[ 264-probeset prognostic signature ]

/\

[ 235 poor prognosis marker ] [ 29 good prognosis marker ]

‘ s 175 probesets correlated to 60 unclassified B 21 probesets correlated to 8 unclassified
metagenes probesets metagenes probesets
A A A AL
Vs ~" N\
L8 L8 \
Histone Histone
CLDN3 CLDN3
HOX HOX
Stroma Stroma
Adipocyte Adipocyte 5
Hemoglobin Hemoglobin Z
| ‘ Prolif Prolif .(_D'_
I | | H Basa pasl &
, “1 “ M| A HH Apocrine Apocrine %
1y I \HI'IH O g vec @
MHCL MHC1
il I N i
Ml L w2 M2
T.Cell T.Cell
B.Cell B.Cell
( 118 probesets correlated 117 unclassified D 18 probesets correlated 11 unclassified
to metagenes probesets to metagenes probesets
AL AL AL AL
- N~ N
L8 L8
Histone Histone \
CLDN3 CLDN3
HOX HOX
Stroma Stroma
Adipocyte Adipocyte a
[ l i Hemoglobin Hemoglobin z
\ 1 IHI prol prol 0
| TR s o g
H\WI MH \IHI H W | Apociine Apociine o
| H HqUHWH ] | IJ I I VEGF VEGF o
| MHC1 MHC1
H\ IFN IFN
| Hﬂ”“” | Il I | MHC2 MHC2
T.Cell T.Cell
B.Cell B.Cell J
Supplementary Figure S6: Correlation of individual markers from the prognostic signatures with known

metagenes in triple negative breast cancer

From the 264 Affymetrix probsets of the supervised prognostic signature, 235 probesets were associated with poor
prognosis (analyzed in panels A and C) and 29 with good prognosis (analyzed in panels B and D).

A) The 235 individual probesets associated with poor prognosis (horizontically) were analyzed for their correlation
with the expression of 16 metagenes (vertically) for molecular phenotypes in the 394 TNBC samples from the
finding cohort. 116 probesets displaying a Pearson correlation above a cutoff 0.2 are sorted (horizontically) on the
left according to the assigned metagene while 60 probesets remained unclassified.

B) The 29 individual probesets associated with good prognosis were analyzed as in (A) and 21 assighed to metagenes
(cutoff 0.2) are sorted horizontically on the left while 8 remained unclassified.

C) The same analysis as in (A) was performed using the more stringent cutoff 0.3 for assighment to a metagene
resulting in 118 probesets correlated to metagenes from the list of 235 probesets associated with poor prognosis.

D) The same analysis as in (B) was perfomed using the more stringent cutoff 0.3 resulting in 18 of the 29 good
prognosis probesets assigned to metagenes.

All individual correlation values are given in Supplementary Table S3.





