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Figure	  S1.	  	  Analysis	  of	  differentially	  methylated	  single	  CpG	  sites	  in	  TCF4	  KD,	  EHMT1	  KD,	  
and	  the	  cell	  state	  experiment.	  A	  and	  B)	  Significant	  overlap	  of	  differentially	  methylated	  CpGs	  in	  
TCF4	  KD	  and	  EHMT1	  KD	  and	  correlation	  of	  methylation	  changes.	  	  C)	  CpG	  dinucleotides	  that	  show	  
differential	  methylation	  in	  TCF4	  KD	  show	  significant	  overlap	  with	  CpGs	  that	  show	  methylation	  
differences	  in	  the	  cell	  state	  experiment	  (non-‐target	  proliferating	  FBCs	  compared	  to	  non-‐target	  
differentiating	  FBCs).	  	  D)	  Common	  methylation	  differences	  observed	  in	  (C)	  show	  significant	  
positive	  correlation	  with	  methylation	  patterns	  observed	  in	  differentiating	  FBCs.	  	  E)	  CpG	  
dinucleotides	  that	  show	  differential	  methylation	  in	  EHMT1	  KD	  show	  significant	  overlap	  with	  
CpGs	  that	  show	  methylation	  differences	  in	  the	  cell	  state	  experiment	  (non-‐target	  proliferating	  
FBCs	  compared	  to	  non-‐target	  differentiating	  FBCs).	  	  F)	  Common	  methylation	  differences	  
observed	  in	  (E)	  show	  significant	  positive	  correlation	  with	  methylation	  patterns	  observed	  in	  
differentiating	  FBCs.	  	  G)	  No	  significant	  overlap	  between	  single	  CpG	  methylation	  differences	  in	  
TCF4	  KD,	  EHMT1	  KD,	  and	  the	  cell	  state	  experiments,	  suggesting	  that	  both	  TCF4	  KD	  and	  EHMT1	  
show	  methylation	  differences	  more	  characteristic	  of	  the	  differentiating	  state,	  but	  that	  different	  
CpGs	  are	  responsible	  for	  this	  effect.	  	  H)	  86%	  of	  CpGs	  in	  the	  cell	  state	  experiment	  (non-‐target	  
proliferating	  FBCs	  compared	  to	  non-‐target	  differentiating	  FBCs)	  are	  hypermethylated	  in	  
differentiating	  FBCs.	  	  	  
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Figure	  S2.	  	  TCF4	  de	  novo	  binding	  motifs.	  	  	  	  Motifs	  were	  calculating	  using	  all	  TCF4	  peaks	  
compared	  to	  36930	  background	  sequences	  using	  HOMER.	  	  	  Poly-‐A	  and	  poly-‐GA	  were	  the	  two	  
most	  significant	  motifs	  (not	  shown).	  	  
	   	  



	   3	  

	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
Figure	  S3.	  	  EHMT1	  de	  novo	  binding	  motifs.	  	  	  	  Motifs	  were	  calculating	  using	  all	  EHMT1	  peaks	  
compared	  to	  44896	  background	  sequences	  using	  HOMER.	  	  	  Poly-‐A	  was	  the	  most	  significant	  motif	  
(not	  shown).	  	  
	  
	  


