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Additional file 10:GO term analysis of proteins identified by in vitro captures
Enriched GO terms for molecular function and biological process for proteins significantly enriched after in vitro capture
with the 5’UTR bait (A) and 3’UTR bait (B). (C) Venn diagram of proteins identified by large scale in vivo capture with

the 5’UTR_1 LNA oligo and significantly enriched proteins from the in vitro pulldowns.



