Gene phenotype (average of 3 most active sgRNAs)

Figure S6

Other / unknown function

@0 0@ 09

-1 -075 -05 -02 0.2 05 0.75 @9 '¥F S0 R V.V P
Sensitizing Protective

GM1b GD1a /::ZV GAg\\//:EBL Translation

;STSGALZ( / ,‘61 X

GA1 GM1 PEAP S24 I CARS
Ganglioside - @ K- ‘ ATREOD Airs
biosynthesis o Endosome V-ATPase IRNA

GA2 GM2

Y@

Lactosylceramide
s@zf
Glycosylceramide
UGEG

Ceramide

— GM3

S 5 + '
e ) SL.A|
GD3
Sialic acid

=

CPs’.)T21 “1 M.2 . -
CPSF3 CPSF4 STF2 C.Z
Cleavage aqd Cleavage @ @e
polyadenylation stimulation factor @ @
specificity factor -
RNAPII-CTD
[
Qo.ﬂ‘r ..6,!3; regulation
2 & !
Splicing Integrator .F's
complex  rRNA processing

RNA transcription and processing

biosynthesis

Ribosome synthetases

c.d eEF-2
GARP @Coezc.s7 ®
. @ © “ Diphthamide
ERLRCN g - biosynthesis
Golgi ‘@ @9
TRARBRC12 COPI Dy

TRABPCS
TR4.':ﬂ
IRAPBC13
TRARPCS

mTRAPPIII

eEF-2-diphthamide

DTA | NAD+ <—— n@
NAD+

ADP-ribosyl- biosynthesis
eEF-2-diphthamide

PSMD11

CHL
| 8
ACTRS5
INO80C

k4
D.

INO80 complex ATAC
@ @ ¢
SU.OH r\‘1 MEDs

Chromatin remodeling Proteasome




