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Pathway ID |Type Description False discovery rate
hsa04110 |KEGG cell cycle 4.15E-15
hsa03030 |KEGG DNA replication 1.96E-11
hsa03460 |KEGG Fanconi Anemia (FA) 7.30E-09
hsa03410 |KEGG Base excision repair (BER) 2.07E-07
hsa03420 |KEGG Nucleotide excision repair (NER) 1.72E-05
hsa3440 KEGG Homologous recombination (HR) 2.40E-04
hsa03430 |KEGG Mismatch repair (MMR) 5.20E-03
hsa03450 KEGG NHEJ 3.08E-02
Pathway ID |Type Description False discovery rate
C |hsa03420 |KEGG Nucleotide excision repair (NER) 1.69E-05
hsa03410 |KEGG Base excision repair (BER) 2.10E-04
hsa03030 |KEGG DNA replication 2.10E-04
B hsa03020 |KEGG RNA polymerase 2.10E-04
hsa3440 KEGG Homologous recombination (HR) 2.40E-04
Pathway ID [Type Description False discovery rate hsa03430 [KEGG Mismatch repair (MMR) 4.10E-03
G0:0045786|Biological process (GO) [Negative regulation of cell cycle 9.43E-05
hsa05200 |KEGG Pathways in cancer 4.60E-04 Pathway ID |Type Description False discovery rate
h5803420 |KEGG Nucleotide exclsion repair (NER) 3140E:03 hsa03420 |KEGG _[Nucleotide excision repair (NER) 1.40E-04
hsa03410 |KEGG Base excision repair (BER) 1.00E-03
hsa03030 [KEGG DNA replication 1.00€E-03
hsa03020 |KEGG RNA polymerase 1.00E-03
hsa3440 KEGG Homologous recombination (HR) 1.10E-03
hsa04110 |KEGG Cell cycle 1.30E-03
Supp|ementa| Figure 2 hsa03460 [KEGG Fanconi Anemia pathway (FA) 1.70€E-03
hsa03430 |KEGG Mismatch repair (MMR) 9.40E-03
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ATM H-score

I
.ﬂ“ .”._ [ ]

250+

T
(=

s 2 9 °
(=] 0 =) 0
N - -
9109s-H Jea|onN WLV
[ d
°
¢ o
L]
. =
L]
1 J 1 1
(=3 o o (=] (=]

100+

(=] © < N

uoissaidxa W1V %

PR

GR

PR

GR

ATM, 100%, Non-responder

Case 1057

e " 2 &

Y b O
v -46&%.”.“5

_ATM, 80%, Responder

GR
PR

BRCA1mut BRCA2mut

NONE

10-

» (-] ~

(zboj) uoissaidxa ASNI

Supplemental Figure 4



Supplemental Figure 5



ESTIMATEScore ImmuneScore StromalScore
p=0.528 p=0.961 p=0.265
L] L]
2000 10004
1000
5004
———
C -
3 -
o4
—500
—1000
—2000
—10004
2000
3CIDC F:Io' E':Io: F'ch r G ::o:l :\:I!:

Supplemental Figure 6

RESPONDER

B Good
-Fuor



O_osik_ramory Dendrtic_sess_satteated DenarSic_selk_resbng Escincphls
ki) pellE18 pell THE . prHad PO 480
¥ W L1k F 0580 Lo -
0154 D o1l I . o
. 0.5 a1 nom o
Dos4 Ty frem — - -
b A 2o ; -1050 pwl ——  e——
oo Rnor Gond Ao Gnod Hoor Good Foor Good Boor
B B M2 Ben b pon TR . (=]
0154 v 0100 - - F -
a7 _ N nis
o109 asl . "
o0 . | B
-] e — pps] ——— o2l -
oood 7 NN | oo | ‘ : | ] o
- Gaoa er Gooa Poor Good oor
§ e _pesi_yotheaies
] w17 ) = Bl R P T o a3
E W ool - o .
- | i 04z
o104 wis .
o
& s a10q
- =% n
= ops|  m— am
g nood o4 ! i L ; - Lm - !
E Good oor oo Poor oo omar
0 T T_smii_cou Y
Q 0128 P AT
o0 o ¥ o ¥
s novs |
. “1 oS0 08 oF
nom 2 o504 |
-0 an ] s - o4 o ——
mo=a I I [T - . D000 4 . oo | S— . .
Zaod Foor Good Poor Good Foor Good Good
T_seiic_pamms_geiin T_isiie,_reguiiory__Wege_
- pehal [=F1]
nes e .
ooz ol
cood 4 —
o025 -
_— ool e —
=003 P Good PO

Supplemental Figure 7

RESPONDER
B3 Goon
B Foer



