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Supplementary Figure S2
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Supplementary Figure S3
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Supplementary Figure S4
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Supplementary Figure S5
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Supplementary Figure S6
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Supplementary Figure S7

FDR

0.5

dedicated single screen

RB1CC1
ATG10

o : ATG3
ATG14

o I ATG13
T ATG12
ATG101
e i ATGOA
¢ BECN1
o : ATG16L1
: EPG5
ATGS

ATG7

:  AMBRA1
ATG2B

o TMEM41B
ULK1
WIPI2
WDR45

1.0

e
10

| | | |
5 4 -3 -2
log10 (p-value)

FDR

0.0 e~

0.5

mpx-inherent single screen

RB1CCA
ATGOA

ATG12

cuL3

RAB1A

ATG7

ATG10

ATGS

° : ATG3
ATG16L1
ATG13
RABSA
PIK3CB
MAPKS

1.0

| | | | : | |
5 4 3 -2
log10 (p-value)

-6



Supplementary Figure S8
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