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Caractéristiques Etude longueur télomére Etudes d’expression CGH-array
(hTERT — Shelterin)
n= a5 n=290 n=27

Stade UICC de la classification TNM
ITA 31 14 13
1B 24 11 10
1A 10 4 4
Grade SBR
2 16 8 8
3 49 21 19
Classification de Chevallier
BRHC

Classe 1 29 16 12

Classe 2 1 0 0
BHI

Classe 3 29 G 12

Classe 4 4] 4 3
Classification de Sataloff
RHC(TANA + TANB) 31 12 13
BHI i4 7 14

BHC : Béponse Histologique Compléte — BHI : Eéponse Histologique Incompléte
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pertcllll gain

Cluster 1 Cluster 2 | Cluster 3 P

(n=13) (n=2) (n=8)
% bonne réponse 69% 0% 2504 0035
auTTT ’
Nombre moyen 16,4 225 36,5 0,00036
de gains
Nombre moyen 16,5 435 5,2 0,0078
de pertes
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Sporadic (n=48)

00001

P-value
g
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Chromosomes
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Chromosome  Aberration  BRCAI1 Sporadic Pvalue
percentige  percentage
Ig Gain 53 47 0.5186
3q22-25 Giain 46 4 0.0006
3q26-29 Gain 43 13 0.0327
4pl6-15 Loss M4 19 0.2466
5p13-5p12 Loss 19 1 (0031
5q11-23 Loss 3 i 0.0017
5q31-35 Loss ] 4 00111
6p Gain 7 7 0.0010
6q21-q23 Gain 32 17 0.1493
Tp22-15 Loss 17 1] 0.0080
Tq22-36 Ciain 37 13 0.0283
8p23 Loss 3 28 0.5767
g Gain 55 40 0.3306
Op21-13 Loss 35 28 0.7177
10pl5-14 Gain 57 27 0.0129
10pl4-12 Gain 32 11 0.0248
1pl4-13 Gain n 13 0.1000
11g22-25 Loss 13 35 0.1523
12p13-12 Gain 3R 12 0.0165
12q12-14 Loss 20 0 0.0100
l3gq Loss 36 32 (1.2302
14q22-23 Loss 45 16 0.0568
14q32 Laoss 49 26 0.0942
15g11-21 Loss. 35 13 0L.0791
Ifig Loss 10 36 0.0312
17p Loss 4 32 0.5579
17q22-23 Gain £ 2 0.5522
Jgl1-12 Loss 26 0 (L0007
22q Loss 4 33 0.4091
Xp22 Loss 3 15 0.1638
Xq Loss 40 4 01715
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