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Overview A more detailed contact map

e Bacterial homologues of eukaryotic pentameric
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2 binding sites? 3 sites? more?

T

. . . Conclusion - Perspectives
e Fig. 6 shows sampling of propofol for all subunits for 25

(out of 75) simulations

* Intra-subunit site shown in crystallography (Fig.2 & 7)[3] » More statistics is needed to conclude on the potential effect of

anesthetic concentration
e More statistics is needed to study the GLIC-propofol interaction
(with WT MD simulations

e Long simulations could provided additional informations on

e Small desflurane enters an inter-subunit site

~ e Bigger propofol enters this site too! .
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anesthetic induced conformational changes
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