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22 Transcriptome-wide association analysis identifies DACH1 as a kidney disease risk gene that contributes
to fibrosis. Journal of Clinical Investigation, 2021, 131, . 8.2 49

23
Systematic integrated analysis of genetic and epigenetic variation in diabetic kidney disease.
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by age and sex. Blood Advances, 2017, 1, 1717-1728. 5.2 15

50 Validation of a multi-ancestry polygenic risk score and age-specific risks of prostate cancer: A
meta-analysis within diverse populations. ELife, 0, 11, . 6.0 15

51 Genome-wide association studies identify the role of caspase-9 in kidney disease. Science Advances,
2021, 7, eabi8051. 10.3 14

52 Dnmt3a and Dnmt3b-Decommissioned Fetal Enhancers are Linked to Kidney Disease. Journal of the
American Society of Nephrology: JASN, 2020, 31, 765-782. 6.1 13

53 The kidney transcriptome, from single cells to whole organs and back. Current Opinion in Nephrology
and Hypertension, 2019, 28, 219-226. 2.0 11

54 Replication and Genetic Risk Score Analysis for Pancreatic Cancer in a Diverse Multiethnic Population.
Cancer Epidemiology Biomarkers and Prevention, 2020, 29, 2686-2692. 2.5 11



5

Xin Sheng

# Article IF Citations

55 Validation of genetic associations with acute GVHD and nonrelapse mortality in DISCOVeRY-BMT.
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58 Multiple functional variants in the IL1RL1 region are pretransplant markers for risk of GVHD and
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