
	Position (bp)
	Reference base
	Coverage (reads)
	Mean base quality
	Alt base frequency
	Alternative base(s) [count]

	105
	T
	11686
	37
	0.01
	C:64

	159
	A
	13827
	37
	0.01
	G:93

	160
	C
	14879
	37
	0.01
	G:87, A:1, T:1

	458
	C
	24014
	37
	0.01
	T:171, A:2, G:2

	657
	A
	26979
	37
	0.01
	G:200

	687
	T
	26179
	37
	0.01
	C:204, A:2, G:1

	697
	C
	25693
	37
	0.01
	T:181, G:2

	698
	C
	25301
	37
	0.01
	T:177, A:2, G:1

	819
	A
	25093
	37
	0.01
	G:188, T:1

	2743
	G
	11511
	37
	0.01
	T:95, C:1

	2849
	A
	10900
	37
	0.01
	T:56

	3023
	C
	15658
	37
	0.01
	A:115, T:2

	3727
	G
	16765
	37
	0.01
	T:185, C:1

	3985
	G
	14348
	37
	0.01
	T:106, C:14, A:1

	3993
	G
	15012
	37
	0.01
	T:103, A:1

	4000
	C
	15333
	37
	0.01
	A:126

	5844
	C
	17789
	37
	0.01
	A:139, T:8, G:4

	7934
	A
	5405
	37
	0.07
	T:393, G:6

	9216
	G
	6053
	37
	0.09
	T:535, A:1

	9217
	T
	9614
	37
	0.01
	G:101, C:1

	9451
	G
	10085
	37
	0.01
	T:77

	9676
	A
	16171
	37
	0.01
	T:140, G:2

	9712
	C
	14710
	37
	0.01
	A:79, G:2, T:1

	15411
	G
	17801
	37
	0.01
	T:102

	17312
	G
	16073
	37
	0.01
	T:129, A:1

	17321
	G
	16191
	37
	0.01
	T:88

	23515
	T
	19582
	37
	1
	C:19574, A:5

	28641
	T
	23021
	37
	1
	C:23014, A:6

	29375
	G
	14439
	37
	0.01
	T:73

	29410
	C
	14768
	37
	0.01
	A:112

	29676
	A
	9445
	37
	0.01
	T:72, C:3

	29677
	G
	8805
	37
	0.01
	T:57, A:1



Supplementary Table 2. Summary of genomic positions showing minor alternative bases in the mitochondrial genome of Geonemertes “pelaensis” from Yonaguni Island (reference: GenBank accession no. PQ336987; Geonemertes pelaensis). This table lists all positions where minor alternative bases were detected based on high-quality sequencing reads (Phred quality ≥30). Columns include the position in the reference genome, the reference base, total coverage, mean base quality score, the frequency of minor bases, and the identity and read counts of the alternative base(s). The low frequencies of these minor bases suggest they likely represent sequencing artifacts or low-level heteroplasmy and did not affect the final consensus sequence.

