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Association between Atg5-dKO signature and patient survival

TCGA-SKCM VanAllen2015_CTLA4 Liu2019_PD1 Gide2019
1.00 1.00 w1004 & 1.001
P=5.01e-3 %’ P=1.59e-2 § P =23.78e-1 g P=1.79-1
_ 2 c 3 ==z
T0.75 2075 30.754 3 0.754 Sz
E 8 8 8 59
2 E & = T
2050 L 050 L 0.504 L 0509 = =
© S S S N
o 7] 7] 7] o c
3025 $0.25 0.254 B 0.254 o3
g g g &3
0.00 & 000 £ 0.004 £ 0.004
0 100 200 300 0 10 20 30 40 0 10 20 30 40 50 60 0 10 20 30 40 50
Time (month) Time (month) Time (month) Time (month)
1.00  1.00 © 1.004 © 1.00
P=712e-1| 2 P=6.67e-2| 2 P=136e-2 |z P=4.07e-3 -~z
To.75 3075 ?0.754 » § 3
s [ [ [} (ST
=1 f—_’ f:’ g o5
£0.50 L 050 L 050+ Lo nz
© kel kel . kel I
o 7] 7} 7] - 5
3025 Bo2s 8 0.254 1 8 ¥ 3
=) =) 1 =) K 0
Q Q <
0.00 & 0.00 2 0.001 ! 2o
0 100 200 300 0 10 20 30 40 50 0 10 20 30 40 0 10 20 30 40
Time (month) Time (month) Time (month) Time (month)
— Signature score low (Atg5 high) — Signature score high (Atg5 low)
Association between Rnf31/Atg5-dKO signature and patient survival
TCGA-SKCM VanAllen2015_CTLA4 Liu2019_PD1 Gide2019
1.00 = = 1.004 5
P=124e5| 8" P=623e-2| 8 P=483e2 |8 P=437e2
> > >
_ 2 2 2 ==
T0.75 ?0.75 ?0.757 3 0.75 5
E 3 3 3 5O
250 T T 0.50 T 0.50 v
2. 0.50 .50 . =3
3 5 5 5 , pS
(0] [7] [7] (7] o
3025 Bo.25 80.254 8025 1 § 3
g g g ' €5
0.00 2000 2 0.004 Qoooq_ '
0 100 200 300 0 10 20 30 40 0 10 20 30 40 50 60 0 10 20 30 40
Time (month) Time (month) Time (month) Time (month)
1.00 T 1.001 T 1.00 T 1.001
_ P =5.92e-1 ; P=9.99%-1 ; P =1.26e-1 ; P=3e5| [z 2
$0.75 @ 0.754 30.75 @ 0.75- 235
E 3 3 3 L
=] = = = 5
2050 L 0504 Loso L 050+ =
g S S S SE
[ 0 7] 7] 3
3025 8 0.254 8025 8 0254 33
o o [s)] C\:) 2]
< < <
0.00 29,004 2000 £ 0,004
0 100 200 300 0 10 20 30 40 50 0 10 20 30 40 0 10 20 30 40
Time (month) Time (month) Time (month) Time (month)
— Signature score low (Atg5 high) — Signature score high (Atg5 low)
Association between Atg5-KO signature and patient survival
(excluding IFN responsive genes and cytokines)
TCGA-SKCM _ VanAllen2015 CTLA4  — Liu2019 PD1 _ Gide2019_PD1 _ Gide2019 PD1+CTLA4
S100 S0 00 S 100
P-976e3 |3 P=802e3|%S P=465¢e-2| S P=1.46e-2| S P=6.85e-2
075 075 075 075
[} [ @ [
2 2 L g
T0.50 T 0.50 T 0.50 T 0.50
c c c c 1
S S S S
[7] 7] 1 73 [7} 1
50.25 g 0.25 . g 0.25 1u3 0.25 .
(= (=2 o D
o0 Sooo ! 2000 2000 !
0 100 200 300 0 10 20 30 40 50 0 10 20 30 40 50 60 0 10 20 30 40 50 0 10 20 30
Time (month) Time (month) Time (month) Time (month) Time (month)
— Signature score low (Atg5 high) —Signature score high (Atg5 low)
Association between Rnf31/Atg5-dKO signature and patient survival
(excluding IFN responsive genes and cytokines)
TCGA-SKCM — VanAllen2015 CTLA4 — Liu2019 PD1 - Gide2019 PD1 — Gide2019_PD1+CTLA4
S 1.00 S 100 S 1.00 S 1.00
P=671e-4| & P=9.8%-1 |5 P=126e2| P=485e-4| <
> > > =3
» 0.75 » 075 7} ? 0.
[} [ Q (]
2 2 L L
T 050 T 0.50 T To.
c c c c
S S S S
@025 @ 025 2 ? 0.
2 2 i o
D I D o D
S 0.004 S 0.00 ) Q0.
0 100 200 300 o 0 10 20 30 40 50 & 0 10 20 30 40 50 60 & 0 10 20 30 40 50 & 0 10 20 30

Time (month)

Time (month)

— Signature score low (Rnf31/Atg5 high)

Time (month)

Time (month)

— Signature score high (Rnf31/Atg5 low)

Time (month)




Supplementary Fig. S5. Association of 47¢5-KO and Rnf31/Atg5-dKO signatures with
patient survival.

(A) Kaplan-Meier plots showing the association between A#7g5-KO and Atg5/Rnf31-dKO
signatures and patient survival for MHC-I high or MHC-I low tumors in each clinical cohort
(overall survival of TCGA melanoma patients and progression-free survival of immune
checkpoint blockade-treated melanoma patients).

(B) Kaplan-Meier plots showing the association between refined A7g5-KO and Atg5/Rnf31-dKO
signatures (with [FN-responsive genes and cytokine signaling genes excluded) and patient
survival in each clinical cohort (overall survival of TCGA melanoma patients and progression-
free survival of immune checkpoint blockade-treated melanoma patients).

The meta-analysis was performed for each association analysis across datasets, with P values

indicated on the right side of each panel.



