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diabetes susceptibility. Nature Genetics, 2014, 46, 234-244. 21.4 959
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36 Physical Activity Attenuates the Influence of FTO Variants on Obesity Risk: A Meta-Analysis of 218,166
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Populations. Cell, 2020, 182, 1198-1213.e14. 28.9 353
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68 A Genome-Wide Association Search for Type 2 Diabetes Genes in African Americans. PLoS ONE, 2012, 7,
e29202. 2.5 197
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Rare variants in <i>PPARG</i> with decreased activity in adipocyte differentiation are associated with
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Nature Communications, 2019, 10, 376. 12.8 64

123 Genome-wide association studies of metabolites in Finnish men identify disease-relevant loci. Nature
Communications, 2022, 13, 1644. 12.8 63

124 Genome-wide association study of homocysteine levels in Filipinos provides evidence for CPS1 in
women and a stronger MTHFR effect in young adults. Human Molecular Genetics, 2010, 19, 2050-2058. 2.9 62

125 Association of FTO With Obesity-Related Traits in the Cebu Longitudinal Health and Nutrition Survey
(CLHNS) Cohort. Diabetes, 2008, 57, 1987-1991. 0.6 61

126 Linkage Disequilibrium Between Microsatellite Markers Extends Beyond 1 cM on Chromosome 20 in
Finns. Genome Research, 2001, 11, 1221-1226. 5.5 60



9

Karen L Mohlke

# Article IF Citations

127 Genome-Wide Association Meta-analysis Identifies Novel Variants Associated With Fasting Plasma
Glucose in East Asians. Diabetes, 2015, 64, 291-298. 0.6 59

128 Genome-wide association studies in East Asians identify new loci for waist-hip ratio and waist
circumference. Scientific Reports, 2016, 6, 17958. 3.3 58

129 Content and Performance of the MiniMUGA Genotyping Array: A New Tool To Improve Rigor and
Reproducibility in Mouse Research. Genetics, 2020, 216, 905-930. 2.9 58

130 Tag SNP selection for Finnish individuals based on the CEPH Utah HapMap database. Genetic
Epidemiology, 2006, 30, 180-190. 1.3 54

131 A Type 2 Diabetesâ€“Associated Functional Regulatory Variant in a Pancreatic Islet Enhancer at the
<i>ADCY5</i> Locus. Diabetes, 2017, 66, 2521-2530. 0.6 54

132 Multiple Hepatic Regulatory Variants at the GALNT2 GWAS Locus Associated with High-Density
Lipoprotein Cholesterol. American Journal of Human Genetics, 2015, 97, 801-815. 6.2 49

133 Determinants of penetrance and variable expressivity in monogenic metabolic conditions across 77,184
exomes. Nature Communications, 2021, 12, 3505. 12.8 49

134 Common, low-frequency, and rare genetic variants associated with lipoprotein subclasses and
triglyceride measures in Finnish men from the METSIM study. PLoS Genetics, 2017, 13, e1007079. 3.5 49

135 New Blood Pressureâ€“Associated Loci Identified in Meta-Analyses of 475â€‰000 Individuals. Circulation:
Cardiovascular Genetics, 2017, 10, . 5.1 48

136 A Low-Frequency Inactivating <i>AKT2</i> Variant Enriched in the Finnish Population Is Associated
With Fasting Insulin Levels and Type 2 Diabetes Risk. Diabetes, 2017, 66, 2019-2032. 0.6 47

137
A Common Type 2 Diabetes Risk Variant Potentiates Activity of an Evolutionarily Conserved Islet
Stretch Enhancer and Increases C2CD4A and C2CD4B Expression. American Journal of Human Genetics,
2018, 102, 620-635.

6.2 47

138 Finding genes and variants for lipid levels after genome-wide association analysis. Current Opinion in
Lipidology, 2012, 23, 98-103. 2.7 46

139 Adipose Tissue Gene Expression Associations Reveal Hundreds of Candidate Genes for Cardiometabolic
Traits. American Journal of Human Genetics, 2019, 105, 773-787. 6.2 45

140 Multi-ethnic fine-mapping of 14 central adiposity loci. Human Molecular Genetics, 2014, 23, 4738-4744. 2.9 41

141 Colocalization of GWAS and eQTL signals at loci with multiple signals identifies additional candidate
genes for body fat distribution. Human Molecular Genetics, 2019, 28, 4161-4172. 2.9 41

142 Association of Birth Weight With Type 2 Diabetes and Glycemic Traits. JAMA Network Open, 2019, 2,
e1910915. 5.9 41

143 FUT2 Variants Confer Susceptibility to Familial Otitis Media. American Journal of Human Genetics, 2018,
103, 679-690. 6.2 40

