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Asnal ATPase can insert the membrane protein containing a single transmembrane domain at the
C-terminus, so called as tail anchored protein, dependent on its ATP hydrolysis. In this study, we
determined the crystal structures of yeast Asnal ATPase (Get3) in both ADP bound and nucleotide
free forms. In addition, structure based biochemical studies revealed the TA protein biding site in
Get3, and its conformational transition upon ATP hydrolysis.
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