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Pet1 neuron specific TACs

Top enriched motifs
RFX-related factors (e.g. Rfx4)
C2H2 zinc finger factors (e.g. Ctcf, Insm1)

Homeodomain/ LIM-homeodomain factors (e.g. Lmx1b, En1, En2)

GATA-type zinc fingers (e.g. Gata2,Gata3)

Sox-related factors (e.g. Sox2)

ETS-related factors (e.g. Fev/Pet1)

TALE-type homeodomain factors (e.g. Meis1, Meis2, Pbx2)
E2F-related factors (e.g. E2f4, Tfdp1)

Forkhead-box factors (e.g. Foxa1, Foxa2)
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