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A corrigendum on

Genetic Microbial Source Tracking Support QMRA Modeling for a

Riverine Wetland Drinking Water Resource

by Derx, J., Demeter, K., Linke, R., Cervero-Aragó, S., Lindner, G., Stalder, G., Schijven, J.,

Sommer, R., Walochnik, J., Kirschner, A. K. T., Komma, J., Blaschke, A. P., and Farnleitner, A.

H. (2021). Front. Microbiol. 12:668778. doi: 10.3389/fmicb.2021.668778

In the published article, there was an error in affiliation 1.

Instead of “Institute of Hydraulic Engineering and Water Resources Management,

Vienna, Austria,” it should be “Institute of Hydraulic Engineering and Water Resources

Management, TUWien, Vienna, Austria.”

In the published article, there was an error in affiliation 2.

Instead of “Research Group Environmental Microbiology andMolecular Diagnostics

E166/5/3, Institute of Chemical, Environmental and Bioscience Engineering, Vienna,
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Austria,” it should be “Research Group Environmental

Microbiology and Molecular Diagnostics E166/5/3, Institute

of Chemical, Environmental and Bioscience Engineering, TU

Wien, Vienna, Austria.”

The authors apologize for these errors and state

that this does not change the scientific conclusions

of the article in any way. The original article has

been updated.
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