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Found in two independent PCRs/sequences
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Mutation visible only on reverse sequence
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Mutation visible only on reverse sequence
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Position: 5,970
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Position: 5,970
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Position: 5,970
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Position: 7,125
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Position: 7,382
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Position: 9,185
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Mutation visible onlvy on reverse sequence & observed in two independent PCRs/sequences
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Position: 10,801 (NC)
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Position: 10,970
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Position: 11,132
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Same as previous mutation seen on reverse strand
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Position: 11,677

210 220 220
T T & A A & & o A T A A o & T A G A & T T T & A T T T T C T
M63: WT
|} i il
210 220 230
T T [ N . .Y [} T & - r oy T & o A & T T T & & T T T T T
M148: G>A

Found in two independent PCRs/sequences
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Position: 13,234

230 240 250
T T T & & A M G A A A C A G T T A A& T & T T T C G T C© O A A C

A‘ ANV

250

230

T T T & & & WM G & & A C & G T T A4 & T & T T T © G T o o & & C

M22: GHA

ML




Position: 14,679
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