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9 Hundreds of variants clustered in genomic loci and biological pathways affect human height. Nature,
2010, 467, 832-838. 27.8 1,789
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18 Pathologically expanded peripheral T helper cell subset drives B cells in rheumatoid arthritis. Nature,
2017, 542, 110-114. 27.8 767



3

Soumya Raychaudhuri

# Article IF Citations
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21 Meta-analysis of genome scans and replication identify CD6, IRF8 and TNFRSF1A as new multiple
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22 Biological interpretation of genome-wide association studies using predicted gene functions. Nature
Communications, 2015, 6, 5890. 12.8 706
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Nature Neuroscience, 2015, 18, 199-209. 14.8 701
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28 Distinct fibroblast subsets drive inflammation and damage in arthritis. Nature, 2019, 570, 246-251. 27.8 550

29 Imputing Amino Acid Polymorphisms in Human Leukocyte Antigens. PLoS ONE, 2013, 8, e64683. 2.5 538
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902-914. 14.5 501
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2014, 344, 519-523. 12.6 480

32 Common variants at CD40 and other loci confer risk of rheumatoid arthritis. Nature Genetics, 2008,
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33 Practical aspects of imputation-driven meta-analysis of genome-wide association studies. Human
Molecular Genetics, 2008, 17, R122-R128. 2.9 475

34 Proteins Encoded in Genomic Regions Associated with Immune-Mediated Disease Physically Interact
and Suggest Underlying Biology. PLoS Genetics, 2011, 7, e1001273. 3.5 450

35 Novel Loci for Adiponectin Levels and Their Influence on Type 2 Diabetes and Metabolic Traits: A
Multi-Ethnic Meta-Analysis of 45,891 Individuals. PLoS Genetics, 2012, 8, e1002607. 3.5 419

36
Genome-wide association study of advanced age-related macular degeneration identifies a role of the
hepatic lipase gene ( <i>LIPC</i> ). Proceedings of the National Academy of Sciences of the United
States of America, 2010, 107, 7395-7400.
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38 Common Genetic Variants Modulate Pathogen-Sensing Responses in Human Dendritic Cells. Science,
2014, 343, 1246980. 12.6 391

39 Identifying Relationships among Genomic Disease Regions: Predicting Genes at Pathogenic SNP
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40 Functionally distinct disease-associated fibroblast subsets in rheumatoid arthritis. Nature
Communications, 2018, 9, 789. 12.8 368

41 PRINCIPAL COMPONENTS ANALYSIS TO SUMMARIZE MICROARRAY EXPERIMENTS: APPLICATION TO
SPORULATION TIME SERIES. , 1999, , 455-66. 359

42 Genetics and epigenetics of rheumatoid arthritis. Nature Reviews Rheumatology, 2013, 9, 141-153. 8.0 325

43 Rare variants in CFI, C3 and C9 are associated with high risk of advanced age-related macular
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44 Meta-Analysis of Genome-Wide Association Studies in Celiac Disease and Rheumatoid Arthritis
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45 Genetic variants at CD28, PRDM1 and CD2/CD58 are associated with rheumatoid arthritis risk. Nature
Genetics, 2009, 41, 1313-1318. 21.4 306

46 Large-scale genome-wide association study in a Japanese population identifies novel susceptibility loci
across different diseases. Nature Genetics, 2020, 52, 669-679. 21.4 304

47 A rare penetrant mutation in CFH confers high risk of age-related macular degeneration. Nature
Genetics, 2011, 43, 1232-1236. 21.4 291

48 Investigating hypoxic tumor physiology through gene expression patterns. Oncogene, 2003, 22,
5907-5914. 5.9 283

49 Genetic association study of QT interval highlights role for calcium signaling pathways in myocardial
repolarization. Nature Genetics, 2014, 46, 826-836. 21.4 281

50 Tubular cell and keratinocyte single-cell transcriptomics applied to lupus nephritis reveal type I IFN
and fibrosis relevant pathways. Nature Immunology, 2019, 20, 915-927. 14.5 275
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53 Rare Complete Knockouts in Humans: Population Distribution and Significant Role in Autism Spectrum
Disorders. Neuron, 2013, 77, 235-242. 8.1 242

54 Additive and interaction effects at three amino acid positions in HLA-DQ and HLA-DR molecules drive
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55 Common variants near FRK/COL10A1 and VEGFA are associated with advanced age-related macular
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56 Insights into the local residual entropy of proteins provided by NMR relaxation. Protein Science, 1996,
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57 A Role for Noncoding Variation in Schizophrenia. Cell Reports, 2014, 9, 1417-1429. 6.4 225
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Joint Analysis of Psychiatric Disorders Increases Accuracy of Risk Prediction for Schizophrenia,
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6.2 225

