
K−Means Cluster Spots
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A

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 42

Atypical : # = 19  −>  26 %
Classical : # = 4  −>  12 %
Mesenchymal : # = 5  −>  6 %
Basal : # = 14  −>  17 %

B

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 0

C

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 23

Atypical : # = 23  −>  31 %

D

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 4

Atypical : # = 2  −>  3 %
Classical : # = 1  −>  3 %
Mesenchymal : # = 1  −>  1 %

E

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 19

Atypical : # = 8  −>  11 %
Mesenchymal : # = 7  −>  8 %
Basal : # = 4  −>  5 %

F

−1.0

−0.5

0.0

0.5

1.0

1.5
. − . . # samples expressing : 37

Atypical : # = 14  −>  19 %
Mesenchymal : # = 16  −>  19 %
Basal : # = 7  −>  8 %



G

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 35

Atypical : # = 27  −>  36 %
Mesenchymal : # = 6  −>  7 %
Basal : # = 2  −>  2 %

H

−1.0

−0.5

0.0

0.5

1.0

1.5 + − . . # samples expressing : 66

Atypical : # = 47  −>  64 %
Mesenchymal : # = 12  −>  14 %
Basal : # = 7  −>  8 %

I

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 0

J

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 0

K

−1.0

−0.5

0.0

0.5

1.0

1.5
. + . . # samples expressing : 36

Atypical : # = 14  −>  19 %
Classical : # = 14  −>  44 %
Mesenchymal : # = 3  −>  4 %
Basal : # = 5  −>  6 %

L

−1.0

−0.5

0.0

0.5

1.0

1.5
. . + . # samples expressing : 60

Atypical : # = 8  −>  11 %
Classical : # = 2  −>  6 %
Mesenchymal : # = 46  −>  54 %
Basal : # = 4  −>  5 %



M

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 18

Mesenchymal : # = 18  −>  21 %

N

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 9

Atypical : # = 2  −>  3 %
Mesenchymal : # = 6  −>  7 %
Basal : # = 1  −>  1 %

O

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 37

Atypical : # = 9  −>  12 %
Classical : # = 4  −>  12 %
Mesenchymal : # = 16  −>  19 %
Basal : # = 8  −>  10 %

P

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 2

Mesenchymal : # = 2  −>  2 %

Q

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 0

R

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 25

Atypical : # = 5  −>  7 %
Classical : # = 6  −>  19 %
Mesenchymal : # = 13  −>  15 %
Basal : # = 1  −>  1 %



S

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 2

Basal : # = 2  −>  2 %

T

−1.0

−0.5

0.0

0.5

1.0

1.5 − . − + # samples expressing : 101

Atypical : # = 11  −>  15 %
Classical : # = 7  −>  22 %
Mesenchymal : # = 10  −>  12 %
Basal : # = 73  −>  87 %

U

−1.0

−0.5

0.0

0.5

1.0

1.5 − . . + # samples expressing : 89

Classical : # = 2  −>  6 %
Mesenchymal : # = 36  −>  42 %
Basal : # = 51  −>  61 %

V

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 25

Mesenchymal : # = 12  −>  14 %
Basal : # = 13  −>  15 %

W

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 0

X

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 25

Classical : # = 5  −>  16 %
Basal : # = 20  −>  24 %



Y

−1.0

−0.5

0.0

0.5

1.0

1.5
. . . . # samples expressing : 10

Atypical : # = 1  −>  1 %
Classical : # = 1  −>  3 %
Mesenchymal : # = 2  −>  2 %
Basal : # = 6  −>  7 %
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Group Association
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Spot Association

0.0 0.5 1.0 1.5 2.0 2.5

#groups
A ( 4 )
B ( 0 )
C ( 1 )
D ( 3 )
E ( 3 )
F ( 3 )
G ( 3 )
H ( 3 )
I ( 0 )
J ( 0 )
K ( 4 )
L ( 4 )
M ( 1 )
N ( 3 )
O ( 4 )
P ( 1 )
Q ( 0 )
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S ( 1 )
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V ( 2 )
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Y ( 4 )
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