.2 30

704 Gene ontology analysis of pairwise genetic associations in two genome-wide studies of sporadic ALS.
BioData Mining, 2012, 5, 9. 2.2 11

705 Epistasis among eNOS, MMP-9 and VEGF maternal genotypes in hypertensive disorders of pregnancy.
Hypertension Research, 2012, 35, 917-921. 1.5 31

707 Polymorphisms of tumor-related genes IL-10, PSCA, MTRR and NOC3L are associated with the risk of
gastric cancer in the Chinese Han population. Cancer Epidemiology, 2012, 36, e366-e372. 0.8 38

708 Ocular surface inflammation is regulated by innate immunity. Progress in Retinal and Eye Research,
2012, 31, 551-575. 7.3 80

709 Association between variations in coagulation system genes and carotid plaque. Journal of the
Neurological Sciences, 2012, 323, 93-98. 0.3 15



40

Citation Report

# Article IF Citations

710 Single nucleotide polymorphism barcoding to evaluate oral cancer risk using odds ratioâ€•based genetic
algorithms. Kaohsiung Journal of Medical Sciences, 2012, 28, 362-368. 0.8 34

711 A distance-based cluster algorithm for genomic analysis in genetic disease. Interdisciplinary Sciences,
Computational Life Sciences, 2012, 4, 90-96. 2.2 1

712 Analysis of Genetic Association Studies. Statistics in the Health Sciences, 2012, , . 0.2 26

713 Human Genome Project, Genomics, andÂ Clinical Research. , 2012, , 707-725. 0

714 A co-evolving memetic wrapper for prediction of patient outcomes in TCM informatics. Frontiers of
Computer Science, 2012, 6, 621-629. 1.6 0

715 An approach to predict the risk of glaucoma development by integrating different attribute data.
SpringerPlus, 2012, 1, 41. 1.2 6

716 Assessing Gene-Gene Interactions in Pharmacogenomics. Molecular Diagnosis and Therapy, 2012, 16,
15-27. 1.6 58

719 iLOCi: a SNP interaction prioritization technique for detecting epistasis in genome-wide association
studies. BMC Genomics, 2012, 13, S2. 1.2 38

720 Gene, pathway and network frameworks to identify epistatic interactions of single nucleotide
polymorphisms derived from GWAS data. BMC Systems Biology, 2012, 6, S15. 3.0 41

721 Genetic studies of complex human diseases: Characterizing SNP-disease associations using Bayesian
networks. BMC Systems Biology, 2012, 6, S14. 3.0 40

722 Genetic variations in genes involved in heparan sulphate biosynthesis are associated with Plasmodium
falciparum parasitaemia: a familial study in Burkina Faso. Malaria Journal, 2012, 11, 108. 0.8 14

723 GAMETES: a fast, direct algorithm for generating pure, strict, epistatic models with random
architectures. BioData Mining, 2012, 5, 16. 2.2 184

724 Global tests of P-values for multifactor dimensionality reduction models in selection of optimal
number of target genes. BioData Mining, 2012, 5, 3. 2.2 7

725 A comparison of internal model validation methods for multifactor dimensionality reduction in the
case of genetic heterogeneity. BMC Research Notes, 2012, 5, 623. 0.6 6

726 Multiple Pathway-Based Genetic Variations Associated with Tobacco Related Multiple Primary
Neoplasms. PLoS ONE, 2012, 7, e30013. 1.1 14

727 High-Order SNP Combinations Associated with Complex Diseases: Efficient Discovery, Statistical
Power and Functional Interactions. PLoS ONE, 2012, 7, e33531. 1.1 48

728 An Improved PSO Algorithm for Generating Protective SNP Barcodes in Breast Cancer. PLoS ONE, 2012,
7, e37018. 1.1 45

729 HSD3B and Gene-Gene Interactions in a Pathway-Based Analysis of Genetic Susceptibility to Bladder
Cancer. PLoS ONE, 2012, 7, e51301. 1.1 18



41

Citation Report

# Article IF Citations

730 Genetic Association and Gene-gene interaction of<i>HAS2</i>,<i>HABP1</i>and<i>HYAL3</i>Implicate
Hyaluronan Metabolic Genes in Glaucomatous Neurodegeneration. Disease Markers, 2012, 33, 145-154. 0.6 4

731 Replication of Relevant SNPs Associated with Cardiovascular Disease Susceptibility Obtained from
GWAs in a Case-Control Study in a Canarian Population. Disease Markers, 2012, 32, 231-239. 0.6 6

732 Six Degrees of Epistasis: Statistical Network Models for GWAS. Frontiers in Genetics, 2011, 2, 109. 1.1 41

733 Bayesian Exploration of Multilocus Interactions on the Genome-Wide Scale. Current Research in
Bioinformatics, 2012, 1, 70-78. 0.1 1

734 Evidencia de asociaciÃ³n entre el gen SLC6A4 y efectos epistÃ¡ticos con variantes en HTR2A en la
etiologÃa del autismo en poblaciÃ³n antioqueÃ±a. Biomedica, 2012, 32, . 0.3 3

737 High-Order Interactions in Rheumatoid Arthritis Detected by Bayesian Method using Genome-Wide
Association Studies Data. American Medical Journal, 2012, 3, 56-66. 1.0 8

738 A U-Statistic-based random forest approach for genetic interaction study. Frontiers in Bioscience -
Elite, 2012, E4, 2607-2617. 0.9 2

739 'Omics' Approaches to Understanding Interstitial Cystitis/Painful Bladder Syndrome/Bladder Pain
Syndrome. International Neurourology Journal, 2012, 16, 159. 0.5 19

740 A survey of computational molecular science using graphics processing units. Wiley Interdisciplinary
Reviews: Computational Molecular Science, 2012, 2, 734-742. 6.2 33

741 IndOR: a new statistical procedure to test for SNPâ€“SNP epistasis in genomeâ€•wide association studies.
Statistics in Medicine, 2012, 31, 2359-2373. 0.8 13

742 Germline genetic variation and treatment response on CCGâ€•1891. Pediatric Blood and Cancer, 2012, 58,
695-700. 0.8 24

743 A Comparison of Methods Sensitive to Interactions With Small Main Effects. Genetic Epidemiology,
2012, 36, 303-311. 0.6 10

744 A Likelihood Ratioâ€•Based Mannâ€•Whitney Approach Finds Novel Replicable Joint Gene Action for Type 2
Diabetes. Genetic Epidemiology, 2012, 36, 583-593. 0.6 15

745 Multivariate Detection of Geneâ€•Gene Interactions. Genetic Epidemiology, 2012, 36, 622-630. 0.6 20

746 Exploring Data From Genetic Association Studies Using Bayesian Variable Selection and the Dirichlet
Process: Application to Searching for Gene Ã— Gene Patterns. Genetic Epidemiology, 2012, 36, 663-674. 0.6 32

747 Association study of <i>IL10</i> and <i>IL23Râ€“IL12RB2</i> in Iranian patients with BehÃ§et's disease.
Arthritis and Rheumatism, 2012, 64, 2761-2772. 6.7 76

748 Genome-wide two-locus epistasis scans in prostate cancer using two European populations. Human
Genetics, 2012, 131, 1225-1234. 1.8 17

749 The polymorphisms of IL-4, IL-4R and IL-13 genes and bladder cancer risk in a Chinese population: a
caseâ€“control study. Molecular Biology Reports, 2012, 39, 5349-5357. 1.0 25



42

Citation Report

# Article IF Citations

750 Genetics of GABAergic signaling in nicotine and alcohol dependence. Human Genetics, 2012, 131, 843-855. 1.8 36

751 TRM: A Powerful Twoâ€•Stage Machine Learning Approach for Identifying SNPâ€•SNP Interactions. Annals of
Human Genetics, 2012, 76, 53-62. 0.3 29

752 Evidence for epistatic gene interactions between growth factor genes in stroke outcome. European
Journal of Neurology, 2012, 19, 1151-1153. 1.7 15

753 Association of polymophisms of renin-angiotensin and hemostasis system genes with ischemic stroke
in Russians from central Russia. Molecular Biology, 2012, 46, 192-199. 0.4 4

754 A novel method to identify high order gene-gene interactions in genome-wide association studies:
Gene-based MDR. BMC Bioinformatics, 2012, 13, S5. 1.2 66

755 Epidemiological, genetic and epigenetic aspects of the research on healthy ageing and longevity.
Immunity and Ageing, 2012, 9, 6. 1.8 43

757 SVMâ€•Based Generalized Multifactor Dimensionality Reduction Approaches for Detecting Geneâ€•Gene
Interactions in Family Studies. Genetic Epidemiology, 2012, 36, 88-98. 0.6 22

758 Evidence for geneâ€“gene epistatic interactions among susceptibility loci for systemic lupus
erythematosus. Arthritis and Rheumatism, 2012, 64, 485-492. 6.7 53

759 A statistical procedure to map high-order epistasis for complex traits. Briefings in Bioinformatics,
2013, 14, 302-314. 3.2 15

760 A robustness study of parametric and non-parametric tests in model-based multifactor dimensionality
reduction for epistasis detection. BioData Mining, 2013, 6, 9. 2.2 20

761 Using Bayesian networks to discover relations between genes, environment, and disease. BioData
Mining, 2013, 6, 6. 2.2 71

762 Genetic variants and their interactions in disease risk prediction â€“ machine learning and network
perspectives. BioData Mining, 2013, 6, 5. 2.2 40

763 Multifactor dimensionality reduction reveals a three-locus epistatic interaction associated with
susceptibility to pulmonary tuberculosis. BioData Mining, 2013, 6, 4. 2.2 34

764 Identification of SNPs associated with variola virus virulence. BioData Mining, 2013, 6, 3. 2.2 2

765 Risk score modeling of multiple gene to gene interactions using aggregated-multifactor
dimensionality reduction. BioData Mining, 2013, 6, 1. 2.2 23

766 Gene expression profiling and association studies implicate the neuregulin signaling pathway in
BehÃ§et's disease susceptibility. Journal of Molecular Medicine, 2013, 91, 1013-1023. 1.7 12

767 EpiSIM: simulation of multiple epistasis, linkage disequilibrium patterns and haplotype blocks for
genome-wide interaction analysis. Genes and Genomics, 2013, 35, 305-316. 0.5 44

768 Epistatic interaction of Arg72Pro TP53 and âˆ’710 C/T VEGFR1 polymorphisms in breast cancer:
predisposition and survival. Molecular and Cellular Biochemistry, 2013, 379, 181-190. 1.4 11



43

Citation Report

# Article IF Citations

769
Genetic association and geneâ€“gene interaction analyses suggest likely involvement of ITGB3 and TPH2
with autism spectrum disorder (ASD) in the Indian population. Progress in
Neuro-Psychopharmacology and Biological Psychiatry, 2013, 45, 131-143.

2.5 24

770 Geneâ€“Gene Interactions ofCFHandLOC387715/ARMS2with Korean Exudative Age-related Macular
Degeneration Patients. Ophthalmic Genetics, 2013, 34, 151-159. 0.5 11

771 The complete compositional epistasis detection in genome-wide association studies. BMC Genetics,
2013, 14, 7. 2.7 18

772 GWIS - model-free, fast and exhaustive search for epistatic interactions in case-control GWAS. BMC
Genomics, 2013, 14, S10. 1.2 62

773 A pri-miR-218variant and risk of cervical carcinoma in Chinese women. BMC Cancer, 2013, 13, 19. 1.1 43

774 Efficient techniques for genotypeâ€•phenotype correlational analysis. BMC Medical Informatics and
Decision Making, 2013, 13, 41. 1.5 0

775 Identification of ovarian cancer associated genes using an integrated approach in a Boolean
framework. BMC Systems Biology, 2013, 7, 12. 3.0 15

776 Translational bioinformatics has now come of age: TBC 2012 collection. BMC Medical Genomics, 2013,
6, I1. 0.7 1

777 Identification of multiple gene-gene interactions for ordinal phenotypes. BMC Medical Genomics, 2013,
6, S9. 0.7 18

778 Polymorphisms of the Interleukin 6 gene contribute to cervical cancer susceptibility in Eastern
Chinese women. Human Genetics, 2013, 132, 301-312. 1.8 40

779 Polymorphisms of catechol estrogens metabolism pathway genes and breast cancer risk in Mexican
women. Breast, 2013, 22, 335-343. 0.9 32

780 CYP1A1, GCLC, AGT, AGTR1 geneâ€“gene interactions in community-acquired pneumonia pulmonary
complications. Molecular Biology Reports, 2013, 40, 6163-6176. 1.0 10

781 Association of miR-146aC>G, miR-196a2T>C, and miR-499A>G Polymorphisms With Risk of Premature
Ovarian Failure in Korean Women. Reproductive Sciences, 2013, 20, 60-68. 1.1 41

782 Human genetics of diabetic vascular complications. Journal of Genetics, 2013, 92, 677-694. 0.4 23

783 Machine learning approaches for the discovery of gene-gene interactions in disease data. Briefings in
Bioinformatics, 2013, 14, 251-260. 3.2 81

784 Rare variants analysis by risk-based variable-threshold method. Computational Biology and Chemistry,
2013, 46, 32-38. 1.1 2

785 Investigating the association between oral hygiene and head and neck cancer. Oral Oncology, 2013, 49,
1010-1017. 0.8 99

786 The genetic contribution of CIDEA polymorphisms, haplotypes and loci interaction to obesity in a Han
Chinese population. Molecular Biology Reports, 2013, 40, 5691-5699. 1.0 12



44

Citation Report

# Article IF Citations

787 Construction of gene clusters resembling genetic causal mechanisms for common complex disease
with an application to young-onset hypertension. BMC Genomics, 2013, 14, 497. 1.2 6

788 Multivariate generalized multifactor dimensionality reduction to detect gene-gene interactions. BMC
Systems Biology, 2013, 7, S15. 3.0 21

789 Biochip for determination of genetic markers of sporadic Alzheimerâ€™s disease risk in the Russian Slavic
population. Molecular Biology, 2013, 47, 827-835. 0.4 6

790 Risk of GWAS-identified genetic variants for breast cancer in a Chinese population: a multiple
interaction analysis. Breast Cancer Research and Treatment, 2013, 142, 637-644. 1.1 18

791 CChi: An efficient cloud epistasis test model in human genome wide association studies. , 2013, , . 4

793 Detecting epistasis in the presence of linkage disequilibrium: A focused comparison. , 2013, , . 2

794 Evaluation of Breast Cancer Susceptibility Using Improved Genetic Algorithms to Generate Genotype
SNP Barcodes. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2013, 10, 361-371. 1.9 50

795
Multi-Locus Candidate Gene Analyses of Lipid Levels in a Pediatric Turkish Cohort: Lessons Learned
on<i>LPL, CETP, LIPC, ABCA1,</i>and<i>SHBG</i>. OMICS A Journal of Integrative Biology, 2013, 17,
636-645.

1.0 10

796
The role of BDNF, NTRK2 gene and their interaction in development of treatment-resistant depression:
Data from multicenter, prospective, longitudinal clinic practice. Journal of Psychiatric Research, 2013,
47, 8-14.

1.5 56

797 Geneâ€“gene interactions in IL23/Th17 pathway contribute to psoriasis susceptibility in Chinese Han
population. Journal of the European Academy of Dermatology and Venereology, 2013, 27, 1156-1162. 1.3 26

798 ACACÎ² gene (rs2268388) and AGTR1 gene (rs5186) polymorphism and the risk of nephropathy in Asian
Indian patients with type 2 diabetes. Molecular and Cellular Biochemistry, 2013, 372, 191-198. 1.4 41

799 Trees Assembling Mannâ€•Whitney Approach for Detecting Genomeâ€•Wide Joint Association Among
Lowâ€•Marginalâ€•Effect Loci. Genetic Epidemiology, 2013, 37, 84-91. 0.6 10

800 HapMap-based study identifies risk sub-region on chromosome 19q13.3 in relation to lung cancer
among Chinese. Cancer Epidemiology, 2013, 37, 923-929. 0.8 8

801
Association of the <i>miR-146a</i> , <i>miR-149</i> , <i>miR-196a2</i> , and <i>miR-499</i> Polymorphisms
With Ischemic Stroke and Silent Brain Infarction Risk. Arteriosclerosis, Thrombosis, and Vascular
Biology, 2013, 33, 420-430.

1.1 117

802 Association of methionine synthase and thymidylate synthase genetic polymorphisms with idiopathic
recurrent pregnancy loss. Fertility and Sterility, 2013, 99, 1674-1680.e3. 0.5 29

803 Epistasis, Complexity, and Multifactor Dimensionality Reduction. Methods in Molecular Biology, 2013,
1019, 465-477. 0.4 18

804 Applications of Multifactor Dimensionality Reduction to Genome-Wide Data Using the R Package â€˜MDRâ€™.
Methods in Molecular Biology, 2013, 1019, 479-498. 0.4 3

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



45

Citation Report

# Article IF Citations

806 SYMPHONY, an information-theoretic method for geneâ€“gene and geneâ€“environment interaction
analysis of disease syndromes. Heredity, 2013, 110, 548-559. 1.2 9

807 Estrogen receptor-dependent and independent mechanisms of breast cancer carcinogenesis. Steroids,
2013, 78, 161-170. 0.8 178

808 The DAO Gene Is Associated with Schizophrenia and Interacts with Other Genes in the Taiwan Han
Chinese Population. PLoS ONE, 2013, 8, e60099. 1.1 14

809 Learning vector quantization with local adaptive weighting for relevance determination in
Genome-Wide association studies. , 2013, , . 3

810 A semi-parametric approach to estimate risk functions associated with multi-dimensional exposure
profiles: application to smoking and lung cancer. BMC Medical Research Methodology, 2013, 13, 129. 1.4 24

811 Construction and analysis of single nucleotide polymorphismâ€“single nucleotide polymorphism
interaction networks. IET Systems Biology, 2013, 7, 170-181. 0.8 0

812 Genetic Polymorphisms in Host Innate Immune Sensor Genes and the Risk of Nasopharyngeal Carcinoma
in North Africa. G3: Genes, Genomes, Genetics, 2013, 3, 971-977. 0.8 20

813 Catecholaminergic Gene Variants: Contribution in ADHD and Associated Comorbid Attributes in the
Eastern Indian Probands. BioMed Research International, 2013, 2013, 1-12. 0.9 9

814 Association of polymorphisms in microRNA machinery genes (DROSHA, DICER1, RAN, and XPO5) with risk
of idiopathic primary ovarian insufficiency in Korean women. Menopause, 2013, 20, 1067-1073. 0.8 27

815 Kinase gene haplotypes and geneâ€“gene interactions in the Rasâ€“Rafâ€“MAPK signaling pathway.
International Clinical Psychopharmacology, 2013, 28, 245-254. 0.9 6

816
Predictive models to assess risk of type 2 diabetes, hypertension and comorbidity: machine-learning
algorithms and validation using national health data from Kuwaitâ€”a cohort study. BMJ Open, 2013, 3,
e002457.

0.8 92

817 Optimal Use of Biological Expert Knowledge from Literature Mining in Ant Colony Optimization for
Analysis of Epistasis in Human Disease. Lecture Notes in Computer Science, 2013, , 129-140. 1.0 3

818 Genetics of Alzheimerâ€™s Disease. BioMed Research International, 2013, 2013, 1-13. 0.9 75

819 Geneâ€“environment interactions in genomeâ€•wide association studies: current approaches and new
directions. Journal of Child Psychology and Psychiatry and Allied Disciplines, 2013, 54, 1120-1134. 3.1 61

820 A Nonparametric Test to Detect Quantitative Trait Loci Where the Phenotypic Distribution Differs by
Genotypes. Genetic Epidemiology, 2013, 37, 323-333. 0.6 26

821 Genetic variations of mTORC1 genes and risk of gastric cancer in an eastern chinese population.
Molecular Carcinogenesis, 2013, 52, 70-79. 1.3 118

823 Information fusion of CNVs and SNPs on gene-gene interactions for molecular subtypes of lymphoma.
, 2013, , . 0

824 Genetic association and functional role of Crohn disease risk alleles involved in microbial sensing,
autophagy, and endoplasmic reticulum (ER) stress. Autophagy, 2013, 9, 2046-2055. 4.3 54



46

Citation Report

# Article IF Citations

825 INCREASING POWER BY USING HAPLOTYPE SIMILARITY IN A MULTIMARKER TRANSMISSION/DISEQUILIBRIUM
TEST. Journal of Bioinformatics and Computational Biology, 2013, 11, 1250014. 0.3 5

826 Interaction of C1GALT1â€“IL5RA on the susceptibility to IgA nephropathy in Southern Han Chinese.
Journal of Human Genetics, 2013, 58, 40-46. 1.1 18

827 Added value of pharmacogenetic testing in predicting statin response: results from the REGRESS trial.
Pharmacogenomics Journal, 2013, 13, 318-324. 0.9 7

828 An omnibus permutation test on ensembles of two-locus analyses can detect pure epistasis and genetic
heterogeneity in genome-wide association studies. SpringerPlus, 2013, 2, 230. 1.2 2

829 HLA and non-HLA genes in BehÃ§etâ€™s disease: a multicentric study in the Spanish population. Arthritis
Research and Therapy, 2013, 15, R145. 1.6 50

830 Genetic association of five plasminogen activator inhibitor-1 (PAI-1) polymorphisms and idiopathic
recurrent pregnancy loss in Korean women. Thrombosis and Haemostasis, 2013, 110, 742-750. 1.8 27

831 ATHENA: Identifying interactions between different levels of genomic data associated with cancer
clinical outcomes using grammatical evolution neural network. BioData Mining, 2013, 6, 23. 2.2 64

832
Role of genetic heterogeneity and epistasis in bladder cancer susceptibility and outcome: a learning
classifier system approach. Journal of the American Medical Informatics Association: JAMIA, 2013, 20,
603-612.

