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Identity (%)
P.olivaceus Sox3 298 100.0
X.maculatus Sox3 300 97.7
C.semilaevis Sox3 300 96.6
O.latipes Sox3 300 96.6
O.niloticus Sox3 300 96.3
G.aculeatus Sox3 300 95.0
D.rerio Sox3 300 94.3
G.morhua Sox3 300 93.6
L.oculatus Sox3 305 89.9
A.mexicanus Sox3 323 82.6
G.gallus Sox3 316 81.2
H.sapiens Sox3 443 75.5

Figure S1. Multiple alignment of Sox3 proteins in different species. All the sequences of Sox3
homologues were retrieved from NCBI and the Ensemble database. The GenBank accession numbers
or Ensembl IDs are as follows: P. olivaceus (Paralichthys olivaceus), KR108248; X.maculatus (Xiphophorus
maculatus), ENSXMAG00000019515; C.semilaevis (Cynoglossus semilaevis), XP_008324981.1; O.latipes
(Oryzias latipes), NP_001098234.1; O.niloticus (Oreochromis niloticus), ENSONIG00000020861;
G.aculeatus (Gasterosteus aculeatus), ENSGACG00000017181; D.rerio (Danio rerio), NP_001001811.2;
G.morhua  (Gadus  morhua), ~ ENSGMOG00000020190;  L.oculatus  (Lepisosteus  oculatus),
ENSLOCG00000017493;  A.mexicanus (Astyanax mexicanus), ENSAMXG00000025368; G.gallus
(Gallus gallus), NP_989526.1; H.sapiens (Homo sapiens), NP_005625.2. The HMG box characteristic of
Sox proteins are framed and the specificity amino acids in HMG box domain are indicated with
asterisks. Gaps (-) are introduced in the sequences to optimize the alignment. The percentage
identities of the Japanese flounder Sox3 to its homologues are represented at the end of the sequences.
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Table S1. Search results using MatInspector program from genomatic software suite.

Matri Matri Anch
atl.‘lx Detailed Family Information Matrix Detailed Matrix Information a.trlx nenor Strand Sequence
Family Sim Position
V$AP1F AP1, Activating protein 1 V$AP1.01 Activator protein 1 0.964 44 - aagtg ACTCatta
e . Myelin transcription factor 1-like,
V$EMYT1 MYT1 C2HC zinc finger protein V$MYTIL.01 neuronal C2HC zinc finger factor 1 0.986 168 ggaaAGTTtaatt
lear f; Y
V$CAAT CCAAT binding factors V$NFY.04 Nuclear factor 0.928 289 + ctctCCA Atecgact
(Y-box binding factor)
V$HOMF Homeodomain transcription factors V$BSX.01 Brain specific homeobox 0.94 326 + tattcaacAATTatagaat
SOX/SRY-sex/testis determinig
V$SORY and related HMG box factors V$S0X5.01 Sox-5 0.986 329 + attcaaCA ATtatagaattgtct
V$STEM Motif composed of binding sites for pluripotency or V$OCT3_4.02 POU d(.)m.aun, class 5, 0.924 446 _ ggtatgtGCATttctgege
stem cell factors transcription factor 1
V$STEM Motif composed of binding sites for pluripotency or V$OCT3_4.02 POU d(.)m.aun, class 5, 0.919 615 _ gecattGCATgtgtectt
stem cell factors transcription factor 1
. Neurogenin 1 and 3 (ngn1/3)
V$NEUR NeuroD, Beta2, HLH domain V$NEUROG.01 . . 0.904 620 - cagCCATttgcat
binding sites
V$SP1F GC-Box factors SP1/GC V$SP1.03 Stimulating protein 1, ubiquitous 0.924 794 - tggagGGGCegggcecat
zinc finger transcription factor
V$APIF AP1, Activating protein 1 V$AP1.01 Activator protein 1 1 947 - gaatg AGTCagac
V$HOMF Homeodomain transcription factors V$BSX.01 Brain specific homeobox 0.905 970 - atgttgtg AATTgtcttta
V$HOMF Homeodomain transcription factors V$BSX.01 Brain specific homeobox 0.975 1049 + ttactggtAATTataacta
AMP- ive el t bindi
V$CREB cAMP-responsive element binding proteins V$CREB1.02  © res}’m;:;i;elme“ tnding 0.955 1066 - aaaagATGAagtcatttatag
o . MyT1 zinc finger transcription factor
V$MYT1 MYT1 C2HC zinc finger protein VEMYTI1L.02 . . . . 0.985 1108 + taaAAGTttggtc
involved in primary neurogenesis
V$HOXC HOX-PBX complexes V$MEIS1.03 Meis homeobox 1 0.984 1133 - tgcatGATTtattttta
VEMYT1 MYT1 C2HC zinc finger protein vsMyTiLopy ML znc finger transcription factor 1 1228 + aaaAAGTttttaa
involved in primary neurogenesis
TALE homeodomain class TG-interacting factor belonging to
TALE TGIF.01 1 12 TCA
V3 recognizing TG motifs VSTGIF.0 TALE class of homeodomain factors 85 i cigttttalGTCAaagt
TALE homeodomain class TG-interacting factor belonging to
TALE TGIF.01 1 1361 - TCA
V3 recognizing TG motifs VSTGIF.0 TALE class of homeodomain factors 36 ceacctgttGTCAaaca
V$HOXC HOX-PBX complexes V$MEIS1.03 Meis homeobox 1 0.986 1382 taaatGATTtattttct
V$HOMF Homeodomain transcription factors V$BSX.01 Brain specific homeobox 0.957 1487 + gectetgtAATTagactaa
TALE hy domain cl TG-interacting fact longing t
VSTALE omeodomain class V$TGIF.01 G-interacting factor belonging to 1 1506 _ aggatcaatGTCAgtaa

