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Author Correction: Direct RNA 
Sequencing of the Coding Complete 
Influenza A Virus Genome
Matthew W. Keller  1, Benjamin L. Rambo-Martin2, Malania M. Wilson2, Callie A. Ridenour2, 
Samuel S. Shepard3, Thomas J. Stark3, Elizabeth B. Neuhaus3, Vivien G. Dugan3, 
David E. Wentworth3 & John R. Barnes3

Correction to: Scientific Reports https://doi.org/10.1038/s41598-018-32615-8, published online 26 September 
2018

In the original version of this Article, Matthew W. Keller and Benjamin L. Rambo-Martin were omitted as equally 
contributing authors.

The original version of this Article also contained typographical errors.

In the legend of Table 1 where:

“Influenza A/Florida/20/2018 (H1N1pdm09), A/Texas/50/2012 (H3N2), A/chicken Ghana/20/2017 (HPAI 
H5N1) and A/British Columbia/1/2015 (LPAI H7N9) viruses were used to demonstrate this method’s broad 
utility across contemporary influenza A viruses of current clinical significance”.

now reads:

“Influenza A/Florida/20/2018 (H1N1pdm09), A/Texas/50/2012 (H3N2), A/chicken Ghana/20/2015 (HPAI 
H5N1) and A/British Columbia/1/2015 (LPAI H7N9) viruses were used to demonstrate this method’s broad 
utility across contemporary influenza A viruses of current clinical significance”.

Additionally, in the Results section under subheading ‘Sequencing RNA from crude versus purified influenza rA/
Puerto Rico/8/1934 (H1N1) virus’ where:

“The read level accuracy was 86.3 ± 0.3%, and the consensus sequence was 98.97 ± 0.01% in concordance with 
consensus sequence generated using our standardized multi-segment reverse transcriptase polymerase chain 
reaction (M-RTPCR)15,16, Nextera, and MiSeq approach (Tables 2 and S3)”.

now reads:

“The read level accuracy was 86.2 ± 0.3%, and the consensus sequence was 98.97 ± 0.01% in concordance with 
consensus sequence generated using our standardized multi-segment reverse transcriptase polymerase chain 
reaction (M-RTPCR)15,16, Nextera, and MiSeq approach (Tables 2 and S3)”.

These errors have now been corrected in the PDF and HTML versions of the paper.
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Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
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