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Predicted Upstream Regulator Molecule Type Predicted Activation State Activation z-score p-value of overlap
MYOCD transcription regulator Activated 2.921 0.000000902
HAND2 transcription regulator Activated 2.587 0.00000517
GATA4 transcription regulator Activated 2.585 0.0000177
TBX5 transcription regulator Activated 2.585 0.00000517
HIF1A transcription regulator  1.372 0.00173
NANOG transcription regulator  1 0.0313
SATB1 transcription regulator  1 0.00873
ESR1 ligand-dependent nuclear receptor  0.788 0.00000524
WT1 transcription regulator  0.728 0.000263

POU5F1 transcription regulator  0.668 0.00417
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