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Supplementary Note 1

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

tRNA™"  Canonical Base Region tRNA™" Canonical Base Region
1 1 G 35 39 U
2 2 G 36 40 C
3 3 U 37 41 U Anticodon Stem
4 4 A Acceptor Stem 38 42 A
5 5 A 39 43 A
g’ 3 2 40 44 A
41 45 G . .
8 8 U 20 47 A Variable Region
9 9 G 43 48 C
10 10 G 44 49 A
i 11 c 45 50 G
D Stem
Iz e u 46 51 G T Stem
13 13 G 47 52 G
14 14 A 48 53 G
15 16 G 49 54 U
16 18 U D Loop = = 0
17 20 G 51 57 A T Loop
18 22 A 52 59 G
;9 ;i é D Stem 53 60 G
0 54 61 C
21 25 C 55 62 C
[ 22 [ 26 [ A | 56 63 U T Stem
23 27 U 57 64 C
24 28 u 58 65 u
25 29 G Anticodon Stem 59 66 U
26 30 G 60 67 U
27 31 A 61 68 U
28 32 C 62 69 U Acceptor Stem
29 33 U 63 70 A
30 34 G 64 71 C
31 35 u Anticodon Loop 65 72 C
32 36 A [ 66 | 73 | A [Discriminator Base]
33 37 A
34 38 A




Supplementary Note 2

Sequence alignment of N-terminal region of TRMT10C orthologues
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H. sapiens TRMT10C MSSKIPAVTYPKNESTPPSEELELDKWKTTMKSSVQEECVS----TISSSKDEDPLAATREF | EMWRLLGREVPEHITE -
—————————————————————————————— i
N-terminal unstructured region
H. sapiens TRMT10A - - - = - - - - - - o oo oo oo oo MSSEM-=- - - - - - - - - - oo o m e LPAFIETSNVDKKQG I NED
H. sapiens TRMT10B - - - - - - - - - - - - - - - oo oo oo MDWKLEGSTQKVESPVLQGQEGILEETGEDG- - - - - - LPEGFQLLQIDAEGECQE -
A. thalianaTrm10 = = = = = = = = s s e e e e e e e e e e e e e e e e e e et e ettt s e MAAATGNDDNGCFDK
R T 1 [ e e MSNDE I NQNE -
S. acidocaldarius Trm10 = = = = = = = = = - - - - s - - oo s o s -ssscs-ssss-o-s-o--- - MTLAKVFSQKLRELGI - - -------
T. kodakaraensis Trm10 = = = = = = = = = = = = o o e s e s e e e e e e s s e s oo e e - - MKTLADVFREALKEKGI - - - - - - - - -
Conservation
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H. sapiens TRMT10A QEESQKPRLGEGCEP | SKRQMKKL | KOKQWEEQREL RKQKRKEKRKRKK - - - - - - - - - - - oo oo oo oo oo L ERQ
H. sapiens TRMT10B GEILATG----STAWCSKNVQRKQRHWEK | VAAKKSKRKQE - - -KERRK - - - - - - - - - - - ANRAENPGI - - - - --- - cPQ
A. thaliana Trm10 PE--SEPAPVNVSPPLSKNAQKKQLKQQRYEAKKAEKKAQEKEHKRKEGERKLKEWEETLANATEEERLKL | ESRKSLRK
S. cerevisiae Trm10 EKVKRTPPLPPVPEGMSKKQWKIKMCKRQRWEENKAKYNAERRVKKKRLRHERSAKIQEYIDRGEE---------------
S. acidocaldarius Trm10 - = - - - - - - - - - SSIYIGHE- - - - - RPSLQSLAIKMLLKNYGLVEERREG - ---------- ML I TQDHG I KL | SGKG-TET
T kodakaraensis Trm10 - - - - - - - - - - - SSIGTLSKRFR.SKNKLQDIAIEIVHGKGAVFRVPEK ------------ TAV-- - - - AWDL NGNR - VDG
(o o i — TS T B J—
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H. sapiens TRMT10C KNFLFLRLWDR- - NMD | AMGWKG AQAMQFG

H. sapiens TRMT10A CQMEP - - - -NS- -DGHDRKR-VRRDVVHST

H. sapiens TRMT10B HSKRFLRALTK--D------- KLLEAKHSG

A. thaliana Trm10 ERMEK - - - -RS- -EEKEKK I ERLNQAKE IG

S. cerevisiae Trm10. - - - - - - - - - VP - -QEL IREPRINVNQTDSG

S. acidocaldarius Trm10 SRYTFR----------- KGGKKVS IHLPEY

T. kodakaraensis Trm10 SYYAYAPLCMREKFEPVLTPEELREKLPDW
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Supplementary Note 3

Sequence alignment of PPR domains of PRORP orthologues
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PPR1 PPR2

a2 a3 a4 ab
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RNPEK - -SLL INLHSCSKRKBL SAALALYDAAITSSDIRLNQQHFQSL SAFISD-PSLQTVAIDRGFQ DRMVSS
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e —
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VPMLETLKAFFDFGKDI KDDNYSNKLLDI NNQLYPGESFAHSI KT ESVPG
VPEEPELA KVSMDTKNAD - - -KVYKT DL VRQ KSTFDMIE KSEVA
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