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Supplementary information

Supplementary Tables

Supplementary Table 1: Antibodies used for immunostaining.

Name Product number | Origin Species Dilution
anti-Tcf21 sc-32914 Santa Cruz rabbit 1:200
anti-c-myc sc-40 Santa Cruz mouse 1:400
anti-YY1 sc-1703 Santa Cruz rabbit 1:100
anti-Cyclin D1 sc-8396 Santa Cruz mouse 1:100
anti-Cyclin D2 sc-376676 Santa Cruz mouse 1:200
anti-MDM2 sc-965 Santa Cruz mouse 1:100
anti-Podocin 29040 IBL rabbit 1:150

Supplementary Table 2: Used qRT-PCR Primer.

Detected gene Sequence / Identity
Gapdh F: GGGTTCCTATAAATACGGACTGC

R: ATGAAGGGGTCGTTGATGGC
Rpl32 F: AGTTCATCAGGCACCAGTCAG

R: ATCAGGATCTGGCCCTTGAAC
Tcfo1 F: ACACTCTCAGGCTGGCGTCC

R: GGCGGTCACCACTTCCTTCA
{GEP F: CTACCTGCTGAGCCACGTGATG

R: TCGTAGCGGTAGCTGAAGCTCA
Cav1 F: GCACACCAAGGAGATTGACC

R: GTGCAGGAAGGAGAGAATGG
Ctnnb1 F: GAACAGGGTGCTATTCCACGACTA

R: AGGATGTGGAGAGCTCCAGTACAC
Pax2 F: CCCAAAGTGGTGGACAAGAT

R: GAAAGGCTGCTGAACTTTGG
Synpo F: TCCCAGGCCTTCCTTCTC

R: AGGGGGACATTGGTGGAG
Wi F: CCGACCATCTGAAGACCCAC

R: ACACTTTCCTGCCTGGGATG
Cd2ap F: AGGAAGAAGGATGGCTAGAAGG

R: GTGCTGATTCGCTGTACAAGAC
Yy1 F: CGCAAATTGAAGTCCAGTGA

R: TGAGAAAGCATCTGCACACC
Cend1 F: GGATGAGAACAAGCAGACCATC

R: GGTCACACTTGATGACTCTGGA
Cend? F: CTCACGACTTCATTGAGCACAT

R: CGTGAGTGTGTTCACTTCATCA
Cenb1 F: GAGCCTGAACCTGAACTTGAAC

R: CATCAGAGAAAGCCTGACACAG
Ccne F: TTGCCAAGATTGACAAGACTGTG

R: ACATGATCCTCCAAACCTCTTCTC
Mapt F: GGACCTGAGCAAAGTGACCT

R: GCCAATCTTCGACTGGACTC
Mdm2 F: GTCTGTGTGAGCTGAGGGAGAT

R: CCGAGTCCAGAGACTCAACTTC
Cdc45 F: CCTTCAGCCTGATGAAGACAGT

R: GGAACCTCAAGGTCATCCTCTT




Supplementary Table 3: Antibodies used for Western Blot.

Name Product number | Origin Species Dilution
anti-Tcf21 HPA013189 Sigma-Aldrich rabbit 1:1000
anti-tGFP AB513 Evrogen rabbit 1:4000
Anti-synaptopodin | sc-21537 Santa Cruz goat 1:500
anti-WT1 sc-192 Santa Cruz rabbit 1:1500
anti-Pax2 ab38738 Abcam rabbit 1:1500
anti-caveolin-1 sc-894 Santa Cruz rabbit 1:2000
anti-beta-catenin-1 | sc-7199 Santa Cruz rabbit 1:500
anti-CD2AP sc-9137 Santa Cruz rabbit 1:2500
anti-YY1 sc-1703 Santa Cruz rabbit 1:1000




Supplementary Table 4: GO enrichment genes (Tcf21 peak(s) within +/- 1kb
from TSS [2791 peaks]) - Biological Process.