144 SOS2 and ACP1 Loci Identified through Large-Scale Exome Chip Analysis Regulate Kidney Development
and Function. Journal of the American Society of Nephrology: JASN, 2017, 28, 981-994. 6.1 39



10

Karen L Mohlke

# Article IF Citations

145 Epigenome-wide association in adipose tissue from the METSIM cohort. Human Molecular Genetics,
2018, 27, 1830-1846. 2.9 38

146 Population-specific coding variant underlies genome-wide association with adiponectin level. Human
Molecular Genetics, 2012, 21, 463-471. 2.9 37

147
A Partial Loss-of-Function Variant in <i>AKT2</i> Is Associated With Reduced Insulin-Mediated Glucose
Uptake in Multiple Insulin-Sensitive Tissues: A Genotype-Based Callback Positron Emission Tomography
Study. Diabetes, 2018, 67, 334-342.

0.6 37

148 Allelic expression imbalance at high-density lipoprotein cholesterol locus MMAB-MVK. Human
Molecular Genetics, 2010, 19, 1921-1929. 2.9 35

149 Sequence data and association statistics from 12,940 type 2 diabetes cases and controls. Scientific
Data, 2017, 4, 170179. 5.3 31

150 Human and rat skeletal muscle single-nuclei multi-omic integrative analyses nominate causal cell
types, regulatory elements, and SNPs for complex traits. Genome Research, 2021, 31, 2258-2275. 5.5 31

151 Alterations to chromatin in intestinal macrophages link ILâ€•10 deficiency to inappropriate inflammatory
responses. European Journal of Immunology, 2016, 46, 1912-1925. 2.9 30

152
Identification of seven novel loci associated with amino acid levels using single-variant and
gene-based tests in 8545 Finnish men from the METSIM study. Human Molecular Genetics, 2018, 27,
1664-1674.

2.9 30

153 Identification and functional analysis of glycemic trait loci in the China Health and Nutrition Survey.
PLoS Genetics, 2018, 14, e1007275. 3.5 30

154 The causal effect of obesity on prediabetes and insulin resistance reveals the important role of
adipose tissue in insulin resistance. PLoS Genetics, 2020, 16, e1009018. 3.5 29

155 The role of HNF4A variants in the risk of type 2 diabetes. Current Diabetes Reports, 2005, 5, 149-156. 4.2 28

156 Genetic association with lipids in Filipinos: waist circumference modifies an APOA5 effect on
triglyceride levels. Journal of Lipid Research, 2013, 54, 3198-3205. 4.2 28

157 Evaluating the contribution of rare variants to type 2 diabetes and related traits using pedigrees.
Proceedings of the National Academy of Sciences of the United States of America, 2018, 115, 379-384. 7.1 28

158 Genetic risk scores in the prediction of plasma glucose, impaired insulin secretion, insulin resistance
and incident type 2 diabetes in the METSIM study. Diabetologia, 2017, 60, 1722-1730. 6.3 26

159 Genetic Studies of Leptin Concentrations Implicate Leptin in the Regulation of Early Adiposity.
Diabetes, 2020, 69, 2806-2818. 0.6 26

160 Simulation of Finnish Population History, Guided by Empirical Genetic Data, to Assess Power of
Rare-Variant Tests in Finland. American Journal of Human Genetics, 2014, 94, 710-720. 6.2 24

161 Rare coding variants in 35 genes associate with circulating lipid levelsâ€”A multi-ancestry analysis of
170,000 exomes. American Journal of Human Genetics, 2022, 109, 81-96. 6.2 24

162 BMI loci and longitudinal BMI from adolescence to young adulthood in an ethnically diverse cohort.
International Journal of Obesity, 2017, 41, 759-768. 3.4 23



11

Karen L Mohlke

# Article IF Citations

163 Multi-SNP mediation intersection-union test. Bioinformatics, 2019, 35, 4724-4729. 4.1 23

164 Identification of TBX15 as an adipose master trans regulator of abdominal obesity genes. Genome
Medicine, 2021, 13, 123. 8.2 23

165 Genetic effects on liver chromatin accessibility identify disease regulatory variants. American Journal
of Human Genetics, 2021, 108, 1169-1189. 6.2 22

166 Transancestral fine-mapping of four type 2 diabetes susceptibility loci highlights potential causal
regulatory mechanisms. Human Molecular Genetics, 2016, 25, 2070-2081. 2.9 21

