	Table 1. Summary of mitochondrial genome variants by sequencing platform
	　

	Sequencing
Platform
	Variant
Type
	Number of variants
	Mean
TLOD
score
	Mean
Depth

	
	
	Total
	SNVs
	InDels
	
	

	Longread
	Known
	531
	503
	28
	1006.21
	254.81

	(n = 65)
	Novel
	2
	1
	1
	54.33
	195.00

	Shortread
	Known
	524
	503
	21
	12144.54
	3530.66

	(n = 65)
	Novel
	1
	1
	0
	1636.04
	3930.00

	KBAv1.1*
	Known
	54
	54
	0
	NA
	NA

	(n = 65)
	Novel
	0
	0
	0
	
	

	*Among the 180 SNVs, 54 were identified as non-monomorphic
	　
	　

	Abbreviations: SNVs, single nucleotide variants; InDels, insertion/deletion; TLOD, tumor log odds; KBAv1.1, Korea biobank array version 1.1





	Table 2. Paired t test for statistic of mitochondrial genome haplogroup
	　
	　
	　
	　
	　
	　

	Sequencing
Platform
	Haplogroup Depth
(PhyloTree Build 17-FU 1.2)
	　
	Quality Score
(Haplogrep3)
	　
	Number of missing 
variants for Haplogroup

	
	Mean
	SD
	p value
	　
	Mean
	SD
	p value
	　
	Number
	Mean
	SD
	p value

	Longread
	13.523
	2.144
	Ref
	　
	0.970
	0.025
	Ref
	　
	11
	0.169
	0.417
	Ref

	Shortread
	13.538
	2.166
	0.3211
	　
	0.971
	0.025
	0.1529 
	　
	13
	0.200
	0.474
	0.3211 

	KBAv1.1
	11.400
	2.082
	4.4803E-11*
	　
	0.979
	0.029
	0.0314*
	　
	5
	0.077
	0.269
	0.1347 

	*p < 0.05
	　
	　
	　
	　
	　
	　
	　
	　
	　
	　
	　
	　

	Abbreviations: PhyloTree Build 17-FU 1.2, PhyloTree Build 17-Forensic update 1.2; SD, standard deviation.



