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	Sequence context
	Notes
	GenBank frequency (homoplasmic variations)

	60
	TTTGGTATTTTCGTCTGGGGG
	End of short T tract
	0.02%

	64
	GTATTTTCGTCTGGGGGGTAT
	Near long G tract
	2.5%

	67
	TTTTCGTCTGGGGGGTATGCA
	In long G tract
	Not observed

	72
	GTCTGGGGGGTATGCACGCGA
	Near long G tract
	1.8%

	94
	AGCATTGCGAGACGCTGGAGC
	No obvious features
	0.4%

	189
	TTACAGGCGAACATACTTACT
	No obvious features
	4.8%

	203
	ACTTACTAAAGTGTGTTAATT
	3xGT repeat
	0.3%

	408
	TTTTATCTTTTGGCGGTATGC
	Short T tract
	0.2%

	16093
	CGCTATGTATTTCGTACATTA
	Known highly mutated position
	4.9%




