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A corrigendum on

A flexible and economical barcoding approach for highly multiplexed amplicon sequencing of

diverse target genes

by Herbold, C. W., Pelikan, C., Kuzyk, O., Hausmann, B., Angel, R., Berry, D., et al. (2015) Front.
Microbiol. 6:731. doi: 10.3389/fmicb.2015.00731

Reason for Corrigendum:
In the original article, we neglected tomention that Roey Angel, received funding from the Austrian
Science Fund (FWF), grant number P25700-B20. The authors apologize for this oversight. This
error does not change the scientific conclusions of the article in any way.
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