Supplementary File 1: Stage I classification using the
TCGA expression subtypes
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Classification based on Tothill’s signatures

Table 1: Consensus of expression signature

IMR_ consensus DIF_consensus PRO__consensus MES_ consensus calculated.subtype

P562 0.588 0.290 0.078 0.044 IMR_ consensus
P353 0.016 0.974 0.004 0.006 DIF consensus
P957 0.958 0.020 0.002 0.020 IMR_ consensus
P111 0.218 0.256 0.452 0.074 PRO_consensus
P323 0.326 0.182 0.182 0.310 IMR_ consensus
P509 0.142 0.084 0.148 0.626 MES consensus
P884 0.916 0.064 0.002 0.018 IMR consensus
P928 0.046 0.852 0.086 0.016 DIF consensus
P302 0.762 0.130 0.024 0.084 IMR consensus
P356 0.146 0.602 0.188 0.064 DIF consensus
P949 0.596 0.374 0.014 0.016 IMR_ consensus
P940 0.026 0.958 0.008 0.008 DIF consensus
PR32 0.016 0.000 0.004 0.980 MES_consensus
P203 0.228 0.316 0.182 0.274 DIF _consensus
P416 0.298 0.186 0.090 0.426 MES_consensus
P556 0.002 0.000 0.008 0.990 MES_ consensus
P969 0.034 0.960 0.004 0.002 DIF_consensus
P490 0.070 0.876 0.030 0.024 DIF consensus
P344 0.294 0.556 0.082 0.068 DIF consensus
P321 0.908 0.042 0.002 0.048 IMR_consensus
P816 0.102 0.710 0.080 0.108 DIF consensus

P765 0.380 0.572 0.024 0.024 DIF_ consensus
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Association between signatures and histotypes

Table 2: Contingency table for histotypes.
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Chi-square p-value 0.0037847.
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Figure 1: Graphical representation of Chi-square residuals. For a given cell, the size of the circle

is proportional to the amount of the cell contribution. Blu positive associations, red negative

associations

SerLow

Association between signature and tumor grade

Table 3: Contingency table for tumor grade.

DIF consensus IMR consensus MES consensus PRO consensus

G1 1 1 7 1
G2 9 3 2 4
G3 3 7 9 3
High 4 9 1 2
Low 6 1 0 0

Chi-square p-value 0.0003.
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Figure 2: Graphical representation of Chi-square residuals. For a given cell, the size of the circle
is proportional to the amount of the cell contribution. Blu positive associations, red negative

associations

Association between signature and FIGO

Table 4: Contingency table for FIGO classification.

DIF consensus IMR consensus MES consensus PRO_consensus

a 10 5) 9 1
1 2 1 0
c 15 14 9 9

Chi-square p-value 0.3206333.
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Figure 3: Graphical representation of Chi-square residuals. For a given cell, the size of the circle
is proportional to the amount of the cell contribution. Blu positive associations, red negative

associations

Association between signature and relapse

Table 5: Contingency table for relapse events.
DIF_consensus IMR,_ consensus MES_consensus PRO_ consensus

N 22 14 15 4
Y 4 7 4 6

Chi-square p-value 0.0472187.
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Figure 4: Graphical representation of Chi-square residuals. For a given cell, the size of the circle
is proportional to the amount of the cell contribution. Blu positive associations, red negative

associations
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