2.2 59

833 Association of Matrix Metalloproteinase 8 Genetic Polymorphisms with Bronchial Asthma in a
Japanese Population. Allergy and Rhinology, 2013, 4, ar.2013.4.0063. 0.7 6

834 The Association between Polymorphisms in the MRPL4 and TNF-Î± Genes and Susceptibility to Allergic
Rhinitis. PLoS ONE, 2013, 8, e57981. 1.1 19

835 SNP-SNP Interaction Network in Angiogenesis Genes Associated with Prostate Cancer Aggressiveness.
PLoS ONE, 2013, 8, e59688. 1.1 40

836 A Modified Entropy-Based Approach for Identifying Gene-Gene Interactions in Case-Control Study. PLoS
ONE, 2013, 8, e69321. 1.1 25

837 Different Genetic Associations of the IgE Production among Fetus, Infancy and Childhood. PLoS ONE,
2013, 8, e70362. 1.1 17

838 Polymorphisms in SELE Gene and Risk of Coal Workers' Pneumoconiosis in Chinese: A Case-Control
Study. PLoS ONE, 2013, 8, e73254. 1.1 5

839 Potentially Functional Polymorphisms in the CASP7 Gene Contribute to Gastric Adenocarcinoma
Susceptibility in an Eastern Chinese Population. PLoS ONE, 2013, 8, e74041. 1.1 10

840 An Epistatic Interaction between the PAX8 and STK17B Genes in Papillary Thyroid Cancer Susceptibility.
PLoS ONE, 2013, 8, e74765. 1.1 9

841 MDR-ER: Balancing Functions for Adjusting the Ratio in Risk Classes and Classification Errors for
Imbalanced Cases and Controls Using Multifactor-Dimensionality Reduction. PLoS ONE, 2013, 8, e79387. 1.1 30

842 Development of GMDR-GPU for Gene-Gene Interaction Analysis and Its Application to WTCCC GWAS
Data for Type 2 Diabetes. PLoS ONE, 2013, 8, e61943. 1.1 60



47

Citation Report

# Article IF Citations

843 eQTL Epistasis â€“ Challenges and Computational Approaches. Frontiers in Genetics, 2013, 4, 51. 1.1 22

844 Discovering epistasis in large scale genetic association studies by exploiting graphics cards. Frontiers
in Genetics, 2013, 4, 266. 1.1 5

845 Synergistic Association between Two Alcohol Metabolism Relevant Genes and Coronary Artery
Disease among Chinese Hypertensive Patients. PLoS ONE, 2014, 9, e103161. 1.1 6

846 Multivariate Dimensionality Reduction Approaches to Identify Gene-Gene and Gene-Environment
Interactions Underlying Multiple Complex Traits. PLoS ONE, 2014, 9, e108103. 1.1 18

847 Gene-Gene Interactions in Renin-Angiotensin-Aldosterone System Contributes to End-Stage Renal
Disease Susceptibility in a Han Chinese Population. Scientific World Journal, The, 2014, 2014, 1-9. 0.8 13

848 Detecting Epistatic Interactions in Metagenome-Wide Association Studies by metaBOOST. BioMed
Research International, 2014, 2014, 1-12. 0.9 1

849 Reducing Dimensionality in the Search for Geneâ€“Gene Interactions. , 2014, , 25-37. 1

850 Analysis pipeline for the epistasis search Ã¢â‚¬â€œ statistical versus biological filtering. Frontiers in
Genetics, 2014, 5, 106. 1.1 57

851 A review of multivariate analyses in imaging genetics. Frontiers in Neuroinformatics, 2014, 8, 29. 1.3 98

852 High-Throughput Genetic Interaction Study. , 2014, , 55-80. 0

853 Gene-Gene Interaction Between CCR3 and Eotaxin Genes: The Relationship With Blood Eosinophilia in
Asthma. Allergy, Asthma and Immunology Research, 2014, 6, 55. 1.1 8

854 A Case of Eosinophilic Fasciitis Presenting as Pitting Edema of the Lower Extremities. Allergy, Asthma
and Immunology Research, 2014, 6, 179. 1.1 5

855 Gene - Gene Interactions AmongMCPGenes Polymorphisms in Asthma. Allergy, Asthma and Immunology
Research, 2014, 6, 333. 1.1 6

856 Interaction of six candidate genes in essential hypertension. Genetics and Molecular Research, 2014, 13,
8385-8395. 0.3 9

857 CARAT-GxG: CUDA-Accelerated Regression Analysis Toolkit for Large-Scale Geneâ€“Gene Interaction with
GPU Computing System. Cancer Informatics, 2014, 13s7, CIN.S16349. 0.9 3

858 Screening of susceptibility genes and multi-gene risk analysis in gastric cancer. Medical Oncology,
2014, 31, 196. 1.2 2

859 Forward LASSO analysis for high-order interactions in genome-wide association study. Briefings in
Bioinformatics, 2014, 15, 552-561. 3.2 15

860 Biomarker Interactions Are Better Predictors of Spontaneous Preterm Birth. Reproductive Sciences,
2014, 21, 340-350. 1.1 17



48

Citation Report

# Article IF Citations

861 ATHENA: the analysis tool for heritable and environmental network associations. Bioinformatics,
2014, 30, 698-705. 1.8 45

862 Identifying genetic interactions associated with late-onset Alzheimerâ€™s disease. BioData Mining, 2014, 7,
35. 2.2 16

863 Oxidative stress in susceptibility to breast cancer: study in Spanish population. BMC Cancer, 2014, 14,
861. 1.1 34

864 Introduction to Statistical Methods for MicroRNA Analysis. Methods in Molecular Biology, 2014, 1107,
129-155. 0.4 6

865
Antioxidant Defense Enzyme Genes and Asthma Susceptibility: Gender-Specific Effects and
Heterogeneity in Gene-Gene Interactions between Pathogenetic Variants of the Disease. BioMed
Research International, 2014, 2014, 1-17.

0.9 18

866 Weighted Risk Score-Based Multifactor Dimensionality Reduction to Detect Gene-Gene Interactions in
Nasopharyngeal Carcinoma. International Journal of Molecular Sciences, 2014, 15, 10724-10737. 1.8 8

867 Ant colony optimisation of decision trees for the detection of gene-gene interactions. , 2014, , . 6

868 Gender Specific Association of RAS Gene Polymorphism with Essential Hypertension: A Case-Control
Study. BioMed Research International, 2014, 2014, 1-10. 0.9 35

869 GWIS<inf>FI</inf>: A universal GPU interface for exhaustive search of pairwise interactions in
case-control GWAS in minutes. , 2014, , . 8

870 Dissecting the obesity disease landscape: Identifying gene-gene interactions that are highly associated
with body mass index. , 2014, , . 1

871 Genome-Wide Interaction-Based Association of human diseases - A survey. Tsinghua Science and
Technology, 2014, 19, 596-616. 4.1 12

872 Interaction between IL-6 and TNF-Î± genotypes associated with bacteremia in multiple myeloma patients
submitted to autologous stem cell transplantation (ASCT). Leukemia Research Reports, 2014, 3, 76-78. 0.2 3

873 A scalable framework for large-scale analysis of gene-gene interactions. , 2014, , . 0

874 A New Epistasis Detecting Algorithm Based on Ant Colony Optimization. , 2014, , . 1

875
Polymorphisms in <scp>DNA</scp> repair genes of <scp>XRCC1</scp>, <scp>XPA</scp>, <scp>XPC</scp>,
<scp>XPD</scp> and associations with lung cancer risk in <scp>C</scp>hinese people. Thoracic
Cancer, 2014, 5, 232-242.

0.8 16

876 Efficient Strategy for Detecting Gene Ã— Gene Joint Action and Its Application in Schizophrenia. Genetic
Epidemiology, 2014, 38, 60-71. 0.6 5

877 Testing geneâ€•environment interactions in familyâ€•based association studies using traitâ€•based ascertained
samples. Statistics in Medicine, 2014, 33, 304-318. 0.8 1

878 Stability SCAD: a powerful approach to detect interactions in large-scale genomic study. BMC
Bioinformatics, 2014, 15, 62. 1.2 1



49

Citation Report

# Article IF Citations

879 Interaction between allelic variations in vitamin D receptor and retinoid X receptor genes on
metabolic traits. BMC Genetics, 2014, 15, 37. 2.7 12

880 An Associative Classification Based Approach for Detecting SNP-SNP Interactions in High Dimensional
Genome. , 2014, , . 3

881 Interaction between ALOX5AP and CYP3A5 gene variants significantly increases the risk for cerebral
infarctions in Chinese. NeuroReport, 2014, 25, 452-457. 0.6 10

882 A fast algorithm for detecting geneâ€“gene interactions in genome-wide association studies. Annals of
Applied Statistics, 2014, 8, 2292-2318. 0.5 26

883 Allelic heterogeneity in NCF2 associated with systemic lupus erythematosus (SLE) susceptibility across
four ethnic populations. Human Molecular Genetics, 2014, 23, 1656-1668. 1.4 67

884
Additive effect of polymorphisms in theÎ²2-adrenoceptor and NADPH oxidase p22phox genes contributes
to the loss of estimated glomerular filtration rate in Chinese. Clinical and Experimental
Pharmacology and Physiology, 2014, 41, n/a-n/a.

0.9 4

885 Extracting predictive SNPs in Crohn's disease using a vacillating genetic algorithm and a neural
classifier in caseâ€“control association studies. Computers in Biology and Medicine, 2014, 44, 57-65. 3.9 11

886 Learning Classifier Systems: The Rise of Genetics-Based Machine Learning in Biomedical Data Mining. ,
2014, , 265-311. 1

887 A unified GMDR method for detecting geneâ€“gene interactions in family and unrelated samples with
application to nicotine dependence. Human Genetics, 2014, 133, 139-150. 1.8 23

888 Geneâ€“gene interactions of fatty acid synthase (FASN) using multifactor-dimensionality reduction
method in Korean cattle. Molecular Biology Reports, 2014, 41, 2021-2027. 1.0 8

889 Association of single nucleotide polymorphisms in ERCC2 gene and their haplotypes with esophageal
squamous cell carcinoma. Tumor Biology, 2014, 35, 4225-4231. 0.8 7

890 Differential association of RANTES-403 and IL-1B-1464 polymorphisms on histological subtypes in male
Korean patients with gastric cancer. Tumor Biology, 2014, 35, 3765-3770. 0.8 4

891 Testing Geneâ€“Gene Interactions in Genome Wide Association Studies. Genetic Epidemiology, 2014, 38,
123-134. 0.6 18

892 Potential Contribution of Monoamine Oxidase A Gene Variants in ADHD and Behavioral Co-Morbidities:
Scenario in Eastern Indian Probands. Neurochemical Research, 2014, 39, 843-852. 1.6 12

893 Estimation of nonbinary random response. Doklady Mathematics, 2014, 89, 225-229. 0.1 1

894 Association of oxidative stress-related genes with idiopathic recurrent miscarriage. Free Radical
Research, 2014, 48, 534-541. 1.5 22

895 A model-free approach for detecting interactions in genetic association studies. Briefings in
Bioinformatics, 2014, 15, 1057-1068. 3.2 16

896 Cuckoo search epistasis: a new method for exploring significant genetic interactions. Heredity, 2014,
112, 666-674. 1.2 48



50

Citation Report

# Article IF Citations

897 On the choice of degrees of freedom for testing geneâ€“gene interactions. Statistics in Medicine, 2014,
33, 4934-4948. 0.8 4

898 A candidate gene approach for virally induced cancer with application to HIVâ€•related Kaposi's sarcoma.
International Journal of Cancer, 2014, 134, 397-404. 2.3 5

899 Association of SLC18A1, TPH1, and RELN gene polymorphisms with risk of paranoid schizophrenia.
Molecular Biology, 2014, 48, 546-555. 0.4 16

900 Modeling and testing for joint association using a genetic random field model. Biometrics, 2014, 70,
471-479. 0.8 13

901 Why epistasis is important for tackling complex human disease genetics. Genome Medicine, 2014, 6, 124. 3.6 130

902 Informative Bayesian Model Selection: a method for identifying interactions in genome-wide data.
Molecular BioSystems, 2014, 10, 2654-2662. 2.9 1

903
Gene-gene interactions and risk ofÂ recurrent miscarriages in carriers of endocrine glandâ€“derived
vascular endothelial growth factor and prokineticin receptor polymorphisms. Fertility and Sterility,
2014, 102, 1071-1077.e3.

0.5 12

904 Risk conferred by tagged SNPs of<i>AGT</i>gene in causing susceptibility to essential hypertension.
Clinical and Experimental Hypertension, 2014, 36, 579-585. 0.5 6

905 Practical aspects of genome-wide association interaction analysis. Human Genetics, 2014, 133, 1343-1358. 1.8 32

906 Hidden Risk Genes with High-Order Intragenic Epistasis in Alzheimer's Disease. Journal of Alzheimer's
Disease, 2014, 41, 1039-1056. 1.2 34

907 Computational genetics analysis of grey matter density in Alzheimerâ€™s disease. BioData Mining, 2014, 7,
17. 2.2 6

908 A comparative analysis of methods for predicting clinical outcomes using high-dimensional genomic
datasets. Journal of the American Medical Informatics Association: JAMIA, 2014, 21, e312-e319. 2.2 9

909 A Bayesian clustering approach for detecting gene-gene interactions in high-dimensional genotype
data. Statistical Applications in Genetics and Molecular Biology, 2014, 13, 275-97. 0.2 0

910 Variants in TNFSF4, TNFAIP3, TNIP1, BLK, SLC15A4 and UBE2L3 interact to confer risk of systemic lupus
erythematosus in Chinese population. Rheumatology International, 2014, 34, 459-464. 1.5 28

911 Natural and orthogonal model for estimating geneâ€“gene interactions applied to cutaneous
melanoma. Human Genetics, 2014, 133, 559-574. 1.8 10

912 Impact of Boolean factorization as preprocessing methods for classification of Boolean data. Annals
of Mathematics and Artificial Intelligence, 2014, 72, 3-22. 0.9 15

913 A Novel Two-Stage Approach for Epistasis Detection in Genome-Wide Caseâ€“Control Studies.
Biochemical Genetics, 2014, 52, 403-414. 0.8 3

914 Potential Contribution of Dopaminergic Gene Variants in ADHD Core Traits and Co-Morbidity: A Study
on Eastern Indian Probands. Cellular and Molecular Neurobiology, 2014, 34, 549-564. 1.7 17



51

Citation Report

# Article IF Citations

915 On Foundation of the Dimensionality Reduction Method for Explanatory Variables. Journal of
Mathematical Sciences, 2014, 199, 113-122. 0.1 4

916
Multifactor dimensionality reduction analysis of the correlation of Chinese medicine syndrome
evolvement and cardiovascular events in patients with stable coronary heart disease. Chinese Journal
of Integrative Medicine, 2014, 20, 341-346.

0.7 5

917 Association of caspase9 promoter polymorphisms with the susceptibility of AML in south Indian
subjects. Tumor Biology, 2014, 35, 8813-8822. 0.8 11

918 Association between risk of oral precancer and genetic variations in microRNA and related processing
genes. Journal of Biomedical Science, 2014, 21, 48. 2.6 16

919 Cloud computing for detecting high-order genome-wide epistatic interaction via dynamic clustering.
BMC Bioinformatics, 2014, 15, 102. 1.2 70

920 Combining techniques for screening and evaluating interaction terms on high-dimensional
time-to-event data. BMC Bioinformatics, 2014, 15, 58. 1.2 6

921 Weighted Interaction SNP Hub (WISH) network method for building genetic networks for complex
diseases and traits using whole genome genotype data. BMC Systems Biology, 2014, 8, S5. 3.0 42

922 IGENT: efficient entropy based algorithm for genome-wide gene-gene interaction analysis. BMC Medical
Genomics, 2014, 7, S6. 0.7 22

923 Interleukin-1beta -511T&gt;C genetic variant contributes to recurrent pregnancy loss risk and
peripheral natural killer cell proportion. Fertility and Sterility, 2014, 102, 206-212.e5. 0.5 20

924 Summarizing techniques that combine three non-parametric scores to detect disease-associated 2-way
SNP-SNP interactions. Gene, 2014, 533, 304-312. 1.0 14

925 Fast detection of high-order epistatic interactions in genome-wide association studies using
information theoretic measure. Computational Biology and Chemistry, 2014, 50, 19-28. 1.1 42

926 Investigation of JAK1 and STAT3 polymorphisms and their geneâ€“gene interactions in nonspecific
digestive disorder of rabbits. Gene, 2014, 543, 8-14. 1.0 5

927 FKBP5 polymorphism is associated with major depression but not with bipolar disorder. Journal of
Affective Disorders, 2014, 164, 33-37. 2.0 86

928 The common occurrence of epistasis in the determination of human pigmentation and its impact on
DNA-based pigmentation phenotype prediction. Forensic Science International: Genetics, 2014, 11, 64-72. 1.6 53

929 Identification of Genetic Risk Factors for Maxillary Lateral Incisor Agenesis. Journal of Dental
Research, 2014, 93, 452-458. 2.5 36

930 Genetic predisposition to left ventricular dysfunction: a multigenic and multi-analytical approach.
Gene, 2014, 546, 309-317. 1.0 14

931
Opposing effects of proâ€• and antiâ€•inflammatory cytokine gene polymorphisms on the risk for breast
cancer in western <scp>I</scp>ndian women: a pilot study. International Journal of Immunogenetics,
2014, 41, 242-249.

0.8 10

932 FPGA-based Acceleration of Detecting Statistical Epistasis in GWAS. Procedia Computer Science, 2014,
29, 220-230. 1.2 24



52

Citation Report

# Article IF Citations

933 Common functional polymorphisms in SLC6A4 and COMT genes are associated with circadian
phenotypes in a South American sample. Neurological Sciences, 2014, 35, 41-47. 0.9 26

934 Genes and Environment in Autism Spectrum Disorders: An Integrated Perspective. , 2014, , 335-374. 3

936 The Immunoendocrine Network in Breast Cancer. Advances in Neuroimmune Biology, 2014, 5, 109-131. 0.7 5

937 Multiple gene-to-gene interactions in children with sepsis: a combination of five gene variants
predicts outcome of life-threatening sepsis. Critical Care, 2014, 18, R1. 2.5 37

938 Multifactor dimendionality reduction analysis for gene-gene interaction of multiple binary traits. ,
2014, , . 0

939 Geneâ€“environment interaction between adiponectin gene polymorphisms and environmental factors
on the risk of diabetic retinopathy. Journal of Diabetes Investigation, 2015, 6, 56-66. 1.1 14

940 High-speed exhaustive 3-locus interaction epistasis analysis on FPGAs. Journal of Computational
Science, 2015, 9, 131-136. 1.5 22

941 Interaction between SNCA, LRRK2 and GAK increases susceptibility to Parkinson's disease in a Chinese
population. ENeurologicalSci, 2015, 1, 3-6. 0.5 9

942 Multifactor dimensionality reduction analysis of syndrome characteristics of chronic persistent
asthma. Journal of Traditional Chinese Medical Sciences, 2015, 2, 159-165. 0.1 0

943 A Global and Dynamitic Route Planning Application for Smart Transportation. , 2015, , . 4

944 LEAP: Biomarker Inference Through Learning and Evaluating Association Patterns. Genetic
Epidemiology, 2015, 39, 173-184. 0.6 11

945 Effects of interaction between genetic variants in human leukocyte antigen DQ and granulysin genes
in Chinese Han subjects infected with hepatitis B virus. Microbiology and Immunology, 2015, 59, 209-218. 0.7 11

946 Identification of epistatic interactions through genome-wide association studies in sporadic
medullary and juvenile papillary thyroid carcinomas. BMC Medical Genomics, 2015, 8, 83. 0.7 15

947 Identifying gene-gene interactions that are highly associated with Body Mass Index using Quantitative
Multifactor Dimensionality Reduction (QMDR). BioData Mining, 2015, 8, 41. 2.2 17

948 Chi8: a GPU program for detecting significant interacting SNPs with the Chi-square 8-df test. BMC
Research Notes, 2015, 8, 436. 0.6 1

949 Evaluating Methods for Modeling Epistasis Networks with Application to Head and Neck Cancer.
Cancer Informatics, 2015, 14s2, CIN.S17289. 0.9 2

950 Classification of clinical outcomes using high-throughput informatics: Part 1 â€“ nonparametric
method reviews. Model Assisted Statistics and Applications, 2015, 10, 3-23. 0.2 8

951 Genetic variations in the mTOR gene contribute toward gastric adenocarcinoma susceptibility in an
Eastern Chinese population. Pharmacogenetics and Genomics, 2015, 25, 521-530. 0.7 11



53

Citation Report

# Article IF Citations

952
A Multiple Interaction Analysis Reveals ADRB3 as a Potential Candidate for Gallbladder Cancer
Predisposition via a Complex Interaction with Other Candidate Gene Variations. International Journal
of Molecular Sciences, 2015, 16, 28038-28049.

