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Supplemental Table 1. Pathogenic Classification and Reported Allele Frequency 
	Variant
	Classified as a Confirmed Pathogenic Variant
	Allele Frequency, %

	
	MSeqDR (Shen et al., 2018)
	MitoMap
(Lott et al., 2013)
	GnomAD Homoplasmic
(Chen et al., 2022)
	GnomadAD Heteroplasmic (Chen et al., 2022)
	MitoMap
 (Lott et al., 2013)

	Complex I 

	3365T>C
	
	
	0
	0
	

	3376G>A
	X
	
	
	
	

	3380G>A
	
	
	0
	0
	

	3481G>A
	X
	
	0
	0
	

	3571insC
	
	
	
	
	

	3634A>G
	
	
	0
	0
	

	3697G>A
	X
	
	0
	0
	

	3796A>G
	X
	
	8.3E-03
	1.2E-04
	

	3946G>A
	X
	
	0
	0
	

	3949T>C
	X
	
	
	
	

	4175G>A
	
	
	
	
	

	10134C>A
	X
	
	
	
	

	3460G>A
	X
	X
	0
	1.8E-05
	5.1E-02

	12338T>C
	X
	
	1.2E-03
	3.5E-05
	

	12706T>C
	X
	
	
	
	

	13042G>A
	X
	
	0
	0
	

	13045A>G
	
	
	
	
	

	13063G>A
	
	
	1.8E-05
	7.1E-05
	

	13376T>C
	
	
	7.1E-05
	5.3E-05
	

	14487T>C
	X
	X
	0
	0
	0

	14453G>A
	X
	
	0
	0
	

	14459G>A
	X
	X
	0
	1.8E-05
	5.0E-03

	13513G>A
	X
	X
	0
	0
	2.0E-03

	14577T>C
	
	
	8.9E-04
	3.5E-05
	

	14600G>A
	
	
	0
	1.8E-05
	

	11778G>A
	X
	X
	1.9E-04
	2.3E-04
	3.1E-01

	10197G>A
	X
	X
	0
	0
	7.0E-03

	10191T>C
	X
	X
	0
	0
	0

	10158T>C
	X
	X
	
	
	0

	Complex III

	14864T>C
	
	
	0
	0
	

	15150G>A
	X
	
	0
	0
	

	15170G>A
	
	
	0
	0
	

	15197T>C
	X
	
	0
	0
	

	15243G>A
	
	
	0
	0
	

	15498G>A
	X
	
	2.8E-04
	1.2E-04
	

	15579A>G
	X
	
	0
	0
	

	15699G>C
	
	
	
	
	

	15635T>C
	
	
	0
	0
	

	15800C>T
	
	
	
	
	

	Complex IV

	6489C>A
	X
	
	3.3E-03
	0
	

	6708G>A
	
	
	0
	0
	

	6930G>A
	X
	
	0
	0
	

	6955G>A
	
	
	0
	0
	

	7444G>A
	X
	
	5.4E-03
	1.8E-04
	

	7587T>C
	X
	
	0
	0
	

	7671T>A
	X
	
	
	
	

	7896G>A
	X
	
	0
	0
	

	7970G>T
	
	
	
	
	

	9396G>A
	
	
	
	
	

	9553G>A
	
	
	
	
	

	9559delC
	
	
	
	
	

	9789T>C
	
	
	0
	0
	

	9952G>A
	X
	
	
	
	

	9957T>C
	
	
	2.8E-04
	0
	

	9379G>A
	
	
	0
	0
	

	Complex V

	9185T>C
	X
	X
	0
	3.5E-05
	5.0E-03

	9176T>C
	X
	X
	0
	5.3E-05
	5.0E-03

	8993T>G
	X
	X
	0
	0
	1.0E-02

	8993T>C
	X
	X
	1.8E-05
	1.8E-05
	3.0E-03

	8529G>A
	X
	
	
	
	

	m.9127-9128 del AT
	
	
	
	
	

	9176T>G
	X
	
	
	
	


Variants with no pathogenicity confirmation or reported allele frequencies are left blank.  The absence of the variant in the population is indicated by a 0% allele frequency.
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