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EYEREST

—I;EJ— 3& 1,23 —%’Eéﬁ 234 X’J /$ 1,2,3 ﬁﬁ—&ff 2.3
sk 2 [RAAAR 1230

(L. Rl KTl #BE  J08 214081, 2. Vi el v 4 K R N srah s EDK ™
BEAVHE BRI T B 266071, 3. H SR SHEARER LI E il R 58y il g
DIRESLHE  H i 266200; 4. PEEFERFEKERE HES  266003)

EE  Sox (SRY-related HMG-box) 3t [ F ik & 72 20 4 1 9 & 3 8 — 2K 2 4 4% 5 IR 09 35 I/ Kk

JESSTHWEKREE . EARN, FH 2RI RE Mo &R AFRXHEME EFT %,
FI i Sox # [ & AR F #9 HMG-box X 7 7 1F  # F J7 71, 4 & 7 & % (Cynoglossus semilaevis) #
FAEBRNEOSEE, FEZ 58N 231 Sox £H, HAEAZEHAKTHEEES Sox EHFE
HRIAT T RFEMBFF . . HEEH, 2R EREIERNRE0T. EREF,
B RFEMRINAAT FBEH Sox B Rk CseSox32 4b, BHFA—& 9 MaEEERAL
(RPMNAFMVW) iy 5 & & 5F L 5 48 A0k F 453 Bt A o AT, B 3 5 45 Sox 2EE 4 47 By
B.. C.D.E. FirK # 74Tk, HARMERAESNM EFEME#EERME A RE;, ZEE
MM EES SoXERPNTAL, HEANEFEMLHETFX;, MEEELLLTNET,
Sox EEAEFER EHIAIN, THREEENL; TR LA MR K4 &% 5051 Sox 2 F Kikk
KREER, FHETH SXEBRAAFEANALRIER, RAHAEMRN M. BREAFAEHY &
KA BFIAELET EERA . AFRXTE)E 8 F 85 Sox 3 H KR FEN 0 88 103 X o F1E

ANMHAREAEENENL, A HEFEHRTEHAFRGZEAARET 5%,

KA Sox #F; HMG &4, FEE8; EWEEF
hESES 91 CEREIRAD A

Sox(SRY-related HMG-box)H:[H i & —2¢ SRY
(Sex determination region of Y chromosome)#H 53 H
PRI 5, TR T HMG-box # 5% i 51 (Laudet
etal, 1993), L HIK Sox IR SEAEMFLh ) %
Sk 22 AL E [T SRY(Gubbay et al, 1990),
—BEK 2 79N E FE R ) DNA 454 3 FF HMG- box ()
5P, K AE HMG-box X5 SRY P24 HAT 50%L
(2 5L TR T 1 AR ABLPE ) S ik R SR Sox JEPRI K

XEHS 2095-9869(2016)02-0041-08

Ji% i b1 (Chardard et al, 1993)., Fifi# il P S o 1] 82 ok ik
£ 1) Sox A [ 4% & 3, Bowles %5 (2000) 42 H T 87 Sox
FERE UARUE, BRI HMG Z5F93 5 5-10 a4t
i 5% 55 (RPMNARE R Ui Sox 8 A AR i 37

HXFER SRY AMUFTA Sox FEIEREARESTRY . HAT, AR
P HMG-box J75I i RS A 5307 . B 5 FIARRAE B 2
RERUANTR], Sox JEK 43R A-J 3 10 NV % (Schepers
et al, 2002). LA, T Sox FE P 43t R AR
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1M Olsox32 5& N K iV ji%(Cui et al, 2011)., | 247
TEMY Sox FERTERCETE I . i an b ol . s BG4
B ARRATE B LA B M B e Ao AL S IR IR R E
b A A R R AE T (R E AR AE, 2002)