167 Exome-Derived Adiponectin-Associated Variants Implicate Obesity and Lipid Biology. American Journal
of Human Genetics, 2019, 105, 15-28. 6.2 21

168 Identification of genetic effects underlying type 2 diabetes in South Asian and European populations.
Communications Biology, 2022, 5, 329. 4.4 21

169 Genetic Determinants of Circulating Glycine Levels and Risk of Coronary Artery Disease. Journal of
the American Heart Association, 2019, 8, e011922. 3.7 20

170
A New Liver Expression Quantitative Trait Locus Map From 1,183 Individuals Provides Evidence for
Novel Expression Quantitative Trait Loci of Drug Response, Metabolic, and Sexâ€•Biased Phenotypes.
Clinical Pharmacology and Therapeutics, 2020, 107, 1383-1393.

4.7 20

171 <i>Trans</i>-ancestry Fine Mapping and Molecular Assays Identify Regulatory Variants at the
<i>ANGPTL8</i> HDL-C GWAS Locus. G3: Genes, Genomes, Genetics, 2017, 7, 3217-3227. 1.8 19

172 Open Chromatin Profiling in Adipose Tissue Marks Genomic Regions with Functional Roles in
Cardiometabolic Traits. G3: Genes, Genomes, Genetics, 2019, 9, 2521-2533. 1.8 19

173 Evaluation of SLC2A10 (GLUT10) as a candidate gene for type 2 diabetes and related traits in Finns.
Molecular Genetics and Metabolism, 2005, 85, 323-327. 1.1 18

174 A comprehensive SNP and indel imputability database. Bioinformatics, 2013, 29, 528-531. 4.1 18

175 ACE2 expression in adipose tissue is associated with cardio-metabolic risk factors and cell type
compositionâ€”implications for COVID-19. International Journal of Obesity, 2022, 46, 1478-1486. 3.4 18

176 Variant Near <i>FGF5</i> Has Stronger Effects on Blood Pressure in Chinese With a Higher Body Mass
Index. American Journal of Hypertension, 2015, 28, 1031-1037. 2.0 17

177 Differential and shared genetic effects on kidney function between diabetic and non-diabetic
individuals. Communications Biology, 2022, 5, . 4.4 17

178 Strategies to fine-map genetic associations with lipid levels by combining epigenomic annotations and
liver-specific transcription profiles. Genomics, 2014, 104, 105-112. 2.9 14

179 Reverse geneâ€“environment interaction approach to identify variants influencing body-mass index in
humans. Nature Metabolism, 2019, 1, 630-642. 11.9 14

180 Otitis media susceptibility and shifts in the head and neck microbiome due to <i>SPINK5</i> variants.
Journal of Medical Genetics, 2021, 58, 442-452. 3.2 14



12

Karen L Mohlke

# Article IF Citations

181 Removing reference mapping biases using limited or no genotype data identifies allelic differences in
protein binding at disease-associated loci. BMC Medical Genomics, 2015, 8, 43. 1.5 13

182 Subcutaneous adipose tissue splice quantitative trait loci reveal differences in isoform usage
associated with cardiometabolic traits. American Journal of Human Genetics, 2022, 109, 66-80. 6.2 13

183 Comparison of ENCODE region SNPs between Cebu Filipino and Asian HapMap samples. Journal of
Human Genetics, 2007, 52, 729-737. 2.3 12

184 Genetic risk score and adiposity interact to influence triglyceride levels in a cohort of Filipino
women. Nutrition and Diabetes, 2014, 4, e118-e118. 3.2 12

185 Adiponectin GWAS loci harboring extensive allelic heterogeneity exhibit distinct molecular
consequences. PLoS Genetics, 2020, 16, e1009019. 3.5 11

186 What Will Diabetes Genomes Tell Us?. Current Diabetes Reports, 2012, 12, 643-650. 4.2 10

187 The interaction between physical activity and obesity gene variants in association with BMI: Does the
obesogenic environment matter?. Health and Place, 2016, 42, 159-165. 3.3 10

188
Molecular Characterization of the Lipid Genome-Wide Association Study Signal on Chromosome
18q11.2 Implicates HNF4A-Mediated Regulation of the <i>TMEM241</i> Gene. Arteriosclerosis,
Thrombosis, and Vascular Biology, 2016, 36, 1350-1355.

2.4 10

189 A2ML1and otitis media: novel variants, differential expression, and relevant pathways. Human
Mutation, 2019, 40, 1156-1171. 2.5 10

190 Exome sequencing reveals novel variants and unique allelic spectrum for hearing impairment in
Filipino cochlear implantees. Clinical Genetics, 2019, 95, 634-636. 2.0 9

191
Mendelian randomization analysis does not support causal associations of birth weight with
hypertension risk and blood pressure in adulthood. European Journal of Epidemiology, 2020, 35,
685-697.

