
Correction for Quainoo et al., “Whole-Genome Sequencing of
Bacterial Pathogens: the Future of Nosocomial Outbreak
Analysis”

Scott Quainoo,a Jordy P. M. Coolen,b Sacha A. F. T. van Hijum,c,d Martijn A. Huynen,c Willem J. G. Melchers,b

Willem van Schaik,e Heiman F. L. Wertheimb

Department of Microbiology, Radboud University, Nijmegen, The Netherlandsa; Department of Medical
Microbiology, Radboud University Medical Centre, Nijmegen, The Netherlandsb; Centre for Molecular and
Biomolecular Informatics, Radboud University Medical Centre, Nijmegen, The Netherlandsc; NIZO, Ede,
The Netherlandsd; Institute of Microbiology and Infection, University of Birmingham, Birmingham, United
Kingdome

Volume 30, no. 4, p. 1015–1063, 2017, https://doi.org/10.1128/CMR.00016-17. Page
1023, Table 1, “Error rate” column, entry for Oxford Nanopore MinION Mk1 (1D): “12%
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Published 1 November 2017

Citation Quainoo S, Coolen JPM, van Hijum
SAFT, Huynen MA, Melchers WJG, van Schaik W,
Wertheim HFL. 2018. Correction for Quainoo
et al., “Whole-genome sequencing of bacterial
pathogens: the future of nosocomial outbreak
analysis.” Clin Microbiol Rev 31:e00082-17. https://
doi.org/10.1128/CMR.00082-17.

Copyright © 2017 American Society for
Microbiology. All Rights Reserved.

AUTHOR CORRECTION

crossm

January 2018 Volume 31 Issue 1 e00082-17 cmr.asm.org 1Clinical Microbiology Reviews

https://doi.org/10.1128/CMR.00016-17
https://doi.org/10.1128/CMR.00082-17
https://doi.org/10.1128/CMR.00082-17
https://doi.org/10.1128/ASMCopyrightv2
http://crossmark.crossref.org/dialog/?doi=10.1128/CMR.00082-17&domain=pdf&date_stamp=2017-11-1
http://cmr.asm.org

