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Identification of key residues for control of the coupling between ATP hydrolysis
and substrate transport of an ABC transporter
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Human ABC transporters are predicted to have a characteristic mechanism to
control the substrate transport driven by hydrolysis of ATP. In this study, structural and functional
analyses were performed using CmABCB1 mutant designed based on the crystal structures of CmABCB1, the
function of which is similar to that of human ABC transporter. The analyses revealed that glutamine and
alanine residues localized on the substrate transport pathway in the transmembrane domain of CmABCB1 act
as an important role in the control mechanism.
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