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Volume 90, no. 7, p. 3355–3365, 2016. Page 3356, column 2, “Template preparation” paragraph, lines 7 and 8: “H3N2-F (AGCAAAA
GCAGGGGATAATTC) and H3N2-R (AGTAGAAACAAGGGTGTTTTTA)” should read “H3N2-F (GGTTTTCGCTCAAAAACT
TCC) and H3N2-R (GCAAATGTTGCACCTAATGTTG).”

Page 3356, column 2, “Template preparation” paragraph, lines 8 to 10: “H1N1pdm-F (ATATACGCGTAGCGAAAGCAGGGGAA) and
H1N1pdm-R (ATATACGCGTAGTAGAAACAAGGTGT)” should read “H1N1pdm-F (AGCAAAAGCAGGGGAAAACAA) and
H1N1pdm-R (AGTAGAAACAAGGGTGTTTTTC).”
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