RNA

A PUBLICATION OF THE RNA SOCIETY

e
VOL.29,NO. 6 (, JUNE 2023
Neoee/

CONTENTS

Bioinformatics

clipplotr—a comparative visualization and analysis tool for CLIP data
Anob M. Chakrabarti, Charlotte Capitanchik, Jernej Ule, and Nicholas M. Luscombe

Reports

Molecular basis for GIGYF-TNRC6é complex assembly
Meghna Sobti, Benjamin J. Mead, Alastair G. Stewart, Catia Igreja, and Mary Christie

Translation reinitiation after uUORFs does not fully protect mRNAs from nonsense-mediated decay
Paul J. Russell, Jacob A. Slivka, Elaina P. Boyle, Arthur H.M. Burghes, and Michael G. Kearse

Phosphorylation controls the oligomeric state of She2 and mRNA localization in yeast
Nastaran Farajzadeh, Karen Shahbabian, Yani Bouaziz, Emmanuelle Querido, and Pascal Chartrand

No evidence for epitranscriptomic m°C modification of SARS-CoV-2, HIV and MLV viral RNA

Anming Huang, Lydia Rieper, Dietmar Rieder, Janine Kimpel, and Alexandra Lusser

Articles

Computational design and experimental verification of pseudoknotted ribozymes
Sabrine Najeh, Kasra Zandi, Nawwaf Kharma, and Jonathan Perreault

The importance of m®A topology in chicken embryo mRNA: a precise mapping of m°A
at the conserved chicken B-actin zipcode

Francis Baron, Mi Zhang, Nathan Archer, Eleanor Bellows, Helen M. Knight, Simon Welham,
Catrin S. Rutland, Nigel P. Mongan, Christopher J. Hayes, Rupert G. Fray, and Zsuzsa Bodi

71594

724°A

73594

7454

75694

764

777°A

(continued)

Cover lllustration: Tetrahymena ribozyme (PDB id: 7EZ0O; Su Z, Zhang K, Kappel K, Li S, Palo MZ, Pintilie GD,
Rangan R, Luo B, Wei Y, Das R, Chiu W. 2021. Cryo-EM structures of full-length Tetrahymena ribozyme at 3.1 A
resolution. Nature 596: 603-607). The Tetrahymena thermophila group I self-splicing intron is a prominent model
system for the study of RNA catalysis. The full-length Tetrahymena ribozyme (apo state) was visualized for the first
time using cryoelectron microscopy at a resolution of 3.1 A. Previously unseen peripheral regions include two
coaxially stacked helices interconnected by two kissing loop pseudoknots that wrap around the catalytic core.
The ribozyme RNA backbone is displayed as a red ribbon; block bases use NDB colors: A—red, C—yellow,
G—green, U—cyan. Cover image provided by the Nucleic Acid Database (NDB)/Nucleic Acid Knowledgebase
(NAKB; nakb.org). Image generated using DSSR and PyMOL (Lu XJ. 2020. Nucleic Acids Res 48: e74).
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