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Ribosome collisions induce mRNA cleavage and ribosome rescue in bacteria. Nature, 2022, 603, 503-508.
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Conflicts. Viruses, 2021, 13, 63.

Bacterial death and TRADD-N domains help define novel apoptosis and immunity mechanisms shared by
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Spliceostatin A interaction with SF3B limits U1 snRNP availability and causes premature cleavage and
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Comprehensive classification of ABC ATPases and their functional radiation in nucleoprotein
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Endoplasmic Reticulum. Frontiers in Genetics, 2020, 11, 34.
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Highly regulated, diversifying NTP-dependent biological conflict systems with implications for the
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The Origin and Evolution of Release Factors: Implications for Translation Termination, Ribosome
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Deciphering the Role of a SLOG Superfamily Protein YpsA in Gram-Positive Bacteria. Frontiers in
Microbiology, 2019, 10, 623.
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Unexpected Evolution of Lesion-Recognition Modules in Eukaryotic NER and Kinetoplast DNA Dynamics

Proteins from Bacterial Mobile Elements. IScience, 2018, 9, 192-208.
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Novel clades of the HU/IHF superfamily point to unexpected roles in the eukaryotic centrosome,
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Polyvalent Proteins, a Pervasive Theme in the Intergenomic Biological Conflicts of Bacteriophages and
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An integrated expression atlas of miRNAs and their promoters in human and mouse. Nature
Biotechnology, 2017, 35, 872-878.

Global analysis of pre-mRNA subcellular localization following splicing inhibition by spliceostatin A. a5 61
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RNA damage in biological conflicts and the diversity of responding RNA repair systems. Nucleic Acids 145 64
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The eukaryotic translation initiation regulator CDC123 defines a divergent clade of ATP-grasp enzymes
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PAPD5-mediated 34€2 adenylation and subsequent degradation of miR-21 is disrupted in proliferative
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Protein and DNA Modifications: Evolutionary Imprints of Bacterial Biochemical Diversification and
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Structural and Functional Characterization of MppR, an Enduracididine Biosynthetic Enzyme from
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RNA-Interference Components Are Dispensable for Transcriptional Silencing of the Drosophila
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