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SUPPLEMENTAL FIGURE S1. Overview of bind-n-seq read counts. (A) Number of reads and 
distinct sequences from each pool in each bind-n-seq assay. (B) Frequency distribution of sequenc-
es with various copy numbers in the input RNA pool. The distributions for the 5’, middle and 3’ 
randomized RNA pools are shown to the left, middle, and right, respectively, and are overlaid with 
the expectation based on a Poisson distribution. Lambda was calculated as the number of input 
reads divided by 410, the theoretical number of sequences represented by each partially randomized 
oligonucleotide.  (C) Frequency distribution of 7-mers found in various copy number in the input RNA 
pool. 99% of the 196,608 possible 7-mers were represented at least 50 times in the sequenced 
aliquot of input RNA.


