Corrections

MEDICAL SCIENCES. For the article ‘‘HLA-B*5801 allele as a

BIOGRAPHY, NEUROSCIENCE. For the article ‘‘Biography of Cornelia

genetic marker for severe cutaneous adverse reactions caused by
allopurinol,’’ by Shuen-Iu Hung, Wen-Hung Chung, Lieh-Bang
Liou, Chen-Chung Chu, Marie Lin, Hsien-Ping Huang, YenLing Lin, Joung-Liang Lan, Li-Cheng Yang, Hong-Shang Hong,
Ming-Jing Chen, Ping-Chin Lai, Mai-Szu Wu, Chia-Yu Chu,
Kuo-Hsien Wang, Chien-Hsiun Chen, Cathy S. J. Fann, JerYuarn Wu, and Yuan-Tsong Chen, which appeared in issue 11,
March 15, 2005, of Proc. Natl. Acad. Sci. USA (102, 4134–4139;
first published March 2, 2005; 10.1073兾pnas.0409500102), due to
a printer’s error, the symbols in the affiliation line appeared
incorrectly. The corrected affiliation line appears below.

I. Bargmann,’’ by Melissa Marino, which appeared in issue 9,
March 1, 2005, of Proc. Natl. Acad. Sci. USA (102, 3181–3183;
first published February 22, 2005; 10.1073兾pnas.0500025102),
due to an editorial office error, the term ‘‘roundworm’’ was
incorrectly replaced with ‘‘flatworm’’ in the first sentence. The
correct sentence should read as follows: ‘‘In the unhearing,
unseeing world of the roundworm Caenorhabditis elegans, its
sense of smell is its lifeline.’’
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MICROBIOLOGY. For the article ‘‘Symmetrical base preferences
surrounding HIV-1 and avian sarcoma兾leukosis virus but not
murine leukemia virus integration sites,’’ by Alexander G.
Holman and John M. Coffin, which appeared in issue 17, April
26, 2005, of Proc. Natl. Acad. Sci. USA (102, 6103–6107; first
published March 31, 2005; 10.1073兾pnas.0501646102), the authors note the following: ‘‘After our report appeared in the
PNAS Early Edition, we observed that the simultaneously
published paper by Wu et al. (1) reported similar base preferences for all integration sites; however, the placement of the
integration site in the analysis of the murine leukemia virus
(MLV) data set differed by one base. Further analysis revealed
a small initial error that propagated through our analysis,
ultimately leading us to misplace the location of the MLV
integration site by one base. As a consequence, the MLV
integration site preferences incorrectly appeared to be asymmetric. We now conclude that HIV-1, avian sarcoma兾leukosis
virus (ASLV), and MLV all show symmetrical base preferences
surrounding their integration sites. Accordingly, the title of the
article should be corrected to read ‘Symmetrical base preferences surrounding HIV-1, avian sarcoma兾leukosis virus, and
murine leukemia virus integration sites,’ and it has been corrected in the online version. Fig. 2 and Figs. 11 and 12, which are
published as supporting information on the PNAS web site, can
be corrected by placing the integration site between offset 0 and
1 instead of ⫺1 and 0. A corrected version of Fig. 4 and its legend
appear below. The remainder of the analysis was unaffected by
this error, and with the described correction, we remain confident in our overall conclusions.’’
1. Wu, X., Li, Y., Crise, B., Burgess, S. M. & Munroe, D. J. (2005) J. Virol. 79,
5211–5214.
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Fig. 4. Comparison of the observed integration preferences to the inferred
preferences for the opposite LTR. (A) Schematic of the topology of HIV-1
integration. HIV-1 integration complexes join the viral LTRs to opposite
strands of the DNA separated by five bases. MLV joins with an offset of four
bases, whereas ASLV uses a six-base offset (not pictured). (B) Symmetry
observed in HIV-1 with five-base offset. Black lettering represents the base
preference seen from the top LTR (Fig. 1).The integration site is indicated by
the black dashed vertical line in the graph and the black arrow in the
numbering schematic. The vertical arrow indicates the expected axis of symmetry based on the characteristic five-base spacing between the sites of HIV-1
DNA integration. The red lettering represents the same base preferences;
however, they are reversed and shifted five bases to represent the preferences
as observed from the bottom LTR. The inferred integration site is indicated by
the red vertical line in the graph and the red arrow in the numbering
schematic. (C) Symmetry observed in MLV with four-base offset. (D) Symmetry
observed in ALV with six-base offset.
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