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James B. Meigs for Nicole Soranzo and the rest of the MAGIC HbA1c GWAS co-authors
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W

e read with interest the letter by Corcoy (1)
with regards to our recent article in Diabetes
(2). In this article, we calculated net reclassiﬁcation using the approach of Pencina et al.
(3). We counted the proportion of undiagnosed diabetic
individuals with unadjusted HbA1c $6.5% who had a
7-single nucleotide polymorphism (SNP)-adjusted HbA1c
,6.5%, and the proportion of nondiabetic individuals with
unadjusted HbA1c ,6.5% who had a 7-SNP-adjusted
HbA1c $ 6.5%. The difference between these proportions is
called “net reclassiﬁcation” and in this instance indicates
the overall proportion of a population whose diagnostic
status would change based on the inﬂuence of the seven
nonglycemic genetic variants that we identiﬁed.

