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Consensus sequence P-value Motif Name

1e-24 NFkB-p65

1e-22 NFkB-p65-Rel

1e-16 PU.1(ETS)

1e-11 NFkB-p50,p52

Consensus sequence P-value Motif Name

1e-682 NFkB-p65

1e-384 NFkB-p65-Rel

1e-343 NFkB-p50,p52

1e-317 AP.1

Consensus sequence P-value Motif Name

1e-147 NFkB-p65

1e-142 AP.1

1e-100 NFkB-p65-Rel

1e-90 NFkB-p50,p52
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