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Race A ATGTGAAGTGCCGTACITACCATGGAGTCAGGCCATAA reference

ATGTGAAGTGCCGTAGI TACCATGGAGTCAGGCCATAA

ATGTGAAGTGCCGTAGI TACCATGGAGTCAGGCCATAA
Race B ATGTGAAGTGCCGTAGITAC lllumina reads
CCGTAGIITACCATGGAGTCAGGCCATAA
ATGTGAAGTGCCGTAGI TACCATGGAGTCAGGC

GAAGTGCCGTAGJTTACCATGGAGTCAGGCCATAA
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Race B ATGTGAAGTGCCGTAGITACCATGGAGTCAGGCCATAA  synthetic gene



