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Principal Component #2 [ 9%)]
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Principal Component #2 [ 9%)]
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log fold change: BRG1neg - BRG1pos
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Binding Affinity: BRG1neg vs. BRG1pos (9995 FDR < 0.050)
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Contrast: BRG1neg vs. BRG1pos [9995 FDR<=0.050]
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Binding affinity
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+ indicates sites with increased affinity in BRG1pos
— indicates sites with increased affinity in BRG1neg



000S¥

_
0000%

_
000S€

_
0000€

syead #

_
000S¢

_
0000¢

Overlap at least this many peaksets



Binding Site Overlaps
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Binding Site Overlaps
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