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A novel library-vs-library in vitro selection method (PD-SELEX: Phage
Display coupled with Systematic Evolution of Ligands by EXponential enrichment) has been developed.
Starting with pools of 1.1 x 10 unique RNA sequences and 4.0 x 10 unique phage-displayed
L7Ae-Scaffold (LS) proteins, six rounds of selection were carried out. The selected RNAs and LS
proteins were analyzed by high-throughput sequencing. Further deconvolution of the enriched RNA and
LS protein sequences revealed two orthogonal RNA-RBP pairs that exhibit 7 pM KD value and >4000-fold

selectivity.
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