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Supplementary figure legends

Figure S1. Nucleotide and deduced amino acid sequence of medaka mitfl and
mitf2. (A) mitfl. (B) mitf2. Start codon and stop codon are shown in bold. Broken and
solid arrows depict sequences of primers for PCR analysis and cDNA cloning,
respectively. Sequences are deposited in GenBank under accession numbers
KC249979 (mitfl) and KC249980 (mitf2).

Figure S2. Mitf protein sequence alignment. Common species names, Mitf
proteins or isoforms and percentage sequence similarity values compared to the
medaka Mittfl and Mitf2 are seen. The basic helix-loop-helix leucine zipper
sequences are indicated. For accession numbers see Figure 1B.

Figure S3. Phylogentic tree construction by maximum likelihood. For accession
numbers and more details, see the legend to Figure 1B.

Figure S4. Phylogentic tree construction by minimum evolution. For accession

numbers and more details, see the legend to Figure 1B.
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CCCGCAGTTTTGTTTTGTTTTACTTGTTTGTGGGTTTTTTTTACGTTCTGGAAAAGTTGACGTCTGCAAGTATGCAGTCCGAATCCGGAATAGTTCCTG
M Q S E S G IV P
ACTTTGAGGTCGGCGAGGACCTTCAGGACGAGCCTAAAACGTACTATGAGCTGAAGAGTCAACCTTTGAAAAACAGCCCAAACCAACACATCTCCTCCA
D FEVGETDTLTG QDTET PKTYYELTIKSI QPLTIKNSPNGI QHTISSS
AGCCCCCACTGAGCTCCTCCGCCATGACATCACGCATCCTGCTACGCCAGCAGCTGATGAGGGAGCAGCTTCAAGAACAGGAGCGGCGTGAGCAGCAGC
K PPLSSSAMTITSRTITTLTL™QQQLMRETZG QLG QETZG QETRT RTET QO
GGCAGCAGTCCTCTCACTTTCCACAAACCACCGCCACCCAGACCCCCGCCATCAATGTCAGTGTCCCGACCAGTTCGTCGCCCTCCGCACAGGTCCCCA
R Q QS SHF®PQTTATOQT®PAINVYSVPTSSSPSAQ QVP
TGGAGGTGCTCAAGGTTCAGACTCACTTAGAGAACCCAACCAAGTACCACATCCAACGCTCCCAGCAGCAACAAGTGAGACGATACCTGGGGAAGCTTG
M E V LKV QTHTLTENPTI KTYHTIOQRSQQQQVURRYLGKL
GCTCCCAGGCGCTGAGCTTGCCCTGCCCCAACCAGTCCTCTGACCACGGGGGCATGCCGCCAGGGCCAGGCAACAGCGCCCCCAACAGCCCTATGGCCT
G S QAL SLZPTCPNI GQSSHDU HGSGMMPZPGPGNSAPNSTPMA
TACTGACCCTCAACTCCAACTGCGAGAAAGAGATGGATGATGTCATTGACGACATTATTAGTCTGGAGTCCAGTTACAGTGATGACATCCTTGGTCTGA
L LTLNSNTCETZKEMSDT DU YVTIHIDDTIISLESSYSDDILGIL
TGGACCCAGGACTTCAGATGCCAAATACGATCCCTGTGCCTGCAAACCTCATGGACATGTACGGTAACCAGGGCCTGCCGCAGCAAGGTCTGCCCATAA
M DPGLQMPNTTILPVPANLMDMMYSGNI QGTLTZPIQQGTLP I
GCAACTCCTGCCCTCCAAACCTACCCAACATCAAAAGGGAATACTCAGTGTCACAATCTCCTGCCATCATGCACATGTTGGATAAATCTGGATCTTGTG
S NS CPPNLZPNIIKR REYS SV SQSPAIMHMLTG DTIKSSGSC
GCAAATTTGACACCTATCAAAGACCAGAGGGCTTCCCTGTTGAAGCTGAGGTAAGAGCGCTGGCAAAGGAAAGACAGAAAAAGGACAACCATAATTTGA
G K FDTYQRUPEGTFPVEAEVR RALAIKTETR RTI QKT KT DNHNIL
TTGAAAGAAGACGAAGGTTCAACATCAACGATCGGATCAAAGAACTAGGAACTCTGATTCCAAAATCCAATGACCCAGACATGCGCTGGAACAAAGGCA
Il ERRRRFNINDTU RIIKETLSGTTULTIPIKTSNDTPUDMMRMWNKG
CCATCCTGAAGGCATCGGTAGATTACATCCGCAAGCTIGCAACGGGAACAACAGCGAGCCAAAGAGCTGGAGAACCGCCAGAAAAAACTGGAGCACGCCA
T1LKASVDYT1TRZKTOQRET QQRAIKTETLTENRTI QKTIKTLTEHA
ACCGACACCTGATGCTGAGAATACAGGAACTAGAAATGCAGGCAAGGGCTCATGGCCTGCCCATCACGTCTTCAGCACTCTGCTCTGTTGAACTTGGGG
NRHLWMLT RTIOQETLTEMMOQARAHGTLT PITSSALTCSVETLSGEG
TGAGAGCCATCAAGCAGGAGCCCGCTCTGGAGGACTGCCACCAAGACATGTATACACTCCACCCCCATCACCAACACCACCCAGCCTGCACTCCAGAGC
VRAI KQEUPALTETDTCHGI QDMYTULHPHHGO QHU HPATCT®PE
AGCCAGGCACGCTGGAGCTCAACGACGGCCACTCAAACTTCCCTGAAGGGCACTACAACGT TCACAGCAAAGCAGGCTCCAAACTCAACGACATCCTCA
Q PG TLETLNU DTG HTSNTFPEGHYNVHSIKAGSZKTLNDIL
TGGAAGACACCTTAGCCCCTGTGAGAGGGGGGGACCCCCTGCTCTCGTCCGTCTCCCCAGACGCCTCAAAGGACAGCAGCCGTAAAAGCAGCGTCAGCA
M EDTTLAPVI RGS G DT PTLTLSS SV SPDASTIKT DTSSRIKTSS VS
TGGATGAAAACGAGCAGGGCTGTTAG
M DENTETU QG C *

