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CLIP-Seq overview
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Data normalization - motivation
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Hidden Markov model - emissions
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Hidden Markov model - emissions
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 emission probabilities —% three component mixture model
 transition probabilities —% Baum-Welch algorithm
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Review - RNA interference
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dCLIP vs. Piranha - miR-124/AGO HITS-CLIP dataset Frefe Universtat
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dCLIP vs. Piranha - miR-124/AGO HITS-CLIP dataset
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In a nutshell ...
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