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Correction: Genome-wide association study =
and trans-ethnic meta-analysis identify novel
susceptibility loci for type 2 diabetes mellitus

Asma A Elashi’, Salman M Toor!, Umm-Kulthum Ismail Umlai', Yasser A. Al-Sarraj?, Shahrad Taheri®, Karsten Suhre®”,
Abdul Badi Abou-Samra® and Omar M. E. Albagha'®"

Correction to: Elashi et al. BMC Medical Genomics
(2014) 17:115 Incorrect.
https://doi.org/10.1186/s12920-024-01855-1. A

Following the publication of the original article, the
author notified that there were errors in Supplemen-
tary Fig. 1A. Two values need to be corrected to match m= Allele Frequency (EUR) R?= 0.88
the significant figures mentioned in the corresponding
text in the article, while another value also needs to be
corrected. 1.0+

BMI-unadjusted model

= Allele Frequency (SAS) R?=0.80
== Allele Frequency (AFR) R2= 0.80

The online version of the original article can be found at https://doi.
0rg/10.1186/512920-024-01855-1.
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A

Allele Frequency (Mahajan et. al.,)

(2024) 17:131

BMI-unadjusted model

= Allele Frequency (EUR) R2= 0.89
=mm Allele Frequency (SAS) R2=0.79
=== Allele Frequency (AFR) R2=0.48
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The original article has been corrected.

Supplementary Information

Page 2 of 2

The online version contains supplementary material available at https://doi.

0rg/10.1186/512920-024-01903-w.

[ Supplementary Material 1

Published online: 16 May 2024

Publisher’s Note

Springer Nature remains neutral with regard to jurisdictional claims in

published maps and institutional affiliations.


https://doi.org/10.1186/s12920-024-01903-w
https://doi.org/10.1186/s12920-024-01903-w

	﻿Correction: Genome-wide association study and trans-ethnic meta-analysis identify novel susceptibility loci for type 2 diabetes mellitus