1.8 11

953 A survey about methods dedicated to epistasis detection. Frontiers in Genetics, 2015, 6, 285. 1.1 114

954
Interaction among &lt;i&gt;CYP2C8&lt;/i&gt;, &lt;i&gt;EPHX2&lt;/i&gt;, and &lt;i&gt;CYP4A11&lt;/i&gt; Gene
Variants Significantly Increases the Risk for Ischemic Stroke in Chinese Populations. Journal of
Atherosclerosis and Thrombosis, 2015, 22, 1148-1157.

0.9 23

955 Discovering Genetic Interactions in Large-Scale Association Studies by Stage-wise Likelihood Ratio
Tests. PLoS Genetics, 2015, 11, e1005502. 1.5 7

956 Evaluation of DNA Variants Associated with Androgenetic Alopecia and Their Potential to Predict
Male Pattern Baldness. PLoS ONE, 2015, 10, e0127852. 1.1 51

957 3â€™-UTR Polymorphisms in the MiRNA Machinery Genes DROSHA, DICER1, RAN, and XPO5 Are Associated
with Colorectal Cancer Risk in a Korean Population. PLoS ONE, 2015, 10, e0131125. 1.1 44

958 An Efficient Stepwise Statistical Test to Identify Multiple Linked Human Genetic Variants Associated
with Specific Phenotypic Traits. PLoS ONE, 2015, 10, e0138700. 1.1 3

959
Effect of High-Density Lipoprotein Metabolic Pathway Gene Variations and Risk Factors on
Neovascular Age-Related Macular Degeneration and Polypoidal Choroidal Vasculopathy in China. PLoS
ONE, 2015, 10, e0143924.

1.1 17

960 High Order Gene-Gene Interactions in Eight Single Nucleotide Polymorphisms of Renin-Angiotensin
System Genes for Hypertension Association Study. BioMed Research International, 2015, 2015, 1-11. 0.9 16

961 Bridging the Gap between Statistical and Biological Epistasis in Alzheimerâ€™s Disease. BioMed Research
International, 2015, 2015, 1-7. 0.9 26

962 A Comparative Study on Multifactor Dimensionality Reduction Methods for Detecting Gene-Gene
Interactions with the Survival Phenotype. BioMed Research International, 2015, 2015, 1-7. 0.9 8

963 Variants ofSCARB1andVDRInvolved in Complex Genetic Interactions May Be Implicated in the Genetic
Susceptibility to Clear Cell Renal Cell Carcinoma. BioMed Research International, 2015, 2015, 1-11. 0.9 11

964 Joint Effect of CFH and ARMS2/HTRA1 Polymorphisms on Neovascular Age-Related Macular
Degeneration in Chinese Population. Journal of Ophthalmology, 2015, 2015, 1-8. 0.6 8

965 An Improved Opposition-Based Learning Particle Swarm Optimization for the Detection of SNP-SNP
Interactions. BioMed Research International, 2015, 2015, 1-12. 0.9 38

966 Detecting Genetic Interactions for Quantitative Traits Usingm-Spacing Entropy Measure. BioMed
Research International, 2015, 2015, 1-10. 0.9 7

967 Trachoma and Ocular Chlamydial Infection in the Era of Genomics. Mediators of Inflammation, 2015,
2015, 1-22. 1.4 22

968 SNP interactions of <i>Helicobacter pylori</i>-related host genes <i>PGC, PTPN11, IL1B</i>, and
<i>TLR4</i> in susceptibility to gastric carcinogenesis. Oncotarget, 2015, 6, 19017-19026. 0.8 23

969 Association of breast cancerâ€“related microRNA polymorphisms with idiopathic primary ovarian
insufficiency. Menopause, 2015, 22, 437-443. 0.8 17



54

Citation Report

# Article IF Citations

970 Evaluation of a two-stage framework for prediction using big genomic data. Briefings in
Bioinformatics, 2015, 16, 912-921. 3.2 6

971 Testing differential networks with applications to the detection of gene-gene interactions.
Biometrika, 2015, 102, 247-266. 1.3 74

972 Searching High-Order SNP Combinations for Complex Diseases Based on Energy Distribution
Difference. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2015, 12, 695-704. 1.9 20

973 Association of 5 Well-Defined Polymorphisms in the Gene Encoding Transforming Growth Factor-Î²1
With Coronary Artery Disease Among Chinese Patients With Hypertension. Angiology, 2015, 66, 652-658. 0.8 7

974 Predicting censored survival data based on the interactions between meta-dimensional omics data in
breast cancer. Journal of Biomedical Informatics, 2015, 56, 220-228. 2.5 32

975 Geneâ€“environment interactions in inflammatory bowel disease pathogenesis. Current Opinion in
Gastroenterology, 2015, 31, 277-282. 1.0 36

976 Heuristic Identification of Biological Architectures for Simulating Complex Hierarchical Genetic
Interactions. Genetic Epidemiology, 2015, 39, 25-34. 0.6 10

977 Ant colony optimisation of decision tree and contingency table models for the discovery of
geneâ€“gene interactions. IET Systems Biology, 2015, 9, 218-225. 0.8 4

978 A new information-theoretic approach to detect gene-gene interactions in case-control studies. , 2015,
, . 0

979 VizEpis : A visualization and mapping tool for interpreting epistasis. , 2015, , . 2

980 JBASE: Joint Bayesian Analysis of Subphenotypes and Epistasis. Bioinformatics, 2016, 32, 203-210. 1.8 8

981 Pharmacogenetic predictor of extrapyramidal symptoms induced by antipsychotics: Multilocus
interaction in the mTOR pathway. European Neuropsychopharmacology, 2015, 25, 51-59. 0.3 30

982 Identification of Genome-Wide SNPâ€“SNP and SNPâ€“Clinical Boolean Interactions in Age-Related
Macular Degeneration. Methods in Molecular Biology, 2015, 1253, 217-255. 0.4 3

983 Parallelizing Epistasis Detection in GWAS on FPGA and GPU-Accelerated Computing Systems. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2015, 12, 982-994. 1.9 20

984
Polymorphisms in genes of the reninâ€•angiotensinâ€•aldosterone system and renal cell cancer risk:
Interplay with hypertension and intakes of sodium, potassium and fluid. International Journal of
Cancer, 2015, 136, 1104-1116.

2.3 44

985

Variants in
<i><scp>SELL</scp></i>,<i><scp>MRPS</scp>36P2</i>,<i><scp>TP</scp>63</i>,<i><scp>DDB</scp>2</i>,<i><scp>CACNA</scp>1H</i>,<i><scp>ADAM</scp>19</i>,<i><scp>GNAI</scp>1</i>,<i><scp>CDH</scp>13</i>
and <i><scp>GABRG</scp>2</i> interact to confer risk of acne in Chinese population. Journal of
Dermatology, 2015, 42, 378-381.

0.6 9

986 Genetic predictors of outcome following traumatic brain injury. Handbook of Clinical Neurology /
Edited By P J Vinken and G W Bruyn, 2015, 127, 23-41. 1.0 17

987 Development of a genetic marker set to diagnose aspirin-exacerbated respiratory disease in a
genome-wide association study. Pharmacogenomics Journal, 2015, 15, 316-321. 0.9 9



55

Citation Report

# Article IF Citations

988
Geneâ€“gene interaction of CFH, ARMS2, and ARMS2/HTRA1 on the risk of neovascular age-related
macular degeneration and polypoidal choroidal vasculopathy in Chinese population. Eye, 2015, 29,
691-698.

1.1 10

989 Multivariate Quantitative Multifactor Dimensionality Reduction for Detecting Gene-Gene
Interactions. Human Heredity, 2015, 79, 168-181. 0.4 21

990 Model-Based Multifactor Dimensionality Reduction for Rare Variant Association Analysis. Human
Heredity, 2015, 79, 157-167. 0.4 7

991 Phenome-Wide Association Studies: Embracing Complexity for Discovery. Human Heredity, 2015, 79,
111-123. 0.4 20

992 Single-Nucleotide Polymorphisms on the<i>RYD5</i>Gene in Nasal Polyposis. DNA and Cell Biology,
2015, 34, 633-642. 0.9 3

993 Multifactorâ€•dimensionality reduction reveals interaction of important gene variants involved in
allergy. International Journal of Immunogenetics, 2015, 42, 182-189. 0.8 12

994 Confronting the missing epistasis problem: on the reproducibility of geneâ€“gene interactions. Human
Genetics, 2015, 134, 837-849. 1.8 13

995 A random forest approach to capture genetic effects in the presence of population structure. Nature
Communications, 2015, 6, 7432. 5.8 79

996 GPU-accelerated exhaustive search for third-order epistatic interactions in caseâ€“control studies.
Journal of Computational Science, 2015, 8, 93-100. 1.5 27

997 Replication the association of 2q32.2â€“q32.3 and 14q32.11 with hepatocellular carcinoma. Gene, 2015,
561, 63-67. 1.0 9

998
A Systematic Geneâ€“Gene and Geneâ€“Environment Interaction Analysis of DNA Repair Genes <i>XRCC1</i>,
<i>XRCC2</i>, <i>XRCC3</i>, <i>XRCC4</i>, and Oral Cancer Risk. OMICS A Journal of Integrative
Biology, 2015, 19, 238-247.

1.0 37

999 Four genetic variants interact to confer susceptibility to atopic dermatitis in Chinese Han population.
Molecular Genetics and Genomics, 2015, 290, 1493-1498. 1.0 9

1000 Genetic association study between INSULIN pathway related genes and high myopia in a Han Chinese
population. Molecular Biology Reports, 2015, 42, 303-310. 1.0 14

1001 MicroRNAâ€“mRNA interaction analysis to detect potential dysregulation in complex diseases. Network
Modeling Analysis in Health Informatics and Bioinformatics, 2015, 4, 1. 1.2 10

1002 Screening toll-like receptor markers to predict latent tuberculosis infection and subsequent
tuberculosis disease in a Chinese population. BMC Medical Genetics, 2015, 16, 19. 2.1 38

1003 A gene-based information gain method for detecting geneâ€“gene interactions in caseâ€“control studies.
European Journal of Human Genetics, 2015, 23, 1566-1572. 1.4 20

1004 UGMDR: a unified conceptual framework for detection of multifactor interactions underlying
complex traits. Heredity, 2015, 114, 255-261. 1.2 11

1005 Risk of microalbuminuria in relatives of subjects with diabetic nephropathy: a predictive model based
on multivariable dimensionality reduction approach. Clinical Nephrology, 2015, 83 (2015), 86-92. 0.4 5



56

Citation Report

# Article IF Citations

1006 SNPâ€“SNP interactions of immunity related genes involved in the CD28/B7 pathway with susceptibility
to invasive ductal carcinoma of the breast. Gene, 2015, 566, 217-222. 1.0 14

1007 A cautionary note on the impact of protocol changes for genome-wide association SNPÂ Ã—Â SNP
interaction studies: an example on ankylosing spondylitis. Human Genetics, 2015, 134, 761-773. 1.8 17

1008 Interaction of tryptophan hydroxylase 2 gene and life events in susceptibility to major depression in a
Chinese Han population. Journal of Affective Disorders, 2015, 188, 304-309. 2.0 18

1009 Investigation of genetic susceptibility to nonspecific digestive disorder between TYK2, JAK1, and STAT3
genes in rabbits. Livestock Science, 2015, 181, 137-142. 0.6 3

1010 Rule-based analysis for detecting epistasis using associative classification mining. Network Modeling
Analysis in Health Informatics and Bioinformatics, 2015, 4, 1. 1.2 7

1011 An efficiency analysis of high-order combinations of geneâ€“gene interactions using
multifactor-dimensionality reduction. BMC Genomics, 2015, 16, 489. 1.2 23

1012 NFKB1 common variants and PPP1R13L and CD3EAP in relation to lung cancer risk in a Chinese
population. Gene, 2015, 567, 31-35. 1.0 5

1013 Identification of Novel Genetic Models of Glaucoma Using the â€œEMERGENTâ€• Genetic
Programming-Based Artificial Intelligence System. Genetic and Evolutionary Computation, 2015, , 17-35. 1.0 4

1014 Applicability of gene expression and systems biology to develop pharmacogenetic predictors;
antipsychotic-induced extrapyramidal symptoms as an example. Pharmacogenomics, 2015, 16, 1975-1988. 0.6 11

1015 A Joint Location-Scale Test Improves Power to Detect Associated SNPs, Gene Sets, and Pathways.
American Journal of Human Genetics, 2015, 97, 125-138. 2.6 48

1016 MDR method for nonbinary response variable. Journal of Multivariate Analysis, 2015, 135, 25-42. 0.5 1

1017 Discriminative pattern mining and its applications in bioinformatics. Briefings in Bioinformatics, 2015,
16, 884-900. 3.2 29

1018 Prediction in Medicine â€“ The Data Mining Algorithms of Predictive Analytics. , 2015, , 239-259. 3

1019 MACOED: a multi-objective ant colony optimization algorithm for SNP epistasis detection in
genome-wide association studies. Bioinformatics, 2015, 31, 634-641. 1.8 84

1020 Epistasis. Methods in Molecular Biology, 2015, , . 0.4 10

1021 An overview of SNP interactions in genome-wide association studies. Briefings in Functional
Genomics, 2015, 14, 143-155. 1.3 91

1022 Higher-order genetic interactions and their contribution to complex traits. Trends in Genetics, 2015,
31, 34-40. 2.9 134

1023 Meta-dimensional data integration identifies critical pathways for susceptibility, tumorigenesis and
progression of endometrial cancer. Oncotarget, 2016, 7, 55249-55263. 0.8 14



57

Citation Report

# Article IF Citations

1024 Genotype distribution-based inference of collective effects in genome-wide association studies:
insights to age-related macular degeneration disease mechanism. BMC Genomics, 2016, 17, 695. 1.2 12

1025 Modeling Geneâ€“Gene Interactions in Schizophrenia. Handbook of Behavioral Neuroscience, 2016, 23,
327-343. 0.7 0

1026 Application of computational methods in genetic study of inflammatory bowel disease. World Journal
of Gastroenterology, 2016, 22, 949. 1.4 6

1027 Boosting Multifactor Dimensionality Reduction Using Pre-evaluation. ETRI Journal, 2016, 38, 206-215. 1.2 1

1028 Detecting Gene-Gene Interactions Associated with Multiple Complex Traits with U-Statistics. Current
Genomics, 2016, 17, 403-415. 0.7 2

1029 Interaction between susceptibility loci in cGAS-STING pathway, MHC gene and HPV infection on the risk
of cervical precancerous lesions in Chinese population. Oncotarget, 2016, 7, 84228-84238. 0.8 13

1030 Gene-gene interaction between VANGL1, FZD3, and FZD6 correlated with neural tube defects in Han
population of Northern China. Genetics and Molecular Research, 2016, 15, . 0.3 2

1031 miRNA polymorphisms (miR-146a, miR-149, miR-196a2 and miR-499) are associated with the risk of
coronary artery disease. Molecular Medicine Reports, 2016, 14, 2328-2342. 1.1 56

1032 Using the Generalized Index of Dissimilarity to Detect Gene-Gene Interactions in Multi-Class
Phenotypes. PLoS ONE, 2016, 11, e0158668. 1.1 3

1033 Efficiency of Base Excision Repair of Oxidative DNA Damage and Its Impact on the Risk of Colorectal
Cancer in the Polish Population. Oxidative Medicine and Cellular Longevity, 2016, 2016, 1-9. 1.9 17

1034 Reflections on the Field of Human Genetics: A Call for Increased Disease Genetics Theory. Frontiers in
Genetics, 2016, 7, 106. 1.1 1

1035
Chromosome 9p21 and ABCA1 Genetic Variants and Their Interactions on Coronary Heart Disease and
Ischemic Stroke in a Chinese Han Population. International Journal of Molecular Sciences, 2016, 17,
586.

1.8 28

1036 Discovering causal interactions using Bayesian network scoring and information gain. BMC
Bioinformatics, 2016, 17, 221. 1.2 38

1037 GCORE-sib: An efficient gene-gene interaction tool for genome-wide association studies based on
discordant sib pairs. BMC Bioinformatics, 2016, 17, 273. 1.2 3

1038 Transferring entropy to the realm of GxG interactions. Briefings in Bioinformatics, 2018, 19, bbw086. 3.2 11

1039 Association of Cytochrome P450 Genetic Variants with Clopidogrel Resistance and Outcomes in Acute
Ischemic Stroke. Journal of Atherosclerosis and Thrombosis, 2016, 23, 1188-1200. 0.9 41

1040
Single-nucleotide polymorphisms of peroxisome proliferator-activated receptor-Î³ are associated with
systemic lupus erythematosus in a Chinese Han population. Clinical and Experimental Dermatology,
2016, 41, 541-546.

0.6 5

1041 Embracing Complex Associations in Common Traits: Critical Considerations for Precision Medicine.
Trends in Genetics, 2016, 32, 470-484. 2.9 31



58

Citation Report

# Article IF Citations

1042 Association and geneâ€“gene interactions study of reelin signaling pathway related genes with autism
in the <scp>H</scp>an <scp>C</scp>hinese population. Autism Research, 2016, 9, 436-442. 2.1 9

1043 A Three-Way Interaction among Maternal and Fetal Variants Contributing to Congenital Heart Defects.
Annals of Human Genetics, 2016, 80, 20-31. 0.3 9

1044 Epistasis detection using a permutation-based Gradient Boosting Machine. , 2016, , . 2

1045 Detecting high-dimensional genetic associations using a Markov-Blanket in a family-based study. , 2016,
, . 0

1046 Developing a robust colorectal cancer (CRC) risk predictive model with the big genetic and
environment related CRC data. , 2016, , . 0

1047 An effective approach to identify gene-gene interactions for complex quantitative traits using
generalized fuzzy accuracy. , 2016, , . 2

1048 Joint effects of folate intake and one-carbon-metabolizing genetic polymorphisms on breast cancer
risk: a case-control study in China. Scientific Reports, 2016, 6, 29555. 1.6 10

1049 Best Linear Unbiased Prediction of Individual Polygenic Susceptibility to Sporadic Vascular Dementia.
Journal of Alzheimer's Disease, 2016, 53, 1115-1119. 1.2 10

1050 Machine Learning for Health Informatics. Lecture Notes in Computer Science, 2016, , . 1.0 27

1051 KDSNP: A kernel-based approach to detecting high-order SNP interactions. Journal of Bioinformatics
and Computational Biology, 2016, 14, 1644003. 0.3 3

1052 Network-Guided Biomarker Discovery. Lecture Notes in Computer Science, 2016, , 319-336. 1.0 4

1053 SNP interaction pattern identifier (SIPI): an intensive search for SNPâ€“SNP interaction patterns.
Bioinformatics, 2017, 33, 822-833. 1.8 11

1054 Detecting Pharmacokinetic and Pharmacodynamic Covariates from High-Dimensional Data. AAPS
Advances in the Pharmaceutical Sciences Series, 2016, , 277-301. 0.2 0

1056 Discovering SNP Interactions Associated with Breast Cancer Using Evolutionary Algorithms. Procedia
Computer Science, 2016, 102, 562-569. 1.2 2

1057 Key Considerations and Methods in the Study of Geneâ€“Environment Interactions. American Journal of
Hypertension, 2016, 29, 891-899. 1.0 28

1058 AGGrEGATOr: A Gene-based GEne-Gene interActTiOn test for case-control association studies.
Statistical Applications in Genetics and Molecular Biology, 2016, 15, 151-71. 0.2 9

1059 Genetic risk of TNFSF4 and FAM167A-BLK polymorphisms in children with asthma and allergic rhinitis in
a Han Chinese population. Journal of Asthma, 2016, 53, 567-575. 0.9 9

1060 Evaluation of associative classification-based multifactor dimensionality reduction in the presence of
noise. Network Modeling Analysis in Health Informatics and Bioinformatics, 2016, 5, 1. 1.2 2



59

Citation Report

# Article IF Citations

1061 Non-targeted metabolomics identified a common metabolic signature of lethal ventricular
tachyarrhythmia (LVTA) in two rat models. Molecular BioSystems, 2016, 12, 2213-2223. 2.9 12

1062 Association study of inflammatory genes with rheumatic heart disease in North Indian population: A
multi-analytical approach. Immunology Letters, 2016, 174, 53-62. 1.1 9

1063 A metaâ€•analytic framework for detection of genetic interactions. Genetic Epidemiology, 2016, 40,
534-543. 0.6 2

1064 Multi-variant study of obesity risk genes in African Americans: The Jackson Heart Study. Gene, 2016, 593,
315-321. 1.0 10

1065 A novel fuzzy set based multifactor dimensionality reduction method for detecting geneâ€“gene
interaction. Computational Biology and Chemistry, 2016, 65, 193-202. 1.1 16

1066 Genome-wide Association Interaction Studies with MB-MDR and maxT Multiple Testing Correction on
FPGAs. Procedia Computer Science, 2016, 80, 639-649. 1.2 6

