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Supplementary	  Figure	  1.	  Biological	  processes	  of	  control	  peak	  regions.	  Shown	  is	  a	  
graph	  depicting	  the	  p-‐values	  of	  GO	  biological	  processes	  overrepresented	  in	  peak-‐
associated	  genes	  from	  control	  (unstimulated)	  cells.	  
	  
Supplementary	  Figure	  2.	  	  Enriched	  motifs	  from	  IFN-‐gamma	  stimulated	  cells.	  
Shown	  are	  logos	  from	  enriched	  motifs	  derived	  from	  Motif	  discovery	  using	  
MEME-‐ChIP	  with	  corresponding	  e-‐values	  (statistical	  significance).	  
	  
Supplementary	  Figure	  3.	  GO	  biological	  processes	  of	  putative	  IRF1	  gene	  targets	  
from	  IRF1	  transduced	  Huh-‐7	  cells.	  Shown	  is	  a	  graph	  depicting	  the	  p-‐values	  of	  
overrepresented	  GO-‐biological	  processes	  .	  
	  
Supplementary	  Table	  1.	  Excel	  list	  of	  annotated	  genes	  from	  the	  IRF1	  ChIP-‐seq	  
experiment.	  Shown	  is	  the	  count	  reads	  for	  each	  ChIP-‐seq	  condition,	  mock	  (no	  
antibody),	  control	  IRF1	  antibody,	  IFN-‐gamma	  IRF1	  antibody.	  Chromosomal	  
postions	  (start-‐min_pos	  and	  end-‐max_pos)	  are	  shown	  for	  each	  peak	  region,	  
followed	  by	  the	  gene	  ID	  (Refseq),	  Gene	  symbol,	  strand,	  start	  position	  of	  the	  gene	  
and	  distance	  of	  peak	  region	  from	  TSS	  of	  the	  corresponding	  gene.	  
	  
Supplementary	  Table	  2.	  Excel	  list	  of	  transformed	  expression	  data	  from	  
GSE26817.	  Shown	  is	  the	  GEO2R	  transformed	  log2ratios	  (adjusted	  p-‐value	  ≤	  
0.05)	  for	  genes	  mapped	  to	  the	  GSE26817	  experiment	  from	  the	  IFN-‐gamma	  
stimulated	  peak	  region	  annotated	  gene	  list.	  
	  
Supplementary	  Table	  3.	  Excel	  list	  of	  transformed	  expression	  data	  from	  
GSE26817.	  Shown	  is	  the	  GEO2R	  transformed	  log2ratios	  (adjusted	  p-‐value	  ≤	  
0.05)	  for	  genes	  mapped	  to	  the	  GSE26817	  experiment	  from	  the	  control	  
unstimulated	  peak	  region	  annotated	  gene	  list.	  
	  
Supplementary	  Table	  4.	  Excel	  list	  of	  transformed	  expression	  data	  from	  
GSE26817.	  Shown	  is	  the	  GEO2R	  transformed	  log2ratios	  (p-‐value	  ≤	  0.05)	  for	  
genes	  mapped	  to	  the	  GSE26817	  experiment	  from	  the	  IFN-‐gamma	  stimulated	  
peak	  region	  annotated	  gene	  list.	  
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