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AGRRATTGCGCATTGGI GARTATAAGGCCAT CATGC CGCAGACAGGARATGCGCC
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AGTACTTCACTGTAGGGCAGCAGC CCCAGTT GCCCTTGT CCTCAGC GGGTGTTGTGTACC
Y F TV G Q@ P QL PLS 5 A G V V Y P
CAGGCGCACTCTCTATGGCAGGARTGCCCTCTCCACAGATGCCCTC TGAGCACTCGAGCR
G AL S M A G M P S P QM P S E H S5 5 M
TGICTAGTAGCCCTGAACCAGTCCCACCCAGCAGCCAGCCCTCTTACCTCACACACARGG
s 8 8 P E P WV P P S s Q P 5 ¥ L T H K G
GGGAGGGGCCTICGCGTT ARGGAGGAGGAGCT CCGAATGGACGACGG CARTGGCGACGCCT
E G P R v E E E L R M D D G N G D . 4
ACGATGACT TCGACTACGAAGACGATGATGEGGACTATG GCAGT GACAGCGAGARTCACA
p DFD ¥ ED DDG D ¥ G S DSEN HTI
TCACTCAGTAARGC GCCAATCA"R CATCTCACCAGT CACCTGGCATCTCACGCARMGC
o

MkCTICZATT"‘" CCCCATACACCGTCCAATCAGGACTCCTCCAGAGCCARAGACCGAT

CACAGCARAAGCACAGGACCTGTCARTCAAAGTGACT GTTACAT GGAAAGGAGGGTCT
TG ‘IAAAG GAAGTATARCACTTGCCTTGACTCCTGCTGAGCGAACGT ACCGCGECARGTIC
ACAATGAAT ARCGAGTAAGCTACGATGACAT AGCGAARAARAAARALAR

