Supplementary Table 1. mtDNA polymorphisms detected in cybrids by whole mitochondrial genome sequencing. Columns from left to right: Cybrid ID, position and type of polymorphism, heteroplasmy level, gene harboring the polymorphism, and association with pathology according to the literature (if available).
	Cybrid
	Polymorphism
	Heteroplasmy, level
	Gene
	Association with pathology

	TC-522
	m.8970C>T
	0,045
	MT-ATP6
	

	TC-HSMAM3
	m.8705T>C
	0,04
	MT-ATP6
	

	TC-HSMAM3
	m.8064T>C
	0,118
	MT-CO2
	

	TC-522
	m.14979T>C
Met → Thr
	0,171
	MT-CYB
	

	TC-HSMAM3
	m.15141T>C
Phe → Leu
	0,042
	MT-CYB
	

	TC-520
	m.16189T>C
	0,79
	MT-DLOOP1
	A potential risk factor for the development of insulin resistance in patients with type 2 diabetes mellitus [31].

	TC-522
	m.16189T>C
	0,832
	MT-DLOOP1
	A potential risk factor for the development of insulin resistance in patients with type 2 diabetes mellitus [31].

	TCN-521
	m.16093T>C
	0,046
	MT-DLOOP1
	Co-occurrence of m.3243A>G and m.16093T>C is associated with MIDD syndrome (maternally inherited diabetes and deafness) [32].

	TCN-521
	m.16291C>T
	0,021
	MT-DLOOP1
	

	TC-HSMAM3
	m.309C>T
	0,085
	MT-DLOOP2
	Associated with gait speed [33].

	TC-HSMAM3
	m.311C>T
	0,042
	MT-DLOOP2
	

	TC-LSM2
	m.310T>C
	0,803
	MT-DLOOP2
	Inversely correlated with obesity [34].

	TC-LSM2
	m.567A>C
	0,052
	MT-DLOOP2
	

	TC-LSM2
	m.574A>C
	0,022
	MT-DLOOP2
	

	TCN-521
	m.310T>C
	0,852
	MT-DLOOP2
	Inversely correlated with obesity [34].

	TC-520
	m.3661T>C
	0,024
	MT-ND1
	

	TC-LSM2
	m.3308T>C
Met → Thr
	0,047
	MT-ND1
	The mutation has been reported in association with left ventricular hypertrabeculation/noncompaction [35].

	TC-LSM2
	m.3643G>A
	0,037
	MT-ND1
	

	TC-LSM2
	m.4048G>A
Ala → Thr
	0,026
	MT-ND1
	Identified in patients with essential hypertension [36].

	TC-HSMAM3
	m.4770G>C
Trp → Cys
	0,113
	MT-ND2
	

	TC-HSMAM1
	m.11661T>C
Ile → Thr
	0,021
	MT-ND4
	

	TC-LSM2
	m.10826A>G
Thr → Ala
	0,042
	MT-ND4
	

	TC-522
	m.13498G>A
Ala → Thr
	0,156
	MT-ND5
	

	TC-522
	m.14002A>T
Asn → Ile
	0,035
	MT-ND5
	

	TC-HSMAM3
	m.13852T>C
Met → Thr
	0,033
	MT-ND5
	

	TC-LSM2
	m.12622G>A
Val → Met
	0,02
	MT-ND5
	Detected in three brothers with Leigh syndrome [37].

	TC-520
	m.14417A>G
Lys → Arg
	0,066
	MT-ND6
	

	TC-HSMAM3
	m.1492A>G
	0,033
	MT-RNR1
	

	TCP-521
	m.1554G>A
	0,038
	MT-RNR1
	

	TCP-521
	m.1291T>C
	0,032
	MT-RNR1
	

	TC-522
	m.2916G>A
	0,035
	MT-RNR2
	

	TC-LSM2
	m.1766T>C
	0,02
	MT-RNR2
	

	TC-522
	m.7561T>C
	0,022
	MT-TD
	

	TC-HSMAM3
	m.12301G>A
	0,063
	MT-TL2
	

	TC-HSMAM3
	m.14035T>C
	0,019
	MT-ND5
	

	TCN-521
	m.15575G>A
Val → Met
	0,019
	MT-CYB
	

	TC-HSMAM3
	m.5372A>T
	0,017
	MT-ND2
	

	TCP-521
	m.11809T>C
	0,016
	MT-ND4
	

	TCN-521
	m.15657T>C
Phe → Leu
	0,015
	MT-CYB
	

	TC-HSMAM3
	m.16065G>A
	0,014
	MT-DLOOP1
	

	TCN-521
	m.14399A>G
	0,014
	MT-ND6
	

	TCP-521
	m.14388A>G
Tyr → Cys
	0,014
	MT-ND6
	

	TCP-521
	m.7332G>A
	0,013
	MT-CO1
	

	TC-LSM2
	m.4427G>A
	0,013
	MT-TM
	

	TC-HSMAM1
	m.6719T>C
	0,013
	MT-CO1
	

	TC-HSMAM1
	m.146T>C
	0,012
	MT-DLOOP2
	

	TC-HSMAM3
	m.14180T>C
	0,011
	MT-ND6
	

	TCP-521
	m.5442T>C
	0,011
	MT-ND2
	

	TC-LSM2
	m.9987T>C
	0,011
	MT-CO3
	

	TC-LSM2
	m.16213G>A
	0,011
	MT-DLOOP1
	

	TC-LSM2
	m.3745G>A
	0,011
	MT-ND1
	

	TC-HSMAM3
	m.7553A>G
	0,01
	MT-TD
	

	TCN-521
	m.4244G>A
	0,01
	MT-ND1
	

	TCP-521
	m.12008G>A
	0,01
	MT-ND4
	

	TCP-521
	m.10504T>C
Phe → Leu
	0,01
	MT-ND4L
	

	TCP-521
	m.12686T>C
	0,01
	MT-ND5
	

	TC-520
	m.16355C>T
	0,01
	MT-DLOOP1
	

	TC-LSM2
	m.16131T>C
	0,01
	MT-DLOOP1
	

	TC-HSMAM1
	m.309C>T
	0,01
	MT-DLOOP2
	Associated with gait speed [33].

	TC-HSMAM1
	m.3608G>C
	0,01
	MT-ND1
	

	TC-HSMAM1
	m.4512G>A
	0,01
	MT-ND2
	

	TC-522
	m.309C>T
	0,01
	MT-DLOOP2
	Associated with gait speed [33].

	TC-522
	m.523A>C
	0,01
	MT-DLOOP2
	

	TC-522
	m.3042T>C
	0,01
	MT-RNR2
	

	TCP-521
	m.5466A>G
	0,009
	MT-ND2
	

	TCP-521
	m.13643G>A
	0,009
	MT-ND5
	

	TC-HSMAM1
	m.5214C>T
	0,009
	MT-ND2
	

	TC-522
	m.5894A>C
	0,009
	intergenic
	




