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performance and reproducibility

EPICENTRE SCRIPTSEQ

(incidental) design

* sample ‘keratinocyte’

* prepared twice using epicentre’s scriptseq,
once using illumina’s mrna-seq (rev D)

* spiked synthetic RNA (ERCCs) into each aliquot
* polyA selection
* 15 million raw reads per prep

* hierarchical alignment with bwa to contam,
genome (hg18), and junction files

* processed with in-house software
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is epi stranded?
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duplicates?
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FC plots using common dispersion
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can the difference be explained

by GC content? by gene length?
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ercc design
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ercc reproducibility
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