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Gene UniProt Description STA vs. ctrl STI vs. ctrl STI vs. STA
Symbol  P.access.nr. ratio  p-value ratio  -p-value |ratio p- value
FMR1 Q06787 Synaptic functional regulator FMR1 100 2.063E-17 100 2.080E-17 [ 0.68  0.67
NUFIP1  Q9UHKO Nuclear fragile X mental retardation-interacting protein 1 100 2.063E-17 100 2.080E-17 |[n.a n.a
BNIP1 Q12981 Vesicle transport protein SEC20 0.01  2.063E-17 [93.62 7.18E-07 |100 3.45E-17
TEX264  Q9Ye6I9 Testis-expressed protein 264 100 2.063E-17 100 2.080E-17 {098  0.93
PEX14 075381 Peroxisomal membrane protein PEX14 100 2.063E-17 100 2.080E-17 | 0.89  0.99
USP14 P54578 Ubiquitin carboxyl-terminal hydrolase 14 n.a n.a 100 2.080E-17 | 100 3.45E-17
LGALS3  P17931 Galectin-3 100 2.06E-17 100 2.080E-17 |1.35  0.37
SNAP29 095721 Synaptosomal-associated protein 29 n.a n.a 100 2.080E-17 | 100 3.45E-17

FIGURE S3



Genotyping

Primer B

Primer A gRNA P Primer C

SZT2 genomic locus

ATGGCCTCGGAGCGCCCGGAGCCGGAG
gRNA

wT !

6 T6ATGG6GCCTC66AG6CG6CCC66AG6CCG6G6AG6GTG

KOC|128—8bp:c\G T66CGCCCGGAGBCCGGAGGTG

|

cT CTCT A T

-396bp:
Upstream 5’'UTR region Intron 1

N

o e A

-5bp:[6 T6A7T66CCTCGG6ACGGAGCCGGAGGTITG
KOCI.63 P

-8bp:[6 T6AT766C6CCCG66A6CCG66AG66TG6

AW

O +1bpi[c TG AT GGCCT CGG GC6CCCG66AGCCGGAGGTG
KO .84 P

-303+3bp:[6 6 C66C C6A66C66C C6AGGG6IG6GCCG6G6G6CTGEC
Upstream 5'UTR region Intron 1

FIGURE S4



20%-

15%

relative cell number [%]

Amino acids and FBS sensing

20%+

X 15%

relative cell number [%.

15%
wt starved SZT2 KO starved
— wt stimulated — SZT2 KO stimulated
SZT2 KO starved = SZT2 KO starved +Torin
— SZT2 KO stimulated g 10% -=-- SZT2 KO stimulated +Torin
o
S
=]
f=
3
o
i3
5 5%
[
T T T T T 1 0% T T T T T T T T T T 1
20 22 24 26 28 30 8 10 12 14 16 18 20 22 24 26 28 30
cell size [um]
<lE-6  <1E-6 <1E-6
B 20 n.s.
n.s.
184 <1E-6
wt starved 16 0.02 HES
— wt stimulated B C1E6
3 124 —
wt starved +Torin = 14 I
5 N
--- wt stimulated +Torin ‘g 124
£~ 104
©
T 8-
o
T 6
GJ
Q
4_
K 2
r\"\“lg:._._ .
T T T 1 ] ? H H
24 26 28 30 Sta Stim Sta Stim Sta Stim Sta Stim
wt SZT2 KO wt SZT2 KO
+ Torin + Torin

FIGURE S5



% of sequences
40

20

MDCK SZT2 BULK KO 8
-1 o7
I eff. = 79.5 9 ot
76.9 total eff. = 79.5 % g :i
R?=0.92
= p<0.001 8
= p=0.001
e J
-
S
o
12, +1 insertion
A c G T
T T T T T
-5 0 5 10 15 20 950 00 50 0.0

<--deletion insertion-->

FIGURE S6



	Figure S1revision
	Figure S2revision
	Figure S3Revison
	Figure S4revision
	Figure S5revision
	Figure S6revision

