Correction to “Mutational and in Silico Analyses for Antidepressant
Block of Astroglial Inward-Rectifier Kird.1 Channel”

In the above article [Furutani K, Ohno Y, Inanobe A, Hibino H, and Kurachi Y (2009) Mol Pharmacol 75:1287-1295], the
structure of fluoxetine shown in Figs. 1A and 4A is incorrect. The full corrected figures appear below; the original legends
have not changed and have not been reproduced. In addition, the last sentence in the left column of the Abstract should read

as follows: “T'wo amino acids, Thr128 and Glul58, on pore and transmembrane domain 2 helices were critical for the drug
inhibition of the current.”

The online version of this article has been corrected in departure from the print version.
The authors regret this error and apologize for any confusion or inconvenience it may have caused.
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