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A Corrigendum on
 Evaluation of Whole-Genome Sequence Method to Diagnose Resistance of 13 Anti-tuberculosis Drugs and Characterize Resistance Genes in Clinical Multi-Drug Resistance Mycobacterium tuberculosis Isolates From China

by Chen, X., He, G., Wang, S., Lin, S., Chen, J., and Zhang, W. (2019). Front. Microbiol. 10:1741. doi: 10.3389/fmicb.2019.01741



In the published article, there was an error in affiliation 2. Instead of “Sixth People's Hospital of Wenzhou City, Shenzhen, China,” it should be “Department of Infectious Diseases, Wenzhou Sixth People's Hospital, Wenzhou Central Hospital Medical Group, Wenzhou, China.”

The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.

Copyright © 2019 Chen, He, Wang, Lin, Chen and Zhang. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.
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