Fugu MyoD ORF predicted from Ensembl (release 23.2¢.1) genomic Scaffold 1617, bases 21499-23256
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ATGGAGCTGTCGGAGATCTCCTTCTCCATCCCTGCCGCTGACGACTTCTATGACGACCCC
M E L S E I S F s I Pp A A D D F Y D D P

TGCTTCAGCACCTCTGACATGCACTTTTTTGAGGACATGGACCCCCGCCTGGTCCACGCG
c ¥Fr s T SsS D MHF F E DM D P R L V H A

GGCCTGCTGAAGCCGGATGACTGCTGCTCTTCATCCTCACTCTCTCCTTCCTCATCTTCC
G L. L XK p DD CTC S S S S L S P S S S S

GCTTCCCCATCGTCCCTTCTGCACATTCATCATCACACCGAGGCGGAGGACGACGAGCAC
A S P S S L L H I H H H T E A E D D E H

ATCCGTGCACCCAGCGGGCACCACCATGCAGGCCGCTGTCTCCTCTGGGCCTGCAAGGCC
I R A P S GH H HA G R CUL L W A C K A

TGCAAGCGGAAGACTACAAACGTGGACCGACGGAAGGCGGCGACGCTGCGTGAGCGGCGG
Cc K R K T T™NV D RUR KA ATL R E R R

CGGCTAAGCAAAGTCAACGAGGCCTTCGAGACGTTGAAACGCTGCACAAACACCAACCCG
R L S K v N E A F E T L K R C T N T N P

AACCAGCGGCTGCCCAAAGTGGAGATCCTGAGGAACGCCATCAGCTATATCGAATCCCTG
N 0 R L P K V E I L R N A I S Y I E S L

CAGGCACTGCTCCGAGGCGGCCAGGACGAGGCCTTCTACACCGTTCTGGAGCACTACAGC
0 A L L R G G QD E A F Y T V L E H Y S

GGGGACTCCGACGCGTCTAGCCCTCGCTCCAACTGCTCCGATGGCATGACGGATTTTAAC
G b s DA S S PR S NC S D GMT D F N

GGTCCGACCTGTCAATCAAACAGAAGAGGAAGCTATTACAGCAGCTATTTCTCGCAAACT
G p T C O S NRRG S Y Y S S Y F S QT

CCAAAAAGCCTGAAGGCGGAGCGGAACTCCAGTCTCGACTGTCTGTCCAGCATCGTGGAG
P K s L X A E R N S S L D C L S S I V E

CGGATCTCCACCGCCACCAGCAGCGGGCCGCCACCCGTAGACGGCCGCGGGTCTCCTGGG
R I s T A T S S G P P P V D G R G S P G

CCCCTTCAGGCCTCCTCTCCAAGGAGCAGTCGGGAACCAAACCTGATTTATCAGGTCCTG
P L. O A S S P R S S R E P NIL I Y QO V L



Fugu myogenin ORF predicted from Ensembl (release 23.2¢.1) genomic Scaffold 208, bases 195095-196347

