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Figure S1. Representative distribution of BRCA PAM50 subtypes in training and hold-

out sets.

test I(1 /3)

train (2/3)
split

whole

subtype

. Basal
. Her2
[ Luma
. LumB

Normal




LOG

:: oy llﬂnll“!” I UHMM'.“.“”

P i
B "' !HMH lilll
Q:: éA MM lL:ns:o" § 'M‘Hﬂmi;’arSVM oy

oﬂﬂ"lll',““"“ii{“WWWWW il
: Y

. |

ORXPRRESSPELL O PR PRECERS 0 PR PP RSP P

% RNA-seq samples

Figure S2. Reconstructed Kappa plot for LOG normalization.
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Figure S3. Mean absolute scaled error (MASE) — reconstruction error. A) LOG B) NPN
C)QND)TDME) zZ
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Figure S4. Proportion of tested genes that are differentially expressed at FDR < 5%. A)
Basal v. Other comparison B) Her2 v. LumA comparison

% RNA-seq samples
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Figure S5. Overlap between platform-specific silver standard differentially expressed
genes (DEGs) and experimental DEGs. Basal v. all other samples.



