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Retrotransposition and Crystal Structure of an Alu RNP in the Ribosome-Stalling Conformation.
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Molecular Architecture of 4E-BP Translational Inhibitors Bound to elF4E. Molecular Cell, 2015, 57,
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RNA binding by Hfq and ring-forming (L)Sm proteins. RNA Biology, 2014, 11, 537-549.

Structural basis for the Nanos-mediated recruitment of the CCR44€“NOT complex and translational

repression. Genes and Development, 2014, 28, 888-901. 5.9 93
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A DDX6-CNOT1 Complex and W-Binding Pockets in CNOT9 Reveal Direct Links between miRNA Target
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An asymmetric PAN3 dimer recruits a single PAN2 exonuclease to mediate mRNA deadenylation and
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Structure of the PAN3 PseudoRinase Reveals the Basis for Interactions with the PAN2 Deadenylase and
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Structure and assembly of the NOT module of the human CCR44€“NOT complex. Nature Structural and 8.2 101
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Crystal structure and ligand binding of the MID domain of a eukaryotic Argonaute protein. EMBO 45 106
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Non-LTR retrotransposons encode noncanonical RRM domains in their first open reading frame.
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