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(A) Protocol based on Rogell et al. (2017) (B) Protocol based on Chu et al. (2015)
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Additional file 3: Experimental procedure and composition of the buffers used for optimization of the specific

RNP capture.

(A, B) Buffer composition and protocol based on Rogell et al. (2017) for specific capture of rRNA binding proteins (A)
and Chu et al. (2015) for ChIRP-MS (B). (C, D) Analysis of RNA levels in eluates determined by RT-qPCR (left),

corresponding Cr values (middle), and agarose-formaldehyde gel electrophoresis of total RNA in the input of

crosslinked and non-crosslinked samples (right) after tandem capture with the LNA 5’UTR_1 probe followed by
oligo(dT) capture using the protocol of Rogell et al., 2017 (C) or Chu et al., 2015 (D).




