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High-throughput RNA structure analysis from footprinting experiments 
 
I will present SHAPE-Seq, a high-throughput assay that quantifies structural information at nucleotide 
resolution for mixtures of RNAs. SHAPE-Seq combines a novel chemistry with next-generation 
sequencing of its products. Following sequencing, we use a fully automated signal processing pipeline to 
extract the structural information. In this talk, I will focus on SHAPE-Seq's analysis methodology, which 
relies on a novel probabilistic model of the experiment, adjoined by maximum-likelihood-based 
statistical inference. I will then present an algorithm that uses structural data to inform computational 
RNA secondary structure prediction.  
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