1 ATGGAGCTTTTTGAGACCAACCCTTACTTCTTTCCCGACCAGCGCTTCTACGAGGGAGGA
1 M E L F E T N P Y F F P D O R F Y E G G

61 GATACCTACTTCCCCTCTCGTTTACCTGGGTCCTACGACCAAGGCACCTACCAGGATAGG
21 b Ty F P S R L P G S Y D O G T Y QO D R

121 AACACCATGATGGGCTTGTGTGGGAGTCTGTCCGGAGGTGTGGATGTTGGAGTGACAGGG
41 N TM M G L C G S L S G G V D V G VvV T G

181 ACAGAGGACAAAGCCTCTCCATCCAGCCTGTCACCTCACTCTGAGCCACACTGCCCGGGC
61 T E D K A S P S S L S P H S E P H C P G

241 CAGTGCCTTCCCTGGGCCTGCAAGTTATGCAAGAGGAAGACGGTCACCATGGACCGCCGG
81 0 ¢ L P WACI KIULCI KU RI KTV T M D R R

301 AGAGCGGCCACGCTGAGAGAGAAGAGGCGCCTGAAGAAGGTGAACGAGGCCTTCGACGCT
101 R A A TL R E K R RUL K K V N E A F D A

361 TTGAAGAGGAGCACGTTGATGAACCCAAACCAGAGGCTGCCCAAGGTGGAGATCCTCAGG
121 L K R S T L. M N P N QO R L P K V E I L R

421 AGCGCCATCCAGTATATCGAAAAGCTACAGGCCTTGGTGTCCTCCCTCAACCAGCAGGAC
141 s A I o0 Y I E K L O A L VvV S S L N O O D

481 ACTGAGACGGGACAGCAGGGACTGCACTTCCGGACCAGCGCGGTCCAACCCAGGGTGTCG
161 T E T 6 0 0 G L H F R T S A V Q P R V S

541 TCATCCAGCGAGCCCAGCTCAGGCAGCACGTGCTGCAGCAGCCCAGAGTGGAGCAGCACC
181 s s s E P S S G s T C C S S P E W S S T

601 CCCGACCAGTGCACGCAGAGCTACAGCAGCGAGGATCTTCTGAGCGCTGCCGACTCTCCG
201 P D O CT OO S Yy S S E DL L S A A D S P

661 GACCAAGGGAGCATGCGCACCCTGACCGCCATCGTGGACAGCATCTCTGCAGCGGACGCC
221 b o G s Mm R TUL T A I V D S I S A A D A

721 GCCGTGGCCTTTTCTATGGACATTCCCAAG

241 AV A F S M D I P K



Tetraodon MyoD OREF predicted from Genoscope (release 6) genomic scaffold SCAF7217, bases 4227-5573

1 ATGGAGCTCTCGGAGATCTCCTTCTCCATCCCAGCCGCTGATGACTTCTATGACGACCCC
1 M E L S E I S F s I Pp A A D D F Y D D P
61 TGTTTCAGCACCTCTGACATGCACTTTTTTGAGGACCTGGACCCCCGCCTTGTCCACACG
21 c Fr s T SsS b M HVF F E DL D P R L V H T
121 AGCCTGCTGAAGCCAGATGACTGTTGCTCCTCATCCTCACTCTCCCCTTCGTCTTCTTAC
41 s L. L K p DDCTCS S S S L S P S S S ¥
181 TCGTCTCCATCCTCCCTCCAGCACCACCATCACCACGCTGAAGCGGAGGACGACGACGAC
61 s S P S S L 0O H H HHHAEA AE D D D D
241 GTCCGTGCACCCAGCGGGCACCACCAGGCGGGTCGCTGCCTCCTCTGGGCCTGCAAGGCC
81 V R A P S GH H O AGU R CTULUL W A C K A
301 TGCAAACGGAAGACCAACGCGGACCGGCGGAAGGCGGCGACGCTGCGTGAGCGGCGGCGC
101 Cc K R K T N A DRIRI KA AATILR E R R R
361 CTCAGCAAAGTCAACGAGGCCTTCGAGACCCTGAAGCGCTGCACCAGCGCCAACCCCAAC
121 L S K v N E A F E TL K R C T S A N P N
421 CAGCGGCTGCCCAAAGTGGAGATCCTGAGGAACGCCATCAGCTACATCGAGTCCCTGCAG
141 O R L P KV E I L R N A I S Y I E S L Q
481 GCGCTGCTCCGAGGCGGCCAGGACGAGGCCTTCTACCCTGTGCTGGAGCACTACAGCGGG
161 A L L R G G QO D E A F Y P V L E H Y S G
541 GAGTCGGACGCGTCCAGCCCCCGCTCCAACTGCTCCGACGGCATGACGGATTTTAATGGT
181 E s bA S S P R S NC S D GM T D F N G
601 CCTACCTGTCAATCAAGCAGAAGAGGAAGTTATGACAGCAGCTATCTGTCACAAACTCCA
201 p T C O S S R R G S Y D S S ¥ L S O T P
661 CTGAAGGCGGAGCGCAACTCCAGTCTGGACTGTCTGTCCAGCATCGTGGAGCGGATCTCC
221 L K A E R N S S L D CUL S s I VvV E R I S
721 ACGGACACCAGCAGCGGTGTNCCGCACCCCGCAGAGGGTCCGCGCCACCCCGGGTGTCCC
241 T b TS S GV P H P A E G P R H P G C P
781 GTCCTGGCCACCCCCCCGCAGAGCAGCCGGGACCCAAACCTG

261 v L AT P P 0 S S R D P N L



Tetraodon myogenin ORF predicted from Genoscope (release 6) genomic scaffold SCAF14528, bases 234783-
235947

