
Supplemental Data Table S7.  Summary of ModuleMiner (1) results. The  groups of genes  
correspond to groupings that appear in Tables 1, 3, and 4 in the text and in Supplemental Data Tables S3 - 
S5.  Rows highlighted in green are basal transcriptional regulatory sites.  Results highlighted in yellow are 
considered in the Discussion.  Supplemental Data Table S8 gives the number of genes analyzed by 
ModuleMiner  and the online addresses of the output results of each of the eight groups analyzed.  These 
results identify the positions of putative transcription factor binding sites in specific genes that were identified 
by ModuleMiner.  The Control group is composed of genes that are expressed in the pineal gland with an 
rEx < 1.5  and  Night/Day ratio  <2 to >1/2.   For further details see the Experimental Procedures section. 
 

Weight scores of PWM enrichment (≥0.1)  
Rhythmic  High rEx 

Transcription 
Factor Binding 

Site Family  
Position Weight 

Matrix (PWM) 

2 to 4 4 to 8 > 8   Pineal   Retina 
Pineal, 
Retina 

Pineal & 
Pin,Retina Control 

AHRR M00139-V$AHR_01       0.3           
AP2 M00189-V$AP2_Q6      1.2           
CAAT M00309-

V$ACAAT_B     1             
  M00209-V$NFY_C                 0.2   
CAC M00720-

V$CACBINDING 
PROTEIN_Q6         0.4           

CAP M00253-V$CAP_01           0.5   0.1     
CEBP M00116-

V$CEBPA_01                 1   
  M00912-V$CEBP_ 

Q2_01             1   
  M00117-

V$CEBPB_02           1         
CP2F M00644-

V$LBP1_Q6               0.1     
CREB M00513-

V$ATF3_Q6         1           
  M00041-V$CREBP1C 

JUN_01         0.6       
E2FF M00803-V$E2F_Q2                   1 
EGR M00243-

V$EGR1_01                 0.2   
ERE M00959-

V$ER_Q6_02               0.5     
ETS M00658-V$PU1_Q6           1         
EVI1 M00078-V$EVI1_01                   0.1 
FKHD M00630-

V$FOXM1_01               0.6     
  M00742-

V$HFH4_01             1       
FXRE M00767-

V$FXR_IR1_Q6       0.1             
GFI1 MA0038-Gfi               1     
  M00250-V$GFI1_01         0.4           
HIC M01072-V$HIC1_02         0.6           
HOM MA0075-Prrx2             0.3 0.4     
HOX M00623-V$CRX_Q4                 1   
  M00023-

V$HOX13_01       0.7             
INR M00315-

V$GEN_INI_B           0.5         
LDPS M00310-

V$APOLYA_B             0.2   
MYBL M00004-

V$CMYB_01                 1   



MYOD M00056-V$MYOGN 
F1_01               0.2     

  MA0055-Myf         0.6           
NFKB M00051-V$NF 

KAPPAB50_01                   1.6 
  M00194-

V$NFKB_Q6     1               
NKXH MA0063-Nkx2-5                 1   
NR2F M01032-V$HNF4 

_Q6_02               1.2     
OAZF MA0116-Roaz       0.1             
OCT M00795-V$OCT_Q6                   1 
  M00137-

V$OCT1_03             0.1       
  M00138-

V$OCT1_04             1.4       
P53 MA0106-TP53                 0.3   
PAX4 MA0068-Pax4                   1 
PAX6 M00979-

V$PAX6_Q2                 0.2   
PDX1 M01013-

V$IPF1_Q4_01               1     
RORA M00157-

V$RORA2_01               0.1     
SORY M00750-

V$HMGIY_Q6             1       
SP1 M00255-V$GC_01         0.1           
  M00933-

V$SP1_Q2_01         0.1           
  M00932-

V$SP1_Q4_01       0.4 0.3           
  M00196-V$SP1_Q6       0.3 0.3           
  M00931-

V$SP1_Q6_01       0.3 0.2           
STAT M00497-

V$STAT3_02     1               
VTBP M00252-

V$TATA_01     1.2 0.3             
  MA0108-TBP     1 0.6             
TCF M00285-

V$TCF11_01         0.2           
YY1 M01035-

V$YY1_Q6_02             0.1       
ZTA M00711-V$ZTA_Q2       1             
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