Yo IR R 7 Tk R T Y
DT, I A ROR R 22 A ) 5 DR 2 RN TR
TR S B, A AE W5 B 2705 1 0 A ] ik PR 5 1 Al
BT S AT BT, 3O6) T 2 IR S Tl e 3
WHAAEZEZE L, HAT, ETXMAEYE RS
7V N IR B 1) R R R A7 43 B € 7R 58 i Bk R 4
DUy B s 4 o B (F 35 %5, 2014; B2/NB %, 2015;
TECRRAE, 2014), DTk 7 4 3 PR 4 )2 T 6 AE
TR R G R T F B, Sox 3 R G AU #44K
B 25 R RO iR % IS 3 Y 2% 2K F 9T (Bowles et al,
2000; Schepers et al, 2002; Cui et al, 2011), [FAftA
FE DR G I R BV AR A B R A A2 T R T RE S AT
(Barrionuevo et al, 2010; Azim et al, 2009; Hosking et al,
2009). il (2013)V kAT B i Sox JEIN KM 4r 5 S
FAEYE BB, IFERG A 1 B sk 2 40 .
SCICRAUKT Sox FEPFEASFEMEG] . ASFEME IR & B
W SRR B A sh S AR A A R AT T T
G0, A A R AN R R G TE M S e e FPE AR A A
T EVE R IF ST BE e T 3, 1M K 48 Sox LR K%
R % 7 FIBT ST (BLFS, 2011)2 A3 /8 T BmsoxE 7%
wAEFA MR R E I E AR SRR, O AT
K AN R e 5 1k A B IR B 1Y 4 T HLRIATESE .

T RN B K SR A 2 R
TR E AL 5% Y BHRAR f0 SR | B AR = i 48 B
FFR IS FE (8 o 1 5 2 0 5 A9 52 A (Chen et al,
2014)th g 5 5 Sox FE I Z R &L N A A Wi
RN TR . PRI E 5 o — B2 Sox i
K T REAF 5T A 22 HLATeg , [] Aot i 2 2 1 % SR T 9 v iR
FEENTIN A AL 2 — . 124, £ &P 7 fif Sox &
KB HF 98 F 24 Sox10 Y cDNA TTRE R4 | WG S
40 1) F KT DL K Sox9a HY T I 5 2% 3k 4 B 4%
(Deng et al, 2008; Dong et al, 2011), A4 WA X2F 1
T 855 Sox Fe PR R A 4 N L /T AP oS 8 . % T
Sox H K 5 e 21 e 8 U0 kB R S e A ep i
BUe, s HAWE B0 EE S WA b 1T 4
B S5 KT, T Oh Sox BE R 7R 2 s ) R 4
FRiG & & e s it =%

1 MH5FE
11 EFRARMEERES

M NCBI(http://www.ncbi.nim.nih.gov/) F %k 2 it
o 85 35 R 2 5l S PR R S O A TR e Ak,
THIEEA M BLAST FERAUEIRE ., st bm i A
(Homo sapiens), Bt ffi(Danio rerio). 7 ff(Oryzias
latipes) . % 3 & (Oreochromis niloticus) . i i (Takifugu
rubripes) F1 = #ill 4] 11 (Gasterosteus aculeatus) i) it
MM HE g K JF % 0k B Ensemble
(http://asia.ensembl .org/index.html) .

1.2 Sox ZEAFILE

LI Sox K HMG-box — 3541 (DHVKR-
PMNAFMVWSRGERRK IAQQNPDMHNSEISKRL GK
RWK L L SESEK RPFIEEAERLRAQHMKDYPDYKYRP

RRKKK) 75 (EHAF, 2002), #IH4i% N Fasta
6 I M T A Hh BLAST 3 R 4 8580 8 vh i A7
SR TR US I X, MR Eb X A5 31 1) &5 SR 2
Sox FE K 2 R 7 9 e B o TRIE, R AR <73
T AR 85 Pfam (http://pfam.xfam.org/) il SMART
(http://smart.embl-heidel berg.de/)ffi fif: A & & 2 JL 2
JBeE A HMG-box f&~FI(Finn et al, 2015; Letunic et al,
2015), SERLFTE T 5 Sox K S0 N B K 20 B M A

1.3 EBRTFEAESH

BERhF P51 5 20 5 5 Sox JE R P51 BLAST
JER I — Bt 79 aa J7 ¥ LA Sox FEH & R 45
FER(HMG 2549 5) , 23R PR ST 45 #4385 51 28 Clustal X
WA XTE, FIH GeneDoc # {452 B Lb X 45 S iy Af
AL

14 BERZEMSHRFBEREM

R BT T e Sox PR GG A A B A A A
2E¥y, M FH7EZR GSDS(Gene Structure Display Server)
2.0 % 1F (http://gsds.chi.pku.edu.cn/index.php) fi 71 #b
BT W& PSR (Hu et al, 2015), [REF, 52
IR DR G 1 1 0 TR A 254 L X

