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17 Genetic Predisposition, Clinical Risk Factor Burden, and Lifetime Risk of Atrial Fibrillation.
Circulation, 2018, 137, 1027-1038. 1.6 196

18 Whole-Exome Sequencing Identifies Rare and Low-Frequency Coding Variants Associated with LDL
Cholesterol. American Journal of Human Genetics, 2014, 94, 233-245. 2.6 193



3

Honghuang Lin

# Article IF Citations

19 Genetic architecture of subcortical brain structures in 38,851 individuals. Nature Genetics, 2019, 51,
1624-1636. 9.4 192

20 Whole exome sequencing study identifies novel rare and common Alzheimerâ€™s-Associated variants
involved in immune response and transcriptional regulation. Molecular Psychiatry, 2020, 25, 1859-1875. 4.1 191

21 Evaluation of MHC-II peptide binding prediction servers: applications for vaccine research. BMC
Bioinformatics, 2008, 9, S22. 1.2 187

22 Integrating Genetic, Transcriptional, and Functional Analyses to Identify 5 Novel Genes for Atrial
Fibrillation. Circulation, 2014, 130, 1225-1235. 1.6 183

23 Association Between Titin Loss-of-Function Variants and Early-Onset Atrial Fibrillation. JAMA - Journal
of the American Medical Association, 2018, 320, 2354. 3.8 144

24 Higher dietary anthocyanin and flavonol intakes are associated with anti-inflammatory effects in a
population of US adults. American Journal of Clinical Nutrition, 2015, 102, 172-181. 2.2 143

25 Loci influencing blood pressure identified using a cardiovascular gene-centric array. Human
Molecular Genetics, 2013, 22, 1663-1678. 1.4 141

26 Novel Genetic Markers Associate With Atrial Fibrillation Risk in Europeans and Japanese. Journal of
the American College of Cardiology, 2014, 63, 1200-1210. 1.2 127

27 Shortâ€•Term Exposure to Air Pollution and Biomarkers of Oxidative Stress: The Framingham Heart
Study. Journal of the American Heart Association, 2016, 5, . 1.6 109

28 Pleiotropic genes for metabolic syndrome and inflammation. Molecular Genetics and Metabolism,
2014, 112, 317-338. 0.5 107

29 Large-scale genome-wide analysis identifies genetic variants associated with cardiac structure and
function. Journal of Clinical Investigation, 2017, 127, 1798-1812. 3.9 106

30 Plasma microRNAs are associated with atrial fibrillation and change after catheter ablation (the) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 302 Td (miRhythm study). Heart Rhythm, 2015, 12, 3-10.0.3 101

31 ROBO4 variants predispose individuals to bicuspid aortic valve and thoracic aortic aneurysm. Nature
Genetics, 2019, 51, 42-50. 9.4 101

32 Common genetic variation at the IL1RL1 locus regulates IL-33/ST2 signaling. Journal of Clinical
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