Figure S3. Gene expression patterns of the MR16 genes selected by machine

learning. The box plots show gene expression across subtypes. The y-axis is the gene
expression adjusted by van der Waerden scores (LEHMANN AND HIM 1988). The x-axis
represents the four subtypes; that is, bs = basal-like; h2 = HER2 enriched; la =
b =

Expression
-3 -1 122

Expression

-3 -1 123

Expression
-3 -1 1223

luminal B.

Top 1-9 genes

ESR1
1 -
- =
B
Tl |
bs h2 la Ib
EZH2
-
TS T ES
MR s
T I-I:_I
bs h2 la Ib
MYBL2
T o+ 4
==
4_—;
1 I_.:_
bs h2 la |Ib

-3 -1 123 -3 -1 123

-3 -1 123

GATA3

A T

-3 -1 123 -3 -1 123

-3 -1 123

FOXM1
EE T =
- T
I I 1:_ |
bs h2 la Ib
PGR
-L -
.,
-$ Lo
_:_ T T
bs hZ la Ib
S0X1
T
= T
T TmE
I I 1:_ _:_
bs hZ la Ib

Expression Expression

Expression
-3 -1 123

luminal A:

Top 10-16 genes

=2 0123

— I
. -

-m

. - — Fl _I_

_I_

l::-s hE Ia Ib

=3 =1 123

I I I
bs h2 la b

-3 -1 123

:—?—+-E
'-EI-LL

_|_ —_
l

t::-s h2 Ia It:n

STATSA

-3 -1 123

.

MaTe

T T I I
bs h2 la |Ib

-3 -1 123

t::-s hE Ia {s]

TP&3

-3 -1 123

T

(=

i
[
. -
[ ]

bs h2 la Ib




