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Cover Illustration: Recruitment of poly(A) polymerase to the human polyadenylation machinery (PDB id: 8R8R;
Todesca S, Sandmeir F, Keidel A, Conti E. 2024. Molecular basis of human poly(A) polymerase recruitment by
mPSF. RNA 30: 795-806. During human 3" end processing of pre-mRNA, the four-subunit mammalian polyade-
nylation specificity factor (mPSF) recruits poly(A) polymerase a (PAPOA) to synthesize a poly(A) tail. A composite
structural model reveals multiple interaction sites between mPSF subunits and PAPOA: The catalytic core of
PAPOA (in orange) binds an unstructured region of the FIP1 subunit (in purple), while an extended C-terminal
region of PAPOA (in yellow) engages with the CPSF160 subunit (in blue). The other mPSF subunits, CPSF30
and WDR33, are shown in red and green, respectively. Globular protein subunits are shown as surfaces, with pep-
tides shown as a cartoon. The unmodeled region of the PAPOA C terminus is shown as a dashed line, and the
unmodeled connection between the C-terminal peptide and the structured core is shown as a curve. Coverimage
created by luliia lermak using Blender software with Molecular Nodes addon (doi:10.5281/zenodo.11264110).

Published by Cold Spring Harbor Laboratory Press



Contents (continued)

Inefficient recruitment of DDX39B impedes pre-spliceosome assembly on FOXP3 introns
Chloe K. Nagasawa, Aaron O. Bailey, William K. Russell, and Mariano A. Garcia-Blanco

Cytosolic RNA binding of the mitochondrial TCA cycle enzyme malate dehydrogenase
Michelle Noble, Aindrila Chatterjee, Thileepan Sekaran, Thomas Schwarzl, and Matthias W. Hentze

The Prp19C/NTC subunit Syf2 and the Prp19C/NTC-associated protein Cwc15 function in TREX
occupancy and transcription elongation
Laura Henke-Schulz, Rashmi Minocha, Nils Holger Maier, and Katja StréBer

Regulation of the Drosophila transcriptome by Pumilio and the CCR4-NOT deadenylase complex

Rebecca J. Haugen, Catherine Barnier, Nathan D. Elrod, Hua Luo, Madeline K. Jensen, Ping Ji, Craig A. Smibert,
Howard D. Lipshitz, Eric J. Wagner, P. Lydia Freddolino, and Aaron C. Goldstrohm

PACRAT: pathogen detection with aptamer-observed cascaded recombinase polymerase
amplification—in vitro transcription
Pavana Khan, Lauren M. Aufdembrink, Katarzyna P. Adamala, and Aaron E. Engelhart

A new reagent for in vivo structure probing of RNA G and U residues that improves RNA structure
prediction alone and combined with DMS
Catherine A. Douds, Paul Babitzke, and Philip C. Bevilacqua

Mapping RNA-protein interactions with subcellular resolution using colocalization CLIP
Soon Yi, Shashi S. Singh, Kathryn Rozen-Gagnon, and Joseph M. Luna

Enhanced ac4C detection in RNA via chemical reduction and cDNA synthesis with modified dNTPs

Sebastien Relier, Sarah Schiffers, Hamid Beiki, and Shalini Oberdoerffer

RNA: Instructions for contributors

OAOpen Access paper

Published by Cold Spring Harbor Laboratory Press

824°A

83994

85404

866

891

901

920°A

938

954



