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segments

CTCAATCCCTCTTTACTCATTGGTG

CTACGATTAAG

GGTCTGCGTTGGAATCAGGGCC

spliced fusion contigs

TCACAACCAAACCATGGATTAC
GTGCCAAGTGCAGTTGTAGTGC

ﬁ

ATCAATTTTCTTTTACAGGTAC GGTCAACAGTAACAATGATAGC

ACGCCCACCAATGAGTAAAG AGGGATTGAGCGCGACTTCTCT

= --------'b»

-1'--------

GCCATATTGATTGGCCAGCAAG CCCTTAACTTCAGTTCTGCTAG
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(a) mapping segments against spliced fusion contigs

mismatch IUM read 1
!

T AT ECAGMTSEATTATSECEMGTOTE CTCCOAMAS

intron

| CTTAGUTATOAS — AT METOTCSTESoAA

fusion

TGTCCTTAGAATAATCAAAGATCTTCCCAGAATCGCCATTTAAGTGGGCGCAACTCG GTCCCCTTCCGGGAAAAG

TUM read 2

fusion

MCATINTAATMTIICTIIICNGTE  GTAAATUCATOASEASUTCOTEATG

deletion (3bp)

TTAACACTAT —— CTAAAATCAATTTTCTTTTACAGGTACGGTCAACAGTAACAATGATAGCGACGACTGCGTCATAG

(b) picking the best alignment among multiple mappings
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