Supplementary Fig. 1 A. Full-length nucleotide cDNA sequence of the CcSox5 gene.
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1 TGECCACTCACTTTCTGATGTTGCACGACGGGAAATGCTTTGAATACTTGCGACATGGECC
61 GCTTGCATTGATTGCCAAGATTGGCAGCAGTARCCATCGTCTTCTGTCGCTTCTGTTTAR
121 GRAGTAGAGAGGGAARRRCGCGATARATATACTTACARCTGC TCTCAGCGETTITTGACAGTT
181 CRACTTCATACAGCCAAARGCGGGATTCCCTCTICGGTCAGTGGAAGCGATACACTTCAGT
241 TTTTTTTTTCTTTTCAGTTTTTTTCT TCCCTTTCTCTGCTACTTCACATCAGTGTACATT
301 ATTTGTAARCCAGTTTGTAAACCAATAACGEGEATACGGCGAAGACGAGCGCTTGTTTGACT
36l CTGCTCACATCAAGGTCTTTCTGGCCGTGEATTTGEGGAGGATCTTGTGSGTTTTGTGCAR
421 GCAAATAARCATTTCCTTGCTGGATCTGGCAGATCGCAGACGRAACGCTTATGGTTCCAGTC
481 ATTTTCATGAATTCAAAATCAACTCACCAGTGATCTTTGGGAGCTGGAGATARAGTCTTT
541 CTGTTTATAACCCARATGCTGAACATGEGAGEEGCTTTCTGCGTAGCAGCTTTTTACTGAGC
1 M L N M E &G F L R 5 5 F L L 5
601 AGARATCATGTCTTCCAAGCAAGCCACCTCTCCATTTCCCTCGACCCCTGACGGAGGCGAG
1le R I M S5 5 K Q A T 5 P F P B o P D G G E
661 GATGGAGTGAATCAGGAGTGCATGTCCTGGGAARAAGATGAGAACTCAGAGTCACTAATC
36 D G V N Q E cC M &5 W E K D E N 5 E 5 L I
721 GCCCCTCAGCTTCCCCTGCACAATCTGCTCCACAACRARACCTCCCCTGGAGGAGCTCCAG
56 A P QL P L HNTUIL L H N K P P L E E L
781 CCAATCAGCAGCAGCGTGCCGCCCGAATCCGACTGGGACAGCCTGATGTCAGCCCAGCAG
Te P I S5 5 5 vV P P E 5 D W D 5 L M 5 &4 Q @
841 CECATGGAATCGGACAGCAATARRGTATGTTCCTTATACTCCTTCCGGAATARCTCTACC
=13 R M E 35 D 3 N EKE WV o=~ | L ¥ 5 F E N N 5 T
S01 TCTCCACACARAGCCAGAGGAGGGGGCCAGGEAGCGCGETGACCTGCTGAGCAGTTCAGCC
116 5 P H K P E E G A R E R G D L L 5 ‘5 5 A
Sel TTCGGARCGCCACAGCGCCGCARRGGARCGCCTGGCCGATGTGEGTGGACACACTGARACAD
136 F & T P E R R K G 5 L A D v v D T L E Q
1021 AAGARACTAGRAGGAGATGARACAAAGACAGAGCARGRACGRATCCTCCTGCATGGAGRRACTC
156 K K L E E M T K T E D E 5 .5 C M E K L
1081 CTTTCTAARRCGACTCGARLGAGRACGATCCAGCGACTCARACACAGGACGACGCTCTTAGGRAGAR
176 L S5 K D W K E E M E R L N T & E L L G E
1141 ATTARAGGTACTCCGGRARAAGTCTCGCGGAGRAGGAGCGACAGCTCTCCACCATGATCACRE
196 I K G T PE S L A EERK ER QL S T M I T
1201 CAGCTCATCAGCCTGCGAGAGCAACTCCTGGCCGCCCATGATGAGCAGAAGARACTGGCC
216 Q L I 5 L R E Q L L A A H D E Q K K L A
1261 GCCTCACAGATGGAGAARCAACGTCAGCARATGGAGCTGGCACGCCAACAGCAAGAGCAG
236 A S @ M E K Q@ R Q @M EL AR Q Q Q E @
1321 ATTGCCAGACRARACAGCAGCAACTTCTGCAGCAACAGCACRARARATCAATCTCCTCCAGCAG
256 I B R Q Q 0 Q2 L L Q9 Q H K I N L L Q
1381 CAGATCCAGGTCCAGGGICACATGCCTCCGCTCATGATCCCCATTTTITCCACACGACCAG
276 Q I Q VvV @ G H M P P L M I P I F P H D Q
1441 CGCACTCTGGCAGCAGCTGCGGCAGCCCAGCAGGGCTTCCTCTTCCCCCCAGGCATGTCC
286 R T L A A A A A R Q 0 G F L F P P G M 5
1501 TATAAGCCAGGTGATAACTACCCGGTGCAGTTCATTCCATCCACAATGGCAGCTGCTGCC
316 Y K P G D N Y P WV Q F I P S T M R R r R
1561 GCGTCAGGACTCAACCCTCTCCAGCTCCAGCAACTCTACGCCGCCCAGCTGGCCAGCATG
336 A S 6 L N P L Q@ L © Q L Y A 2 Q L A S M
1621 CAGGTCTCTCCAGGAGCCRAAGATGCCTICCGTTACCCCAGCCCCCCAATTCTACAGGGCCG
356 Lo 3 P = R K M P P L P Q P P B 3 T G P
1681 ATCTCCCCGICIGGCTIGAAGAATGARRRAGAGGGCCTCARCCCCACTGGCTCAAGTCAAG
376 I S P S 6 L KDNE KR A S TP L A Q V K
1741 GAGGAGGGAACGCAGCCTCTCAACCTCTCCGCCCGGCCCAAGACAGCTGAGCCCGTCAGA
386 E E G T Q P L N L 5 A R P K T A E P v R
1801 TCCCCCACATCCCCGACACAGAGCCTCTTCCCAGGCAACAAGAGCAGCCCGAACAGCCTG
418 5 P T =1 P T Q 5 L E B G N K S5 5 P N 5 L
1861 TCCAAGAGCAGAGGCATCCCCAGCCCCATCGGAGGAATGGGCCGTGGCTCGTCTCTGGAC
4386 5 K 5 R G I P S E I G G M G R G 5 S5 L D
1921 ATTCTGTICTAGCCTIGAACTCARAACAGCGCTIGTITTGGAGATCAGGATGCAGTGATGARGECC
456 I L 5 S L N 5 T A L F 6 D Q D A V M K A
1981 ATCCAGGAAGCGAGGAAGATGAGGGAGCAGATTCAGAGAGAGCAGCTTCAGCACCATCAG
476 I ¢ E A R K MRE Q I Q R EQ L Q H H Q
2041 CAGGGAATGGAGGCCAAGCTGTCCGCCCTCACCAGCATGGGCCTGAACAACTGCAGGGCT
4868 Q G M E A K L 5 A L T E M G L N N C R L
2101 GATAAGGAGAGGTCTCATTATGAGAACCTGGGCCATCACCTGGGCARACTAGGCGAGGAT
516 D K E R 5 H Y E N L G H H L G K L G E D
2161 GGARAGATTGGTCACAGAGTCATCGATCTCACCAGGCCAGAGGATTTCGAGGGAGGCGCC
536 G K I G H R v I D L T R P E D F E G G A
2221 AGCACTACCGATGCACGGGTCTACAGGGAACCCCGAGGAAGGALRCAGCARACGAACCTCAC
556 S T T D AR V YR EP R G RN S N E P [H]
2281 ATCAAACGGCCCATGAACGCCTTCATGGTCTGGGCCARAGATGAGCGCCGCAARATCCTT
=76

