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Supplementary Table 1. 
Occurrence frequencies for trends in chromatin access at DHS sites 

dnBrg1, dnSnf2h and dnChd4 interaction classes 
 
Fold Change = 2.0 
 
 Chd4 Increased (%) Chd4 Decreased (%)  Chd4 No Change   (%) 
Brg1 Increased 
 Snf2h Inc. 77 0.08% Snf2h Inc. 1 0.00%  Snf2h Inc. 39  0.04% 
 Snf2h Dec. 2 0.00% Snf2h Dec. 2 0.00%  Snf2h Dec. 13  0.01% 
 Snf2h No. Chg 342 0.34% Snf2h No. Chg 16 0.02% Snf2h No. Chg 839 0.84% 
 
Brg1 Decreased 
 Snf2h Inc. 41 0.04% Snf2h Inc. 24 0.02%  Snf2h Inc. 468 0.47% 
 Snf2h Dec. 8 0.01% Snf2h Dec. 846 0.85%  Snf2h Dec. 872 0.87% 
 Snf2h No. Chg 567 0.57% Snf2h No. Chg 1452 1.46%  Snf2h No. Chg 7840 7.87% 
 
Brg1 No Change 
 Snf2h Inc. 738 0.74% Snf2h Inc. 98 0.10%  Snf2h Inc. 12576 12.62% 
 Snf2h Dec. 79 0.08% Snf2h Dec. 1029 1.03%  Snf2h Dec. 3024 3.03% 
 Snf2h No. Chg  31547 31.65% Snf2h No. Chg 4855 4.87% Snf2h No. Chg 32282 32.39% 
 
 

All identified DHS sites from the three dominant negative cell lines (either induced -tet or 
repressed + tet) were pooled for a total of 99,677 DHS sites.  In each cell line, the effect of 
activation of the given dn-remodeler on each site was scored.  There are 27 trend classes 
expected for all possible dnBrg1, dnSnf2h and dnChd4 interactions at DHS sites (examples 
presented in Fig. 7, a-k).  The number of sites found for each class was calculated with a 
minimum 2-fold increase, or minimum 2-fold decrease, in tag density upon expression of the 
dn-remodeler.  Sites with a lesser extent of change were classified as no change, NC. 



 
Supplementary Table 2. 

Experimental replicates for ChIP seq and DHS seq 
      
Type of Exp Cell line Antibody Biological Sequencing No.  Reads 
      Replicates Replicates 
 
ChIP  3134  Brg1  Rep 1.   2  17,275,216  
ChIP  3134  Brg1  Rep 2.   3  63,275,619  
ChIP  3134  CHD4  Rep 1.   2  28,877,292  
ChIP  3134  CHD4  Rep 2.   2  40,487,213  
ChIP  3134  Snf2h  Rep 1.   3  42,326,935  
ChIP  3134  Snf2h  Rep 2.   1  14,447,158  
input  3134  NA     1  5,954,325  
input  3134  NA     1  21,065,317  
DHS  3134+tet      2  32,836,139  
DHS  3134-tet      2  39,361,691  
DHS  3134+tet (DNBrg1)     2  17,455,054  
DHS  3134-tet (DNBrg1)     2  40,227,690  
DHS  3134+tet(DNCHD4)     3  57,669,433  
DHS  3134-tet(DNCHD4)     3  51,963,930  
DHS  3134+tet(DNSnf2h)     2  54,764,150  
DHS  3134-tet(DNSnf2h)     2  50,090,775  
      
 Biological and technical replicate sequencing datasets are listed for the results presented  
 in this manuscript.       
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