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Supplementary Note 1

Table listing nucleotide positions in mitochondrial tRNATyr (tRNA numbering used in the deposited structural
model) and corresponding canonical tRNA nucleotide positions (tRNA numbering used in the manuscript)

1 1 G
2 2 G
3 3 U
4 4 A
5 5 A
6 6 A
7 7 A

Acceptor Stem

8 8 U
9 9 G
10 10 G
11 11 C
12 12 U
13 13 G

D Stem

14 14 A
15 16 G
16 18 U
17 20 G

D Loop

18 22 A
19 23 A
20 24 G
21 25 C

D Stem

22 26 A
23 27 U
24 28 U
25 29 G
26 30 G
27 31 A

Anticodon Stem

28 32 C
29 33 U
30 34 G
31 35 U
32 36 A
33 37 A
34 38 A

Anticodon Loop

35 39 U
36 40 C
37 41 U
38 42 A
39 43 A

Anticodon Stem

40 44 A
41 45 G
42 47 A
43 48 C

Variable Region

44 49 A
45 50 G
46 51 G
47 52 G
48 53 G

T Stem

54 61 C
55 62 C
56 63 U
57 64 C
58 65 U

T Stem

49 54 U
50 55 U
51 57 A
52 59 G
53 60 G

T Loop

59 66 U
60 67 U
61 68 U
62 69 U
63 70 A
64 71 C
65 72 C

Acceptor Stem

66 73 A Discriminator Base

tRNATyr Canonical Base Region tRNATyr Canonical Base Region
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Conservation

H. sapiens TRMT10C

H. sapiens TRMT10A
H. sapiens TRMT10B
A. thaliana Trm10
S. cerevisiae Trm10
S. acidocaldarius Trm10
T. kodakaraensis Trm10

- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 1 0 0 0 6 3 - - - - - - - - -

N-terminal unstructured region
α1
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Conservation

H. sapiens TRMT10C

H. sapiens TRMT10A
H. sapiens TRMT10B
A. thaliana Trm10
S. cerevisiae Trm10
S. acidocaldarius Trm10
T. kodakaraensis Trm10

- - - - - - - - - - - 6 4 2 2 7 5 4 5 0 0 3 4 - 0 3 4 4 7 2 4 3 3 7 2 2 3 4 4 2 3 0 0 2 3 3 5 4 0 - - - - - - - - - - - 0 0 0 - - - - - - - - - - - - - - 0 0 0

N-terminal domain (NTD)
α2 α3

180 190 200
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Conservation

H. sapiens TRMT10C

H. sapiens TRMT10A
H. sapiens TRMT10B
A. thaliana Trm10
S. cerevisiae Trm10
S. acidocaldarius Trm10
T. kodakaraensis Trm10

0 1 1 0 0 - - - - 0 0 - - 0 - - - 0 0 0 - 3 3 3 4 2 5 2 2 6

Adapter domain
Adapter helix (α4)

Supplementary Note 2

Sequence alignment of N-terminal region of TRMT10C orthologues



150140 160 170 180 190 200
H. sapiens PRORP
A. thaliana PRORP1
A. thaliana PRORP2
A. thaliana PRORP3
D. melanogaster PRORP
T. brucei PRORP
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Conservation
0 2 0 2 0 - - 0 2 5 2 4 8 2 6 7 1 4 4 4 7 9 3 3 6 6 0 0 2 0 0 2 0 3 1 3 1 6 0 1 8 6 3 3 7 5 0 4 7 9 5 7 6 5 3 0 0 0 - 0 - - - - 2 4 4 7 5 7 8 7 9 7 6 3 8 4 3 5

α2 α3 α4 α5

PPR1 PPR2

210 220 230 240 250 260 270

H. sapiens PRORP
A. thaliana PRORP1
A. thaliana PRORP2
A. thaliana PRORP3
D. melanogaster PRORP
T. brucei PRORP
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Conservation
- - - 5 9 - 5 4 5 8 4 2 5 5 7 2 4 * 5 2 2 3 5 8 - 4 3 2 + 6 2 8 7 4 4 8 5 3 - - - - - 6 6 6 5 4 7 6 7 3 6 7 2 - - 6 4 2 0 5 2 9 3 6 5 + 9 3 9 3 4 6 7 3 3 3 3 5

α6 α7 α8 α9

PPR3 PPR4

280 300 310 320 330
H. sapiens PRORP
A. thaliana PRORP1
A. thaliana PRORP2
A. thaliana PRORP3
D. melanogaster PRORP
T. brucei PRORP
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Conservation
3 6 3 4 3 4 7 3 * 8 6 5 3 5 4 5 1 3 5 3 4 - - - 1 2 0 2 6 * 4 - 4 * 8 6 3 4 3 3 1 2 1 1 1 0 0 0 2 1 1 1 0 0 0 0 0 0

α10 α11 α12

PPR5

Y183

Supplementary Note 3

Sequence alignment of PPR domains of PRORP orthologues




