
Supplementary	
  Table	
  S1.	
  Summary	
  of	
  new	
  vertebrate	
  matrix	
  profiles	
  in	
  the	
  
core	
  JASPAR	
  database.	
  Hs:	
  Homo	
  sapiens;	
  Mm:	
  Mus	
  musculus;	
  Oc:	
  Oryctolagus	
  
cuniculus;	
  Rn:	
  Rattus	
  norvegicus;	
  Rr:	
  Rattus	
  rattus	
  
	
  

TF	
  name Species TF	
  Class TF	
  Family Source 
ARID3A Mm Helix-­‐Turn-­‐Helix Arid SELEX	
  (1)	
  
CTCF Hs Zinc-­‐coordinating BetaBetaAlpha-­‐zinc	
  

finger 
ChIP-­‐seq	
  (2)	
  

EBF1 Mm Zipper-­‐Type Helix-­‐Loop-­‐Helix PAZAR 
EGR1 Mm Zinc-­‐coordinating BetaBetaAlpha-­‐zinc	
  

finger 
bacterial	
  1-­‐hybrid	
  (3)	
  

ESR2 Hs Zinc-­‐coordinating Hormone-­‐nuclear	
  
Receptor 

ChIP-­‐chip	
  (4)	
  

ESRRB Mm Zinc-­‐coordinating Hormone-­‐nuclear	
  
Receptor 

ChIP-­‐seq	
  (5)	
  

EWSR1-­‐FLI1 Hs Winged	
  Helix-­‐Turn-­‐Helix Ets ChIP-­‐seq	
  (6)	
  
FEV Hs,	
  Rn Winged	
  Helix-­‐Turn-­‐Helix Ets PAZAR 
FOXA1 Hs Winged	
  Helix-­‐Turn-­‐Helix Forkhead ChIP-­‐seq	
  (7)	
  
FOXO3 Hs,	
  Mm Winged	
  Helix-­‐Turn-­‐Helix Forkhead PAZAR 
HIF1::ARNT Hs,	
  Mm,	
  Oc,	
  Rr Zipper-­‐Type Helix-­‐Loop-­‐Helix Compiled	
  (8)	
  
HNF1B Hs,	
  Mm Helix-­‐Turn-­‐Helix Homeo PAZAR 
HOXA5 Hs,	
  Mm Helix-­‐Turn-­‐Helix Homeo PAZAR 
INSM1 Hs Zinc-­‐coordinating BetaBetaAlpha-­‐zinc	
  

finger 
PAZAR 

MYC Mm Zipper-­‐Type Helix-­‐Loop-­‐Helix ChIP-­‐seq	
  (5) 
NFATC2 Hs,	
  Mm,	
  Rn Ig-­‐fold Rel	
  Homology	
  Region PAZAR 
NFE2L2 Hs Zipper-­‐Type Leucine	
  Zipper PAZAR 
NFIC Hs Other Nuclear	
  Factor	
  I-­‐

CCAAT-­‐binding	
  
Transcription	
  Factor	
  
(NFI-­‐CTF) 

High-­‐throughput	
  
SELEX	
  SAGE	
  (9)	
  

Nr2e3 Mm Zinc-­‐coordinating Hormone-­‐nuclear	
  
Receptor 

SELEX	
  (10)	
  

NR4A2 Hs,	
  Mm,	
  Rn Zinc-­‐coordinating Hormone-­‐nuclear	
  
Receptor 

PAZAR 

PLAG1 Hs Zinc-­‐coordinating BetaBetaAlpha-­‐zinc	
  
finger 

bacterial	
  1-­‐hybrid	
  (3)	
  

Pou5f1 Mm Helix-­‐Turn-­‐Helix Homeo ChIP-­‐seq	
  (5)	
  
RXR::RAR_DR5 Hs Zinc-­‐coordinating Hormone-­‐nuclear	
  

Receptor 
PAZAR 

SOX2 Mm Other	
  Alpha-­‐Helix High	
  Mobility	
  Group	
  
(Box) 

ChIP-­‐seq	
  (5)	
  

SOX10 Hs,	
  Mm,	
  Rn Other	
  Alpha-­‐Helix High	
  Mobility	
  Group	
  
(Box) 

PAZAR 

STAT3 Mm Ig-­‐fold Stat	
  Protein ChIP-­‐seq	
  (5)	
  
TAL1::GATA1 Mm Zipper-­‐Type Helix-­‐Loop-­‐Helix ChIP-­‐seq	
  (submitted) 
Tcfcp2l1 Mm Other CP2	
  Transcription	
  

Factor 
ChIP-­‐seq	
  (5)	
  

Zfx Mm Zinc-­‐coordinating BetaBetaAlpha-­‐zinc	
  
finger 

ChIP-­‐seq	
  (5)	
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