55 P T B D A B0 M Sox R A E B
XF Sox K EEL R AT YL A A e L
15 EE#HNLS

431 Sox FHE P R Wi R, F— 2Dk

1) . BB P Sox KA Y5 B2 i SoxQalb 7EMEIR & B AT REVERT. PaR Ref IR 5T A 24083, 2013, 2-23
2) Bi¥. KA Sox LA ML MIIREFSE. PO RS KA LR 5 A 2218 3L, 2011, 19-50
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HESE: 97 i (Cynogl ossus semilaevis)Sox Kt K 52 1 A4 W5 8 2 43 T 43

T Sox FER R L SN B, i e
B AR AT K K — ) £ S A X S W Y Sox S R A g
ARG KB WM. i Clustal X # /4%t Sox Jk K & FE R 7
AT 2 RSB, RFECIC Y25 5 A MEGA 6.06
BOUF (Tamura et al, 2013) H, % JH 4K 4% & &
(Neighbor-Joining) Lk MEGA #k {4+ @itk fb g, 48
Bootstrap > 10000 X i & ki il H 45 BE L H kAL R
A FigTree {4 hififl, SREBURZN R G E

1.6 ERERRESH

P T T B A I D) S 2H B e s B R TR T
NCBI(National Center for Biotechnology Information)
) SRA IR, 3250 A M A £ S PRy e e P iR 2H 21
ARSI G Bt i FE R k1 . 2 i & 8k & ok 2 b
TR FR AR A S5 RS 51(Z2, SRX106096) .
P H(ZW, SRX106097) . Thkffa b iR (ZW, SRX106098) .
AS IS4 04 B (ZW, SRX106100) }2 48 245 )5 40 0. 4 &
(ZW, SRX106101), Hrr, K55 . BF SR ok iR
LA, KRR RN, R, AME—

JEEEE, A RRS AT 1 ORR s BREREOR,
SME— RO g R ASHT)E , IRASZENER . &
RN FEARRR , I RS 4 IR
A A S, A A BRE AR, BT SR AT AR
Ifi. 2% Chen % (2014)W 5N R IBEITE Ik, H
RPKM (Reads Per Kilobase of exon model per Million
mapped reads)# R HE IR ILE RN, FIH R IEF W
pheatmap T ALXS 11 75 85 Sox FEPNTEA [A) LR 41

YU AR AT B4 2 DR 3k Bl R AT R die 2R 2 00 A A

YEFE

2 HERE5HH

21 FBEH Sox EEFKERRNNELE
FeF 2 SRR R 5E, L HMG-box X Ffi -+

PP R PR BT R4 T IR LE X R

SEA B RAR B

JCAELR IR B PRSP S5 A I BEUE 25 5, AR I8 2 U
filgy 35 PR 2 v e 3 B 08 5 1 23 > Sox FEA L T 1Y Sox
ILRE G B8 7 R GER 1), 409k Bl Wk

x1 ¥BEH Sox BEEREH R

Tab.1 The members of Sox family in C. semilaevis

HE[ 2 P W% DAGREN SENL MNET  &EMRKE Length
Gene name Subfamily Chr Location Introns of amino acid (aa)
CseSoxla B, 16 3513987:3515030 0 347
CseSox1b B, 16 3511437:3513767 1 234
CseSox2 B, 2 11745338:11746300 0 320
CseSox3 B 15 7919138:7920040 0 300
CseSox19 B, 34055459:34059837 0 273
CseSox14a B, 2 19688673:19689437 0 254
CseSox14b B, 20 4440262:4440990 0 242
CseSox21 B, 16 6061385:6062131 0 248
CseSox4a C 13 7152957:7154195 0 412
CseSox4b C 18 4387800:4388855 0 351
CseSox11 C 1 8543232:8544329 0 365
CseSox5 D 8 27203273:27269289 13 765
CseSox6a D 5 4896103:4982230 13 758
CseSox6b D 6 5526510:5582721 12 782
CseSox13 D 11 10848352:10861197 12 636
CseSox8a E 17 8377577:8379370 2 467
CseSox8b E 8 11421914:11423988 2 465
CseSox9a E 8 12667918:12669974 2 591
CseSox9b E 17 8571305:8574670 3 477
CseSox10a E 17 12429291:12432070 2 497
CseSox10b E 9 13240812:13242979 2 500
CseSox18 F 10 13797087:13800724 1 590
CseSox32 K 3 13775043:13818974 2 264
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CseSox2. CseSox3. CseSox19). B2 W jf%k(CseSoxl14a.,
CseSox14b, CseSox21) . C il J% (CseSox4a, CseSox4b.,
CseSox11). D iV J%(CseSox5. CseSox6a. CseSox6b.
CseSox13) . E Ij%(CseSox8a, CseSox8b. CseSox9a.
CseSox9b ., CseSox10a., CseSox10b) . F iV % (CseSox18)
il K I ji% (CseSox32)