1 ATGGAGCTTTTTGAGACCAACCCTTACTTCTTTCCTGACCAGCGCTTCTACGAGGGAGGA
1 M E L F E T N P Y F F P D O R F Y E G G

61 GATAGCTACTTCCCCTCTCGCCTACCGGGGTCCTACGACCAAAGCACCTACCAGGACCGG
21 b s Yy P P S R L P G S Y D O S T Y QO D R

121 AACTCCATGATGGGCTTGTGCGGGAGTCTGTCTGGAGGTGTCGACGTTGGAGTGACAGGG
41 N S M M G L. C G S L S G G V D V G VvV T G

181 ACAGAGGACAAAGCCTCTCCGTCCAGCCTGTCACCTCACTCTGAGCCACACTGCCCGGGT
61 T E D K A S P S S L S P H S E P H C P G

241 CAGTGCCTTCCCTGGGCCTGCAAGATATGCAAGAGGAAGACGGTCACCATGGACCGTCGG
81 0 ¢ L P W ACI K I C KR KTV T M D R R

301 AGGGCCGCCACGCTGAGGGAGAAGAGGCGCCTGAAGAAGGTGAACGAGGCCTTCGACGCT
101 R A A TL R E K R RUL K K V N E A F D A

361 TTGAAGAGGAGCACGTTGATGAACCCCAACCAGAGGCTGCCCAAGGTGGAGATCCTCAGG
121 L K R S T L. M N P N QO R L P K V E I L R

421 AGCGCCATCCAGTACATCGAAAGGCTGCAGGCCTTGGTGTCCTCCCTCAACCAGCAGGAC
141 s A I 0 Y I E R L QAL V S S L N O O D

481 ACTGAGACGGCGCAGCAGGCGCTGCACTTCCGGACCAGCGCGGCCCAACCCAGAGTGTCG
161 T E T A Q0 0O A L H F R T S A A Q P R V S

541 TCATCCAGCGAGCCCAGCTCAGGCAGCACCTGCTGCAGCAGCCCAGAGTGGAGCAGCACC
181 s s s E P S S G s T C C S S P E W S S T

601 CCTGAACAGTGCACGCAGAGCTACAGCAGCGAGGATCTTCTGAGTGCTGCCGACTCTCCG
201 P E o ¢C T o S Yy S S E D L L S A A D S P

661 GAGCAGGGGAGCATGCGTACCCTGACCGCCATCGTGGACAGCATCTCTGCAGCGGACGCC
221 E O G s Mm R TUL T ATI V D S I S A A D A

721 GCCGTGGCCTTT

241 A V A F



Tetraodon MRF4 ORF prediction from Genoscope (release 6) genomic scaffold SCAF14691, bases 236320-237613

1 ATGATGGACCTTTTTGAGACCAACACTTATCTTTTCAATGATTTGCGCTATCTGGAGGAG
1 M M D L F E T N T Y L F N D L R Y L E E

61 GGGGATCATGGACCACTGCAGCACTTGGACATGTCCGGGGTGTCCCCCCTCTATGACGGG
21 G b H G P L Q H L. DM S G V S P L Y D G

121 AACCACAGCCCGCTGTCTCCGGGTCCGGACAACGTCCCCTCTGAGACCGGGGGCGAGAGC
41 N H S P L S P G P DNV P S E T G G E S

181 AGCGGGGACGAACACGTCCTGGCGCCGCCGGGGGTGCGCGCCCACTGCGAGGGCCAGTGT
61 S G b EH VL A P P GV R A HCE G Q C

241 CTCATGTGGGCCTGCAAGGTCTGCAAGCGCAAGTCGGCGCCCACCGACCGGCGCAAGGCC
81 L M w A C K VvV C K R K S A P T D R R K A

301 GCCACGCTGCGGGAGAGGAGGAGGCTGAAGAAGATCAACGAGGCCTTCGACGCGCTCAAG
101 A T L R E R R R L K K I N E A F D A L K

361 AGGAAGAGCGTGGCCAACCCCAACCAGAGGCTGCCCAAGGTGGAGATCCTGCGCAGCGCC
121 R K S v A NP N O RL P K V E I L R S A

421 ATCAGCTACATCGAGCGGCTGCAGGAGCTGCTGCAGAGCCTGGACGAGCAGGAGCGCAGC
141 I S ¥y I E R L 0 E L L o0 S L D E O E R S

481 CCGAAGGGAGCCGGCGACGGCCCAGGAGAAGTTCCACAGCGACCCGGCGGCGGCGGCGAC
161 P K G A G D G P G E V P 0 R P G G G G D

541 TACTGCTGGAAAAAGGCCTCGGAGACGTGGCCGACCTCCGCCGACCATTCCGCCATCATT
181 Yy ¢C w K K A S E T wW P T S A D H S A I I

601 AACCAGAGAGACGGAGCCTGCGAGTCTTCGGCCTCCTCCAGCCTCCTCTGCCTCTCCTCC
201 N O R D GACE S S A S S S L L C L S S

661 ATCGTCAGCAGCATCAGCGACGACAAGACGGACCTCAGACACAGCGTCCCGGGGAAC

221 I v s S 1 s D D K T D L R H S V P G N



