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[bookmark: _GoBack]Additional File 10: Figure S5. Identification of structural variation using mate-pair information. Genomic regions involved in structural variation are shown as solid blue arrows and mate pairs are shown as blank blue/red arrows. (A) Tandem duplication; read pairs that normally map as ‘forward-reverse’ also show ‘reverse-forward’ mapping to the reference genome. (B) Dispersed duplication; reads located between/downstream of the duplicates show abnormal mapping to the reference genome. (C) Insertion/deletion; we define a difference of 3 times the insert size variance between mapping insert size and experimentally estimated size as a signature of an insertion/deletion event.
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