22 #BFEH Sx ERRKEBSHE SN

T X2 M i Sox 4 79 aa Y HMG &5 #y el ik
38T, 59 R, 15 8 23 4 Sox FEH Y HMG
A28 P s o EE ARSI (] 1) AT 40 285 31 0 2 0
T 5 Sox JLPHIFR CseSox32 #MA & A Sox J A 151
TR (B A LAEPRTE X ), HIE HMG 5+ 4,
55 5-10 N2 LR 5R L (RPMNAF) B 45 51 R 1) 56 e %o
R SRY SN T A SRR AR SF I SR, 1 CseSox32 14+
SPIRBIELTAS 341 L, CseSox32 HMG £ 44 |- 45
11-13 DML I W, Xt 5 HoAl Sox JEH %
T AR5 T EE AR ST MVW R R IRFE AR . Ak, 4
FBHY 23 4~ Sox FLKTE HMG 4546 daf Hufth (o7 2 1t A
FEZ A R BE AR ST IX 3

2.3 FBEH Sox BEELEH DM

LIRS, WETMINE L5851
AN, AT B Sox kPR G AR 5 3L PR 25 4 T LA R AR
RWIRZE, BN AN R, TNE T, EEN
CseSox1b Fll CseSox19 LAAME B C MV 1 Z % 5 bt o
BN Z NG T, X REL R HE B ZE F SURT 404
Wit , —FENETFAZTF 31 CseSoxlb, CseSox19
K E. FH GWIERZRIGR T ; 7—FZN & F4H
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K1

Fig.1 Conserved domains analysis of Sox gene family in C. semilaevis

FZT 3N HEHMEZ T 10 MY D IEFRF AL (K 2).
24 FBEH Sox BEERKELBMEEM

255 FE 2 S gt (5 BRI i 5 B Sox A
KM OIRENE R, R ER, 23 MRiEE
iy Sox Fe[H 43 A F 15 SRy aik, RS (F
1). i Sox FEH P EM B GOk [, REEGREG
& b &I Sox Fk R K% A A7 AE . Hidr, 3.5, 6.
9. 10, 11, 13, 15, 18 F1 20 S yeafk F HAFAE 1
A~ Sox HEH, 1. 25 YLtk FAEAEMS Sox JEA, T
8. 16 1 17 5 Y RN AE7E 314>,

25 FiFEH Sox EEHM S

BEBUR R MRl Sox HE DR 4 i% i 2 11551, I
MEGA 6.06 34, R &R vk R 5 & B (E 3).
ER R, T Sox NS A, BEDt, FHik . e
B AR A ] R = O — R R R 7 A EW
W (B-K) , e ELAAR 1) 15 53 S PR 2 v B 1) — ok

2.6 FiBEH Sox EERIESH

FIMH R i F 1Y pheatmap F&48 G %2 15 5 Sox
KGR R FGE XA T 00, Sf-2B-20 3B RoR
EE PAT PR X 2R3 5 B AR T3 K o ASBIFSE T Sox FE I K
WRAERGHE | OIS | Oh I £ R LA R &)y 0 738 25T IR R 2
IRBAR AT R (E 4), 28R, B
Sox P EZY R/ NP RS, —RIEAARSHTE
FENA B E L, A 4 P RZEHTT 15 4 Sox A&
, Hirf, CseSoxda . CseSox4b . CseSox9a }2 CseSox9b
SN SR RIAEF B, CseSoxd I [HAR AT

