
60 

50 

R.1 R.2 R.3. R.1 R.2 R.3 R.1 R.2 R.3
STA STISteady state

Tubulin

70 P-p70S6K(T389)

R.4 R.5 R.6 R.4 R.5 R.6 R.4 R.5 R.6
Steady state

60 

50 

70 
85 

Tubulin

P-p70S6K(T389)

STA STI

B

40 

SH.GFP
30 

25 

315 

SH.SZT2

C

A

R.1 R.2 R.3 R.4 R.5 R.6

STASTI STASTI STASTISTASTI STASTI STASTI

R.1 R.2 R.3 R.4 R.5 R.6

Flp-In™ T-Rex™ SH.GFP

Flp-In™ T-Rex™ SH.SZT2

Figure S1

1

 

2

 

3

 

4

 

5

 

C1

S
H

.G
F

P
(C

on
tr

ol
)

S
H

.S
Z

T
2

(s
tA

rv
ed

)
S

H
.S

Z
T

2
(s

tIm
ul

at
ed

)

C2 C3 C4 C5 C6

I1 I2 I3 I4 I5 I6

A1 A2 A3 A4 A5 A6

C1.1

C1.2

C1.3

A3.1
A3.2
A3.3
A3.4

A3.5

i5.1
I5.2
I5.3
I5.4

I5.5

1 

2 

3 

4 

5 



GFPvsSZT2 Ratio>5 P<0.01

Prion disease

Ribosome
biogenesis in

eukaryotes

3q29 copy number
variation syndrome

Integrated breast
cancer pathway

Host-pathogen
interaction of

human
coronaviruses -
MAPK signaling

Ciliary
landscape

Thermogenesis

Adherens junction

Autophagy Ubiquitin mediated
proteolysis

IL-1 signaling
pathway

Huntington disease

Longevity
regulating pathway

Oxidative
phosphorylation

VEGFA-VEGFR2
signaling pathway

Th17 cell
differentiation

Homologous
recombination

Pyruvate
metabolism

RNA
degradation

Genes related
to primary

cilium
development

(based on
CRISPR)

Mitochondrial
complex I assembly

model OXPHOS
system

AMPK signaling
pathwayAmyotrophic

lateral sclerosis

Intraflagellar
transport
proteins

binding to
dynein

Androgen receptor
signaling pathway

Insulin signaling

G1 to S cell
cycle control

TGF-beta signaling
pathway

Electron
transport chain:

OXPHOS
system in

mitochondria

Salmonella
infection

Metabolic
reprogramming in

colon cancer

Th1 and Th2 cell
differentiation

MAPK cascade

Wnt signaling
pathway

Oocyte meiosis

Ebola virus pathway
in host

Interleukin-1 (IL-1)
structural pathway

Mitophagy

Arginine and
proline metabolism

Human
immunodeficiency

virus 1 infection

Fatty acid
degradation

Chromosomal and
microsatellite
instability in

colorectal cancer

Ciliopathies

mTOR signaling
pathway

Protein processing
in endoplasmic

reticulum

Nucleotide
excision repair

C-type lectin
receptor signaling

pathway

Interferon type I
signaling
pathways

Eukaryotic
transcription

initiation

Epstein-Barr virus
infection

Shigellosis

Retinoblastoma
gene in cancer

Epithelial cell
signaling in

Helicobacter pylori
infection

Alzheimer disease

SNARE interactions
in vesicular

transport

Basal
transcription

factors

Human T-cell
leukemia virus 1

infection

Vibrio cholerae
infection

RNAtransport

AGE/RAGE pathway

DNArepair
pathways, full

network

Progesterone-mediated
oocyte maturation

Cholesterol
metabolism with

Bloch and
Kandutsch-Russell

pathways

Thyroid stimulating
hormone (TSH)

signaling pathway

Yersinia
infection

mRNA
surveillance

pathway

DNAreplication

RANKL/RANK
signaling
pathway

Peroxisome

Tight junction

Mitochondrial
complex IV
assembly

Joubert syndrome

Bacterial
invasion of

epithelial cells

Endocytosis

Cell cycle

Translation
inhibitors in
chronically
activated

PDGFRAcells

Spliceosome

neurological disorders cilia associated metabolic signaling

metabolismmitochondria

infections inflammation/immune response cancer

protein transport/processing

uptake and degradation

cell cycle

DNArepair

Transcription/Translation

RNAassociated

Number of mapped genes Significance color code

0-5 pV: 0.1 0.05-0.1 0.005-0.05 0.0005-0.005 <0.00055-1010-2020-3030+

A

B

FIGURE S2



R
ec

ip
ro

ca
l v

al
id

at
io

n
 F

M
R

P

50

43 

140 

315 

150 

120
100 

85 
70 
60 
60 
50 

R.1R.2

SZT2

SZT2

TSC2

RAPTOR

GFP

Cp110

FMRP

γ-Tubulin

KPTN

G
F

P

FIGURE S3

1

 1 

Gene  

Symbol 

UniProt 

P. access.nr.   

Description STA vs. ctrl STI vs. ctrl STI vs. STA 

 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 Q9UHK0 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 Q9Y6I9 Testis-expressed protein 264  100 2.063E-17 100 2.080E-17 0.98 0.93 

PEX14 O75381 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 O95721 Synaptosomal-associated protein 29  n.a. n.a. 100 2.080E-17 100 3.45E-17 
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