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Nature Genetics, 2012, 44, 187-192. 9.4 311



3

David Ellinghaus

# Article IF Citations
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39 Identification of germline susceptibility loci in ETV6-RUNX1-rearranged childhood acute lymphoblastic
leukemia. Leukemia, 2012, 26, 902-909. 3.3 106
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55 Detailed stratified GWAS analysis for severe COVID-19 in four European populations. Human
Molecular Genetics, 2022, 31, 3945-3966. 1.4 46

56 Vy-PER: eliminating false positive detection of virus integration events in next generation sequencing
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57 Genetic association analysis identifies variants associated with disease progression in primary
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63 FPGA-based Acceleration of Detecting Statistical Epistasis in GWAS. Procedia Computer Science, 2014,
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A Proposal for a Study on Treatment Selection and Lifestyle Recommendations in Chronic
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66 From next-generation sequencing alignments to accurate comparison and validation of
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72 Current software for genotype imputation. Human Genomics, 2009, 3, 371-80. 1.4 19



6

David Ellinghaus

# Article IF Citations
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