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CORRECTION

Correction: Whole Genome Comparisons
Suggest Random Distribution of
Mycobacterium ulcerans Genotypes in a
Buruli Ulcer Endemic Region of Ghana

Anthony S. Ablordey, Koen Vandelannoote, Isaac A. Frimpong, Evans K. Ahortor, Nana

Ama Amissah, Miriam Eddyani, Lies Durnez, Francoise Portaels, Bouke C. de Jong,

Herwig Leirs, Jessica L. Porter, Kirstie M. Mangas, Margaret M. C. Lam, Andrew Buultjens,

Torsten Seemann, Nicholas J. Tobias, Timothy P. Stinear

There is an error in Table 1. The values in the “ENA” column are missing. Please see the cor-

rected Table 1 here.
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Table 1. M. ulcerans isolate and DNA sequencing information

No. Strain ID' Isolation date Patient Age Patient Village/Genotype
(years) Gender
1 S15 02/02/2010 5 M Ananekrom/ Agogo-1
2 843 09/05/2010 13 F Ananekrom Agogo-2
3 838 23/06/2010 12 M Serebuso/ Agogo-1
4 Fe4 08/09/2010 3 M Nsonyameye/ Agogo-1
5 F70 15/09/2010 32 F Baama/ Agogo-1
6 1510 (F79) 22/09/2010 28 F Bebuso/ Agogo-2
7 F75 07/10/2010 18 F Afriserie OK/ Agogo-1
8 F85 20/10/2010 28 F Nshyieso/ Agogo-2
9 S§77 24/11/2010 3 F Serebuso/ Agogo-2
10 2610 (F92) 24/12/2010 14 F Nsonyameye/ Agogo-1
11 F13 02/02/2011 8 F Bebosu Ado/ Agogo-1
12 F65 02/09/2011 28 F Ananekrom/ Agogo-2
13 F74 21/09/2011 38 M Dukusen Agogo-2
14 S72 12/12/2011 11 M Afriserie/ Agogo-1
15 612 (F36) 18/07/2012 37 M Ananekrom/ Agogo-1
16 212 (F3) 08/02/2012 11 F Serebuso/ Agogo-2
17 712 (S24) 02/08/2012 40 F Wenamda/ Agogo-2
18 412 (F37) 02/08/2012 12 M Ananekrom/ Agogo-1
19 IC21 07/2000 Bondoukou
20 IC38 07/2000 Dimbokro
21 ITM000909 2000 Tchekpo Deve
22 |ITM991591 1999 Anagali
23 ITM102686 2010 M Ibadan
24  |ITM5151 1971
25 NM14.01 2001
26 NM43.02 2002
27 NM49.02 2002
28 NM54.02 2002
29 NM33.04 2004
30 Agy99* 08/1999 5 F ulcer
31 ITM980535 1998 12 F Djigbé
32 ITM000945 2000 21 F Hwegoudo
33 ITM001506 2000 6 F Wokon
Notes:
parentheses indicate alternate strain code,
2expressed as latitude and longitude,
SDemocratic Republic of the Congo,
“reference genome
doi:10.1371/journal.pntd.0003798.t001
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