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Scortegagna et al. Suppl. Figure 1
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Top Canonical Pathways downregulated in Siah1a KO after ACTH:
FXR/RXR activation

LXR/RXR activation

LPS/IL-1 in RXR Function

acute phase response signaling

coagulation system

Top Canonical Pathways upregulated in Siah1a KO after ACTH:
cAMP signaling

neurotrophin/TRK signaling

thyroid cancer signaling

tight junction signaling

remodleing epithelial adherens junction
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