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Supplementary Materials: IGF2BP1 - an oncofetal RNA-binding
protein fuels tumor virus propagation

Markus Glafl ““and Stefan Hiittelmaier

A Bulk tissue gene expression for IGF2BP1 (ENSG00000159217.9)

i ! =
od A T S " -
Sog, e, oy, Y, Vo e o Gy, G, G, Gy B, B Gy B G G B 8 G G Gy oy Cop G Cop o S Sy Sy Ay B, B, My, Fly i, Sy My W Moy, Ot Py P, Froe Sty St Sy, Sy, S, e e, b
oo o, e, Vo e o, By T oy o B o B B B B B S ot St o, o, o, Bt S S, S, 9 o o Ch, g P o Dy o g o o st el 1
S O, oy g0, B Bl e My e o, St 0, 1,85, o S T B Bt B 0, S ot ey Sy 5 Mrgln e K
IO AC I N g Rty 7o Ot 061, O, St ¢ 05, W, s ey, Y e i "oy, T ey, e, "ty e, G, e gy e, 6kt 6 00, e,
U % e on My oy gy o iy, 0 g sy O, X Uy Ve, G M M ey G G005
e, O Teuglisy, e Vg s gy o U 2 g O 0 g 0, Sy, e Moy “ng st
% e, O By © Mo e, o, 5 o,
o, o7, % Y 54, & % U e e
7/ el 020 ", o, 0
2, s, % ey, 9
% " 3
4 e/’s/
< v < ¥ 19 N2 O ,40 X S
¢ F F P F TP EE e &£ & $
LTS EFFTFEEFET ST SIEs F&E S
o
o
=
w0
c
S
= .
=
]
[
@
a
£ —
o
@
=4
S o
=
/ ;
J ] ;
& PO R R R
F&EELEE SIS

C
Group

Single cell types RNA single cell type specificity: Group enriched (Extravillous
ia)

ERENEN Alphabetical

M Glandular epithelial cells

nivm
50
Squamous epithelial cell
a0 Specialized epithelial ce
Endocrine cells
Neuronal cells
30 Glial cells
Germ cells
20 Trophoblast cells
M Endothelial cells
W Muscle cells
10 Adipocytes
pigment cells
[ T [ Mesenchymal cells
PN o . ©. OG89 DL GG 9 GG 2. 00 0. e M Undifferentiated cells
S PPN OO OREEESES SEF O BN OO BN SO S SO ESENSEESEN SO SOESEEXSEXGPESE Melood & immune cells
S L A S 0 S 5 S SR D E D RS LD SN OD PSS 505 S LS D L S SRS B S DS C s S ST SR 2 5
e e S A s e S S e &
N S R R O S B S S S ST S OTLLS S ARIE T S ST LATET 58 488
S N8 WL SUSHT SISAFL SOUFREETD B T & LoV F OISy Sifelss 88
S8 FATy 530° G5 $F SSSKSE Sed §8 S oY o T SESEET ¢ &S T RS &
& g 28 SV % $F & T Of & & SOF Soross & 9 SEE &8
\P & $ &S R2%3 ‘}ij gg q'§ T g £
& g &

Figure S1. IGF2BP1 RNA expression. A Distribution of RNA expression derived from bulk RNA-seq
data of healthy tissues and cultured cells provided by the Human protein atlas (www.proteinatlas.org).
B Distribution of RNA expression derived from bulk tumor RNA-seq data of the TCGA project,
provided by GEPIA2 (http://gepia2.cancer-pku.cn). C Average RNA expression derived from single
cell RNA-seq data of of healthy tissues aggregated by cell type provided by the Human protein atlas.
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Figure S2. Kaplan-Meier curves describing overall survival probabilities depending on IGF2BP1
RINA expression in hepatocarcinoma derived RNA-seq data, provided by the TCGA (cohort LIHC).
A Patients positive for HBV but not HCV. B Patients positive for HCV but not HBV virus. C Patients
neither positive for HBV nor HCV. Patients were separated by median IGF2BP1 RNA expression.
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Figure S3. RNA expression and liquid association in in hepatocarcinoma derived RNA-seq data
(HCCQ). A Distribution of RNA expression values of PTPN13, c-Myc and IGF2BP1 derived from HCC-
RNA-seq samples (TCGA, cohort LIHC). B Liquid assocoation (LA) coefficients of the correlation
between IGF2BP1 and c-Myc in dependence of PTPN13 in TCGA HCC samples. C LA coefficient
distributions of the correlation between IGF2BP1 and 117 published target candidates in dependence
of PTPN13 in TCGA HCC samples. no HV - samples without detected Hepatits virus infection, HBV
- samples with exclusively detected Hepatitis B infection, HCV - samples with exclusively detected

Hepatitis C infection, NT - normal tissue, PT - primary tumor tissue
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Figure S4. Kaplan-Meier curves describing overall survival probabilities depending on IGF2BP1
RNA expression in cervical carcinoma derived RNA-seq data, provided by the TCGA (cohort CESC).
A Patients regardless of virus status. B Patients positive for HPV C Patients negative for HPV. Patients
were separated by median IGF2BP1 RNA expression.
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Figure S5. Average RNA expression in distinct kidney resided cell types derived from single cell

RNA-seq data provided by the Human protein atlas (www.proteinatlas.org). A IGF2BPs. B HIV-1

host (co-)receptors. C SARS-CoV-2 host receptor and pr

teases

iming pro