2341 CAGGCCTICCCAGACATGCACAACTUCAACATCAGCAAAATCTTCGGATCTCGCTGGAAG
EE [ & F F DX H N S N I S K I L G S R WK
2401 T N N e S N S N S T N T T T S S T S S T RO O C T TS TR

6lé G H T N 9 E HE @ F 2 4 E 2 A R L S5 34 I|
2481 AL IO oA AR L A L L L L AR T A A L A A L L L L AL L LAAROLOLAL LI OUHILITALC
636 H L E K Y P N X K Y K P R P K R T C I I
2521 o T T CAGATGATGAGGTCGAGGAGGCAGGAG
656 D G K K L R I G E Y K Q M M R S R R Q E
2581 ATGAGGCAGTTCTTCACTGTGGGGCAGATGGATATTAGAGTCGAGTGTTTCCACTTCAAC
676 M R Q F F T v G Q M D I R Vv E C F H F N
2641 ACGTTTTGTGTGCTTCTIGTACATTCTTTCCATTCTCAAATTCCCCGAGACCCTCTTAAGC
6596 T F c v L L i A L i A L K E B E ‘T L L 5
2701 TTTTCTGAGCATTGCAGCAGCCACAGACGCAGATCCCCATCTCCACCAGCGCAGAGCACC
716 F 5 E H C 3 35 H R R R 5 P 3 P F A Q 5 T
2761 TTCARCATGRAAGATGGARACCGGGCACCATGGTGTCTAACCACCCCGTGRAACGGAGAGEAC
736 F N M K M E P G T M ¥V S N H P V N G E D
2821 GAGATGGACATGTACGAGGACTTTGAGGACGAGCCCAAATCGGACTACAGCAGTGAGAAT
756 E M D M Y E D F E D E P K S D ¥ 5 =5 E N
2881 GAAACACAGGAGCCGGTCAGTGCCAACTGAGACGAAAACAGCCAGCGAAGAATATCCTTT
776 E T 2 E P WV 5 &R N -

2941 ATTRAGAGGGRARGACTGRAGARGATAGRARRRACGAGRARACRARARRARRAGARARRCRARRRRR

Supplementary Fig. 1B. Full-length nucleotide cDNA sequence of the CcSox6 gene. The predicted amino acid sequences are
shown underneath the CDS (coding sequence). The start and stop codons are bold-typed. The HMG (high mobility group) box
domain is boxed. The DNA binding site is underlined.



