
0.
34

0.
38

0.
42

A B

C D

E

M
is

cl
as

si
fic

at
io

n 
ra

te
 (v

an
't 

Ve
er

)

M
is

cl
as

si
fic

at
io

n 
ra

te
 (S

ot
iri

ou
)

M
is

cl
as

si
fic

at
io

n 
ra

te
 (H

ua
ng

)

M
is

cl
as

si
fic

at
io

n 
ra

te
 (m

et
a)

50 100 150 200

Number of genes

50 100 150 200

0.
24

0.
26

0.
28

0.
30

Number of genes

50 100 150 200

0.
30

0.
32

0.
34

0.
36

0.
38

0.
40

Number of genes

50 100 150 200

0.
33

0.
35

0.
37

0.
39

Number of genes

50 100 150 200

0.
20

0.
25

0.
30

0.
35

Number of genes

M
is

cl
as

si
fic

at
io

n 
ra

te
 (S

or
lie

)

Supplementary Figure 1. Misclassification rates using study-specific gene signatures 
and the meta-signature of size 10 to 200. A. Sorlie et al. study signature (using 40th 
percentile of the risk indices as cutoff), B. van't Veer et al. study signature (using 60th 
percentile RI cutoff), C. Sotiriou et al. study signature (using 50th percentile RI cutoff), 
D. Huang et al. study signature (using 50th percentile RI cutoff), and E. the meta 
cohort signatures (using 50th percentile RI cutoff).