1067 Breast cancer-associated high-order SNP-SNP interaction of CXCL12/CXCR4-related genes by an
improved multifactor dimensionality reduction (MDR-ER). Oncology Reports, 2016, 36, 1739-1747. 1.2 28

1068 A unified model based multifactor dimensionality reduction framework for detecting geneâ€“gene
interactions. Bioinformatics, 2016, 32, i605-i610. 1.8 24

1069 Multifactor dimensionality reduction analysis of multiple binary traits for gene-gene interaction.
International Journal of Data Mining and Bioinformatics, 2016, 14, 293. 0.1 3

1070 Role of tagged SNPs of the AGT gene in causing susceptibility to essential hypertension. Clinical and
Experimental Hypertension, 2016, 38, 520-525. 0.5 7

1071 Poisson Approximationâ€“Based Score Test for Detecting Association of Rare Variants. Annals of Human
Genetics, 2016, 80, 221-234. 0.3 1

1072 Association of microRNA polymorphisms with the risk of head and neck squamous cell carcinoma in a
Chinese population: a caseâ€“control study. Chinese Journal of Cancer, 2016, 35, 77. 4.9 33

1073 Gene-gene Interaction Analyses for Atrial Fibrillation. Scientific Reports, 2016, 6, 35371. 1.6 15

1074 Big Data Analytics in Genomics. , 2016, , . 7

1075 Integrative genomics analyses unveil downstream biological effectors of disease-specific
polymorphisms buried in intergenic regions. Npj Genomic Medicine, 2016, 1, . 1.7 19

1076 Robust Methods for Expression Quantitative Trait Loci Mapping. , 2016, , 25-88. 1

1077 CINOEDV: a co-information based method for detecting and visualizing n-order epistatic interactions.
BMC Bioinformatics, 2016, 17, 214. 1.2 27

1078 Identification of interactions using model-based multifactor dimensionality reduction. BMC
Proceedings, 2016, 10, 135-139. 1.8 3



60

Citation Report

# Article IF Citations

1079 Complex systems analysis of bladder cancer susceptibility reveals a role for decarboxylase activity in
two genome-wide association studies. BioData Mining, 2016, 9, 40. 2.2 6

1080 Heat shock protein 70 gene polymorphismsâ€™ influence on the electrophysiology of long QT syndrome.
Journal of Interventional Cardiac Electrophysiology, 2016, 45, 119-130. 0.6 5

1081 A fast and powerful<i>W</i>-test for pairwise epistasis testing. Nucleic Acids Research, 2016, 44,
e115-e115. 6.5 21

1082 Identification of genetic interaction networks via an evolutionary algorithm evolved Bayesian
network. BioData Mining, 2016, 9, 18. 2.2 8

1083 Associations between gene polymorphisms of the apelinâ€“APJ system and the risk of hypertension.
Blood Pressure, 2016, 25, 257-262. 0.7 11

1084 Association studies reveal the effect of genetic variation in lncRNA UGTRL and its putative target
PtoUGT88A1 on wood formation in Populus tomentosa. Tree Genetics and Genomes, 2016, 12, 1. 0.6 8

1085 Statistical Analysis of GWAS. Computational Biology, 2016, , 105-161. 0.1 0

1086 Phenotypes and Genotypes. Computational Biology, 2016, , . 0.1 11

1087 An efficient geneâ€“gene interaction test for genome-wide association studies in trio families.
Bioinformatics, 2016, 32, 1848-1855. 1.8 10

1088 Association and interaction of NFKB1 rs28362491 insertion/deletion ATTG polymorphism and PPP1R13L
and CD3EAP related to lung cancer risk in a Chinese population. Tumor Biology, 2016, 37, 5467-5473. 0.8 15

1089 Tests for Gene-Environment Interactions and Joint Effects With Exposure Misclassification. American
Journal of Epidemiology, 2016, 183, 237-247. 1.6 14

1090 Genetic variants of vascular endothelial growth factor are associated with recurrent implantation
failure in Korean women. Reproductive BioMedicine Online, 2016, 32, 190-196. 1.1 20

1091 Genetics of Lipid Disorders. , 2016, , 159-193. 0

1092 Modified bagging of maximal information coefficient for genome-wide identification. International
Journal of Data Mining and Bioinformatics, 2016, 14, 229. 0.1 3

1093 Fetal Val108/158Met catechol-O-methyltransferase (COMT) polymorphism and placental COMT activity
are associated with the development of preeclampsia. Fertility and Sterility, 2016, 105, 134-143.e3. 0.5 15

1094 CFH Variants Affect Structural and Functional Brain Changes and Genetic Risk of Alzheimerâ€™s Disease.
Neuropsychopharmacology, 2016, 41, 1034-1045. 2.8 58

1095
Association of genetic variants in INS (rs689), INSR (rs1799816) and PP1G.G (rs1799999) with type 2
diabetes (T2D): a caseâ€“control study in three ethnic groups from North-West India. Molecular
Genetics and Genomics, 2016, 291, 205-216.

1.0 16

1096 Review: High-performance computing to detect epistasis in genome scale data sets. Briefings in
Bioinformatics, 2016, 17, 368-379. 3.2 39



61

Citation Report

# Article IF Citations

1097 MINT: Mutual Information Based Transductive Feature Selection for Genetic Trait Prediction. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2016, 13, 578-583. 1.9 14

1098 Simulation and Analytical Approach to the Identification of Significant Factors. Communications in
Statistics Part B: Simulation and Computation, 2016, 45, 1430-1450. 0.6 3

1099 Association of DNA sequence variation in mitochondrial DNA polymerase with mitochondrial DNA
synthesis and risk of oral cancer. Gene, 2016, 575, 650-654. 1.0 7

1100 Genetic variations in the homologous recombination repair pathway genes modify risk of glioma.
Journal of Neuro-Oncology, 2016, 126, 11-17. 1.4 10

1101 A roadmap to multifactor dimensionality reduction methods. Briefings in Bioinformatics, 2016, 17,
293-308. 3.2 77

1102 Study of single nucleotide polymorphisms of tumour necrosis factors and HSP genes in
nasopharyngeal carcinoma in North East India. Tumor Biology, 2016, 37, 271-281. 0.8 8

1103 A new approach to detect epistasis utilizing parallel implementation of ant colony optimization by
MapReduce framework. International Journal of Computer Mathematics, 2016, 93, 511-523. 1.0 11

1104 Genetic prediction of long-term survival after neoadjuvant chemoradiation in locally advanced
esophageal cancer. Pharmacogenomics Journal, 2017, 17, 252-257. 0.9 6

1105 Searching Genome-Wide Multi-Locus Associations for Multiple Diseases Based on Bayesian Inference.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2017, 14, 600-610. 1.9 14

1106 Fine-Mapping of ABO Gene Identifies Two Novel SNPs Associated with Large Artery Atherosclerotic
Stroke in a Chinese Han Population. Molecular Neurobiology, 2017, 54, 2107-2113. 1.9 9

1107 Gene set based association analyses for the WSSV resistance of Pacific white shrimp Litopenaeus
vannamei. Scientific Reports, 2017, 7, 40549. 1.6 33

1108 Functional genetic polymorphisms in dopaminergic transporters: Association with ADHD traits in the
Indian probands. Meta Gene, 2017, 11, 117-122. 0.3 3

1109 Transdisciplinary approaches enhance the production of translational knowledge. Translational
Research, 2017, 182, 123-134. 2.2 41

1110 Detecting High-Order Epistasis in Nonlinear Genotype-Phenotype Maps. Genetics, 2017, 205, 1079-1088. 1.2 120

1111
Haplotypeâ€•based geneâ€“gene interaction of bone morphogenetic protein 4 and interferon regulatory
factor 6 in the etiology of nonâ€•syndromic cleft lip with or without cleft palate in a Chilean
population. European Journal of Oral Sciences, 2017, 125, 102-109.

0.7 7

1112 Identification of SNP-SNP interaction for chronic dialysis patients. Computers in Biology and
Medicine, 2017, 83, 94-101. 3.9 7

1113 Contextual Correlates of Physical Activity among Older Adults: A Neighborhood Environment-Wide
Association Study (NE-WAS). Cancer Epidemiology Biomarkers and Prevention, 2017, 26, 495-504. 1.1 30

1114 Components of the folate metabolic pathway and ADHD core traits: an exploration in eastern Indian
probands. Journal of Human Genetics, 2017, 62, 687-695. 1.1 19



62

Citation Report

# Article IF Citations

1115 CMDR based differential evolution identifies the epistatic interaction in genome-wide association
studies. Bioinformatics, 2017, 33, 2354-2362. 1.8 47

1116 Interactions among Variants in Eicosanoid Genes Increase Risk of Atherothrombotic Stroke in Chinese
Populations. Journal of Stroke and Cerebrovascular Diseases, 2017, 26, 1773-1780. 0.7 5

1117 SNPâ€“SNP Interaction Analysis of Soybean Protein Content under Multiple Environments. Canadian
Journal of Plant Science, 2017, , . 0.3 1

1118 A comprehensive contribution of genes for aryl hydrocarbon receptor signaling pathway to
hypertension susceptibility. Pharmacogenetics and Genomics, 2017, 27, 57-69. 0.7 32

1119 Inference in the age of big data: Future perspectives on neuroscience. NeuroImage, 2017, 155, 549-564. 2.1 161

1120 Methods to analyze big data in pharmacogenomics research. Pharmacogenomics, 2017, 18, 807-820. 0.6 10

1121 TSGSIS: a high-dimensional grouped variable selection approach for detection of whole-genome
SNPâ€“SNP interactions. Bioinformatics, 2017, 33, 3595-3602. 1.8 5

1122 Unfolding the genetic pathways of dyslexia in Asian population: A review. Asian Journal of Psychiatry,
2017, 30, 225-229. 0.9 5

1123 Online Anomaly Detection in Big Data: The First Line of Defense Against Intruders. Studies in Big Data,
2017, , 83-107. 0.8 2

1124
Using knowledge-driven genomic interactions for multi-omics data analysis: metadimensional models
for predicting clinical outcomes in ovarian carcinoma. Journal of the American Medical Informatics
Association: JAMIA, 2017, 24, 577-587.

2.2 41

1125 Investigation of 36 non-HLA (human leucocyte antigen) psoriasis susceptibility loci in a psoriatic
arthritis cohort. Archives of Dermatological Research, 2017, 309, 71-77. 1.1 10

1127 Multiobjective differential evolution-based multifactor dimensionality reduction for detecting
geneâ€“gene interactions. Scientific Reports, 2017, 7, 12869. 1.6 8

1128 Analysis of Geneâ€•Gene Interactions. Current Protocols in Human Genetics, 2017, 95, 1.14.1-1.14.10. 3.5 34

1129 Toward the automated analysis of complex diseases in genome-wide association studies using genetic
programming. , 2017, , . 19

1130 The R-package GenomicTools for multifactor dimensionality reduction and the analysis of
(exploratory) Quantitative Trait Loci. Computer Methods and Programs in Biomedicine, 2017, 151, 171-177. 2.6 4

1131 19p13.3 -GADD45B common variants and 19q13.3- PPP1R13L and 19q13.3- CD3EAP in lung cancer risk among
Chinese. Chemico-Biological Interactions, 2017, 277, 74-78. 1.7 5

1132 Clinical Assessment of Disease Risk Factors Using SNP Data and Bayesian Methods. Health Information
Science, 2017, , 89-102. 0.3 0

1133 Association between TNFSF4 and BLK gene polymorphisms and susceptibility to allergic rhinitis.
Molecular Medicine Reports, 2017, 16, 3224-3232. 1.1 8



63

Citation Report

# Article IF Citations

1134 Large Scale Medical Data Mining for Accurate Diagnosis: A Blueprint. Scalable Computing and
Communications, 2017, , 157-176. 0.5 16

1135 Common lipid features of lethal ventricular tarchyarrhythmias (LVTAs) induced by myocardial
infarction and myocardial ion channel diseases. Scientific Reports, 2017, 7, 4220. 1.6 9

1136 Grid-based stochastic search for hierarchical gene-gene interactions in population-based genetic
studies of common human diseases. BioData Mining, 2017, 10, 19. 2.2 12

1137 Confident gene activity prediction based on single histone modification H2BK5ac in human cell lines.
BMC Bioinformatics, 2017, 18, 67. 1.2 11

1138 KNN-MDR: a learning approach for improving interactions mapping performances in genome wide
association studies. BMC Bioinformatics, 2017, 18, 184. 1.2 15

1139 An empirical fuzzy multifactor dimensionality reduction method for detecting gene-gene interactions.
BMC Genomics, 2017, 18, 115. 1.2 26

1140 Network approaches to systems biology analysis of complex disease: integrative methods for
multi-omics data. Briefings in Bioinformatics, 2018, 19, 1370-1381. 3.2 185

1141 Interaction of estrogen receptor Î² and negative life events in susceptibility to major depressive
disorder in a Chinese Han female population. Journal of Affective Disorders, 2017, 208, 628-633. 2.0 13

1142 Identifying geneâ€“gene interactions that are highly associated with four quantitative lipid traits
across multiple cohorts. Human Genetics, 2017, 136, 165-178. 1.8 11

1143 The Interaction of TXNIP and AFq1 Genes Increases the Susceptibility of Schizophrenia. Molecular
Neurobiology, 2017, 54, 4806-4812. 1.9 12

1144 Epistasis analysis of microRNAs on pathological stages in colon cancer based on anÂ Empirical Bayesian
Elastic Net method. BMC Genomics, 2017, 18, 756. 1.2 4

1145 Cluster-based multifactor dimensionality reduction method to identify gene-gene interactions for
quantitative traits in genome-wide studies. , 2017, , . 1

1146 A multi-stage approach to detect gene-gene interactions associated with multiple correlated
phenotypes. , 2017, , . 1

1147 Analysis of genotype effects for the immunosuppression via two-step method. BIO Web of
Conferences, 2017, 8, 02010. 0.1 0

1148 Use of Information Measures and Their Approximations to Detect Predictive Gene-Gene Interaction.
Entropy, 2017, 19, 23. 1.1 5

1149 HiSeeker: Detecting High-Order SNP Interactions Based on Pairwise SNP Combinations. Genes, 2017, 8,
153. 1.0 25

1150 Building Up a Robust Risk Mathematical Platform to Predict Colorectal Cancer. Complexity, 2017, 2017,
1-14. 0.9 26

1151 Significant association between SCGB1D4 gene polymorphisms and susceptibility to adenoid
hypertrophy in a pediatric population*. Turkish Journal of Medical Sciences, 2017, 47, 201-210. 0.4 3



64

Citation Report

# Article IF Citations

1152 Interactions within the MHC contribute to the genetic architecture of celiac disease. PLoS ONE, 2017,
12, e0172826. 1.1 16

1153 A Markov blanket-based approach for finding high-dimensional genetic interactions associated with
disease in family-based studies. International Journal of Data Mining and Bioinformatics, 2017, 18, 269. 0.1 0

1154 epiACO - a method for identifying epistasis based on ant Colony optimization algorithm. BioData
Mining, 2017, 10, 23. 2.2 51

1155 Nucleotide variation in ATG4A and susceptibility to cervical cancer in Southwestern Chinese women.
Oncology Letters, 2017, 15, 2992-3000. 0.8 10

1156 Multifator dimensionality reduction method based on area under receiver operating characteristic
curve. Model Assisted Statistics and Applications, 2017, 12, 245-253. 0.2 0

1157 Taguchi-enhanced binary differential evolution algorithm. , 2017, , . 0

1158 Detection of Epistasis for Flowering Time Using Bayesian Multilocus Estimation in a Barley MAGIC
Population. Genetics, 2018, 208, 525-536. 1.2 43

1159 Association of AGTR1 (A1166C) and ACE (I/D) Polymorphisms with Breast Cancer Risk in North Indian
Population. Translational Oncology, 2018, 11, 233-242. 1.7 24

1160 Tobacco Smoking Addiction: Epidemiology, Genetics, Mechanisms, and Treatment. , 2018, , . 7

1161 Contribution of Geneâ€“Gene and Geneâ€“Environment Interactions to Tobacco Smoking. , 2018, , 183-197. 0

1162 Common genetic variants in GAL , GAP 43 and NRSN 1 and interaction networks confer susceptibility to
Hirschsprung disease. Journal of Cellular and Molecular Medicine, 2018, 22, 3377-3387. 1.6 9

1163 Genes involved in stress response influence lithium efficacy in bipolar patients. Bipolar Disorders,
2018, 20, 753-760. 1.1 10

1164 The genetic component of human longevity: New insights from the analysis of pathwayâ€•based
<scp>SNP</scp>â€•<scp>SNP</scp> interactions. Aging Cell, 2018, 17, e12755. 3.0 24

1165 Multiobjective multifactor dimensionality reduction to detect SNPâ€“SNP interactions. Bioinformatics,
2018, 34, 2228-2236. 1.8 31

1166
A multifactor dimensionality reduction model of gene polymorphisms and an environmental
interaction analysis in type 2 diabetes mellitus study among Punjabi, a North India population. Meta
Gene, 2018, 16, 39-49.

0.3 3

1167
Synergistical action of the Î²2 adrenoceptor and fatty acid binding protein 2 polymorphisms on the loss
of glomerular filtration rate in Chinese patients with type 2 diabetic nephropathy. International
Urology and Nephrology, 2018, 50, 715-723.

0.6 5

1168 Leptin and Leptin Receptor Genes Are Associated With Obesity-Related Traits Changes in Response to
Aerobic Training Program. Journal of Strength and Conditioning Research, 2018, 32, 1036-1044. 1.0 10

1169 The association between Toxoplasma gondii infection and hypertensive disorders in T2DM patients: a
case-control study in the Han Chinese population. Parasitology Research, 2018, 117, 689-695. 0.6 8



65

Citation Report

# Article IF Citations

1170 AnÃ¡lisis de epistasia de polimorfismos de genes metabÃ³licos asociados a cardiopatÃa isquÃ©mica en
YucatÃ¡n. ClÃnica E InvestigaciÃ³n En Arteriosclerosis, 2018, 30, 102-111. 0.4 4

1171 Iterative random forests to discover predictive and stable high-order interactions. Proceedings of
the National Academy of Sciences of the United States of America, 2018, 115, 1943-1948. 3.3 196

1172 Capturing pair-wise epistatic effects associated with three agronomic traits in barley. Genetica, 2018,
146, 161-170. 0.5 4

1173 A deeper look at two concepts of measuring geneâ€“gene interactions: logistic regression and
interaction information revisited. Genetic Epidemiology, 2018, 42, 187-200. 0.6 9

1174 GxGrare: gene-gene interaction analysis method for rare variants from high-throughput sequencing
data. BMC Systems Biology, 2018, 12, 19. 3.0 7

1175 Epistasis analysis of metabolic genes polymorphisms associated with ischemic heart disease in Yucatan.
ClÃnica E InvestigaciÃ³n En Arteriosclerosis (English Edition), 2018, 30, 102-111. 0.1 2

1176 Collective feature selection to identify crucial epistatic variants. BioData Mining, 2018, 11, 5. 2.2 22

1177 Fine mapping of epistatic genetic determinants of blood pressure on rat chromosome 5. Journal of
Hypertension, 2018, 36, 1486-1491. 0.3 2

1178 Assessment of DNA repair susceptibility genes identified by whole exome sequencing in head and neck
cancer. DNA Repair, 2018, 66-67, 50-63. 1.3 20

1179 Multiple Testing of Submatrices of a Precision Matrix With Applications to Identification of Between
Pathway Interactions. Journal of the American Statistical Association, 2018, 113, 328-339. 1.8 13

1180 A Review on Methods for Detecting SNP Interactions in High-Dimensional Genomic Data. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2018, 15, 599-612. 1.9 42

1181 Genetic variations in the <i>TLR3</i> locus are associated with eosinophilic esophagitis. United
European Gastroenterology Journal, 2018, 6, 349-357. 1.6 13

1182 The <i><scp>COL</scp>5A3</i> and <i><scp>MMP</scp>9</i> genes interact in eczema susceptibility.
Clinical and Experimental Allergy, 2018, 48, 297-305. 1.4 9

1183 Leveraging putative enhancer-promoter interactions to investigate two-way epistasis in Type 2 Diabetes
GWAS. , 2018, , . 2

1184 An ancestryâ€•based approach for detecting interactions. Genetic Epidemiology, 2018, 42, 49-63. 0.6 17

1185 DITGOssi: a two-stage invasive tumor growth optimization algorithm for the detection of SNPSNP
interactions. , 2018, , . 0

1186 Improved Multifactor Dimensionality Reduction for Epistasis Detection. , 2018, , . 0

1187 An Efficient Survival Multifactor Dimensionality Reduction Method for Detecting Gene-Gene
Interactions of Lung Cancer Onset Age. , 2018, , . 2



66

Citation Report

# Article IF Citations

1188 Exploring Scalable Computing Architectures for Interactions Analysis. , 2018, , . 0

1189 Noisy Epistasis Using Deep Learning. , 2018, , . 2

1190
Impact of RFC1, MTHFR, and MTHFD1 polymorphism on unexplained pregnancy loss (UPL): comparative
analysis of maternal and fetal components using motherâ€“abortus paired samples. European Journal of
Obstetrics, Gynecology and Reproductive Biology, 2018, 231, 152-157.