CcSoxD is Important in Carp Neurogenesis

1 GGAARCTGARCACCAGARRGTCACTCTGGAGTAGT GRAGGGAGGCTGGATCGGC GAGRAGT
61 GCGACGCATTCATCAGCTGTGCGCTCGEAGTCTCGGETTGTGCTGTARAGTCGTTGATAGA
121 CAGAGGCGTATTATTCRATGACACGAGAGGRAAACCACATTTTGCATGCGECGTTATCGAT
181 TCTGCGECCCAGRAGRCGACGGARAGACTGRAGGARTARACGTTTAGGGRAGCGCRARAGCGCA
241 GCGCACAGTTTTTTTGGAGT TGRATGTGTGAGCCCAGTCCACCTGCTCTTCATCCCCRAAG
1 M cC E P S5 P P a L H P Q
301 CCARMRGGCARATGTGACCATGGTGGETGTTGGTATCAAGCTTGRAGACGACGARTCAGGAG
13 L K G H v T M WV G V G I K L E D D E 5 G
361 GTAGAGTCATCARCCGAGARTCCCAGCACTCCTCTCCAGTCACTGATTGETCAGTTCGEC
33 & B ¥W I W B E 5 © H 5§ 5 P W T D W S5 WV R
421 AGCTCTCAGRCAGAGACGACTCTGAGARGTCAGCGCCCCCTRAATGCACAATCTCCTTTGG
53 Q L 5 D BE D D S5 E K 5 A P P N A g =5 P L
481 CEAGCTCTCCCAGTARARGACCCAGTACGATCATACACACCTGCCAGTCAAGATGGRAAGCA
73 s 5 § P 5 K D P Vv B 5§ ¥r T P A 5 £ D G 5
541 GTAGAGCTCATGATAAGACTGACAGCARATCTAATGTCAGTGAGGTGATGCCCACTATTGS
93 S R A H D K T b 5 K 5 N Vv 5 E WV M p T I
601 ARG TTCTGRAATACGGAC TGGARAGRAARACGTTCCTTGEGAAGGGTATTCAGGGECAGTG
113 E K L L N T D W KE E K F L G K G I Q G S
661 TCARCCTARRAGGAMRCCCCAGAGAGT CTTGCAGAGRAGGAGCTTCAGTTIGTTGTTGATGA
133 L N L K G T P _E 5 L A E K E L Q2 L L L M
721 TAARCCAGCTCTCTEGGTCTGCGAGAGCAGCTEGCTRAGGAGCTCATT CTGAGCAGAGGARTA
153 I N Q@ L 5 G L R E o L L & A H 5 E Q R N
781 TEGECCECTCTECTGCTGEGAGARACAGCAGCALCAGATGGAACTGECARAGEGCAGCAGCALG
173 M A A L L L E K o o o M E L LA R Q Q o
841 AR GAT GO AR RO GCAG CAGC A TTGATACAGCAGCAACATAALATCALCTTAC TGS
193 E Q I & K Q Qo Q 2 L I Q Q Q H E I H L L
901 hGCAGCAAATTCAGCAGGTAAACATGCCGTATGTTATGATCCCTGCCTTTCATCCCAACG
213 Q o 2 Q 9 Q VN M P ¥ VM I P A F H P H
S8l CCCAACCGTTGCCCGTCACCTCTGAGGCACAGATGGGATTGCCTCGGCATCCCATACACT
233 iy Q P L P WV T 5 E B @ M G L P R H P I H
1021 GCARRCCAGTGGARAATATCCCTITGCCGTTIGCTGCCTRATCCACACTCCACCCCAGTCARAL
253 c K P WV E ¥ P L P L L P N P H 5 P v K
1081 GETCCAGTGETACAGTCTTTCGCCAGGATTCCAGTCARCCTCTCAACCTCACGGCTARAC
273 R 5 5§ G T Vv F R o D S5 5 Q P L N L T L K
1141 CCAAGACCCCAMGTCCCCAGECACTGGRARTGECCCACTTACAAGCAGGETACCGAGCCR
293 B K T P 5 P Q A L E M A H L Q A G Y E &
1201 GAGATCTGACCCATAGCCCTACTCGATCTGCACTCAGCCTGAGCTICTIGGGAGASGETG
313 24 D L T H S - R 5 A L S5 L 5 F L G E G
1261 ATGTTGTGACACARGCCATTCATGATGCCCAGCAGCTGTTGCET GGAGGACARGEGCCCGA
333 D v vV T g A I H D a&aA Q QL L R G 6 g G P
1321 CAGGCCGAGRAGAGGGACCGTGAGAGGGRACARCAACRCAAGGCTGGAGGCATCTCGAGRGT
353 T G B E R D R E E D N N T R L E A S5 R E
1381 GEATGGATGATGGACAGTCCCTGCGGATGAATGAGGACCGCCTCAGCTEGT GACACT GAGE
373 R M D D c Q 5 L R M N E D R L 5 C D T E
1441 GECAGATGGCAGCCTCTGETETGEEAAGCTTTGETGAATCCCGGACTCCCTCCTCT GECC
393 G Q M A a = G v G 5 F G E 5 R I P 3 5 G
1501 ACATCARRACGTCCCATGRACGCCTTCATGETGTGEGGCCARAGACGRAARGACGGCETATCC
413 H I K H P H H R | SRR - W i K D E H H " T
1561