recognizing TG motifs

TALE class of homeodomain factors
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Table S1. Cont.

Matri Matri Anch
at1.'1x Detailed Family Information Matrix Detailed Matrix Information a}trlx nenor Strand Sequence
Family Sim Position
SOX/SRY-sex/testis determinig .
V$SORY and related HMG box factors V$SOX3.01 SRY-box containing gene 3 0.95 1685 ctgcaaCAAAtgaaaagcaaagc
SOX/SRY-sex/testis determinig .
V$SORY and related HMG box factors V$SOX3.01 SRY-box containing gene 3 0.979 1733 + cagaaaCAAAagcctcttgtagt
SOX/SRY-sex/testis determinig . .
V$SORY and related HMG box factors V$SOX6.01 SRY (sex determining region Y)-box 6 0.939 1764 atctgACAAtgaagacgagcagt
TALE homeodomain class TG-interacting factor belonging to
VSTALE recognizing TG motifs VSTGIF.01 TALE class of homeodomain factors 1 1768 * gtctteattGTCAgata
MyT1 zinc fi iption f;
VEMYT1 MYT1 C2HC zinc finger protein VSMYTIL.02 'yl zinc finger transcription factor 0.992 1835 - gtaAAGTtttaaa
involved in primary neurogenesis
V$CAAT CCAAT binding factors V$NFY.01 Nuclear factor Y (Y-box binding factor) 0.987 1914 - gcgaCCAAtcagege
SOX/SRY-sex/testis determinig and L. .
V$SORY related HMG box factors V$50X6.01 SRY (sex determining region Y)-box 6 0.981 1929 gcacgACAAagagcagecggega
TALE homeodomain class TG-interacting factor belonging
V$TALE VS$TGIF.01 1 1941 tgtegtgctGTCAgt:

§ recognizing TG motifs $TGIEO to TALE class of homeodomain factors ? i gtegigetGTCAgtee
V$PBXC PBX - MEIS complexes V$PBX3.01 Pre-B-cell leukemia homeobox 3 0.974 1945 - atgtggacTGACagcac
V$EBOX E-box binding factors V$USF.04 Upstream stimulating factor 1/2 0.903 1957 + cacatCACAtggccact
V$NEUR NeuroD, Beta2, HLH domain V$NEUROG.01 Neurogenin 1 and 3 (ngn1/3) binding sites 0.927 1957 - tggCCATgtgatg
VSMYTI MYT1 C2HC zinc finger protein VSMYTIL.02 MyT1 zinc finger transcription factor 0.902 2095 - aaaAAGTtctcge

involved in primary neurogenesis
V$TALE TALE ho'm.eodomam c.lass V$TGIF.01 TG-interacting factor belor'lgmg to TALE class of 0.998 2159 . cgctgttttGTCAactt
recognizing TG motifs homeodomain factors
V$APIF AP1, Activating protein 1 V$AP1.03 Activator protein 1 0.905 2187 + ctgTGAGtgaaca

Solution parameters equence files: Posox3.seq(1 sequences, 2208 bp); Family matches: yes; MatInspector library: Matrix Family Library Version 9.2 (October 2014);
Selected groups: General Core Promoter Elements (0.90/Optimized) (core/matrix sim): Vertebrates (0.90/Optimized).
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