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C) Subtyped as LumA .
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E) Subtyped as Normal,
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B) Subtyped as HER2E, .
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D) Subtyped as LumB, .
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Supplementary Figure S2. Difference (delta-value) in
subtype correlations between TNBC tumors stratified
by their PAMS50, . subtypes. The delta-value corresponds
to the correlation for the PAM50__, ., subtype after leave-
OneGeneSet-out reclassification minus the PAMS0,,
subtype correlation. White boxes represent samples where
there were no switch in subtype after reclassification,
i.e. , for instance Basal, before and Basal = after
reclassification. Grey boxes represent cases where a
subtype switch occured, e.g., Basal, before but HER2E |
after reclassification based on exclusion of a specific gene
set. (A) Basal, tumors. (B) HER2E, . tumors. (C) LumA,.
tumors. (D) LumB,, tumors. (E) Normal, . tumors.
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C) Subtyped as LumA .
< L) w o 0 Y © - © - © -~ © -
1 L 1 1 1 1 1 1 1 1 1 1 1 1
0.6+ O No Switch
O Switch
0.4
9
&
3
=
<
& 02 ==
o e —
£ ‘ O S
T 00 i B = = — = T‘
o .
S
2 —
2 02 =
£ =
8
] — T
3 R
3
-0.4
-06

T T T T T T
1 1 2 2 3 3 4 4 5

u,A
>
>
<
-

Gene set excluded

E) Subtyped as Normal,
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B) Subtyped as HER2E, .
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D) Subtyped as LumB, .
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Supplementary Figure S3. Difference (delta-value)
in subtype correlations between ERnHER2p tumors
stratified by their PAM50, . subtypes. The delta-value
corresponds to the correlation for the PAMS50__, . subtype
after leave-OneGeneSet-out reclassification minus the
PAMS50, . subtype correlation. White boxes represent
samples where there were no switch in subtype after
reclassification, i.e. , for instance Basal, before and
Basal ., after reclassification. Grey boxes represent cases
where a subtype switch occured, e.g., Basal,, before but
HER2E . . after reclassification based on exclusion of a
specific gene set. (A) Basal, ., tumors. (B) HER2E, . tumors.
(C) LumA,, tumors. (D) LumB,. tumors. (E) Normal .
tumors.
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C) Subtyped as LumA .
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E) Subtyped as Normal,_
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B) Subtyped as HER2E, .
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D) Subtyped as LumB, .
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Supplementary Figure S4. Difference (delta-value)
in subtype correlations between ERpHER2p tumors
stratified by their PAM50, . subtypes. The delta-value
corresponds to the correlation for the PAMS50__, . subtype
after leave-OneGeneSet-out reclassification minus the
PAMS50, . subtype correlation. White boxes represent
samples where there were no switch in subtype after
reclassification, i.e. , for instance Basal, before and
Basal ., after reclassification. Grey boxes represent cases
where a subtype switch occured, e.g., Basal,, before but
HER2E . . after reclassification based on exclusion of a
specific gene set. (A) Basal, ., tumors. (B) HER2E, . tumors.
(C) LumA,, tumors. (D) LumB,. tumors. (E) Normal .
tumors.



A) Subtyped as Basal, .

+ o 9o o o© < - © o
328 2 8~ 3 oK « 82 5 o
1 L 1 1 1 1 1 1 1 1 1 1 1 1
0.6 O No Switch
O Switch
0.4
9
o - .
w ' 0
= : :
< : !
% o2 u ! e
o ‘\_Jl : Sm———— P
3 — ; LT T
2 o0 L:l : _:mﬁﬁmgrﬁurﬁ:
o = TR ==
5 b o - o
k<t : — = - -
£ 02 ;
8 0
= P
3 !
S !
-0.4 -
-06
T T T T T T T T T T T T T T
11 2 2 3 3 4 4 5 5 6 6 7 7
Gene set excluded
C) Subtyped as LumA .
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D) Subtyped as LumB, .
o < N [ <
- ~ g © o RN S e 3
~ wn N @ ~ n o < N © [) w Y <
5 8 ¢ 86 R &3 T8 2 a3
1 L 1 1 1 1 1 1 1 1 1 1 1 1
0.6 - O No Switch
O Switch
0.4 | o
o H | -
g 1 T
3 : [
floB
CTH T EE
o i — e . —
2 [ LT LT
2 I A == =Ea ]
g o0 e e e
c | 2= e [
o
1 O
g Ol
s —
© i |
3 b
0.4 | EE
_06

Gene set excluded

Supplementary Figure S5. Difference (delta-value)
in subtype correlations between ERpHER2n tumors
stratified by their PAM50, . subtypes. The delta-value
corresponds to the correlation for the PAMS50__, . subtype
after leave-OneGeneSet-out reclassification minus the
PAMS50, . subtype correlation. White boxes represent
samples where there were no switch in subtype after
reclassification, i.e. , for instance Basal, before and
Basal ., after reclassification. Grey boxes represent cases
where a subtype switch occured, e.g., Basal,, before but
HER2E . . after reclassification based on exclusion of a
specific gene set. (A) Basal, ., tumors. (B) HER2E, . tumors.
(C) LumA,, tumors. (D) LumB,. tumors. (E) Normal .
tumors.