5.7 9

192 Allelic Heterogeneity at the CRP Locus Identified by Whole-Genome Sequencing in Multi-ancestry
Cohorts. American Journal of Human Genetics, 2020, 106, 112-120. 6.2 9

193 Chromatin accessibility and gene expression during adipocyte differentiation identify
context-dependent effects at cardiometabolic GWAS loci. PLoS Genetics, 2021, 17, e1009865. 3.5 9

194 Inferring Regulatory Networks From Mixed Observational Data Using Directed Acyclic Graphs.
Frontiers in Genetics, 2020, 11, 8. 2.3 7

195 Integration of DNA sequencing with population pharmacokinetics to improve the prediction of
irinotecan exposure in cancer patients. British Journal of Cancer, 2022, 126, 640-651. 6.4 7

196 Soluble Urokinase Plasminogen Activator Receptor: Genetic Variation and Cardiovascular Disease Risk
in Black Adults. Circulation Genomic and Precision Medicine, 2021, 14, CIRCGEN121003421. 3.6 7

197 The SLC26A4 c.706C>G (p.Leu236Val) Variant is a Frequent Cause of Hearing Impairment in Filipino
Cochlear Implantees. Otology and Neurotology, 2018, 39, e726-e730. 1.3 6

198 Replication of <scp><i>LIN28B</i> SNP</scp> association with age of menarche in young
<scp>F</scp>ilipino women. Pediatric Obesity, 2013, 8, e50-3. 2.8 5



13

Karen L Mohlke

# Article IF Citations

199 Functional genomics and assays of regulatory activity detect mechanisms at loci for lipid traits and
coronary artery disease. Current Opinion in Genetics and Development, 2018, 50, 52-59. 3.3 5

200 Enhancer deletion and allelic effects define a regulatory molecular mechanism at the <i>VLDLR</i>
cholesterol GWAS locus. Human Molecular Genetics, 2019, 28, 888-895. 2.9 5

201 Identification of Novel Candidate Genes and Variants for Hearing Loss and Temporal Bone Anomalies.
Genes, 2021, 12, 566. 2.4 5

202 Assessing exposure effects on gene expression. Genetic Epidemiology, 2020, 44, 601-610. 1.3 4

203 Nonsynonymous variants and fatty liver disease. Nature Genetics, 2008, 40, 1394-1395. 21.4 3

204 Evidence for Association between <i>SH2B1</i> Gene Variants and Glycated Hemoglobin in Nondiabetic
European American Young Adults: The Add Health Study. Annals of Human Genetics, 2016, 80, 294-305. 0.8 3

205 Assessment of familial risk in patients with hidradenitis suppurativa. British Journal of Dermatology,
2021, 184, 753-754. 1.5 3

206 Association Studies with Imputed Variants Using Expectation-Maximization Likelihood-Ratio Tests.
PLoS ONE, 2014, 9, e110679. 2.5 1

207 Long-range chromosomal interactions increase and mark repressed gene expression during
adipogenesis. Epigenetics, 2022, 17, 1849-1862. 2.7 1

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

209 Abstract 051: Trans-ethnic Metabochip Genotyping of Established Lipid Loci Identifies Low Frequency
Susceptibility Variants and Additional Independent Signals in Known Loci. Circulation, 2012, 125, . 1.6 0

210 Abstract P223: Larger Effect Sizes of Established BMI Genetic Variants During Adolescence, a
Vulnerable Period of Weight Gain. Circulation, 2012, 125, . 1.6 0

211
Abstract 050: Meta-analysis of Genetic Associations in up to 339,224 Individuals Identify 66 New Loci
for Bmi, Confirming a Neuronal Contribution to Body Weight Regulation and Implicating Several
Novel Pathways. Circulation, 2013, 127, .

1.6 0

212 The interaction between physical activity and obesity gene variants in association with BMI: Does the
obesogenic environment matter?. FASEB Journal, 2013, 27, 236.5. 0.5 0

213 Title is missing!. , 2020, 16, e1009018. 0

214 Title is missing!. , 2020, 16, e1009018. 0

215 Title is missing!. , 2020, 16, e1009018. 0

216 Title is missing!. , 2020, 16, e1009018. 0



14

Karen L Mohlke

# Article IF Citations

217 Title is missing!. , 2020, 16, e1009018. 0

218 Title is missing!. , 2020, 16, e1009018. 0