A0 T 5 Sox PR SR PR~ 2 F s
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CseSoxla .4 Legend:
CseSox1b - - & Exon — Intron
B, CseSox2 L
CseSox3 D
CseSox19 5 a— < 3
Obp 500bp 1000bp 1500bp 2000bp 2500bp 3000bp 3500bp 4000bp
CseSox14a <>
B, CseSox14b -«
CseSox21 51 < >
Obp 100bp 200bp 300bp 400bp 500bp 600bp 700bp
CseSox4a L4
C CseSox4b <«
CseSox11 51 < > 3
Obp 200bp 400bp 600bp 800bp 1000bp 1200bp
CseSox8a D D G
CseSox8b e
CseSox9a S D
E  (CseSox9b A G G <
CseSox10a < s 2
CseSox10b 5 D G 3
Obp 500bp 1000bp 1500bp 2000bp 2500bp 3000bp
F CseSox18 5 - _3,
Obp 500bp 1000bp 1500bp 2000bp 2500bp 3000bp 3500bp
G CseSox32 5' +e 13
Okb 5kb 10kb 15kb 20kb 25kb 30kb 35kb 40kb  43kb
CseSox5 [ |
D CseSox6a —t
CseSox6b (.
CseSox13 g5t 3

..................................

.....................................................

Okb 5kb 10kb 15kb 20kb 25kb 30kb 35kb 40kb 45kb 50kb 55kb 60kb 65kb 70kb 75kb 80kb 85kb

&l 2

2 7 5 Sox ik PR R AR TR 25 K 7R T

Fig.2 Gene structure of Sox genesin C. semilaevis

FENFIRE TAET, 1M CseSox9 Fil CseSox9b N +H
Ko J3—RMTELN AR AR 5 Fe b BAK, (R AP AR
AR E RS, HAEAFEFSE0 M B Rk
SAEFE, XKML 32 EF CseSoxla, CseSox14b,
CseSox32. CseSox18 J% CseSox13 4,

3 itig

BT 58 U e 1) 5 R A RS H0 , DA 4 R R 4 22 T ok
FERFWEHAT B S E « 25 TP OVRHIE | 540 Stk
55 7 THT 1 434 8 BCA AR ) 2 A 5 400 3881 A SR L
Mo Sox FEPR ZIGAE Sh Wi e s Wik N )2 47
1, HB 5240 kKF 3R, i Sox FeP %R 11248t
HHHE LRSI E T S H 1 %, 1245k,
AT TR B A A T S i, AR, SR
WA TCHEMES Y h I % 2 10 4> Sox HEDH, M AE
B b O 2% e R 40 A4 Sox DA
(Koopman et al, 2004) . A fifF 5% M H FiT 28 FF 19 2 1 7 fi
R, FHAYERFNIE e 23 4
8 5 Sox PR o b T4 S R A A 4 ke e R R A

1E A BEMY gaps(Cui et al, 2011), {#i75ix—%H H &%)
AR SR, FE Sox Fe R A% v A3 R 24 i9 40
B R TR R R W58 35 5OR

5 FC A A B E ASARRRL , 2 B i ) R R I A
PRIy B-K 4 7 MW . B IS5 I I R 254
SYMTREL, H HMG 45 #4 S e i ] B P 26 A8 43 i
R SR R BEORSTF Y, Il 5 B CseSox32 SEA (1)
PRSI AR 5 M KR A A — 2= 50,
S HABD R K RS I HR RS 5 = ) — B0k
(tit#, 2013)"., D W J% KL R A 4 T HoAth W ik & A o &
W, [ Z5 e B AR, X REE T
D WA 2 e ik 0 Ak g A i S B0 B R A5 MR B
K7 (& 2), CseSox13 JE[H 5 1K FE #2312 kb, Tfif
CseSox5 ., CseSox6a [ CseSox6h F Al () 5 i K JiF i
#id 50kb, 5 B. CWEMN SN G FEK AL, D
S B PR AR Ak it A v TR SR R AR D
PRER AR B A bk 35 PR D e kb g AR P e A
F 5% (Roose et al, 1999). ILAb, 7 68 Sox
FER YR BN &P, Sox HERFE YAk b

1) . Je® B aEf Sox ZKIEAEYE B2 504 M SoxQalb TEMENR K B I AT REVEH]. 78 B KA BT AR 2 08 3,

2013, 2-23
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HasSox6
DreSox6
GacSox6a
OniSox6b
TruSoxéa
OlaSox6d
cSasoxGa
\«\355"‘13
onso?

