
NEUROD 01.mx 9.81065
LBP1 Q6.mx 2.049231e
HEB Q6.mx 5.680277e-
AP4 Q6 01.mx 8.31737
TAL1 Q6.mx 1.471139e
NEUROD 02.mx 3.73402
AP4 Q5.mx 5.543306e-
AP4 Q6.mx 1.154276e-
AP4 01.mx 2.477736e-
MYOD Q6.mx 2.784781e
E2A Q6.mx 1.203631e-
E2A Q2.mx 2.462077e-
MYOGENIN Q6.mx 1.022
E47 01.mx 1.296637e-
E12 Q6.mx 1.675326e-
MYOD 01.mx 2.836243e
MYOD Q6 01.mx 3.6005
LMO2COM 01.mx 1.5310
E47 02.mx 4.418727e-
AREB6 03.mx 1.623059
TAL1ALPHAE47 01.mx 2
TAL1BETAITF2 01.mx 2
TAL1BETAE47 01.mx 3.
RP58 01.mx 2.155177e
CTCF 01.mx 1.627042e
CTCF 02.mx 3.767342e
LMAF Q2.mx 4.875983e
MAFB 01.mx 2.248076e
NRSF Q4.mx 4.686157e
REST 01.mx 1.438980e
TGIF 02.mx 3.367451e
PREP1 01.mx 2.057034
MEIS2 01.mx 3.744475
MEIS1 02.mx 1.476599
TGIF2 01.mx 1.226641
PKNOX2 01.mx 1.01324
MRG2 01.mx 1.359479e
MEIS1 01.mx 2.508584
TGIF 01.mx 1.948037e
HEN1 02.mx 1.498224e
HEN1 01.mx 2.480901e
ZBRK1 01.mx 1.245529
ZFX 01.mx 4.451975e-
RNF96 01.mx 1.649959
KAISO 01.mx 1.268721
BEN 02.mx 1.733572e-
MYC Q2.mx 1.120057e-
USF C.mx 3.718014e-0
CMYC 02.mx 1.532915e
USF Q6 01.mx 4.09592
EBOX Q6 01.mx 1.5009
USF Q6.mx 2.823218e-
USF 02.mx 2.318078e-
USF2 Q6.mx 5.491967e
ATF6 01.mx 1.780725e
HES1 Q2.mx 2.793155e
NKX25 01.mx 1.009661
NKX25 Q5.mx 9.723945
SREBP2 Q6.mx 4.79827
AP2REP 01.mx 1.17463
KID3 01.mx 6.161347e
RFX1 01.mx 1.270171e
MIF1 01.mx 1.279677e
CEBP Q3.mx 9.854116e
NF1 Q6.mx 7.844540e-
NF1 Q6 01.mx 1.43418
YY1 02.mx 4.347223e-
CTF1 01.mx 4.322654e
RFX1 02.mx 3.181594e
DBP Q6.mx 4.944420e-
AR Q6.mx 1.012493e-0
HIC1 02.mx 1.068747e
HIC1 03.mx 5.373843e
MTF1 Q4.mx 3.183915e
MTF1 02.mx 2.599602e
AP1 Q6.mx 2.177118e-
AP1 Q6 01.mx 3.01141
AP1 Q2 01.mx 1.37398
FRA1 Q5.mx 6.282771e
AP1 C.mx 1.303098e-1
AP1 01.mx 3.004216e-
BACH2 01.mx 1.702705
BACH1 01.mx 8.701965
NRF2 Q4.mx 2.139262e
NFE2 01.mx 1.492949e
AP1 Q2.mx 1.409219e-
AP1 Q4.mx 2.220975e-
AP1FJ Q2.mx 7.806444
SMAD4 Q6.mx 1.743500
SMAD Q6 01.mx 3.3815
FOXM1 01.mx 3.726678
COUPTF Q6.mx 3.32605
DR1 Q3.mx 1.296323e-
PPARG 03.mx 3.157002
HNF4 Q6 02.mx 5.4127
PPARG Q6.mx 5.463704
ER Q6 02.mx 8.424259
FXR Q2.mx 1.115435e-
PPARA Q6.mx 4.338093
NUR77 Q5.mx 4.173027
NURR1 Q3.mx 7.266343
RORA Q4.mx 1.387311e
T3R Q6.mx 3.061200e-
CP2 02.mx 9.746282e-
LBP9 01.mx 6.628393e
