Figure S3. The motif tree of the 71 non-ZF PFMs in Dataset-1 constructed using MoSta. The tree is based on the pairwise motif similarity scores calculated by MoSta (Smax score, 0.5 CG content and balanced threshold). Since the Smax scores from MoSta contain both positive and negative values, pairwise distances were calculated using the transformation: 
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. Hierarchical clustering was performed using UPGMA algorithm implemented in PHYLIP.

[image: image2.png][h]

[th

1ADS_AGL3
MADS SRF

MIADS Agamous

MADS WEF2A

MADS_SQUA

HOMED. Athb-1

HOWED Prnc.

HOMEO Noz:s

HOMEO e

HOMEO TEFt
FORKHEAD_FOXLY
FORKHEADIFOXF2
FORKHEAD FOXDT
FORKHEAD Foxa1
FORKHEADIFOXI1
FORKHEAD Foxd3
FORKHEAD Foxa2

filo Soxa

HMG_Se17

HMGSRY

Hio-Sas

HOWED Pbx

HUIG_HiG-1v

TRETRF

TRECIRF2

HOWED_ Paxd
VZIP_GhopeeP

v2IPcERr

w2 NI

B2

TRPGAMYE

TRECyD

TREIVE.pha

BHLT At

BHLIMAX

BHLMYC-Ax

BHLHUSF T

BHCH yen

NUCLEAR, RECEPTOR_Ar
NUCLEAR_RECEPTOR-CFLUSP.
NUCLEAR_RECEPTOR_RXRADR
NUCLEAR_RECEPTOR_NR2F1
NUCLEAR_RECEPTOR_PPARG-RXRA
NUCLEAR_RECEPTOR_PPARG
NUCLEAR_RECEPTOR_RORA
NUCLEAR_RECEPT ORZRORAT
b2IF_CREET

V2P bzIFaT0

[y
BEIPTCF11Mafo

BALI At AN

HOWMED Ent

HMIG_Hie.1
FORRHEAD_FOXC1
RELDarsal )

REL Domal2

RELTRELA

RELNF-kappat

RELINFIGET

RELTREL

ErsEraa

ETS GABPA

ETSIELKa

ETSTELk

ETSIeETs

ETsSrn

EreSrie
BHLR_HAND-TCF3

BHLH ALK

BHLH Myt

BHLHTAL1-TCRS




_1308751753.unknown

