
Figure S1. Model of the Total Aberration Index algorithm.

The Total Aberration Index (TAI) reveals the absolute area under the curve 
defined by the Piecewise Constant Fit (PCF) obtained copy number profile:
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∑ Sy = log2‐transformed copy number value

1,..., Rd d = genomic sizes of the segments
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=∑ iS = Indices of the probes belonging to the i’th segment