59 A Genome-Wide Association Search for Type 2 Diabetes Genes in African Americans. PLoS ONE, 2012, 7,
e29202. 2.5 197

60 Fine Mapping Major Histocompatibility Complex Associations in Psoriasis and Its Clinical Subtypes.
American Journal of Human Genetics, 2014, 95, 162-172. 6.2 182

61 Autoimmune diseases â€” connecting risk alleles with molecular traits of the immune system. Nature
Reviews Genetics, 2016, 17, 160-174. 16.3 173

62 Widespread non-additive and interaction effects within HLA loci modulate the risk of autoimmune
diseases. Nature Genetics, 2015, 47, 1085-1090. 21.4 164

63 Identification of osteopontin as a prognostic plasma marker for head and neck squamous cell
carcinomas. Clinical Cancer Research, 2003, 9, 59-67. 7.0 162

64 Associating Genes with Gene Ontology Codes Using a Maximum Entropy Analysis of Biomedical
Literature. Genome Research, 2002, 12, 203-214. 5.5 161

65 Integrating Autoimmune Risk Loci with Gene-Expression Data Identifies Specific Pathogenic Immune
Cell Subsets. American Journal of Human Genetics, 2011, 89, 496-506. 6.2 159

66 Fine Mapping Seronegative and Seropositive Rheumatoid Arthritis to Shared and Distinct HLA Alleles
by Adjusting for the Effects of Heterogeneity. American Journal of Human Genetics, 2014, 94, 522-532. 6.2 156

67
Polymorphisms of large effect explain the majority of the host genetic contribution to variation of
HIV-1 virus load. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, 14658-14663.

7.1 154

68
Investigating the Causal Relationship of C-Reactive Protein with 32 Complex Somatic and Psychiatric
Outcomes: A Large-Scale Cross-Consortium Mendelian Randomization Study. PLoS Medicine, 2016, 13,
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69 Genome-Wide Association Study and Gene Expression Analysis Identifies CD84 as a Predictor of
Response to Etanercept Therapy in Rheumatoid Arthritis. PLoS Genetics, 2013, 9, e1003394. 3.5 146

70 HBEGF <sup>+</sup> macrophages in rheumatoid arthritis induce fibroblast invasiveness. Science
Translational Medicine, 2019, 11, . 12.4 143

71
<i>HLA-DRB1*11</i>and variants of the MHC class II locus are strong risk factors for systemic juvenile
idiopathic arthritis. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, 15970-15975.
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Association of Granulomatosis With Polyangiitis (Wegener's) With <i>HLAâ€“DPB1*04</i> and
<i>SEMA6A</i> Gene Variants: Evidence From Genomeâ€•Wide Analysis. Arthritis and Rheumatism, 2013, 65,
2457-2468.
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74 Lymphocyte innateness defined by transcriptional states reflects a balance between proliferation and
effector functions. Nature Communications, 2019, 10, 687. 12.8 136

75 Risk for ACPA-positive rheumatoid arthritis is driven by shared HLA amino acid polymorphisms in Asian
and European populations. Human Molecular Genetics, 2014, 23, 6916-6926. 2.9 135

76 Accurately Assessing the Risk of Schizophrenia Conferred by Rare Copy-Number Variation Affecting
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77 Whole-genome expression analysis: challenges beyond clustering. Current Opinion in Structural
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79 Basic microarray analysis: grouping and feature reduction. Trends in Biotechnology, 2001, 19, 189-193. 9.3 126
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81 Fine mapping in the MHC region accounts for 18% additional genetic risk for celiac disease. Nature
Genetics, 2015, 47, 577-578. 21.4 123
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83 Fine-mapping and functional studies highlight potential causal variants for rheumatoid arthritis and
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90 Genetic variants in the complement system predisposing to age-related macular degeneration: A
review. Molecular Immunology, 2014, 61, 118-125. 2.2 113
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120 Meta-analysis of Immunochip data of four autoimmune diseases reveals novel single-disease and
cross-phenotype associations. Genome Medicine, 2018, 10, 97. 8.2 73
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134 Interactions Between Amino Acidâ€“Defined Major Histocompatibility Complex Class II Variants and
Smoking in Seropositive Rheumatoid Arthritis. Arthritis and Rheumatology, 2015, 67, 2611-2623. 5.6 58

135 Integrated urine proteomics and renal single-cell genomics identify an IFN-Î³ response gradient in lupus
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