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A modular framework for RNA-Seq data analysis
using compact, anonymized data summanes

AlignmentBlocks ID ID Sequences

chrl:4+:2001:2050:1:50 1+f----f»1 GTCGTGTCTGTATGTGTA...
chr5:-:5061:5110:1:50 2<----}»2 ATGGCTCGTTGGGATAAT...
chr3:+:7424:7473:1:50 3+---[~3 CTCTGGTCTGTTTGTACC. ..
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Mis-alignment and random pairing filters

Ribosomal filter, Expression Consistency filters ~0.5K ‘
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+ Calibrated on eight cancers with and without known rearrangements.
¢ Discovered known and novel fusion transcripts.
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Genomic Signal Data:
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- RSEQtools: http:/rseqtools.gersteinlab.org
- FusionSeq: http:/rnaseq.gersteinlab.org/fusionseq

- ACT: http://act.gersteinlab.org

* 1QSeq: http://code.google.com/p/igseq/
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