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Supplementary Figure S1:

Recelver operating characteristic curves
of the proposed 25-gene expression
sighature (25-gene expr.sig.) and the
published signhatures trained exclusively
on microarray data sets.
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Supplementary Figure S2:

Receiver operating characteristic curves

of the proposed 25-gene expression sighature in
RNA-seq cohorts Al, C1, and D1 normalised with
different normalisation methods. TU norm (Total
Ubiquitous normalisation); TMM norm (Trimmed

Mean of M-values normalisation)

Glusman et al, [1] and Wu et al. [3] compared various
normalisation procedures of RMNA-seq data.

Based on these results, we decided to compare the
performance of the proposed 25-gene expression
signature on cohorts Al, C1, and D1 using TU (Total
Ubiguitous) [1] and TMM (Trimmed Mean of M-values) [2]
normalisation procedures, There is no significant
difference in accuracy between these two normalisation
methods (DelLong's test [4], adjusted p-value < 0.05),
Therefore we decided to use TMM method to normalise
RMA-seq datasets to follow standard practices in the field,
NormExpression [3] R-paclkage was used to obtain TU
normalised RMNA-seq data,
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Supplementary Table 53: Performance of the 25-gene expression signature in RNA-seq cohorts A1, C1,
and D1 normalised with different normalisation methods. TU (Total Ubiquitous); TMM (Trimmed Mean of M-
values); AUC area under the receiver operating characteristic curve; Cl confidence interval

Delong's # genes used
test p- for
Cohort MNormalisation AlLC 95% Cl value Tissue  classification
TU 0,93 0.89 -097
A1l development CV TWMM 0,94 090 - 097 0.42 colon 25
TU 0,89 0.84 — (.94
C1 TMM 0,90 0.85— (.94 0,83 gastric 25
TU 0,72 0.61-0.80
D1 TMM 0.71 062 —0.81 0.90 endometrial 24




