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Figure S4. CSN5 May Regulate RAD54B and RAD21 Stability via Its MPN Domain and Recognizes Specific RNA Motifs
(A) Schematic representation of full-length and truncated CSN5 constructs used in RNA-binding domain mapping experiments. (B) RNA stability assays using Actinomycin D to assess the decay kinetics of RAD54B and RAD21 mRNAs following Jab1 knockdown, and upon re-expression of either full-length Jab1 or the ΔMPN mutant. (C) Peak distribution of Jab1-binding regions identified by RIP-seq. (D–E) Predicted 3D docking models showing Jab1 interactions with RAD54B (D) and RAD21 (E) RNAs. (F) Significantly enriched RNA-binding motifs identified from RIP-seq data using motif discovery analysis.
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3 | ccasecTae ‘JCCAGCCTGG 15e-128 | 2.1e-126 5.1
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