
1.00

0.73

0.51

0.57

0.49

0.55

0.73

1.00

0.54

0.70

0.57

0.60

0.51

0.54

1.00

0.84

0.88

0.93

0.57

0.70

0.84

1.00

0.83

0.89

0.49

0.57

0.88

0.83

1.00

0.94

0.55

0.60

0.93

0.89

0.94

1.00

G
B
S

GBS

E8
.5

E1
0.

5

E1
2.

5

E1
4.

5

C
tr

l

E8.5

E10.5

E12.5

E14.5

Ctrl

RBS
R
B
S

Pearson r

0.5 1.00.8

a

SYN1

CIRBP

AIF1L

STX1B

GPC1

GPSM1

PFDN2

GAP43

FTL1

TMA7

DCLK1

CADPS

HN1

DCX

RTN1

MAP6

INA

GPRIN1

TCEAL3

STFA3

TUBB3

SHTN1

BLVRB

MAP2

PRKAR2B

ACAN

DCLK2

RBM3

FABP7

VCAN

HEPH

CRYAA

CRYBB1

TAOK1

S100A6

CRYGC

TXNDC17

CRYGS

KRT19

CRYBA4

CRYGB

CRYBB3

GJA8

SEC61A1

ALDH1A1

CRYAB

C4B

CRYBA1

CRYGE
SSSCA1

MYH1

UBE2K

CRYGA

PGAM2

CRYBA2

MYLK

HIST1H2BA

RFC5

MKI67

H2AFX

b

c

STRING network of top 30 abundant protein in 
RBS E8.5 vs. RBS E10.5, 12.5,14.5 lesions and control eyes

STRING network of top 30 abundant protein in 
RBS E10.5, 12.5, 14.5 lesions and control eyes vs. RBS E8.5 Node colors indicating 

functional enrichments:
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Supplementary Figure 3: RBS E8.5 lesions show distinct proteomic profiles and demonstrate simila-
rity with ETMR-like murine embryonal brain tumors of E18.5 hGFAP-cre::Ctnnb1(ex3)fl/+SmoM2fl/+

(GBS) mice 
a) Correlation matrix of previously published murine ETMR-like GBS tumors (8) and RBS eyes after different tamoxifen injec-
tion time points. RBS E8.5 lesions showed stronger correlation with GBS tumors compared to RBS eyes after later injection time 
points and control eyes. Matrix is based on Pearson correlation of the top 100 variant proteins.
b - c) STRING connectivity network of the top 30 differentially abundant proteins of RBS E8.5 lesions vs. RBS 10.5, 12.5, 14.5 
and control eyes (b) and vice versa (c). Network nodes represent proteins. Edges represent protein-protein associations. Colored 
nodes represent proteins affiliated with the top 3 strongest functional enrichments of the tissue expression database (TISSUES) 
(58) and annotated keywords of the Universal Protein Resource (UniProt) (59). Networks were generated via default parameters 
(full string network; medium confidence score 0.4; medium FDR stringency 5%) of STRING (Version 11.5) (ref. 60).