0.5 3

1191 HisCoM-GGI: Hierarchical structural component analysis of geneâ€“gene interactions. Journal of
Bioinformatics and Computational Biology, 2018, 16, 1840026. 0.3 10

1192 [Regular Paper] An Intensive Search for Higher-Order Gene-Gene Interactions by Improving Deep
Learning Model. , 2018, , . 2

1193 Improving pharmacogenetic prediction of extrapyramidal symptoms induced by antipsychotics.
Translational Psychiatry, 2018, 8, 276. 2.4 12

1194 Unified Cox model based multifactor dimensionality reduction method for gene-gene interaction
analysis of the survival phenotype. BioData Mining, 2018, 11, 27. 2.2 4

1195 Convolutional Model for Predicting SNP Interactions. Lecture Notes in Computer Science, 2018, ,
127-137. 1.0 0

1196 Aggregation of experts: an application in the field of â€œinteractomicsâ€• (detection of interactions on) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (the basis of genomic data). BMC Bioinformatics, 2018, 19, 445.1.2 1

1197 Energy Sustainability in Smart Cities: Artificial Intelligence, Smart Monitoring, and Optimization of
Energy Consumption. Energies, 2018, 11, 2869. 1.6 133

1198 Dvl3 polymorphism interacts with life events and pro-inflammatory cytokines to influence major
depressive disorder susceptibility. Scientific Reports, 2018, 8, 14181. 1.6 4

1199 Gene-gene interaction analysis for quantitative trait using cluster-based multifactor dimensionality
reduction method. International Journal of Data Mining and Bioinformatics, 2018, 20, 1. 0.1 6

1200 Detecting gene-gene interactions for complex quantitative traits using generalized fuzzy
classification. BMC Bioinformatics, 2018, 19, 329. 1.2 3

1201 Identification of epistatic interactions between the human RNA demethylases FTO and ALKBH5 with
gene set enrichment analysis informed by differential methylation. BMC Proceedings, 2018, 12, 59. 1.8 7

1202 A deep hybrid model to detect multi-locus interacting SNPs in the presence of noise. International
Journal of Medical Informatics, 2018, 119, 134-151. 1.6 10

1203 Machine Learning Approaches: Data Integration for Disease Prediction and Prognosis. Translational
Bioinformatics, 2018, , 137-141. 0.0 16

1204 Association Between<i>MALAT1</i>and<i>THRIL</i>Polymorphisms and Precancerous Cervical Lesions.
Genetic Testing and Molecular Biomarkers, 2018, 22, 509-517. 0.3 6

1205 Applied Computational Genomics. Translational Bioinformatics, 2018, , . 0.0 0



67

Citation Report

# Article IF Citations

1206
Analysis of the association of &lt;em&gt;MIR124-1&lt;/em&gt; and its target gene
&lt;em&gt;RGS4&lt;/em&gt; polymorphisms with major depressive disorder and antidepressant response.
Neuropsychiatric Disease and Treatment, 2018, Volume 14, 715-723.

1.0 10

1207 rs1800796 of the IL6 gene is associated with increased risk for anti-tuberculosis drug-induced
hepatotoxicity in Chinese Han children. Tuberculosis, 2018, 111, 71-77. 0.8 7

1208 Leveraging epigenomics and contactomics data to investigate SNP pairs in GWAS. Human Genetics, 2018,
137, 413-425. 1.8 8

1209 Critical Issues in BDNF Val66Met Genetic Studies of Neuropsychiatric Disorders. Frontiers in
Molecular Neuroscience, 2018, 11, 156. 1.4 99

1210 ClusterMI: Detecting High-Order SNP Interactions Based on Clustering and Mutual Information.
International Journal of Molecular Sciences, 2018, 19, 2267. 1.8 18

1211 Allelic interaction effects of DNA damage and repair genes on the predisposition to age-related
cataract. PLoS ONE, 2018, 13, e0184478. 1.1 6

1212 Relief-based feature selection: Introduction and review. Journal of Biomedical Informatics, 2018, 85,
189-203. 2.5 723

1213 Machine Learning and Radiogenomics: Lessons Learned and Future Directions. Frontiers in Oncology,
2018, 8, 228. 1.3 54

1214 Benchmarking relief-based feature selection methods for bioinformatics data mining. Journal of
Biomedical Informatics, 2018, 85, 168-188. 2.5 156

1215 Fuzzy set-based generalized multifactor dimensionality reduction analysis of gene-gene interactions.
BMC Medical Genomics, 2018, 11, 32. 0.7 8

1216 WISARD: workbench for integrated superfast association studies for related datasets. BMC Medical
Genomics, 2018, 11, 39. 0.7 11

1217 GLTSCR1, ATM, PPP1R13L and CD3EAP Genetic Variants and Lung Cancer Risk in a Chinese Population.
Current Medical Science, 2018, 38, 734-740. 0.7 8

1218 Associations of miRâ€‘146aC&gt;G, miRâ€‘149C&gt;T, miRâ€‘196a2C&gt;T and miRâ€‘499A&gt;G polymorphisms with
brain tumors. Oncology Reports, 2018, 40, 1813-1823. 1.2 7

1219 Catfish Taguchi-Based Binary Differential Evolution Algorithm for Analyzing Single Nucleotide
Polymorphism Interactions in Chronic Dialysis. IEEE Transactions on Nanobioscience, 2018, 17, 291-299. 2.2 12

1220 Gene-Gene and Gene-Environment Interactions. Methods in Molecular Biology, 2018, 1793, 89-110. 0.4 12

1221 AA9int: SNP interaction pattern search using non-hierarchical additive model set. Bioinformatics,
2018, 34, 4141-4150. 1.8 3

1222 Gene-Gene Interactions: An Essential Component to Modeling Complexity for Precision Medicine. ,
2019, , 171-177. 0

1223 MTOR Pathway-Based Discovery of Genetic Susceptibility to L-DOPA-Induced Dyskinesia in Parkinsonâ€™s
Disease Patients. Molecular Neurobiology, 2019, 56, 2092-2100. 1.9 17



68

Citation Report

# Article IF Citations

1224 SEE: a novel multi-objective evolutionary algorithm for identifying SNP epistasis in genome-wide
association studies. Biotechnology and Biotechnological Equipment, 2019, 33, 529-547. 0.5 7

1225
The Effect of AMBP SNPs, Their Haplotypes, and Geneâ€“Environment Interactions on the Risk of
Atherothrombotic Stroke Among the Chinese Population. Genetic Testing and Molecular Biomarkers,
2019, 23, 487-494.

0.3 5

1226 Multivariate Cluster-Based Multifactor Dimensionality Reduction to Identify Genetic Interactions for
Multiple Quantitative Phenotypes. BioMed Research International, 2019, 2019, 1-10. 0.9 6

1227 DNA-based predictive models for the presence of freckles. Forensic Science International: Genetics,
2019, 42, 252-259. 1.6 27

1229 Significant role of geneâ€“gene interactions of clock genes in mood disorder. Journal of Affective
Disorders, 2019, 257, 510-517. 2.0 12

1230 Exploration of a diversity of computational and statistical measures of association for genome-wide
genetic studies. BioData Mining, 2019, 12, 14. 2.2 3

1231 Epistasis Detection in Genome-Wide Screening for Complex Human Diseases in Structured Populations.
Systems Medicine (New Rochelle, N Y ), 2019, 2, 19-27. 1.4 9

1232 AFSBN: A Method of Artificial Fish Swarm Optimizing Bayesian Network for Epistasis Detection.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2021, 18, 1369-1383. 1.9 3

1233 XRCC1 632 as a candidate for cancer predisposition via a complex interaction with genetic variants of
base excision repair and double strand break repair genes. Future Oncology, 2019, 15, 3845-3859. 1.1 2

1234 Detecting SNPâ€“SNP Interactions in Imbalanced Case-Control Study. IEEE Access, 2019, 7, 143036-143045. 2.6 3

1235 Compositional epistasis detection using a few prototype disease models. PLoS ONE, 2019, 14, e0213236. 1.1 1

1236 <i>SHANK1</i> polymorphisms and SNPâ€“SNP interactions among <i>SHANK</i> family: A possible cue
for recognition to autism spectrum disorder in infant age. Autism Research, 2019, 12, 375-383. 2.1 10

1237 Epi-GTBN: an approach of epistasis mining based on genetic Tabu algorithm and Bayesian network. BMC
Bioinformatics, 2019, 20, 444. 1.2 21

1238
Application of simulation-based CYP26 SNP-environment barcodes for evaluating the occurrence of
oral malignant disorders by odds ratio-based binary particle swarm optimization: A case-control
study in the Taiwanese population. PLoS ONE, 2019, 14, e0220719.

1.1 3

1239 Discovering genetic interactions bridging pathways in genome-wide association studies. Nature
Communications, 2019, 10, 4274. 5.8 52

1240 TrioMDR: Detecting SNP interactions in trio families with model-based multifactor dimensionality
reduction. Genomics, 2019, 111, 1176-1182. 1.3 2

1241 An Improved Multi-factor Dimensionality Reduction Approach to Identify Gene-Gene Interactions.
Advances in Intelligent Systems and Computing, 2019, , 109-114. 0.5 0

1242 The microRNApolymorphisms inmiR-150 and miR-1179 are associated with risk of idiopathic recurrent
pregnancy loss. Reproductive BioMedicine Online, 2019, 39, 187-195. 1.1 11



69

Citation Report

# Article IF Citations

1243
Evidence for the genetic basis and epistatic interactions underlying oceanâ€• and riverâ€•maturing ecotypes
of Pacific Lamprey (<i>Entosphenus tridentatus</i>) returning to the Klamath River, California.
Molecular Ecology, 2019, 28, 3171-3185.

2.0 15

1244 DESeeker: Detecting Epistatic Interactions Using a Two-Stage Differential Evolution Algorithm. IEEE
Access, 2019, 7, 69604-69613. 2.6 10

1245 SNCA and mTOR Pathway Single Nucleotide Polymorphisms Interact to Modulate the Age at Onset of
Parkinson's Disease. Movement Disorders, 2019, 34, 1333-1344. 2.2 21

1246 New algorithms for detecting multi-effect and multi-way epistatic interactions. Bioinformatics, 2019,
35, 5078-5085. 1.8 17

1247 Apolipoprotein E polymorphisms contribute to statin response in Chinese ASCVD patients with
dyslipidemia. Lipids in Health and Disease, 2019, 18, 129. 1.2 18

1248 Confounding of linkage disequilibrium patterns in large scale DNA based gene-gene interaction
studies. BioData Mining, 2019, 12, 11. 2.2 29

1249
The multi-faceted high order polymorphic synergistic interactions among nucleotide excision repair
genes increase the risk of lung cancer in North Indians. Mutation Research - Fundamental and
Molecular Mechanisms of Mutagenesis, 2019, 816-818, 111673.

0.4 3

1250
Matrix metalloproteinases as target genes for gene regulatory networks driving molecular and
cellular pathways related to a multistep pathogenesis of cerebrovascular disease. Journal of Cellular
Biochemistry, 2019, 120, 16467-16482.

1.2 27

1251 Relationship between Clinicopathologic Variables in Breast Cancer Overall Survival Using
Biogeography-Based Optimization Algorithm. BioMed Research International, 2019, 2019, 1-12. 0.9 4

1252 Investigating Geneâ€“Gene and Geneâ€“Environment Interactions in the Association Between
Overnutrition and Obesity-Related Phenotypes. Frontiers in Genetics, 2019, 10, 151. 1.1 9

1253 <i>C1<scp>QA</scp></i> and <i>C1<scp>QC</scp></i> modify ageâ€•atâ€•onset in familial amyloid
polyneuropathy patients. Annals of Clinical and Translational Neurology, 2019, 6, 748-754. 1.7 10

1254 How to increase our belief in discovered statistical interactions via large-scale association studies?.
Human Genetics, 2019, 138, 293-305. 1.8 12

1255 Effect of CRHR1 and CRHR2 gene polymorphisms and childhood trauma in suicide attempt. Journal of
Neural Transmission, 2019, 126, 637-644. 1.4 9

1256 Approaches to treatment effect heterogeneity in the presence of confounding. Statistics in Medicine,
2019, 38, 2797-2815. 0.8 9

1257 Identification of interactions of binary variables associated with survival time using survivalFS.
Archives of Toxicology, 2019, 93, 585-602. 1.9 0

1258 Exploiting the Power of Group Differences: Using Patterns to Solve Data Analysis Problems. Synthesis
Lectures on Data Mining and Knowledge Discovery, 2019, 11, 1-146. 0.5 5

1259
Whole-genome resequencing from bulked-segregant analysis reveals gene set based association
analyses for the Vibrio anguillarum resistance of turbot (Scophthalmus maximus). Fish and Shellfish
Immunology, 2019, 88, 76-83.

1.6 27

1260 Prediction of SNP Sequences via Gini Impurity Based Gradient Boosting Method. IEEE Access, 2019, 7,
12647-12657. 2.6 11



70

Citation Report

# Article IF Citations

1261 Association and interaction of genetic variants with occurrence of ischemic stroke among Brazilian
patients. Gene, 2019, 695, 84-91. 1.0 14

1262 Self-Adjusting Ant Colony Optimization Based on Information Entropy for Detecting Epistatic
Interactions. Genes, 2019, 10, 114. 1.0 17

1263 A Review of Ant Colony Optimization Based Methods for Detecting Epistatic Interactions. IEEE Access,
2019, 7, 13497-13509. 2.6 25

1264 Association between ILâ€•4 tagging single nucleotide polymorphisms and the risk of lung cancer in
China. Molecular Genetics &amp; Genomic Medicine, 2019, 7, e00585. 0.6 12

1265 Improved Multiobjective Multifactor Dimensionality Reduction using Fuzzy Theory. , 2019, , . 0

1266 Ant Colony Optimization with Self-Evolving Parameter for Detecting Epistatic Interactions. , 2019, , . 1

1267 &lt;p&gt;Pharmacogenomics And Hypertension: Current Insights&lt;/p&gt;. Pharmacogenomics and
Personalized Medicine, 2019, Volume 12, 341-359. 0.4 25

1268 HiSSI: high-order SNP-SNP interactions detection based on efficient significant pattern and
differential evolution. BMC Medical Genomics, 2019, 12, 139. 0.7 5

1269 Region-based interaction detection in genome-wide case-control studies. BMC Medical Genomics, 2019,
12, 133. 0.7 7

1270 Association study of the three functional polymorphisms (TAS2R46G&gt;A, OR4C16G&gt;A, and) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (OR4X1A&gt;T) with recurrent pregnancy loss. Genes and Genomics, 2019, 41, 61-70.0.5 21

1271 SNPâ€•SNP and SNPâ€•environment interactions of potentially functional <i>HOTAIR</i> SNPs modify the
risk of hepatocellular carcinoma. Molecular Carcinogenesis, 2019, 58, 633-642. 1.3 16

1272 An optimization approach to epistasis detection. European Journal of Operational Research, 2019, 274,
1069-1076. 3.5 2

1273 Discovering the pharmacodynamics of conolidine and cannabidiol using a cultured neuronal network
based workflow. Scientific Reports, 2019, 9, 121. 1.6 14

1274 Non-additive effects of ACVR2A in preeclampsia in a Philippine population. BMC Pregnancy and
Childbirth, 2019, 19, 11. 0.9 2

1275 Generalized multifactor dimensionality reduction approaches to identification of genetic
interactions underlying ordinal traits. Genetic Epidemiology, 2019, 43, 24-36. 0.6 11

1276 PBMDR: A particle swarm optimization-based multifactor dimensionality reduction for the detection
of multilocus interactions. Journal of Theoretical Biology, 2019, 461, 68-75. 0.8 12

1277 Functional Genomics for Cancer Research: Applications In Vivo and In Vitro. Annual Review of Cancer
Biology, 2019, 3, 345-363. 2.3 9

1278 Multiple-Criteria Decision Analysis-Based Multifactor Dimensionality Reduction for Detecting
Geneâ€“Gene Interactions. IEEE Journal of Biomedical and Health Informatics, 2019, 23, 416-426. 3.9 10



71

Citation Report

# Article IF Citations

1279 Robust genetic interaction analysis. Briefings in Bioinformatics, 2019, 20, 624-637. 3.2 23

1280 Statistical methods for genome-wide association studies. Seminars in Cancer Biology, 2019, 55, 53-60. 4.3 59

1281 Epistasis Analysis Using an Improved Fuzzy C-Means-Based Entropy Approach. IEEE Transactions on
Fuzzy Systems, 2020, 28, 718-730. 6.5 18

1282 Fast search of third-order epistatic interactions on CPU and GPU clusters. International Journal of
High Performance Computing Applications, 2020, 34, 20-29. 2.4 16

1283 A Tandem Evolutionary Algorithm for Identifying Causal Rules from Complex Data. Evolutionary
Computation, 2020, 28, 87-114. 2.3 9

1284 Class Balanced Multifactor Dimensionality Reduction to Detect Geneâ€“Gene Interactions. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2020, 17, 71-81. 1.9 14

1285 Association of miRNA-27a and leptin polymorphisms with recurrent pregnancy loss in Egyptian women.
Meta Gene, 2020, 24, 100617. 0.3 2

1286 Identification of geneâ€“environment interactions with marginal penalization. Genetic Epidemiology,
2020, 44, 159-196. 0.6 6

1287 DualWMDR: Detecting epistatic interaction with dual screening and multifactor dimensionality
reduction. Human Mutation, 2020, 41, 719-734. 1.1 15

1288 Embracing study heterogeneity for finding genetic interactions in largeâ€•scale research consortia.
Genetic Epidemiology, 2020, 44, 52-66. 0.6 4

1289 An improved fuzzy set-based multifactor dimensionality reduction for detecting epistasis. Artificial
Intelligence in Medicine, 2020, 102, 101768. 3.8 6

1290 Association of UGT2B7 and CaMK4 with response of valproic acid in Chinese children with epilepsy.
Therapie, 2020, 75, 261-270. 0.6 4

1291 <i>5â€•HT2AR</i> and <i>BDNF</i> gene variants in eating disorders susceptibility. American Journal of
Medical Genetics Part B: Neuropsychiatric Genetics, 2020, 183, 155-163. 1.1 19

1292 Higher-order clinical risk factor interaction analysis for overall mortality in maintenance
hemodialysis patients. Therapeutic Advances in Chronic Disease, 2020, 11, 204062232094906. 1.1 3

1293
Association between Adiponectin Gene Polymorphism and Environmental Risk Factors of Type 2
Diabetes Mellitus among the Chinese Population in Hohhot. BioMed Research International, 2020,
2020, 1-9.

0.9 13

1294 Identification of HIV-1 Vif Protein Attributes Associated With CD4 T Cell Numbers and Viral Loads
Using Artificial Intelligence Algorithms. IEEE Access, 2020, 8, 87214-87227. 2.6 6

1295 Applications of machine learning to diagnosis and treatment of neurodegenerative diseases. Nature
Reviews Neurology, 2020, 16, 440-456. 4.9 257

1296 Genetic and environmental risk for lymphoma in boxer dogs. Journal of Veterinary Internal Medicine,
2020, 34, 2068-2077. 0.6 8



72

Citation Report

# Article IF Citations

1297 What Can Machine Learning Approaches in Genomics Tell Us about the Molecular Basis of
Amyotrophic Lateral Sclerosis?. Journal of Personalized Medicine, 2020, 10, 247. 1.1 14

1298 A framework for modeling epistatic interaction. Bioinformatics, 2021, 37, 1708-1716. 1.8 5

1299 Job Scheduling Strategies for Parallel Processing. Lecture Notes in Computer Science, 2020, , . 1.0 0

1300
Association of ESR1 (rs2234693 and rs9340799), CETP (rs708272), MTHFR (rs1801133 and rs2274976) and MS
(rs185087) polymorphisms with Coronary Artery Disease (CAD). BMC Cardiovascular Disorders, 2020,
20, 340.

0.7 18

1301 Association between Platelet-Specific Collagen Receptor Glycoprotein 6 Gene Variants, Selected
Biomarkers, and Recurrent Pregnancy Loss in Korean Women. Genes, 2020, 11, 862. 1.0 1

1302 Cytokine genes multi-locus analysis reveals synergistic influence on genetic susceptibility in Indian
SLE â€“ A multifactor-dimensionality reduction approach. Cytokine, 2020, 135, 155240. 1.4 3

1304
Polymorphisms of C-reactive protein and growth arrest-specific gene 6 modulate ischemic stroke
susceptibility through geneâ€“gene interactions in Chinese Han population. Biotechnology and
Biotechnological Equipment, 2020, 34, 937-945.

