Local event-based analysis : pipeline

2. Build composite gene models and splicing graphs, define local events
3. Count reads compatible with either event, estimate relative expression levels

4.Test for differential alternative transcript usage

- T test/Wilcoxon test of exon inclusion levels [CEUVSYRI 212/214
(BHP<=0.05)]

- Generalized linear model on exon inclusion reads, normalized for total reads at
each locus [CEUVSYRI 325 (BHP<=0.05)]
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Estimation of alternative splicing variability
in human populations

Mar Gonzalez-Porta,'> Miquel Calvo,? Michael Sammeth,'> and Roderic Guigé'*°
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total 1654 1654 181 60.70 %
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