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Control of translation by eukaryotic mRNA transcript leaders&d€” Insights from higha€throughput assays
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Quantitative mapping of mRNA 33€™ ends in Pseudomonas aeruginosa reveals a pervasive role for
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Impacts of uORF codon identity and position on translation regulation. Nucleic Acids Research, 2019,
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Using the Ribodeblur pipeline to recover A-sites from yeast ribosome profiling data. Methods, 2018, 137,
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Accurate Recovery of Ribosome Positions Reveals Slow Translation of Wobble-Pairing Codons in
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Isoform-level ribosome occupancy estimation guided by transcript abundance with Ribomap. a1 31
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Exploring Ribosome Positioning on Translating Transcripts with Ribosome Profiling. Methods in
Molecular Biology, 2016, 1358, 71-97.

Accurate Recovery of Ribosome Positions Reveals Slow Translation of Wobble-Pairing Codons in
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Molecular Mechanisms and Evolutionary Processes Contributing to Accelerated Divergence of Gene
Expression on the<i>Drosophila</i>X Chromosome. Molecular Biology and Evolution, 2015, 32,
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