Table S2. Conservation analysis and pathogenicity prediction of the 28 non-synonymous variants
identified in the 16 completely sequenced mtDNAs (Figure 1).

Nucleotide Gene Amino acid Eukaryotes Vertebrates Mammals PolyPhen2 | SIFT Famil
change change Conserv. Conserv. Conserv. Prediction | Prediction y
Probably Not
m.4172T>A MT-ND1 p.L289Q 60.39 84.26 100.00 Damaging | Tolerated 6
8,9, 10,
m.4216T>C MT-ND1 p.Y304H 48.05 67.59 62.03 11,12,
Benign Tolerated 13
m.5074T>C MT-ND2 p.1202T 48.45 58.73 53.68 Benign Tolerated 15
m.7632T>C MT-COII p.116T 58.13 86.41 93.21 PDZS;II:(‘::%Q Tolerated 13
m.7859G>A MT-COll | p.D92N 51.21 67.93 74.69 Benign Tolerated 14
m.8393C>T MT-ATP8 | p.P10S 42.96 60.64 41.82 Efrggz%g Tolerated | 14
m9055G>A | MT-ATP6 | p.AL77T 26.00 90.16 90.24 PD(;T;';)Q:%Q Tolerated |7
7,8,9,
10, 11,
m.10398A>G MT-ND3 p.T114A 42.86 61.00 81.08 12 13
Benign Tolerated 15, 16
m.11084A>G |MT-ND4  |p.T109A 52.48 65.57 86.36 Ef{ggg%g Tolerated | 14
8,9, 10,
m.13708G>A MT-ND5 p.A458T 31.13 46.55 43.59 11,12,
Benign Tolerated 13,14
m.13759G>A | MT-ND5 p.A475T 21.70 41.38 51.28 Benign Tolerated 1,7
m.13780A>G | MT-ND5 p.1482v 50.00 87.93 82.05 Benign Tolerated 15
m.13934C>T | MT-ND5 p.T533M 23.58 36.21 51.28 Benign Tolerated 8,9
m.13966A>G | MT-ND5 p.T544A 28.30 36.21 51.28 Benign Tolerated 14
m.14502T>C | MT-ND6 p.158V 51.61 57.83 76.74 Benign Tolerated 9
m.14325T>C  |MT-ND6  |p.N117D 21.77 45.78 27.91 E(;Srf]':éﬁ]g Tolerated | 12
6,7,8,9,
10, 11,
m.14766C>T MT-CYB p.I7T 48.43 50.97 57.24 12,13,
14, 15,
Benign Tolerated 16
7,8,9,
m.14798T>C MT-CYB p.F18L 68.12 72.67 89.11 10, 11,
Benign Tolerated 12
m.14927A>G MT-CYB p.T61A 76.33 81.54 98.13 . Not 6
Benign Tolerated
m.15257G>A MT-CYB p.D171N 89.67 93.39 98.21 . Not 13
Benign Tolerated
8,9, 10,
m.15452C>A MT-CYB p.L236l 42.39 44.24 50.41 11,12,
Benign Tolerated 13
m.15812G>A | MT-CYB p.V356M 65.46 68.65 79.59 . Not 13
Benign Tolerated




