130 75,480 93 138

papers citations h-index g-index

138 82,493 12.6 7.25

ext. papers ext. citations avg, IF L-index



129

127

125

123

1271

119

117

115

PATRICK O BROWN

Paper IF Citations

Rapid global phaseout of animal agriculture has the potential to stabilize greenhouse gas levels for
30 years and offset 68 percent of CO2 emissions this century 2022, 1, e0000010

Directed Chemical Evolution with an Outsized Genetic Code. PLoS ONE, 2016, 11, e0154765 37 20

Dynamic ASXL1 Exon Skipping and Alternative Circular Splicing in Single Human Cells. PLoS ONE,
2016, 11, 0164085

Automated Analysis and Classification of Histological Tissue Features by Multi-Dimensional 0
Microscopic Molecular Profiling. PLoS ONE, 2015, 10, e0128975 37

Evolutionary Conservation and Diversification of Puf RNA Binding Proteins and Their mRNA
Targets. PLoS Biology, 2015, 13, e1002307

Circular RNA is expressed across the eukaryotic tree of life. PLoS ONE, 2014, 9, e90859 37 457

Transcriptome-wide mapping of pseudouridines: pseudouridine synthases modify specific mMRNAs
in S. cerevisiae. PLoS ONE, 2014, 9, e110799

Distinct stages of the translation elongation cycle revealed by sequencing ribosome-protected 3 L
mRNA fragments. ELife, 2014, 3, e01257 9 95

miR-142 regulates the tumorigenicity of human breast cancer stem cells through the canonical
WNT signaling pathway. ELife, 2014, 3,

Cell-type specific Features of circular RNA expression. PLoS Genetics, 2013, 9, e1003777 6 1155

Circular RNAs are the predominant transcript isoform from hundreds of human genes in diverse
cell types. PLoS ONE, 2012, 7, e30733

ESRRA-C110rf20 is a recurrent gene fusion in serous ovarian carcinoma. PLoS Biology, 2011,9,e10011569.7 44

Stunned silence: gene expression programs in human cells infected with monkeypox or vaccinia
virus. PLoS ONE, 2011, 6, e15615

DNA methylation profiles of ovarian epithelial carcinoma tumors and cell lines. PLoS ONE, 2010, 5,e935%.7 68

Dissecting interferon-induced transcriptional programs in human peripheral blood cells. PLoS ONE,
2010, 5, e9753

The preclinical natural history of serous ovarian cancer: defining the target for early detection.

PLoS Medicine, 2009, 6, 1000114 11.6 168

Diverse RNA-binding proteins interact with functionally related sets of RNAs, suggesting an

extensive regulatory system. PLoS Biology, 2008, 6, €255




(2006-2008)

Comparative analysis of viral gene expression programs during poxvirus infection: a transcriptional
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