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Normal Sample (25M-30M)
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Normal Sample (25M-30M)
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Copy Number Estimate (Normalized)
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Yy = ai - f'(GCk) -y - 6 + "
}fkn _ fn. (G’Ck) Y - 5;: 4 n;:,Pﬂis

. Y;',Y,™: observed read counts in bin k for tumor and normal samples
e f{(GCYL), f™*(GCY): Ge-bias correction functions (per sample)

« a; €4{0.5, 1, 1.5, 2} is the unknown copy number

* 7k: shared signal across both samples

. ﬁi, 0, : sample-specific multiplicative effects

t,Pois
» ﬂk

,n}:’Pms: Poisson noise
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Coverage vs GC Content
Cubic Spline with 5 Knots (Degree 3), MAE = 35
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Copy Number Estimation — Region 25M-30M

Violin Plot of Estimated a; per Model (Combined Regions)
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Model D: GC-corrected Ratio (25M-30M)
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