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There are two errors in this article.

The affiliation for the 32nd author is incorrect. Mary A. Marovich, is not affiliated with #13

but with #1 U.S. Military HIV Research Program, Walter Reed Army Institute of Research, Sil-

ver Spring, MD, United States of America.

The following information is missing from the Disclaimer in the Acknowledgements sec-

tion: This research was accomplished by Mary Marovich while employed at USMHRP. Dr.

Marovich is currently with Division of AIDS, NIAID. The opinions expressed in this article

are the author’s own and do not reflect the view of the National Institutes of Health, the

Department of Health and Human Services, or the United States government.
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