0.5 1

1305 Evaluation of Existing Methods for High-Order Epistasis Detection. IEEE/ACM Transactions on
Computational Biology and Bioinformatics, 2022, 19, 912-926. 1.9 9

1306 A new efficient method to detect genetic interactions for lung cancer GWAS. BMC Medical Genomics,
2020, 13, 162. 0.7 3

1307 Does the Brain-Derived Neurotrophic Factor Val66Met Polymorphism Modulate the Effects of Physical
Activity and Exercise on Cognition?. Neuroscientist, 2022, 28, 69-86. 2.6 10

1308 JS-MA: A Jensen-Shannon Divergence Based Method for Mapping Genome-Wide Associations on Multiple
Diseases. Frontiers in Genetics, 2020, 11, 507038. 1.1 6

1309 Deep Learning for Intradialytic Hypotension Prediction in Hemodialysis Patients. IEEE Access, 2020, 8,
82382-82390. 2.6 17

1310 Gene-Gene Interaction Analysis for the Survival Phenotype Based on the Kaplan-Meier Median Estimate.
BioMed Research International, 2020, 2020, 1-10. 0.9 5

1311 DNA repair genes hOGG1, XRCC1 and ERCC2 polymorphisms and their molecular mapping in breast
cancer patients from India. Molecular Biology Reports, 2020, 47, 5081-5090. 1.0 4

1312 Information Theory in Computational Biology: Where We Stand Today. Entropy, 2020, 22, 627. 1.1 27

1313 Fuzzy Logic System Application for Detecting SNP-SNP Interaction. IEEE Access, 2020, 8, 49951-49960. 2.6 3

1314 Enhanced Permutation Tests via Multiple Pruning. Frontiers in Genetics, 2020, 11, 509. 1.1 4

1315
SHEIB-AGM: A Novel Stochastic Approach for Detecting High-Order Epistatic Interactions Using
Bioinformation With Automatic Gene Matrix in Genome-Wide Association Studies. IEEE Access, 2020, 8,
21676-21693.

2.6 0



73

Citation Report

# Article IF Citations

1316 An Accidental Genetic Epidemiologist. Annual Review of Genomics and Human Genetics, 2020, 21, 15-36. 2.5 0

1317 A Geometry-Based Multiple Testing Correction for Contingency Tables by Truncated Normal
Distribution. Statistics in Biosciences, 2020, 12, 63-77. 0.6 0

1318 Gene-to-gene interactions and the association of TP53, XRCC1, TNFÎ±, HMMR, MDM2 and PALB2 with breast
cancer in Kyrgyz females. Breast Cancer, 2020, 27, 938-946. 1.3 5

1319 Multipopulation harmony search algorithm for the detection of high-order SNP interactions.
Bioinformatics, 2020, 36, 4389-4398. 1.8 29

1320 The Role of Intergenic Interactions of Neurotrophic and Neurotransmitter System Genes in the
Development of Susceptibility to Paranoid Schizophrenia. Russian Journal of Genetics, 2020, 56, 79-87. 0.2 0

1321
The interaction of ASAH1 and NGF gene involving in neurotrophin signaling pathway contributes to
schizophrenia susceptibility and psychopathology. Progress in Neuro-Psychopharmacology and
Biological Psychiatry, 2021, 104, 110015.

2.5 12

1322 A differential evolution based feature combination selection algorithm for high-dimensional data.
Information Sciences, 2021, 547, 870-886. 4.0 31

1323 Potential interactions among single nucleotide polymorphisms in boneâ€• and cartilageâ€•related genes in
skeletal malocclusions. Orthodontics and Craniofacial Research, 2021, 24, 277-287. 1.2 25

1324 Evolution in alternating environments with tunable interlandscape correlations. Evolution;
International Journal of Organic Evolution, 2021, 75, 10-24. 1.1 11

1325 Investigation of Genetic Polymorphisms in BMP2, BMP4, SMAD6, and RUNX2 and Persistent Apical
Periodontitis. Journal of Endodontics, 2021, 47, 278-285. 1.4 13

1326
Interaction between three stress-related gene polymorphisms and food addiction increases the risk to
develop obesity in a sample of Mexican people attending a nutrition clinic.
Psychoneuroendocrinology, 2021, 125, 105099.

1.3 4

1327 Approaches for the integration of big data in translational medicine: singleâ€•cell and computational
methods. Annals of the New York Academy of Sciences, 2021, 1493, 3-28. 1.8 8

1328 An Approach of Epistasis Detection Using Integer Linear Programming Optimizing Bayesian Network.
IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2022, 19, 2654-2671. 1.9 1

1329 Impact of xenobiotic-metabolizing gene polymorphisms on breast cancer risk in South Indian women.
Breast Cancer Research and Treatment, 2021, 186, 823-837. 1.1 5

1330 Exome-Wide Association Study Identifies <i>FN3KRP</i> and <i>PGP</i> as New Candidate Longevity
Genes. Journals of Gerontology - Series A Biological Sciences and Medical Sciences, 2021, 76, 786-795. 1.7 14

1331 Efficient kernel-based variable selection with sparsistency. Statistica Sinica, 2021, , . 0.2 1

1332 TP53 common variants and interaction with PPP1R13L and CD3EAP SNPs and lung cancer risk and
smoking behavior in a Chinese population. Biomedical Journal, 2022, 45, 169-178. 1.4 4

1333 Methods for Association Studies. , 2021, , 89-121. 1



74

Citation Report

# Article IF Citations

1334 W-Test for Genetic Epistasis Testing. Methods in Molecular Biology, 2021, 2212, 45-53. 0.4 0

1335 A Framework for Efficient N-Way Interaction Testing in Case/Control Studies With Categorical Data.
IEEE Open Journal of Engineering in Medicine and Biology, 2021, 2, 256-262. 1.7 0

1336 Empowering individual trait prediction using interactions for precision medicine. BMC
Bioinformatics, 2021, 22, 74. 1.2 3

1337 Association of vitamin D receptor gene polymorphisms with gestational diabetes mellitus-a case
control study in Wuhan, China. BMC Pregnancy and Childbirth, 2021, 21, 142. 0.9 12

1338 Performance of model-based multifactor dimensionality reduction methods for epistasis detection by
controlling population structure. BioData Mining, 2021, 14, 16. 2.2 2

1339 Genome-wide epistasis analysis for Alzheimerâ€™s disease and implications for genetic risk prediction.
Alzheimer's Research and Therapy, 2021, 13, 55. 3.0 24

1340 Pediatric Nonâ€•Alcoholic Fatty Liver Disease Is Affected by Genetic Variants Involved in
Lifespan/Healthspan. Journal of Pediatric Gastroenterology and Nutrition, 2021, 73, 161-168. 0.9 4

1341 A comparative study on the unified model based multifactor dimensionality reduction methods for
identifying gene-gene interactions associated with the survival phenotype. BioData Mining, 2021, 14, 17. 2.2 2

1342 Optimized permutation testing for information theoretic measures of multi-gene interactions. BMC
Bioinformatics, 2021, 22, 180. 1.2 2

1343
IP6K3 and IPMK variations in LOAD and longevity: Evidence for a multifaceted signaling network at the
crossroad between neurodegeneration and survival. Mechanisms of Ageing and Development, 2021,
195, 111439.

2.2 9

1344 Utilizing machine learning dimensionality reduction for risk stratification of chest pain patients in
the emergency department. BMC Medical Research Methodology, 2021, 21, 74. 1.4 7

1345 RIL-StEp: epistasis analysis of rice recombinant inbred lines reveals candidate interacting genes that
control seed hull color and leaf chlorophyll content. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 6

1346 Genetic interactions effects for cancer disease identification using computational models: a review.
Medical and Biological Engineering and Computing, 2021, 59, 733-758. 1.6 7

1347 Association between HOTAIR lncRNA Polymorphisms and Coronary Artery Disease Susceptibility.
Journal of Personalized Medicine, 2021, 11, 375. 1.1 9

1348 Single nucleotide polymorphisms of TRAF2 and TRAF5 gene in ankylosing spondylitis: a caseâ€“control
study. Clinical and Experimental Medicine, 2021, 21, 645-653. 1.9 3

1349 Effect of interaction between obesity-promoting genetic variants and behavioral factors on the risk
of obese phenotypes. Molecular Genetics and Genomics, 2021, 296, 919-938. 1.0 6

1350 Progesterone promotes immunomodulation and tumor development in the murine mammary gland. ,
2021, 9, e001710. 12

1351 Association of CASR, CALCR, and ORAI1 Genes Polymorphisms With the Calcium Urolithiasis
Development in Russian Population. Frontiers in Genetics, 2021, 12, 621049. 1.1 5



75

Citation Report

# Article IF Citations

1352 Artificial Intelligence in Epigenetic Studies: Shedding Light on Rare Diseases. Frontiers in Molecular
Biosciences, 2021, 8, 648012. 1.6 11

1353 Parathyroid Hormone Gene and Genes Involved in the Maintenance of Vitamin D Levels Association
with Mandibular Retrognathism. Journal of Personalized Medicine, 2021, 11, 369. 1.1 9

1354 High-Dimensional Interaction Detection With False Sign Rate Control. Journal of Business and
Economic Statistics, 2022, 40, 1234-1245. 1.8 4

1355 Genetic Polymorphisms in miR-604A&gt;G, miR-938G&gt;A, miR-1302-3C&gt;T and the Risk of Idiopathic
Recurrent Pregnancy Loss. International Journal of Molecular Sciences, 2021, 22, 6127. 1.8 10

1356 Germline Variants and Genetic Interactions of Several EMT Regulatory Genes Increase the Risk of
HBV-Related Hepatocellular Carcinoma. Frontiers in Oncology, 2021, 11, 564477. 1.3 2

1357
Association between endothelial nitric oxide synthase and the renin-angiotensin-aldosterone system
polymorphisms, blood pressure and training status in normotensive/pre-hypertension and
hypertensive older adults: a pilot study. Clinical and Experimental Hypertension, 2021, 43, 661-670.

0.5 4

1358 Novel EDGE encoding method enhances ability to identify genetic interactions. PLoS Genetics, 2021, 17,
e1009534. 1.5 5

1359 3â€²-UTR Polymorphisms in Thymidylate Synthase with Colorectal Cancer Prevalence and Prognosis.
Journal of Personalized Medicine, 2021, 11, 537. 1.1 4

1360 Investigation of high correlation with carcass traits of SNPs of the PLCB1, C/EBPÎ±, and TDRKH genes and
the combinations of SNPs using the MDR method in the Hanwoo. Genes and Genomics, 2021, 43, 961-973. 0.5 1

1361 Genotype Pattern Mining for Pairs of Interacting Variants Underlying Digenic Traits. Genes, 2021, 12,
1160. 1.0 6

1363
Multilevel thresholding based follicle detection and classification of polycystic ovary syndrome
from the ultrasound images using machine learning. International Journal of Systems Assurance
Engineering and Management, 0, , 1.

1.5 15

1364 The Association between 5-Hydroxytryptamine Receptor 1B rs13212041 Polymorphism and Trait Anxiety
in Chinese Han College Subjects. Life, 2021, 11, 882. 1.1 1

1365
Interaction analysis of Mycobacterium tuberculosis between the host environment and highly
mutated genes from population genetic structure comparison. Medicine (United States), 2021, 100,
e27125.

0.4 3

1366 MIDESP: Mutual Information-Based Detection of Epistatic SNP Pairs for Qualitative and Quantitative
Phenotypes. Biology, 2021, 10, 921. 1.3 3

1367 EpiHNet: Detecting Epistasis by Heterogeneous Molecule Network. Methods, 2021, , . 1.9 3

1368 Utility of linking survey and registry data to evaluate interventions and policies to address disparities
in breast cancer survivorship among young women. Evaluation and Program Planning, 2021, 88, 101967. 0.9 0

1369 Role of Genetic Interactions in Lung Diseases Detection using Computational Approaches: A Review.
Current Chinese Computer Science, 2021, 01, . 0.5 0

1370 A Belief Degreeâ€“Associated Fuzzy Multifactor Dimensionality Reduction Framework for Epistasis
Detection. Methods in Molecular Biology, 2021, 2212, 307-323. 0.4 0



76

Citation Report

# Article IF Citations

1371 First-Order Correction of Statistical Significance for Screening Two-Way Epistatic Interactions.
Methods in Molecular Biology, 2021, 2212, 181-190. 0.4 0

1372 Association analysis between the interaction of RAS family genes mutations and papillary thyroid
carcinoma in the Han Chinese population. International Journal of Medical Sciences, 2021, 18, 441-447. 1.1 4

1373 MOAI: a multi-outcome interaction identification approach reveals an interaction between vaspin and
carcinoembryonic antigen on colorectal cancer prognosis. Briefings in Bioinformatics, 2022, 23, . 3.2 0

1374 Obesity, dyslipidaemia and candidate gene polymorphisms: a cross-sectional study among the Liangmai
and Mizo tribes of Manipur, India. Annals of Medicine, 2021, 53, 1439-1447. 1.5 0

1375 EpiMC: Detecting Epistatic Interactions Using Multiple Clusterings. IEEE/ACM Transactions on
Computational Biology and Bioinformatics, 2022, 19, 243-254. 1.9 5

1377 Generalisation and Model Selection in Supervised Learning with Evolutionary Computation. Lecture
Notes in Computer Science, 2003, , 119-130. 1.0 10

1379 Cellular Automata and Genetic Algorithms for Parallel Problem Solving in Human Genetics. Lecture
Notes in Computer Science, 2002, , 821-830. 1.0 5

1380 Genome-Wide Genetic Analysis Using Genetic Programming: The Critical Need for Expert Knowledge. ,
2007, , 11-28. 27

1381 Solving Complex Problems in Human Genetics Using Genetic Programming: The Importance of
Theorist-Practitionercomputer Interaction. , 2008, , 69-85. 5

1382 Does Complexity Matter? Artificial Evolution, Computational Evolution and the Genetic Analysis of
Epistasis in Common Human Diseases.. Genetic and Evolutionary Computation, 2009, , 1-19. 1.0 7

1383 Environmental Sensing of Expert Knowledge in a Computational Evolution System for Complex
Problem Solving in Human Genetics. Genetic and Evolutionary Computation, 2010, , 19-36. 1.0 11

1384 Exploiting Expert Knowledge of Protein-Protein Interactions in a Computational Evolution System for
Detecting Epistasis. Genetic and Evolutionary Computation, 2011, , 195-210. 1.0 5

1385 Evolutionary Computation in Microarray Data Analysis. , 2002, , 23-35. 6

1386 Bioinformatics Challenges in Genome-Wide Association Studies (GWAS). Methods in Molecular
Biology, 2014, 1168, 63-81. 0.4 40

1387 Epistasis Analysis Using Information Theory. Methods in Molecular Biology, 2015, 1253, 257-268. 0.4 15

1388 Epistasis Analysis Using ReliefF. Methods in Molecular Biology, 2015, 1253, 315-325. 0.4 13

1389 Epistasis Analysis Using Artificial Intelligence. Methods in Molecular Biology, 2015, 1253, 327-346. 0.4 1

1390 Central Limit Theorem Related to MDR-Method. Fields Institute Communications, 2015, , 113-128. 0.6 1



77

Citation Report

# Article IF Citations

1391 Linkage Disequilibrium Mapping for Complex Disease Genes. Methods in Molecular Biology, 2007, 376,
85-107. 0.4 5

1392 Strategies to Identify Pharmacogenomic Biomarkers: Candidate Gene, Pathway-Based, and Genome-Wide
Approaches. , 2008, , 353-370. 2

1393 DAM: A Bayesian Method for Detecting Genome-wide Associations on Multiple Diseases. Lecture Notes
in Computer Science, 2015, , 96-107. 1.0 6

1394 A Multifactor Dimensionality Reduction Based Associative Classification for Detecting SNP
Interactions. Lecture Notes in Computer Science, 2015, , 328-336. 1.0 5

1395 Improving Strategy for Discovering Interacting Genetic Variants in Association Studies. Lecture Notes
in Computer Science, 2016, , 461-469. 1.0 4

1396 Tuning Hyperparameters for Gene Interaction Models in Genome-Wide Association Studies. Lecture
Notes in Computer Science, 2017, , 791-801. 1.0 5

1397 Feature Selection for Detecting Gene-Gene Interactions in Genome-Wide Association Studies. Lecture
Notes in Computer Science, 2018, , 33-46. 1.0 2

1398 Genetic Programming Neural Networks as a Bioinformatics Tool for Human Genetics. Lecture Notes in
Computer Science, 2004, , 438-448. 1.0 25

1399 Tuning ReliefF for Genome-Wide Genetic Analysis. , 2007, , 166-175. 117

1400 An Expert Knowledge-Guided Mutation Operator for Genome-Wide Genetic Analysis Using Genetic
Programming. Lecture Notes in Computer Science, 2007, , 30-40. 1.0 17

1401 Development and Evaluation of an Open-Ended Computational Evolution System for the Genetic
Analysis of Susceptibility to Common Human Diseases. , 2008, , 129-140. 23

1402 Ant Colony Optimization for Genome-Wide Genetic Analysis. Lecture Notes in Computer Science, 2008, ,
37-47. 1.0 38

1403 Association Analysis Techniques for Bioinformatics Problems. Lecture Notes in Computer Science,
2009, , 1-13. 1.0 17

1404 Optimal Use of Expert Knowledge in Ant Colony Optimization for the Analysis of Epistasis in Human
Disease. Lecture Notes in Computer Science, 2009, , 92-103. 1.0 21

1405 COE: A General Approach for Efficient Genome-Wide Two-Locus Epistasis Test in Disease Association
Study. Lecture Notes in Computer Science, 2009, , 253-269. 1.0 10

1406 The Informative Extremes: Using Both Nearest and Farthest Individuals Can Improve Relief Algorithms
in the Domain of Human Genetics. Lecture Notes in Computer Science, 2010, , 182-193. 1.0 24

1407 A Model Free Method to Generate Human Genetics Datasets with Complex Gene-Disease Relationships.
Lecture Notes in Computer Science, 2010, , 74-85. 1.0 2

1408 Grammatical Evolution of Neural Networks for Discovering Epistasis among Quantitative Trait Loci.
Lecture Notes in Computer Science, 2010, , 86-97. 1.0 15



78

Citation Report

# Article IF Citations

1409 Grammatical Evolution Decision Trees for Detecting Gene-Gene Interactions. Lecture Notes in
Computer Science, 2010, , 98-109. 1.0 3

1410 Sensible Initialization of a Computational Evolution System Using Expert Knowledge for Epistasis
Analysis in Human Genetics. Adaptation, Learning, and Optimization, 2010, , 215-226. 0.5 9

1411 Novel Two-Stage Analytic Approach in Extraction of Strong Herb-Herb Interactions in TCM Clinical
Treatment of Insomnia. Lecture Notes in Computer Science, 2010, , 258-267. 1.0 13

1412 PAKDD Data Mining Competition 2009: New Ways of Using Known Methods. Lecture Notes in Computer
Science, 2010, , 99-105. 1.0 6

1413 The Application of Pittsburgh-Style Learning Classifier Systems to Address Genetic Heterogeneity and
Epistasis in Association Studies. , 2010, , 404-413. 8

1414 Discovering Influential Variables: A General Computer Intensive Method for Common Genetic
Disorders. , 2011, , 87-107. 1

1415 Supervising Random Forest Using Attribute Interaction Networks. Lecture Notes in Computer Science,
2013, , 104-116. 1.0 3

1416 Cell-Based Metrics Improve the Detection of Gene-Gene Interactions Using Multifactor Dimensionality
Reduction. Lecture Notes in Computer Science, 2013, , 200-211. 1.0 2

1417 Xenobiotic Metabolism and Cancer Susceptibility. Handbook of Experimental Pharmacology, 2003, ,
253-269. 0.9 3

1418 Genetic Contribution of Variants in GABAergic Signaling to Nicotine Dependence. , 2018, , 95-105. 1

1419 Assessing genotype-environment interactions and correlations in the postgenomic era.. , 2003, , 71-86. 14

1420 Generating genetic risk scores from intermediate phenotypes for use in association studies of
clinically significant endpoints. Annals of Human Genetics, 2005, 69, 176-86. 0.3 40

1427 Emergence of pathway-level composite biomarkers from converging gene set signals of heterogeneous
transcriptomic responses. , 2018, , . 10

1428 BINNING SOMATIC MUTATIONS BASED ON BIOLOGICAL KNOWLEDGE FOR PREDICTING SURVIVAL: AN
APPLICATION IN RENAL CELL CARCINOMA. , 2014, , . 24

1429
Combined Genotype Effects of &lt;b&gt;&lt;i&gt;TP53&lt;/i&gt;&lt;/b&gt; and
&lt;b&gt;&lt;i&gt;PAI-1&lt;/i&gt;&lt;/b&gt; Polymorphisms in Breast Cancer Susceptibility: Multifactor
Dimensionality Reduction and in silico Analysis. Human Heredity, 2020, 85, 51-60.