433 |L e A F P D M H N S S L 3 K 1 L & 35 R W
1621 A A TG T AR T A A AR A G G TAC TA TG R AGAGC A G CAGR T TGAST CEGET
453 E T M " 2 Fr K O F X r E K 7 A KR L 24
1681 A L i W L A T A ) 7 S S S R S e L i N A
473 |Q H L E Y P D T K X P R P KE R T c I
1741 TR A AR GAC T GGG I AGAGTACAAGGCCATGATGARAGAGT CGACGACAGE
493 k'S E G R R L R V G E ¥ E I M M K 5 R R Q
1801 AGCARCGAGTAACTTACCCTCCAAGCCRAATCAGAGCAGCAGCTACCGTACCCTCCCAGTG
513 E Q R V T ¥ PP S g s E Q Q L P X P P S
1861 ANGGACAGTACTCGACCACGCCGEGTGTCACTGGCCCCATTGCCCTTGCACCCTGCCCTCC
533 E G Q X 5 T T P Vv 5 L A P L P L H P L L
1521 TGEAGCACTRACCTTCCCCGGEGTCTGGAGCCCATGAAAGGCCAAGEGEGAGT GAGATECGEE
553 L E H ¥ L P R G L E P M K G Q G 5 E M R
1581 AGGCCACGCGGEGCCCAGACAGCCCTACAGTGAAGGGGAGGAGAGTGATGTEGGTGARACGCA
573 E 2 T R P R Q P ¥ § E G E E =5 D vV G E R
2041 GTGAGGGAGAGC TEGETTGTCCTCACTGACTGAGACAGAAGGACGARAGGATTGGAGGACA
593 5 E G E L WV v L T b =

2101 GRARAGGGCGEAR AL CETGAL AR GEEEGAGT GAGATGEGAGRAALATALACTEGGAGATTTTG
2161 CAGTCTCTGCGTACAACATGATGGTGT CCARATARATGGTATAGGTCAGTGTTTTCCAGTC
2221 CAGTTGTGAGGCTGTTCTGGTTGCARRACTGGGTTGGTTAGGAAGGCAGCAGACATRAAATG
2281 AN GCATAGATCT T CAT TTTTCTGATTT TTCCAGTGGTGTARGCCTAGACAGGATAGGTCT
2341 TACATACTGACCACAGCTTGGAALALARD DDA DO

Supplementary Fig. 1C. Full-length nucleotide cDNA sequence of the CcSox13 gene. The predicted amino acid sequences are
shown underneath the CDS (coding sequence). The start and stop codons are bold-typed. The HMG (high mobility group) box
domain is boxed. The DNA binding site is underlined.



