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A corrigendum on

Metagenomic and whole-genome analy-
sis reveals new lineages of gokushoviruses
and biogeographic separation in the sea
by Labonté, J. M., and Suttle, C. A. (2013).
Front. Microbiol. 4:404. doi: 10.3389/fmicb.
2013.00404

The primer MicroVP1-R1 should read as
“5′-NCG YTC YTG RTA NCC RAA-3′.”
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