0.4 6

1430 Gene Polymorphism Association with Type 2 Diabetes and Related Gene-Gene and Gene-Environment
Interactions in a Uyghur Population. Medical Science Monitor, 2016, 22, 474-87. 0.5 17

1431 Further investigations of the W-test for pairwise epistasis testing. Wellcome Open Research, 2017, 2,
54. 0.9 1

1432 High-order epistasis shapes evolutionary trajectories. PLoS Computational Biology, 2017, 13, e1005541. 1.5 97



79

Citation Report

# Article IF Citations

1433 Epistatic Module Detection for Case-Control Studies: A Bayesian Model with a Gibbs Sampling
Strategy. PLoS Genetics, 2009, 5, e1000464. 1.5 100

1434 Survival of the Curviest: Noise-Driven Selection for Synergistic Epistasis. PLoS Genetics, 2016, 12,
e1006003. 1.5 5

1435 C2 and CFB Genes in Age-Related Maculopathy and Joint Action with CFH and LOC387715 Genes. PLoS
ONE, 2008, 3, e2199. 1.1 85

1436 A General Framework for Formal Tests of Interaction after Exhaustive Search Methods with
Applications to MDR and MDR-PDT. PLoS ONE, 2010, 5, e9363. 1.1 13

1437 Gene-Gene Interactions Lead to Higher Risk for Development of Type 2 Diabetes in an Ashkenazi Jewish
Population. PLoS ONE, 2010, 5, e9903. 1.1 52

1438 The Impact of Phenocopy on the Genetic Analysis of Complex Traits. PLoS ONE, 2010, 5, e11876. 1.1 19

1439 Cardiovascular Risk Associated with Interactions among Polymorphisms in Genes from the
Renin-Angiotensin, Bradykinin, and Fibrinolytic Systems. PLoS ONE, 2010, 5, e12757. 1.1 11

1440 Systematical Detection of Significant Genes in Microarray Data by Incorporating Gene Interaction
Relationship in Biological Systems. PLoS ONE, 2010, 5, e13721. 1.1 3

1441 Using Genetic Variation and Environmental Risk Factor Data to Identify Individuals at High Risk for
Age-Related Macular Degeneration. PLoS ONE, 2011, 6, e17784. 1.1 40

1442 An Exhaustive, Non-Euclidean, Non-Parametric Data Mining Tool for Unraveling the Complexity of
Biological Systems â€“ Novel Insights into Malaria. PLoS ONE, 2011, 6, e24085. 1.1 9

1443 Multiple Analytical Approaches Reveal Distinct Gene-Environment Interactions in Smokers and Non
Smokers in Lung Cancer. PLoS ONE, 2011, 6, e29431. 1.1 63

1444 Gene-Gene and Gene-Environmental Interactions of Childhood Asthma: A Multifactor Dimension
Reduction Approach. PLoS ONE, 2012, 7, e30694. 1.1 50

1445 Gene-Gene Interaction and Functional Impact of Polymorphisms on Innate Immune Genes in
Controlling Plasmodium falciparum Blood Infection Level. PLoS ONE, 2012, 7, e46441. 1.1 15

1446 Mining Pure, Strict Epistatic Interactions from High-Dimensional Datasets: Ameliorating the Curse of
Dimensionality. PLoS ONE, 2012, 7, e46771. 1.1 14

1447 Epistasis Analysis for Estrogen Metabolic and Signaling Pathway Genes on Young Ischemic Stroke
Patients. PLoS ONE, 2012, 7, e47773. 1.1 11

1448 Genome-Wide Search for Gene-Gene Interactions in Colorectal Cancer. PLoS ONE, 2012, 7, e52535. 1.1 35

1449 A Simple and Computationally Efficient Approach to Multifactor Dimensionality Reduction Analysis of
Gene-Gene Interactions for Quantitative Traits. PLoS ONE, 2013, 8, e66545. 1.1 82

1450 Polymorphisms in the mTOR Gene and Risk of Sporadic Prostate Cancer in an Eastern Chinese
Population. PLoS ONE, 2013, 8, e71968. 1.1 31



80

Citation Report

# Article IF Citations

1451 Interaction between Î³-Aminobutyric Acid A Receptor Genes: New Evidence in Migraine Susceptibility.
PLoS ONE, 2013, 8, e74087. 1.1 18

1452 The Interaction of BDNF and NTRK2 Gene Increases the Susceptibility of Paranoid Schizophrenia. PLoS
ONE, 2013, 8, e74264. 1.1 38

1453 WNT Signaling Pathway Gene Polymorphisms and Risk of Hepatic Fibrosis and Inflammation in
HCV-Infected Patients. PLoS ONE, 2013, 8, e84407. 1.1 16

1454 Genetic Variants in MicroRNA Machinery Genes Are Associate with Idiopathic Recurrent Pregnancy
Loss Risk. PLoS ONE, 2014, 9, e95803. 1.1 33

1455 Research on Single Nucleotide Polymorphisms Interaction Detection from Network Perspective. PLoS
ONE, 2015, 10, e0119146. 1.1 14

1456 Robust Gene-Gene Interaction Analysis in Genome Wide Association Studies. PLoS ONE, 2015, 10,
e0135016. 1.1 6

1457 Association of miR-146a, miR-149, miR-196a2, and miR-499 Polymorphisms with Ossification of the
Posterior Longitudinal Ligament of the Cervical Spine. PLoS ONE, 2016, 11, e0159756. 1.1 14

1458 SNP-SNP Interaction Analysis on Soybean Oil Content under Multi-Environments. PLoS ONE, 2016, 11,
e0163692. 1.1 5

1459 miR-27a and miR-449b polymorphisms associated with a risk of idiopathic recurrent pregnancy loss.
PLoS ONE, 2017, 12, e0177160. 1.1 32

1460 A Deep Learning Approach to Detect SNP Interactions. Journal of Software, 2016, 11, 965-975. 0.6 32

1461 Genetic variants in RET, ARHGEF3 and CTNNAL1, and relevant interaction networks, contribute to the
risk of Hirschsprung disease. Aging, 2020, 12, 4379-4393. 1.4 7

1462 Gene polymorphisms in the PI3K/AKT/mTOR signaling pathway contribute to prostate cancer
susceptibility in Chinese men. Oncotarget, 2017, 8, 61305-61317. 0.8 11

1463 Association of FOXF2 gene polymorphisms with ischemic stroke in Chinese Han population.
Oncotarget, 2017, 8, 89867-89875. 0.8 3

1464
The search for gene-gene interactions in genome-wide association studies: challenges in abundance of
methods, practical considerations, and biological interpretation. Annals of Translational Medicine,
2018, 6, 157-157.

0.7 69

1465 GMDR: Versatile Software for Detecting Gene-Gene and Gene-Environment Interactions Underlying
Complex Traits. Current Genomics, 2016, 17, 396-402. 0.7 44

1466 HS-MMGKG: A Fast Multi-objective Harmony Search Algorithm for Two-locus Model Detection in
GWAS. Current Bioinformatics, 2019, 14, 749-761. 0.7 9

1467 On Epistasis: A Methodological Review for Detecting Gene-Gene Interactions Underlying Various Types
of Phenotypic Traits. Recent Patents on Biotechnology, 2012, 6, 230-236. 0.4 8

1468
The Pathway Less Traveled: Moving from Candidate Genes to Candidate Pathways in the Analysis of
Genome-Wide Data from Large Scale Pharmacogenetic Association Studies. Current
Pharmacogenomics and Personalized Medicine, 2008, 6, 150-159.

0.2 42



81

Citation Report

# Article IF Citations

1469 Multicollinearity. , 2010, , 836-843. 1

1470 Replication of relevant SNPs associated with cardiovascular disease susceptibility obtained from
GWAs in a case-control study in a Canarian population. Disease Markers, 2012, 32, 231-9. 0.6 6

1471 A Polygenic Approach to the Study of Polygenic Diseases. Acta Naturae, 2012, 4, 59-71. 1.7 64

1473
Evaluation of a discrete dynamic systems approach for modeling the hierarchical relationship
between genes, biochemistry, and disease susceptibility. Discrete and Continuous Dynamical Systems -
Series B, 2003, 4, 275-287.

0.5 2

1474 GA-Based Data Mining Applied to Genetic Data for the Diagnosis of Complex Diseases. , 2010, , 219-239. 5

1475 An Improved Markov Blanket Approach to Detect SNPs-Disease Associations in Case-Control Studies.
International Journal of Digital Content Technology and Its Applications, 2012, 6, 278-286. 0.1 2

1476 Epistatic Control of Mammary Cancer Susceptibility in Mice may Depend on the Dietary Environment.
Hereditary Genetics: Current Research, 2012, 01, 108. 0.1 2

1477 A Combinatorial Analysis of Genetic Data for Crohn's Disease. Journal of Biomedical Science and
Engineering, 2008, 01, 52-58. 0.2 1

1478 Statistical Methods of SNP Data Analysis and Applications. Open Journal of Statistics, 2012, 02, 73-87. 0.3 11

1479 Interaction between ALOX5AP-SG13S114A/T and COX-2-765G/C increases susceptibility to cerebral
infarction in a Chinese population. Genetics and Molecular Research, 2013, 12, 1660-1669. 0.3 16

1480 A novel method for identifying SNP disease association based on maximal information coefficient.
Genetics and Molecular Research, 2014, 13, 10863-10877. 0.3 9

1481 Lack of Association between Glutathione S-Transferase-M1, -T1, and -P1 Polymorphisms and
Olanzapine-Induced Weight Gain in Korean Schizophrenic Patients. Psychiatry Investigation, 2010, 7, 147. 0.7 6

1482 A faster pedigree-based generalized multifactor dimensionality reduction method for detecting
gene-gene interactions. Statistics and Its Interface, 2011, 4, 295-304. 0.2 11

1483 Multifactor Dimensionality Reduction(MDR) Analysis by Dummy Variables. Ungyong T'onggye Yon'gu =
the Korean Journal of Applied Statistics, 2009, 22, 435-442. 0.0 4

1484
Detection of superior genotype of fatty acid synthase in Korean native cattle by an
environment-adjusted statistical model. Asian-Australasian Journal of Animal Sciences, 2017, 30,
765-772.

2.4 6

1485
Multifactor Dimensionality Reduction (MDR) Analysis to Detect Single Nucleotide Polymorphisms
Associated with a Carcass Trait in a Hanwoo Population. Asian-Australasian Journal of Animal
Sciences, 2008, 21, 784-788.

2.4 16

1486 A SNP Harvester Analysis to Better Detect SNPs of CCDC158 Gene That Are Associated with Carcass
Quality Traits in Hanwoo. Asian-Australasian Journal of Animal Sciences, 2013, 26, 766-771. 2.4 5

1487
Identification of Stearoyl-CoA Desaturase (SCD) Gene Interactions in Korean Native Cattle Based on
the Multifactor-dimensionality Reduction Method. Asian-Australasian Journal of Animal Sciences,
2013, 26, 1218-1228.

2.4 10



82

Citation Report

# Article IF Citations

1488 Network Graph Analysis of Gene-Gene Interactions in Genome-Wide Association Study Data. Genomics
and Informatics, 2012, 10, 256. 0.4 7

1489 Efficient Strategy to Identify Gene-Gene Interactions and Its Application to Type 2 Diabetes. Genomics
and Informatics, 2016, 14, 160. 0.4 4

1490 Gene-Gene Interaction Analysis for the Accelerated Failure Time Model Using a Unified Model-Based
Multifactor Dimensionality Reduction Method. Genomics and Informatics, 2016, 14, 166. 0.4 7

1491 EFMDR-Fast: An Application of Empirical Fuzzy Multifactor Dimensionality Reduction for Fast
Execution. Genomics and Informatics, 2018, 16, e37. 0.4 4

1492 Highly robust methods in data mining. Serbian Journal of Management, 2013, 8, 9-24. 0.4 10

1493 PBEAM: A parallel implementation of BEAM for genome-wide inference of epistatic interactions.
Bioinformation, 2009, 3, 349-351. 0.2 7

1494 Systematic Investigation on Interactions for HIV Drug Resistance and Cross-Resistance among
Protease Inhibitors. Journal of Proteome Science and Computational Biology, 2012, 1, 2. 1.0 6

1495 The Methylenetetrahydrofolate Reductase C677T Polymorphism Influences Risk of Esophageal Cancer
in Chinese. Asian Pacific Journal of Cancer Prevention, 2013, 14, 3163-3168. 0.5 5

1496 An extension of multifactor dimensionality reduction method for detecting gene-gene interactions
with the survival time. Journal of the Korean Data and Information Science Society, 2014, 25, 1057-1067. 0.0 6

1497 Statistical analysis for genome-wide association study. Journal of Biomedical Research, 2015, 29, 285. 0.7 73

1498 Interaction of Wnt pathway related variants with type 2 diabetes in a Chinese Han population. PeerJ,
2015, 3, e1304. 0.9 5

1499 Spatial rank-based multifactor dimensionality reduction to detect geneâ€“gene interactions for
multivariate phenotypes. BMC Bioinformatics, 2021, 22, 480. 1.2 3

1500
Machine Learning to Identify Interaction of Single-Nucleotide Polymorphisms as a Risk Factor for
Chronic Drug-Induced Liver Injury. International Journal of Environmental Research and Public
Health, 2021, 18, 10603.

1.2 4

1502 Genetic Polymorphism of N -Acetyltransferase Genes as Risk Modifiers of Colorectal Cancer from
Consumption of Well-Done Meat. , 2006, , 189-212. 0

1503 Genetic Polymorphism of N -Acetyltransferase Genes as Risk Modifiers of Colorectal Cancer from
Consumption of Well-Done Meat. , 2006, , 189-212. 0

1504 ã‚¢ãƒ¬ãƒ«ã‚®ãƒ¼ç–¾æ‚£ã•®é•ºä¼•è¦•å› . Nihon Shoni Arerugi Gakkaishi the Japanese Journal of Pediatric Allergy and Clinical Immunology,
2007, 21, 69-74. 0.0 0

1506 Human Genome Project, Genomics, and Clinical Research. , 2007, , 405-420. 0

1507 Linkage Disequilibrium and Test for Interaction Between Two Loci. , 2007, , 209-254. 1



83

Citation Report

# Article IF Citations

1508 Insulin Resistance and Metabolic Syndrome. , 2007, , 883-928. 0

1510 Major SNP Marker Identification with MDR and CART Application. Communications for Statistical
Applications and Methods, 2008, 15, 265-271. 0.1 0

1511 Novel Analytical Methods for Association Studies. , 2008, , 169-187. 0

1512 Statistical Approaches to Studies of Gene-Gene and Gene-Environment Interactions. , 2008, , 145-167. 0

1513 Important SNPs Identification from the Economic Traits for the High Quality Korean Cattle.
Communications for Statistical Applications and Methods, 2009, 16, 67-74. 0.1 1

1514 Estrogen-Metabolizing Gene Polymorphisms, Genetic Susceptibility, and Pharmacogenomics. , 2009, ,
285-314. 0

1515 A Study on the Comparison between E-MDR and D-MDR in Continuous Data. Communications for
Statistical Applications and Methods, 2009, 16, 579-586. 0.1 2

1516 Identify Major Gene-Gene Interaction Effects Using SNPHarvester. Communications for Statistical
Applications and Methods, 2009, 16, 915-923. 0.1 2

1517 Study Gene Interaction Effect Based on Expanded Multifactor Dimensionality Reduction Algorithm.
Ungyong T'onggye Yon'gu = the Korean Journal of Applied Statistics, 2009, 22, 1239-1247. 0.0 0

1518 Statistics for Testing Geneâ€“Environment Interaction. , 2010, , 53-95. 0

1519 Incorporating Domain Knowledge into Evolutionary Computing for Discovering Gene-Gene
Interaction. , 2010, , 394-403. 0

1520 Hashimotoâ€™s Thyroiditis with Petri Nets. Lecture Notes in Computer Science, 2010, , 53-61. 1.0 0

1521 Employing Publically Available Biological Expert Knowledge from Protein-Protein Interaction
Information. Lecture Notes in Computer Science, 2010, , 395-406. 1.0 0

1523 Statistical Interaction for Major Gene Combinations. Ungyong T'onggye Yon'gu = the Korean Journal
of Applied Statistics, 2010, 23, 693-703. 0.0 0

1524 Prediction of SNP interactions in complex diseases with mutual information and boolean algebra.
Journal of the Korea Society of Computer and Information, 2010, 15, 215-224. 0.0 1

1525 Grid-Enabled Framework for Large-Scale Analysis of Gene-Gene Interactions. Communications in
Computer and Information Science, 2011, , 348-357. 0.4 0

1527 A Comparison Study on SVM MDR and D-MDR for Detecting Gene-Gene Interaction in Continuous Data.
Communications for Statistical Applications and Methods, 2011, 18, 413-422. 0.1 0

1529 USE OF MOLECULAR GENETIC METHODS IN THE STUDY OF HEREDITARY PREDISPOSITION TO ATOPIC
DISEASES INCHILDREN. Russian Journal of Allergy, 2011, 8, 48-55. 0.1 1



84

Citation Report

# Article IF Citations

1530 A Restricted Partition Method to Detect Single Nucleotide Polymorphisms for a Carcass Trait in
Hanwoo. Asian-Australasian Journal of Animal Sciences, 2011, 24, 1525-1528. 2.4 0

1531 Exploration of the Gene-Gene Interactions Using the Relative Risks in Distinct Genotypes. Ungyong
T'onggye Yon'gu = the Korean Journal of Applied Statistics, 2011, 24, 861-869. 0.0 1

1532
Identification of Superior Single Nucleotide Polymorphisms (SNP) Combinations Related to Economic
Traits by Genotype Matrix Mapping (GMM) in Hanwoo (Korean Cattle). Asian-Australasian Journal of
Animal Sciences, 2011, 24, 1504-1513.

2.4 1

1533 Polymorphism of DNA repair genes (XRCC1, XRCC3, XPD, XPC) and risk of uterine myoma among women
working in petrochemical complex. Ecological Genetics, 2011, 9, 43-51. 0.1 1

1534 Efficient Algorithms for Detecting Genetic Interactions in Genome-Wide Association Study. , 2012, , . 0

1535 Mining Epistatic Interactions from High-Dimensional Data Sets. Intelligent Systems Reference Library,
2012, , 187-209. 1.0 0

1536 Gene-Gene Interactions. Statistics in the Health Sciences, 2012, , 235-256. 0.2 0

1538 Multifactor Dimensionality Reduction for the Analysis of Obesity in a Nutrigenetics Context. Lecture
Notes in Computer Science, 2012, , 231-238. 1.0 1

1539 COW: A Co-evolving Memetic Wrapper for Herb-Herb Interaction Analysis in TCM Informatics. Lecture
Notes in Computer Science, 2012, , 361-371. 1.0 0

1540 Recent Trends in Hypertension Genetics Research. , 0, , . 0

1541 Major gene interaction identification in Hanwoo by adjusted environmental effects. Journal of the
Korean Data and Information Science Society, 2012, 23, 467-474. 0.0 3

1542 Detecting Genetic Association and Gene-Gene Interaction using Network Analysis in Case-Control
Study. Ungyong T'onggye Yon'gu = the Korean Journal of Applied Statistics, 2012, 25, 563-573. 0.0 0

1543 Main Gene Combinations and Genotype Identification of Hanwoo Quality with SNPHarvester.
Communications for Statistical Applications and Methods, 2012, 19, 799-808. 0.1 2

1544 Major gene interactions effect identification on the quality of Hanwoo by radial graph. Journal of the
Korean Data and Information Science Society, 2013, 24, 151-159. 0.0 3

1545 Genetic susceptibility for Stevens-Johnson syndrome/Toxic epidermal necrolysis with mucosal
involvements. Inflammation and Regeneration, 2013, 33, 249-260. 1.5 0

1546 Detection and characterization of interactions of genetic risk factors in disease. , 2013, , . 0

1547
The study on risk factors for diagnosis of metabolic syndrome and odds ratio using multifactor
dimensionality reduction method. Journal of the Korean Data and Information Science Society, 2013,
24, 867-876.

0.0 1

1548 Major gene identification for LPL gene in Korean cattles. Journal of the Korean Data and Information
Science Society, 2013, 24, 1331-1339. 0.0 4



85

Citation Report

# Article IF Citations

1549 Modifier Genes in Hypertrophic Cardiomyopathy Patients of South Indian Cohort. International
Journal of Genetics and Genomics, 2014, 2, 84. 0.1 0

1550 The FPGA-Based High-Performance Computer RIVYERA for Applications in Bioinformatics. Lecture Notes
in Computer Science, 2014, , 383-392. 1.0 10

1551 Dimension Reduction with Gene Expression Data Using Targeted Variable Importance Measurement. ,
2014, , 197-220. 0

1553 Scoring, Searching and Evaluating Bayesian Network Models of Gene-phenotype Association. , 2014, ,
269-293. 0

1554 Gene-Gene and Gene-Environment Interactions Underlying Complex Traits and their Detection.
Biometrics & Biostatistics International Journal, 2014, 1, . 0.2 0

1555 Current Study Designs, Methods, and Future Directions of Genetic Association Mapping. Advances in
Bioinformatics and Biomedical Engineering Book Series, 2015, , 323-358. 0.2 0

1557 Influence of Thrombophilic Genes; MTHFR (C677T), FVL (G1691A) and ACE (I28005D) In Pregnant Women
with Pre-Eclampsia. Obstetrics & Gynecology International Journal, 2015, 2, . 0.0 0

1558
Modification of immune response genes in various types of chronic lymphocytic leukemia. UÄ•enye
Zapiski Sankt-Peterburgskogo Gosudarstvennogo Medicinskogo Universiteta Im Akad I P Pavlova, 2015,
22, 21-24.

