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—— 496 63 - 1 a iz by 28 SAR14866243

231 x 34 1 -4 12 i 28 SRR14866257

| 231 x 34 1 -4 12 R 28 SAR148662 32

231 x 34 1 - 12 a 28 SAR148662 34

231 T 34 1 4 12 1 28 SAR148662 39

105 x 4 1 Bl 12 1 28 SAR14866252

105 1 a 1 4 12 1 28 SAR14866247

105 1 - 1 a 1z 1 28 SRR14866238

1057 1 ar 1 4 1z 1 28 SRR14866233

105 1 “a 1 a 1z 1 28 SAR148662 36

105 a - 1 a 12 1 28 SAR148B66237

1057 x ar a a 1z T 28 SAR 14866240

105 1 a 1 a 12 1 28 SRR14866248

s T - 2 a 12 a 10 SRAR14866256

s T - 1 a 12 a 10 SAR14866249

SE—— s x - 1 - 12 1 10 SRR14866244

5 x - 1 A 12 i 10 SAR14866242

s T - 1 4 12 R 10 SAR14866241

5 x - 1 4 12 1 10 SAR14866246

5 1 - 1 4 12 1 10 SRR14866250

e NF 1 a 1 “4 12 769 10 SAR14866231

a 3 3 1 1 - a 3 SAR14B66255

a 3 3 1 1 - - 3 SAR14B662 51

a 3 3 1 1 - - 3 SRR14B66245

a8 3 3 2 1 - - 3 SRR14B662 35

L 3 3 2 1 - - 3 SAR14866253

L 2253 240 3 1 1 a - 3 SAR14866254
= ¢ § B B 2 B %

“NE" is used to Indicate allele combinations not found in the MLST database
(7) Is used te Indicate uncertainty In sequence types called

(7 Is used to indicate iImprecise matches in sequence types called
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