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Senses, 2012, 37, 541-552. 1.1 33

369 Use of a predictive model derived from in vivo endophenotype measurements to demonstrate
associations with a complex locus, CYP2A6. Human Molecular Genetics, 2012, 21, 3050-3062. 1.4 35

370 Investigation of the effects of DNA repair gene polymorphisms on the risk of colorectal cancer.
Mutagenesis, 2012, 27, 219-223. 1.0 29

371 Increased Genetic Vulnerability to Smoking at CHRNA5 in Early-Onset Smokers. Archives of General
Psychiatry, 2012, 69, 854. 13.8 71
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extraversion. Translational Psychiatry, 2012, 2, e102-e102. 2.4 156
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NRCAM. Molecular Psychiatry, 2012, 17, 1116-1129. 4.1 112

374 Genetic control of gene expression in whole blood and lymphoblastoid cell lines is largely
independent. Genome Research, 2012, 22, 456-466. 2.4 75

375 Gene Network Effects on Brain Microstructure and Intellectual Performance Identified in 472 Twins.
Journal of Neuroscience, 2012, 32, 8732-8745. 1.7 55

376 A Genome-Wide Association Study Identifies Five Loci Influencing Facial Morphology in Europeans.
PLoS Genetics, 2012, 8, e1002932. 1.5 274

377 Alzheimer's Disease Risk Gene,<i>GAB2</i>, is Associated with Regional Brain Volume Differences in 755
Young Healthy Twins. Twin Research and Human Genetics, 2012, 15, 286-295. 0.3 16
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379 Loci affecting gamma-glutamyl transferase in adults and adolescents show age Ã— SNP interaction and
cardiometabolic disease associations. Human Molecular Genetics, 2012, 21, 446-455. 1.4 26

380 Refinement of the associations between risk of colorectal cancer and polymorphisms on
chromosomes 1q41 and 12q13.13. Human Molecular Genetics, 2012, 21, 934-946. 1.4 19
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397 Large-Scale Gene-Centric Meta-analysis across 32 Studies Identifies Multiple Lipid Loci. American
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Brain structure in healthy adults is related to serum transferrin and the H63D polymorphism in the
<i>HFE</i> gene. Proceedings of the National Academy of Sciences of the United States of America,
2012, 109, E851-9.
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399 A meta-analysis of genome-wide association studies of breast cancer identifies two novel
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414 Evidence of Differential Allelic Effects between Adolescents and Adults for Plasma High-Density
Lipoprotein. PLoS ONE, 2012, 7, e35605. 1.1 6



25

Grant Montgomery

# Article IF Citations

415 Genome-Wide Association Studies of Asthma in Population-Based Cohorts Confirm Known and
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416 Cognitive Function in Adolescence: Testing for Interactions Between Breast-Feeding and FADS2
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417 A common variant at the TERT-CLPTM1L locus is associated with estrogen receptorâ€“negative breast
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Psychiatry, 2011, 16, 881-881. 4.1 8
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Genetics, 2011, 43, 51-54. 9.4 261



26

Grant Montgomery

# Article IF Citations
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associations to 47. Nature Genetics, 2011, 43, 246-252. 9.4 1,201

434 Genome-wide association study identifies a common variant associated with risk of endometrial
cancer. Nature Genetics, 2011, 43, 451-454. 9.4 141
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441 Genome-wide association study identifies two loci strongly affecting transferrin glycosylation.
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GWAS of butyrylcholinesterase activity identifies four novel loci, independent effects within BCHE
and secondary associations with metabolic risk factors. Human Molecular Genetics, 2011, 20,
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451 A 3p26-3p25 Genetic Linkage Finding for DSM-IV Major Depression in Heavy Smoking Families. American
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452 Altered Structural Brain Connectivity in Healthy Carriers of the Autism Risk Gene,<i>CNTNAP2</i>.
Brain Connectivity, 2011, 1, 447-459. 0.8 98

453 Large-scale genome-wide association analysis of bipolar disorder identifies a new susceptibility locus
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Research, 2011, 71, 6240-6249. 0.4 109
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469 A Genomewide Association Study of Nicotine and Alcohol Dependence in Australian and Dutch
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loci. Nature Genetics, 2010, 42, 1118-1125. 9.4 2,284
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487 GENETIC STUDY: H2 haplotype at chromosome 17q21.31 protects against childhood sexual
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488 Characterization of the methylation patterns of <i>MS4A2</i> in atopic cases and controls. Allergy:
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receptor cluster on chromosome 12. Human Molecular Genetics, 2010, 19, 4278-4285. 1.4 125
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Populations. Twin Research and Human Genetics, 2010, 13, 10-29. 0.3 98
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505 Body composition, smoking, and spontaneous dizygotic twinning. Fertility and Sterility, 2010, 93,
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adults. Malaria Journal, 2010, 9, 302. 0.8 13
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American Journal of Medical Genetics, Part A, 2009, 149A, 1823-1826. 0.7 16

519 Suggestive linkage on chromosome 2, 8, and 17 for lifetime major depression. American Journal of
Medical Genetics Part B: Neuropsychiatric Genetics, 2009, 150B, 352-358. 1.1 21
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523 Family-based mitochondrial association study of traits related to type 2 diabetes and the metabolic
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Comprehensive analysis of tagging sequence variants in <i>DTNBP1</i> shows no association with
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