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CORRECTION Open Access
Correction to: Type 1 diabetes susceptibility
alleles are associated with distinct
alterations in the gut microbiota

Jane A. Mullaney1,2, Juliette E. Stephens1, Mary-Ellen Costello3, Cai Fong1, Brooke E. Geeling1, Patrick G. Gavin1,
Casey M. Wright1, Timothy D. Spector4, Matthew A. Brown3 and Emma E. Hamilton-Williams1,5*
Correction
Following publication of the original article [1] it came
to the attention of the Production Editor that Figs. 1 and
2 had not been replaced with the newly revised figures
supplied by the authors (the originals being unusable
due to poor quality image and text).
The original article has been corrected.
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