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Structure of theretinoicacidreceptor
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Structures of full length nuclear receptors
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Activation of RAR
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Ligand dependent activation of NR

Ligandbindingby the LBD leads tonformationalchangesdissociation of caepressorsand
recruitementof co-activators
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Regulatiorby phosphorylation
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Regulation of RAR by phosphorylation

FLAG-RARa. + - WT S369A
Forskolin - R S +
P-RAR®(S369)—) - - S - 9

RARO—) = — e - ——
cyclinH—)» e R
1 2 3 4 5 b6

EN

0 Control
B Forskolin

1

RARo. WT S369A

N w
1 1

CyclinH binding

p—

Bour G. ... RochettEgly C. PNAS 2005
BruckN. ... Rochettdegly C. EMBO J 2009



o

o Do To o P>

Investigation by Molecular Dynamics
Simulations

Explicitsolvent molecular dynamics simulations
Smulations of bothunphosphorylatedand
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Effectof the phosphorylation on the LBL
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Structure: salt bridges network
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Phosphorylation leads to a reorganization of salt bridge network local to S369



