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Supplementary Table S1. The sequence of tRNA probes

tRNA Probes

Sequence
mt-tRNALys TCACTAAGGGTGGTCGGTAAGCACCAAGTT
mt-tRNAG AATTCTTACTCAGACTTTAACTGAGACCGG
mt-tRNAGI TTAGAAAGAAGGGGGTCGAACCCATGCCCA
mt-tRNALeu (UUR) GGCCTTTTGCAATTACCGAGCTCTGCCATC
mt-tRN AT TCTACTGAGAGCTTTGAAGGCTCTTGGTCT
mt-tRNAHis GGGGCTTTAACCCCTATCTTTAGAGTCACG
mt-tRNAMet TGATGAAGGAGGGACTTTAACCATCATGTT
ct-tRNAGH TTCCCTGACCGGGAATCGAACCCGGGCCGC
ct-tRNAAl TGGAGATGCCGGGGATTGAACCCGGGGCCT
Cct-tRNAGly TGCATTGGCCGGGAATCGGACCCGGGTCAC

5S rRNA GCAACCTAGTTTTCCCATGTGGTCTCCCAT
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Supplementary Figure S1 :Amino acid sequence multiple alignment of the TRMU family encompassing D.rerio,
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H.sapiens, M.musculus, R.Norvegicus, C.lupus, B.taurus, X.tropicalis, D.melanogaster, C.elegans, and S.cerevisiae
were performed using Clustal W. zebrafish Trmu shares about 65% sequence identity with human TRMU . (Danio

rerio : NP_001018435.1 ; Homo sapiens : NP_060476.2 ; Mus musculus : NP_082339.1 ; Rattus norvegicus :
XP_006242226.1 ; Canis lupus : XP_538325.2 ; Bos Taurus : NP_001156660.1 ; Xenopus tropicalis :

XP 002932238.1 ; Drosophila melanogaster : NP_652639.1 ; Saccharomyces cerevisiae : NP_010251 ;

Caenorhabditis elegans: NP_502120 )
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Supplementary Figure S2. (A) Balance/orientation in the mtul”, mtul*- and wildtype fish at 5 dpf is shown.
The red arrow indicates those abnormally swimming zebrafish, such as frequently sanking to the bottom of the
dishes in the head down position and slowly settled their lateral side. (B) Quantification of the levels of
abnormal swimming behavior in the mmul”’ (n=196), mtul*- (n=200) and mtul** (n=189) zebrafish. (C)
Zebrafish larvae corresponding to the artificial startle stimulus. Images were captured right before (0 s, yellow)
and after (1 s, purple; 2 s, cyan) the stimulus, and then overlapped using Image J software. The red arrows
indicated representative non-responders. The motion curves were indicated by dashed lines. (D) Quantification
of the average movement distance in the maul’ (n=30), mul™- (n=40) and mmul*"* (n=45). The error bars
indicate standard errors; p indicates the significance, according to Student’s t test, of the difference between
mutant and wild type.
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Supplementary Figure S3. The number of FM1-43FX+ hair cells in the neuromases of All
system were counted in the meu "+ (n=13) and mtul*- (n=15) mutants and wildtype (n=16)
fishes at Sdpf.
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Supplementary Figure S4. (A) Representative image of DASPE labeled hair cells from the
mitul** and mtul*~ mutants and wildtype fishes at 5dpf. (B) Selected the SO1 SO2 OC1 D1
and the L1 to assess states of the neuromsts at 5dpf zebrafish larvae.
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