TTTAGCCTTCTCTGAGGTTTGCAGAAGCTTGCTCTTAACTTTGAAACCCATTCAAAGGGAT TACATGAACAAAACACATCCGATATTTAGCAGTTCAGA
ATGTTGGAGATGT TGGAATACAGCAATTACCAGGTACAATCTAATTTAGAAAATGAAAACAAGCACCACTTCCAGCAGGCTCATAGACAGCAAGTGAGG
M L EMLTEYSNYG QVQSNTLTENENIE KU HHTFGO QO QAHT RT QT QVR R
CAGTATCTGTCAACTACTTTGGTAGGTAAAGCTGGGGGCCAATGTGCCATCCAGCCT TCAGAGCATAGCTTACCACCAGGATCCGAGGGCAGCATGCCC
Q YLSTTLVGI KA AGG®GI QT CATIOQPSTETHSTLTPPGSTETGSMFP
AACAGCCCAATGGCTTTGCTCACCCTCAGTTCTAATTGTGAGAAAGAGATGAATGATGTCATTGATGATATTATTAGCTTGGAGTCAAGTTACAATGAC
NSPMALTLTTLTSSNT CETKTEMNDVYVYTIHIODDTITISLETSTSTYNTD
GACGTTCTTGGACTAATGGAATCAGGACT TCAAATCAACAACCAGCTCCCAGTGTCCAGTAGTTTAATAGATGTGTACAACAATCAAGGACTAACGCTG
DVLGLMET SGLZ QTINNOQLPVYSSSLIDVYNNSQ GG GTLTHL
TCCAACCTGCCTACCAGCAGCTCCTGTGCATCTGGCATTAAAAGAGAATTAACAGCTCCTGGCATGAAGCAAGTGTTGAACAAGCCTGAATCCTGTGGC
S NLPTSSSCASGI I KRTETLTAPGMEKT QVLNTEKTPTESTSTCSG
CAGTATGAAAGCTATCAAAGGCCAGAGGAGTTTCCAGTAGAGACTGAGGTTAGAGCTCTTGCCAAAGAGAGACAAAAGAAAGACAACCACAACTTGATT
Q Y ESYQRZPETETFPVETTEVR RALAEKTETR RT OQTIKTEKT DNHNTL.I
GAACGAAGGCGAAGGTTCAACATTAATGACCGCATTAAGGAACTAGGAACCTTAATACCAAAATCCAATGATCCAGATATGCGCTGGAACAAGGGCACG
ERRRRTFNINTDT RTIIKTETLTGTTULTIHIPI KT SNTDTPDMRWNTIKGT
ATTCTCAAAGCTTCAGTAGACTATATCAGAAAACTGCAACAGGAGCAACAGAGAACTAAGGAGCTGGAGTGCAGGCATAAGAAGCTGGAGCATGCAAAC
1 L KA SVDYTI1R RZE KLU OQOQET QQRTTIKTETLTETCRHE KT KTLTETHAN
AGTCATCTTATGCTTCGAATACAGGAACT TGAGATCCAGGCACGGGCTCATGGTTTGACAGTGGCAGCCGCCCCATCTATCTGCACATCAGAGCTTTTG
S HLMLZ RTIOQETLTETLGO QAR AHGLTVAAAPSTIC CTSETL.L
GCACGAGCCATTAAACAGGAGCCTATTCTTGGCGAATGCCCACCAGAGATATACCAGCACTGCTCGGCTCCTGACATGTCTCCTTCAACAACAATGGAC
ARAI1KOQETPTILGETC®PPETILIYO QHTCSAPDMS®PSTTWMD
TTAAACAATGGCATCATTACTTTTGACACCATTCCTGCAGAACCTGGGGATTCTAGCTCTTATGGAATCTCCAGAATCTGTAAAATGAAGGAGATGGTA
LNNGTI I TFDTTIPAETPGDT SSSYGTI!1SRICKMEKTEWMYV
AGGGACAAAAGTTTTGGGCCACTTTCACCAAGTAAACCTTTGTTGTCTTCAATACCACCAGATGTTTCTAACAACAGCAGTAACCACTGTAGCTCCAAT
R DKSTFGPTLST®PSIK®PLTLTSSTIPPDVSNNSSNIHTCSSN
GCAAGCATGGAGGAAAAAGAGAATGGCTGTTAACACCCCCTGCTGGGAGACAACTACACCTG
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Figure S1. Nucleotide and deduced amino acid sequence of medaka mitfl and

mitf2.
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Figure S2. Mitf protein sequence alignment.
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Figure S3. Phylogentic tree construction by maximum likelihood.
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Figure S4. Phylogentic tree construction by molecular evolution.
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