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Multidrug transporter P-glycoprotein extrudes a large variety of xenobiotics
from cells. To understand the mechanism of the multidrug transport, we need reliable structural
information of each conformational state of the pumping action. Although several crystal structures
of P-glycoproteins have been determined in an inward-facing conformation, no outward-facing
structure was previously available. In order to fill the gap, we discovered a new eukaryotic
homolog, CmABCB1 from Cyanidioschyzon merolae, with similar ATPase Kkinetics and multidrug transport
function to mammalian P-glycoproteins. To obtain the outward-facing conformation
of CmABCB1 in a crystalline state, we introduced mutations that shifted the conformational

equilibrium toward the outward-facing state. We determined crystal structure of CmABCBl in the
outward-facing conformation at 1.9 A resolution.
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