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90 Dnmt3a loss predisposes murine hematopoietic stem cells to malignant transformation. Blood, 2015,
125, 629-638. 0.6 206



7

David A Wheeler

# Article IF Citations

91
Copy number variation detection in whole-genome sequencing data using the Bayesian information
criterion. Proceedings of the National Academy of Sciences of the United States of America, 2011, 108,
E1128-36.

3.3 200

92 Prediction of missense mutation functionality depends on both the algorithm and sequence alignment
employed. Human Mutation, 2011, 32, 661-668. 1.1 195

93 Functional genomics of genes with small open reading frames (sORFs) in S. cerevisiae. Genome
Research, 2006, 16, 365-373. 2.4 193

94 Genomic analysis of hepatoblastoma identifies distinct molecular and prognostic subgroups.
Hepatology, 2017, 65, 104-121. 3.6 192

95 Genomic Analysis of the Nuclear Receptor Family: New Insights Into Structure, Regulation, and
Evolution From the Rat Genome. Genome Research, 2004, 14, 580-590. 2.4 187

96 Analyses of deep mammalian sequence alignments and constraint predictions for 1% of the human
genome. Genome Research, 2007, 17, 760-774. 2.4 184

97 Novel somatic and germline mutations in intracranial germ cell tumours. Nature, 2014, 511, 241-245. 13.7 181

98 Systematic Analysis of Splice-Site-Creating Mutations in Cancer. Cell Reports, 2018, 23, 270-281.e3. 2.9 177

99

Germ-Line Transformation Involving DNA from the<i>period</i>Locus in<i>Drosophila
melanogaster</i>: Overlapping Genomic Fragments that Restore Circadian and Ultradian Rhythmicity
to<i>per<sup>0</sup></i>and<i>per<sup>âˆ’</sup></i>Mutants. Journal of Neurogenetics, 1986, 3,
249-291.

0.6 176

100 Combined sequence-based and genetic mapping analysis of complex traits in outbred rats. Nature
Genetics, 2013, 45, 767-775. 9.4 176
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