CP2 01.mx 6.055217e-
ETS2 Q6.mx 2.272191e
ELF1 Q5.mx 7.704434e
ETS Q6.mx 3.146237e-
NERF Q2.mx 3.508765e
ETS1 B.mx 1.363395e-
ETS2 B.mx 4.977210e-
CETS1P54 01.mx 1.164
FLI1 Q6.mx 3.170819e
GABP B.mx 4.619353e-
NANOG 01.mx 1.052714
NFAT1 Q6.mx 4.405503
STAT6 02.mx 1.176328
BLIMP1 Q6.mx 1.33305
STAT1 03.mx 4.050928
STAT3 03.mx 5.134802
STAT1 05.mx 9.945828
STAF 02.mx 2.346923e
HSF Q6.mx 2.193072e-
SP1 Q6 01.mx 1.56008
SP1 Q6.mx 1.015043e-
SP1 Q2 01.mx 3.25787
SP4 Q5.mx 6.552021e-
SP1 Q4 01.mx 1.34104
SP1 02.mx 6.437616e-
KROX Q6.mx 2.402479e
MAZ Q6.mx 3.947342e-
CKROX Q2.mx 1.486285
ZFP281 01.mx 1.57982
ETF Q6.mx 2.602720e-
MAZR 01.mx 1.835540e
ZNF219 01.mx 2.54254
WT1 Q6.mx 7.377917e-
SP1SP3 Q4.mx 7.94878
FPM315 01.mx 3.58564
EGR Q6.mx 1.415271e-
MOVOB 01.mx 6.667317
ZNF515 01.mx 8.22976
MZF1 01.mx 6.328099e
MZF1 02.mx 1.913132e
IK Q5.mx 1.844809e-0
SP3 Q3.mx 1.303124e-
PAX4 03.mx 2.833086e
SREBP Q6.mx 4.859252
SREBP1 Q5.mx 1.88200
VDR Q3.mx 3.761422e-
SP1 01.mx 1.845727e-
CACBINDINGPROTEIN Q6
GKLF 02.mx 1.167128e
CACD 01.mx 1.986012e
CACCCBINDINGFACTOR Q
AP2 Q3.mx 1.319027e-
AP2 Q6 01.mx 5.77671
AP2 Q6.mx 7.098607e-
AP2GAMMA 01.mx 2.585
AP2ALPHA 01.mx 5.167
AP2ALPHA 03.mx 3.684
AP2ALPHA 02.mx 5.381
PAX5 01.mx 1.329460e
ZBED6 01.mx 4.427604
HNF3A 01.mx 9.346913
FREAC4 01.mx 3.52768
HNF3ALPHA Q6.mx 3.66
FOX Q2.mx 1.680844e-
HNF3B 01.mx 1.601942
HNF3 Q6.mx 5.930253e
FREAC3 01.mx 7.10255
FOXJ2 01.mx 6.644704
HFH3 01.mx 2.684011e
HNF3 Q6 01.mx 9.7104
FOXP3 01.mx 2.447049
FREAC2 01.mx 4.79617
FOXO1 02.mx 4.291058
FOXO4 01.mx 2.628508
AREB6 04.mx 2.624574
SOX9 Q4.mx 3.502443e
SRY 01.mx 3.739666e-
CEBP 01.mx 5.025401e
AML Q6.mx 2.899071e-
HNF1 01.mx 2.207619e
HNF1 Q6.mx 1.694756e
HNF1 Q6 01.mx 1.4718
IPF1 Q6.mx 1.033887e
IPF1 05.mx 2.953449e
OG2 01.mx 6.322015e-
MEF2 02.mx 1.122533e
MEF2 03.mx 8.034907e
RSRFC4 01.mx 4.74949
RSRFC4 Q2.mx 7.62176

ESM Fig. 7 Phylogram of transcription factor binding matrix similarities for NSE enriched motifs. 
Matrices of NSE enriched motifs were analysed using STAMP. Matrix similarities are represented by clustering into 
distinct families with horizontal line length indicating relative similarity between individual matrices and matrix 
families


