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Figure SI 1:Contribution to energy current. Energy current of considered residues difference between the allosteric and orthosteric ligand bound complexes (blue bars) and the difference in the magnitude of positive cooperative (red bars)  from Ref. 20 (see main text). The asterisks indicates residues for which this quantity has not been measured. 
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Figure SI 2  RMSD plot during 500 ns simulation for the M2 receptor with(green) and without (purple) the allosteric modulator. Those are calculated using the X-ray structures as reference
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