
TGAGGTAGTAGATTGAATAGTT

TGAGGTAGTAGGTTGTATGGTT

TGAGGTAGTAGTTTGTGCTGT

TAAGTGCTTCCATGCTT

TAAGTGCTTCCATGTTTGAGTGT
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…TGGCATTTGAGGTAGTAGTTTGTGCTGTTGCATACCGT…
TGAGGTAGTAGTTTGTGCTGT

…ACCGTAAACTCCATCATCAAACACGACAACGTATGGCA…

Reads that do not align


