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Corrigendum: Joint analysis is more efficient than replication-based analysis
for two-stage genome-wide association studies
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In Table 1 of the versions of this article initially published online and in print, the significance thresholds for C, were incorrect, and the
significance thresholds for Gy, in the case of Ty, = 0.20 were incorrect. The error has been corrected in the HTML and PDF versions of

the article. This correction has been appended to the PDF version.

Table 1 Significance thresholds and power of joint analysis for two-stage genome-wide
association designs

Power

Significance threshold GRR =1.30 GRR =1.35 GRR =1.40
Proportion of

Tsamples Tomarkers ~ enotypes? Cy Co Cioint ~ Joint Rep  Joint Rep  Joint Rep
1.0 0 1.00 — — 523 0.26 — 0.51 — 0.75 —
0.50 0.10 0.55 1.64 4.65 523 0.26 0.08 051 0.17 0.75 0.31
0.05 0.53 1.96 4.50 523 026 0.09 051 021 075 0.36
0.01 0.51 2.58 4.15 523 026 0.14 050 029 074 048
0.40 0.10 0.46 1.64 4.65 523 026 0.12 051 027 075 0.46
0.05 0.43 1.96 4.50 523 0.26 0.14 050 030 0.74 0.51
0.01 0.41 2.58 4.15 520 0.24 0.17 048 036 0.71 0.58
0.30 0.10 0.37 1.64 4.65 522 025 0.17 050 036 073 0.58
0.05 0.34 1.96 4.50 521 024 0.18 048 037 072 0.60
0.01 0.31 2.58 4.15 5.16 0.21 0.18 042 037 064 0.58
0.20 0.10 0.28 1.64 4.65 5.19 0.23 0.19 046 039 0.68 0.62
0.05 0.24 1.96 4.50 5.16 0.21 0.18 0.42 0.38 0.63 0.59
0.01 0.21 2.58 4.15 5.06 0.15 0.14 031 0.29 0.47 0.46

Shown is analysis of 1,000 cases and 1,000 controls, M = 300,000 markers, genome-wide significance level
o genome = 0.05, multiplicative model, control risk allele frequency = 0.40 and prevalence = 0.10.

2(Number of genotypes required for two-stage design) / (number of genotypes required when all markers are genotyped
on all samples).

@ © 2006 Nature Publishing Group http://www.nature.com/naturegenetics

390 VOLUME 38 | NUMBER 3 | MARCH 2006 | NATURE GENETICS



	Corrigendum: Joint analysis is more efficient than replication-based analysis for two-stage genome-wide association studies

