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Genome-wide supported variant MIR137 and severe negative

symptoms predict membership of an impaired cognitive subtype of
schizophrenia
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26 June 2012; doi:10.1038/mp.2012.84 according to the genome-wide association study reported by
Ripke et al.” it is the major (T) allele that shows association with
Following publication of the above article, it came to the schizophrenia caseness. The error appears in the Results section in
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The name of coauthor LK Davis was omitted from the author line.
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