0.0 0

1560 Major gene identification for SREBPs and FABP4 gene which are associated with fatty acid composition
of Korean cattle. Journal of the Korean Data and Information Science Society, 2015, 26, 677-685. 0.0 0

1562 The Effects of Breeding Environment Adjustment in FABP4 Gene Identification of Korean Cattle.
Ungyong T'onggye Yon'gu = the Korean Journal of Applied Statistics, 2015, 28, 859-870. 0.0 0

1563 Proposal of statistical model adjusted environmental factor in genetic research for high quality
Hanwoo production. Journal of the Korean Data and Information Science Society, 2015, 26, 1397-1407. 0.0 1

1564 Methods of Determination of Environmental Factors Joint Impact in Epidemiological Studies for
Binary Data. Kibernetika I VyÄ•islitelÊ¹naÃ¢ Tehnika, 2015, 2015, 60-70. 0.3 0

1565
Genetic Association Analysis of Fasting and 1- and 2-Hour Glucose Tolerance Test Data Using a
Generalized Index of Dissimilarity Measure for the Korean Population. Genomics and Informatics, 2016,
14, 181.

0.4 1

1567 Breast Cancer Risk Prediction Using Ions Motion Optimization Algorithm. Journal of Life Sciences and
Technologies, 2016, , . 0.0 0

1568 Association of Gene Variations POMP, FLG, MTOR and ATG5 gene with the Risk of Asthma in Children.
ZdorovÊ¹e Rebenka, 2016, . 0.0 0

1569 Understanding Skin Color Variations as an Adaptation by Detecting Geneâ€“Environment Interactions. ,
2016, , 15-52. 0

1571 Parallel Multi-objective Optimization for High-Order Epistasis Detection. Lecture Notes in Computer
Science, 2017, , 523-532. 1.0 1

1574 Detection of Risk Factor Interactions in Cerebral Palsy Using Statistical Methods. Iranian Journal of
Pediatrics, 2018, 28, . 0.1 0



86

Citation Report

# Article IF Citations

1575 Improved Classification Method for Detecting Potential Interactions Between Genes. Advances in
Intelligent Systems and Computing, 2019, , 394-403. 0.5 1

1577 Statistical Methods and Software for Substance Use and Dependence Genetic Research. Current
Genomics, 2019, 20, 172-183. 0.7 0

1578 EpIntMC: Detecting Epistatic Interactions Using Multiple Clusterings. Lecture Notes in Computer
Science, 2020, , 56-67. 1.0 1

1580 Interaction between common variants of MDM2 and PPP1R13L and CD3EAP and TP53 SNPs in relation to
lung cancer risk among Chinese. Annals of Translational Medicine, 2020, 8, 934-934. 0.7 2

1582 Analysis of HEPH Gene Polymorphism on the X Chromosome for Identification of Wild Boar and
Domestic Pig. Russian Journal of Genetics, 2020, 56, 1099-1108. 0.2 4

1583 The promise of automated machine learning for the genetic analysis of complex traits. Human
Genetics, 2022, 141, 1529-1544. 1.8 9

1584 Accelerating 3-Way Epistasis Detection with CPU+GPU Processing. Lecture Notes in Computer Science,
2020, , 106-126. 1.0 7

1585 Improving Maize Trait through Modifying Combination of Genes. Emerging Topics in Statistics and
Biostatistics, 2020, , 173-196. 0.1 0

1586 Investigation of gene-gene interactions of clock genes for chronotype in a healthy Korean population.
Genomics and Informatics, 2020, 18, e38. 0.4 1

1588 Genetic Interactions Effects of Cardiovascular Disorder Using Computational Models: A Review.
Current Biotechnology, 2020, 9, 177-191. 0.2 0

1590 Machine Learning Based Outlook for the Analysis of SNP-SNP Interaction for Biomedical Big Data.
Lecture Notes in Electrical Engineering, 2020, , 13-22. 0.3 2

1591 Testing the Significance of Interactions in Genetic Studies Using Interaction Information and
Resampling Technique. Lecture Notes in Computer Science, 2020, , 511-524. 1.0 0

1592
Comparative Association Mapping Reveals Conservation of Major Gene Resistance to White Pine Blister
Rust in Southwestern White Pine (<i>Pinus strobiformis</i>) and Limber Pine (<i>P. flexilis</i>).
Phytopathology, 2022, 112, 1093-1102.

1.1 3

1593 Solving Complex Problems in Human Genetics Using Nature-Inspired Algorithms Requires Strategies
which Exploit Domain-Specific Knowledge. , 0, , 1867-1881. 0

1594 Solving Complex Problems in Human Genetics Using Nature-Inspired Algorithms Requires Strategies
which Exploit Domain-Specific Knowledge. , 0, , 1867-1881. 0

1595 An Optimum Random Forest Model for Prediction of Genetic Susceptibility to Complex Diseases. , 2007,
, 193-204. 4

1596 Determining dependency and redundancy for identifying geneâ€“gene interaction associated with
complex disease. Journal of Bioinformatics and Computational Biology, 2020, 18, 2050035. 0.3 0

1597 Disease model identification methods based on maximum test and performance analysis. Journal of
Physics: Conference Series, 2020, 1656, 012020. 0.3 0



87

Citation Report

# Article IF Citations

1598 Automated detection of informative combined effects in genetic association studies of complex traits.
Genome Research, 2003, 13, 1952-60. 2.4 14

1599 Susceptibility genes for gentamicin-induced vestibular dysfunction. Journal of Vestibular Research:
Equilibrium and Orientation, 2008, 18, 59-68. 0.8 5

1600 Multiple gene polymorphisms analysis revealed a different profile of genetic polymorphisms of
primary open-angle glaucoma in northern Chinese. Molecular Vision, 2009, 15, 89-98. 1.1 29

1602 FastChi: an efficient algorithm for analyzing gene-gene interactions. Pacific Symposium on
Biocomputing Pacific Symposium on Biocomputing, 2009, , 528-39. 0.7 12

1603 Finding unique filter sets in PLATO: a precursor to efficient interaction analysis in GWAS data. Pacific
Symposium on Biocomputing Pacific Symposium on Biocomputing, 2010, , 315-26. 0.7 45

1606 FastANOVA: an Efficient Algorithm for Genome-Wide Association Study. KDD: Proceedings, 2008, ,
821-829. 1.0 16

1607 A fast algorithm for learning epistatic genomic relationships. AMIA ... Annual Symposium proceedings,
2010, 2010, 341-5. 0.2 19

1608 Linkage Disequilibrium in Genetic Association Studies Improves the Performance of Grammatical
Evolution Neural Networks. , 2007, 2007, 1-8. 4

1609 Polymorphisms in steroidogenesis genes, sex steroid levels, and high myopia in the Taiwanese
population. Molecular Vision, 2011, 17, 2297-310. 1.1 23

1612 SNP rs1533428 at 2p16.3 as a marker for late-onset primary open-angle glaucoma. Molecular Vision, 2012,
18, 1629-39. 1.1 28

1613 Mask Functions for the Symbolic Modeling of Epistasis Using Genetic Programming. , 2008, 2008,
339-346. 1

1614 A Polygenic Approach to the Study â€¨of Polygenic Diseases. Acta Naturae, 2012, 4, 59-71. 1.7 21

1615 Application of Genetic Algorithms to the Discovery of Complex Models for Simulation Studies in
Human Genetics. , 2002, 2002, 1150-1155. 16

1616 Statistical epistasis networks reduce the computational complexity of searching three-locus genetic
models. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2013, , 397-408. 0.7 8

1617 Systems genetics of alcoholism. Alcohol Research, 2008, 31, 14-25. 1.0 1

1618 Sex hormone pathway gene polymorphisms are associated with risk of advanced hepatitis C-related
liver disease in males. International Journal of Molecular Epidemiology and Genetics, 2014, 5, 164-76. 0.4 10

1619
Binning somatic mutations based on biological knowledge for predicting survival: an application in
renal cell carcinoma. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2015, ,
96-107.

0.7 11

1621 Leveraging putative enhancer-promoter interactions to investigate two-way epistasis in Type 2 Diabetes
GWAS. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing, 2018, 23, 548-558. 0.7 2



88

Citation Report

# Article IF Citations

1622
Emergence of pathway-level composite biomarkers from converging gene set signals of heterogeneous
transcriptomic responses. Pacific Symposium on Biocomputing Pacific Symposium on Biocomputing,
2018, 23, 484-495.

0.7 7

1623
Individual Responsiveness to Exercise-Induced Fat Loss and Improvement of Metabolic Profile in Young
Women is Associated with Polymorphisms of Adrenergic Receptor Genes. Journal of Sports Science
and Medicine, 2018, 17, 134-144.

0.7 11

1624 The predictive role of toll-like receptor-4 genetic polymorphisms in susceptibility to and prognosis of
prostatic hyperplasia. Iranian Journal of Basic Medical Sciences, 2019, 22, 86-92. 1.0 0

1625 Automated Detection of Informative Combined Effects in Genetic Association Studies of Complex
Traits. Genome Research, 2003, 13, 1952-1960. 2.4 38

1626 In Search of Complex Disease Risk through Genome Wide Association Studies. Mathematics, 2021, 9,
3083. 1.1 0

1627 GADGETS: a genetic algorithm for detecting epistasis using nuclear families. Bioinformatics, 2021, , . 1.8 1

1628 Information-Theoretic Feature Selection via Tensor Decomposition and Submodularity. IEEE
Transactions on Signal Processing, 2021, 69, 6195-6205. 3.2 2

1629 Recognizing Tonal and Nontonal Mandarin Sentences for EEG-Based Brainâ€“Computer Interface. IEEE
Transactions on Cognitive and Developmental Systems, 2022, 14, 1666-1677. 2.6 2

1630 New Evaluation Measures for Multifactor Dimensionality Reduction in SNP-SNP Interaction Analysis. ,
2020, , . 0

1631 GEP-EpiSeeker: a gene expression programming-based method for epistatic interaction detection in
genome-wide association studies. BMC Genomics, 2021, 22, 910. 1.2 4

1632 Lack of association between delayed tooth emergence and single nucleotide polymorphisms in
estrogen receptors. Brazilian Dental Journal, 2021, 32, 107-114. 0.5 2

1633
Possible Association Between Polymorphisms in ESR1, COL1A2, BGLAP, SPARC, VDR, and MMP2 Genes and
Dental Fluorosis in a Population from an Endemic Region of West Bengal. Biological Trace Element
Research, 2022, 200, 4641-4653.

1.9 4

1634 Homologous recombination DNA repair gene RAD51, XRCC2 & XRCC3 polymorphisms and breast cancer
risk in South Indian women. PLoS ONE, 2022, 17, e0259761. 1.1 6

1635 Fuzzy-based multiobjective multifactor dimensionality reduction for epistasis analysis. IEEE/ACM
Transactions on Computational Biology and Bioinformatics, 2022, PP, 1-1. 1.9 0

1636 Comprehensive Statistical and Bioinformatics Analysis in the Deciphering of Putative Mechanisms by
Which Lipid-Associated GWAS Loci Contribute to Coronary Artery Disease. Biomedicines, 2022, 10, 259. 1.4 7

1637 Epistasis Detection via the Joint Cumulant. Statistics in Biosciences, 0, , 1. 0.6 0

1639 Evaluating the detection ability of a range of epistasis detection methods on simulated data for pure
and impure epistatic models. PLoS ONE, 2022, 17, e0263390. 1.1 7

1640 Maximal Information Coefficient-Based Testing to Identify Epistasis in Case-Control Association
Studies. Computational and Mathematical Methods in Medicine, 2022, 2022, 1-12. 0.7 1



89

Citation Report

# Article IF Citations

1641 Omnibus testing approach for geneâ€•based geneâ€•gene interaction. Statistics in Medicine, 2022, , . 0.8 0

1642 Gene interaction analysis of psoriasis in Chinese Han population. Molecular Genetics &amp; Genomic
Medicine, 2022, , e1858. 0.6 1

1643 PyToxo: a Python tool for calculating penetrance tables of high-order epistasis models. BMC
Bioinformatics, 2022, 23, 117. 1.2 2

1644 Nitric Oxide Synthase 2 Promoter Polymorphism Is a Risk Factor for Allergic Asthma in Children.
Medicina (Lithuania), 2021, 57, 1341. 0.8 2

1645 Unravelling Rubber Tree Growth by Integrating GWAS and Biological Network-Based Approaches.
Frontiers in Plant Science, 2021, 12, 768589. 1.7 14

1646 Uncovering complementary sets of variants for predicting quantitative phenotypes. Bioinformatics,
2022, 38, 908-917. 1.8 1

1647
Analysis of association between histamine receptor gene &lt;i&gt;HRH1&lt;/i&gt;, &lt;i&gt;HRH2&lt;/i&gt;,
&lt;i&gt;HRH3&lt;/i&gt;, &lt;i&gt;HRH4&lt;/i&gt; polymorphisms and asthma in children. Pulmonologiya,
2021, 31, 729-738.

0.2 0

1648
Melatonin Receptor 1B Genetic Variants on Susceptibility to Gestational Diabetes Mellitus: A
Hospital-Based Caseâ€“Control Study in Wuhan, Central China. Diabetes, Metabolic Syndrome and
Obesity: Targets and Therapy, 2022, Volume 15, 1207-1216.

1.1 3

1649 The Impact of Genetic Polymorphisms in Glutamate-Cysteine Ligase, a Key Enzyme of Glutathione
Biosynthesis, on Ischemic Stroke Risk and Brain Infarct Size. Life, 2022, 12, 602. 1.1 8

1655 Solving Complex Problems in Human Genetics using Nature-Inspired Algorithms Requires Strategies
which Exploit Domain-Specific Knowledge. , 0, , 166-180. 0

1657 Data Mining Methods as Tools for Predicting Individual Drug Response. , 0, , 379-400. 1

1660 ELSSI: parallel SNPâ€“SNP interactions detection by ensemble multi-type detectors. Briefings in
Bioinformatics, 2022, 23, . 3.2 5

1661 Genetic variation of six specific SNPs of chronic obstructive pulmonary disease among Chinese
population. Pulmonology, 2024, 30, 113-121. 1.0 1

1662 Concurrent outcomes from multiple approaches of epistasis analysis for human body mass index
associated loci provide insights into obesity biology. Scientific Reports, 2022, 12, 7306. 1.6 6

1663 Association of Genetic Polymorphisms with Complications of Implanted LVAD Devices in Patients with
Congestive Heart Failure: A Kazakhstani Study. Journal of Personalized Medicine, 2022, 12, 744. 1.1 3

1665 What have we learned from genome-wide association studies (GWAS) in Parkinson's disease?. Ageing
Research Reviews, 2022, 79, 101648. 5.0 9

1667 Mechanistic Effects of Estrogens on Breast Cancer. Cancer Journal (Sudbury, Mass ), 2022, 28, 224-240. 1.0 8

1668 Genetic Polymorphisms in the 3â€²-Untranslated Regions of SMAD5, FN3KRP, and RUNX-1 Are Associated
with Recurrent Pregnancy Loss. Biomedicines, 2022, 10, 1481. 1.4 2



90

Citation Report

# Article IF Citations

1669 FTO rs62033406 A&gt;G associated with the risk of osteonecrosis of the femoral head among the
Chinese Han population. BMC Medical Genomics, 2022, 15, . 0.7 0

1670 Feature Selection Using Elephant Herd Principal Component Optimization Technique in Big Data
Streams Using Internet of Things. International Journal of E-Collaboration, 2022, 18, 1-14. 0.4 0

1671 Identification of the associations between genes and quantitative traits using entropy-based kernel
density estimation. Genomics and Informatics, 2022, 20, e17. 0.4 1

1672 GENETIC POLYMORHISM OF CASPASE 8 AND 9 IN IRAQ. Iraqi Journal of Agricultural Sciences, 2022, 53,
505-514. 0.1 3

1673 A Review of Feature Selection Methods for Machine Learning-Based Disease Risk Prediction. Frontiers
in Bioinformatics, 0, 2, . 1.0 128

1674 A Novel Multitasking Ant Colony Optimization Method for Detecting Multiorder SNP Interactions.
Interdisciplinary Sciences, Computational Life Sciences, 2022, 14, 814-832. 2.2 8

1676 Predictive value of common genetic variants in idiopathic pulmonary fibrosis survival. Journal of
Molecular Medicine, 2022, 100, 1341-1353. 1.7 4

1677 Information Theoretic Methods for Variable Selectionâ€”A Review. Entropy, 2022, 24, 1079. 1.1 5

1678 Development of a Check-All-That-Apply (CATA) Ballot and Machine Learning for Generation Z
Consumers for Innovative Traditional Food. Foods, 2022, 11, 2409. 1.9 3

1679 Examining SNP-SNP interactions and risk of clinical outcomes in colorectal cancer using multifactor
dimensionality reduction based methods. Frontiers in Genetics, 0, 13, . 1.1 2

1680 Sex-specific analysis in BehÃ§et's disease reveals higher genetic risk in male patients. Journal of
Autoimmunity, 2022, 132, 102882. 3.0 9

1681 LPP polymorphisms are risk factors for allergic rhinitis in the Chinese Han population. Cytokine, 2022,
159, 156027. 1.4 1

1682 PEA: Practical Private Epistasis Analysis Using MPC. Lecture Notes in Computer Science, 2022, , 320-339. 1.0 0

1683 Genetic Variations miR-10aA&gt;T, miR-30cA&gt;G, miR-181aT&gt;C, and miR-499bA&gt;G and the Risk of
Recurrent Pregnancy Loss in Korean Women. Biomedicines, 2022, 10, 2395. 1.4 1

1684 Missing Causality and Heritability of Autoimmune Hepatitis. Digestive Diseases and Sciences, 2023, 68,
1585-1604. 1.1 3

1685 HSICCR: A Lightweight Scoring Criterion Based on Measuring the Degree of Causality for the
Detection of SNP Interactions. Mathematics, 2022, 10, 4134. 1.1 0

1686 Multifactor dimensionality reduction reveals the effect of interaction between ERAP1 and IFIH1
polymorphisms in psoriasis susceptibility genes. Frontiers in Genetics, 0, 13, . 1.1 2

1689 EpiReSIM: A Resampling Method of Epistatic Model without Marginal Effects Using Under-Determined
System of Equations. Genes, 2022, 13, 2286. 1.0 2



91

Citation Report

# Article IF Citations

1690 Dimensionality reduction approach for many-objective epistasis analysis. Briefings in Bioinformatics,
0, , . 3.2 1

1691 MDSN: A Module Detection Method for Identifying High-Order Epistatic Interactions. Genes, 2022, 13,
2403. 1.0 0

1692 Association of CYP19A1 rs28757157 polymorphism with lung cancer risk in the Chinese Han population.
World Journal of Surgical Oncology, 2022, 20, . 0.8 1

1694 Antitumor effect of selenium-rich Brazil nuts and selenomethionine dietary supplementation on
pre-existing 4T1 mammary tumor growth in mice. PLoS ONE, 2023, 18, e0278088. 1.1 1

1695 Potential loci and candidate genes associated with Vibrio anguillarum resistance in black rockfish
(Sebastes schlegelii) revealed by BSA-seq analysis. Aquaculture, 2023, 566, 739201. 1.7 2

1696 EpiMCBN: A Kind of Epistasis Mining Approach Using MCMC Sampling Optimizing Bayesian Network. ,
2022, , . 0

1697 Overview of frequent pattern mining. Genomics and Informatics, 2022, 20, e39. 0.4 3

1698 A Distributed Evolutionary Framework for Large-scale SNP-SNP Interaction Detection. , 2022, , . 0

1699 Learning high-order interactions for polygenic risk prediction. PLoS ONE, 2023, 18, e0281618. 1.1 1

1700 Investigating epistasis in suicide ideation using multifactor dimensionality reduction: A
population-based study from North India. , 2023, 36, 201161. 0

1701 NSPA: characterizing the disease association of multiple genetic interactions at single-subject
resolution. Bioinformatics Advances, 2023, 3, . 0.9 0

1703 Evidence for Epistatic Interaction between HLA-G and LILRB1 in the Pathogenesis of Nonsegmental
Vitiligo. Cells, 2023, 12, 630. 1.8 2

1704
Multifactor dimensionality reduction method identifies novel SNP interactions in the WNT protein
interaction networks that are associated with recurrence risk in colorectal cancer. Frontiers in
Oncology, 0, 13, .

1.3 0

1705 A Survey of Processing Systems for Phylogenetics and Population Genetics. ACM Transactions on
Reconfigurable Technology and Systems, 2023, 16, 1-27. 1.9 0

1706 Quantum Machine Learning in Prediction of Breast Cancer. Studies in Computational Intelligence,
2023, , 351-382. 0.7 1

1707 Automated quantitative trait locus analysis (AutoQTL). BioData Mining, 2023, 16, . 2.2 3

1708 Photonic system for real-time detection, discrimination, and quantification of microbes in air.
Frontiers in Physics, 0, 11, . 1.0 0

1717 Challenges andÂ Opportunities forÂ RISC-V Architectures Towards Genomics-Based Workloads. Lecture
Notes in Computer Science, 2023, , 458-471. 1.0 0



92

Citation Report

# Article IF Citations

1719 Oral Cancer Risk Prediction by Using Gray Wolf Optimizer-based Multifactor Dimensionality
Reduction. , 2023, , . 0

1729 Genetics of migraine: Delineation of contemporary understanding of the genetic underpinning of
migraine. Handbook of Clinical Neurology / Edited By P J Vinken and G W Bruyn, 2023, , 85-103. 1.0 0

1739 KtreeBnIp: An Efficient Epistasis Mining Approach Using K-tree Optimizing Bayesian Network. , 2023, , . 0

1741 Genetics of Lipid Disorders. , 2023, , 163-195. 0


