Supplementary Figure 1

1.2

[EEN

--ATG12
04 - ATG12—-ATG5

normalized ATG12 levels
o
()}

Oh 05h 1h 2h 4 h 6h 8h
CHX



Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
A« B

— y control siRNA ATG12 siRNA
Da
= MAP1LC3B-I
- 15 — re——
” NS apaic3sa
© Il U20SLZRS
g [ U20S LZRS BCL2L1 o - o G Y Yod —
— 20+
] )
© WM — FLAG Ieupeptln(NH4CI N .
> , bafilomycin s
104 -—- — ACT
| =+ | S A
0- - - NN 52 — WEEER—————— — ATG12-ATG5
control MG132 15{:’
\
& -
C a "
50-
*%
40+ — 24 =
< — ATG12
3 304 Il control siRNA
o [ ATG12 siRNA e i — ACT
8 20-
* QO N
7 101 \é)\qﬁ L ) \\‘?ao ) \\Qoo
O
0- co(’\é '\}9@ yi\()'\, 6&6\’
E control  MG132 F VG
% 100n . Il control siRNA 501
8 — O ATG12 smartpool -
% 804 O ATG12 oligo1 40
8_ B ATG12 oligo3 - ke
5 60+ © 30- Il U20S LZRS
o (] [ U20S LZRS BCL2L1
©
g 40+ °
o 8
> 201 B3
e
° 0- 104
> control MG132 j |-:E| |—:E|
G H 0~ T T T
control HBSS Act D
o E et »  H U20SLZRS
T U20S LZRS BCL2L1 2 [ U20SLZRSBCL2LT
*k%k [$)
2 1007 — Q1001 — I
‘B god B and
8— $— 80
S 60 C 60 =
o 8 3 Bl control sRNA
O 40 G 40 © [ ATG12 siRNA
>< =
9 207 § 20- 8
(=]
> ol I:_I > . s
n L] J o v T T
%5 control HBSS 5 control Act D
o
2 = control HBSS
*kk
. = + ATG12 + ATG12V95A
= I control siRNA
- [0 ATG12 smartpool ATG12 —

O ATG12oligo1

B ATG12 003 ATG12 -
20+

(long exposure)
L O I I T N P S G S—

MG132 - + - + - + - +
0 CHX - - + + - - + +
control HBSS

% of SYTOX Green-positive cells



Supplementary Figure 5
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