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Among several types of G proteins, we select the conditions that form the
most stable complexes with OX2R and EP3, respectively, and have found stable complex conditions for
the EP3-Gi and Go,G13 complexes and the OX2R-Gi/o complex, and for EP3-Gi, the structure was
determined at 3.4 A resolution by Cryo-EM SPA The structure of EP3-Gi was determined at 3.4 A
resolution by Cryo-EM SPA. Our group has also determined the complex structure with another subtype
of EP4-G protein and published a paper discussing the structural basis of G-protein selectivity of

prostaglandin receptors based on different G-protein types with pharmacological analysis (Suno R.,
Cell Reports, 2022).
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