ToppGene was used to determine GO enrichment using a single gene list ranked by
expression with a p-value cutoff of 0.05.

ID Name pValue  FDR B&H Ge'?;’::?m
1 GO0:0007049 cell cycle 1.539E-24 1.423E-20 414
2 GO0:1903047 mitotic cell cycle process 2.104E-23 9.724E-20 251
3 GO0:0000278 mitotic cell cycle 1.222E-22 3.766E-19 266
4 G0:0022402 cell cycle process 3.673E-22 8.490E-19 335
5 GO0:0007005 mitochondrion organization 5.049E-20 9.335E-17 209
6 G0:1902582 single-organism intracellular transport ~ 7.677E-18 1.183E-14 403
7 G0:0070727 cellular macromolecule localization 6.486E-17 8.566E-14 368
8 G0:0034613 cellular protein localization 1.272E-16 1.470E-13 365
9 G0:0015031 protein transport 5.926E-16 6.087E-13 412
10 GO0:0034660 ncRNA metabolic process 1.075E-15 9.938E-13 155
11 G0:0044248 cellular catabolic process 3.116E-15 2.619E-12 387
12 GO:0006461 protein complex assembly 3.845E-15 2.734E-12 341
13 GO0:0070271 protein complex biogenesis 3.845E-15 2.734E-12 341
14 GO0:0032446 protein modification by small protein 6.539E-15 4.318E-12 219
conjugation
15 GO0:0065003 macromolecular complex assembly 1.801E-14 1.110E-11 384
16 G0:0070647 protein modification by small protein 2.335E-14 1.349E-11 240
conjugation or removal
17 G0:0051726 regulation of cell cycle 3.009E-14 1.637E-11 237
18 GO0:0051276 chromosome organization 2.245E-13 1.139E-10 267
19 GO0:0006886 intracellular protein transport 2.340E-13 1.139E-10 251
20 GO0:0033365 protein localization to organelle 4.376E-13 2.023E-10 216
21 G0:0016567 protein ubiquitination 2.372E-12 9.981E-10 187
22 GO0:0044770 cell cycle phase transition 2.375E-12 9.981E-10 144
23 G0:0044265 cellular macromolecule catabolic 3.174E-12 1.276E-9 223
process
24 GO0O:0051301 cell division 3.939E-12 1.457E-9 165
25 GO0:0044772 mitotic cell cycle phase transition 3.939E-12 1.457E-9 138
26 G0:0006396 RNA processing 1.211E-11  4.307E-9 209
27 GO0:0009057 macromolecule catabolic process 2.763E-11 9.460E-9 263
28 (G0:0034622 cellular macromolecular complex 2.923E-11 9.650E-9 222
assembly
29 GO0:1901575 organic substance catabolic process 3.420E-11  1.090E-8 381
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Supplementary Figures
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Supplementary Figure 1: Representative Western blots of Tcf21 transfected PECs
used for Figure 2.

(A) WB with anti-tGFP, anti-Cav1, anti-Ctnnb1 and anti-Gapdh. (B) WB with anti-Pax2 and
Gapdh as loading control. (C) WB with anti-CD2AP and anti-Wt1. (D) WB with anti-
synaptopodin antibody showed only in Dach1 transfected PECs an increased expression of
synaptopodin (shown in Endlich et al.; J Cell Mol Med 2018 May; 22(5):2656-2669; doi:
10.1111/jcmm.13544). In contrast, Tcf21 transfected PECs did not show increased
expression of synaptopodin. Different exposure times of the x-ray film can be seen. Used
protein amounts: tGFP, Cav1 and Ctnnb1 lanes loaded with 10 ug protein, Pax2 (15 ug),



synaptopodin (80 ug), CD2AP (80 ug), Wt1 (60 ug). Loading control was usually performed
after stripping and reprobing Western blots with anti-Gapdh antibody.