K3 i

AL BES e . RBB AR WK 00 Sox SR IEILRE

Fig.3 Phylogenetic tree of Cynoglossus semilaevis, Homo sapiens, Danio rerio, Oryzias latipes, Oreochromis niloticus,
Takifugu rubripes and Gasterosteus acul eatus Sox family

Cse: PiH T, Has: A\ ; Dre: BEHhfa; Ola: T if; Oni: AR fa; Tru: K, Gac: — il
Cse: Cynoglossus semilaevis; Has: Homo sapiens; Dre: Danio rerio; Ola: Oryzias latipes; Oni: Oreochromis niloticus; Tru:
Takifugu rubripes; Gac: Gasterosteus acul eatus

A A JEBUEL I LA 1, A e e e ik & A4
SEFHE, FRRAHEE RRERNE, X—455%
S H AR I Sox 3 PR R B YL € A 3 A A7 LA
(Pevny et al, 1997),

1 5 Sox FE N R G HEL TR, Sox JE A
AR 22 [ e A 1) R T 22 5k, X
NEHILRINRER ZREME . ZYIFIC SR RE A
BREIR, ASE PR B R Py ) Sox SR 7E R AR T 2
B AR G TR, (7 AR TRl e ) Sox 3 PRI
e R H IR JEAFAE 22 5 1) o 1E 6 PP fa 2 h R A7
TE Sox32 FE A, 1 A& Hh HUANAETE KO 1) Sox FE 1A
3 A SR Sty Fil G LR Sox15 FE [ HIJEIX 7 Ff
YRR T A 1 o TCEHE S Sox HE PR S AR K
REH D, (A5 25 55 HEsh P Sox 3 9
A H & — %) (Crémazy et al, 2000), Hi HLHfEN

TERA S it L it R i —AF 21, Sox FE PR KGR
B & ) i Ak B e e A E L 42 FERE S Y —
BREN, HMG SPm)palnlge &L ER, &
B — A~ 2 0948 DU HEAE S — AN R, Xk
F ML h i 2% (Foree et al, 1999), %75 5 Sox
FERFAGE B R BoR, Sox FER e 1 &
VIR % B R g AR A R B — i R
% . Dong % (2011) %} i 7 5 Sox9a FE K Je ik 1Y o
Beirir & B, CseSox9a IhfES5i: i . MBIk .
R G % & b Al 4y Ak B AR RS A0 T AR AH o6 Bk .
Kobayashi % (2008)tf 5t B, J& & % 4k 1. Sox9a &
FEME R 1 e e R i R v R R E AR . AR
PR M 8 R RS I 2R 25 L (GnRHa) b #2733
Sox3 M DRMTL [} &ik L, ] Sox3 fil DMRT1 &
57 MRS §L % B FE(Shin et al, 2009), Ak, T7E/DN
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Fig.4 The expression profiles of C. semilaevis Sox genes
Testis: 5., Ovary: B &i; Pse gonad: fhfE £ g ;
Pre_meta: 4)j 7L Z5Hij; Post_meta: &) ff 7845

Pse_gonad: gonad of Pseudo-male; Pre_meta:
pre-metamorphosis; Post_meta: post-metamorphosis

B pe e i R, R RGE BRI R UE T Sox8
il Sox9 KL K 7EHE §L 3t ke &5 SCsEE/E AT, H Sox8
X} Sox9 ik B A 4 5mAF i (Chaboissier et al, 2004).
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KDy fg i A Reitk— 20 W L5 ik

4 ZEig
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T2eH, Z=p, JRiE, . B PPR AR F RN E S
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Abstract

Sox genes are developmental regulators characterized by the presence of an HMG (high

mobility group) DNA-binding domain, and they exist extensively in animal bodies in nature. Members of
the Sox gene family have been shown to be conserved during evolution and play crucia roles in a wide
variety of developmental processes, including growth and development, hemopoiesis, the development
and formation of the nervous system, especialy, sex determination and differentiation. Genome resources
are growing faster and faster, and it provides a platform for the study gene families by scanning whole
genomic sequences. We study Sox genes in Cynoglossus semilaevis by using bioinformatics analysis on
the standard of whole genome. A total of 23 Sox genes were identified systematically from C. semilaevis
and classified into 7 subfamilies which had not been reported yet. They are subfamily By, B, C, D, E, F
and K, each of these groups may have distinct and specific functions. Sequence analysis of conserved
domain of Sox genes in C. semilaevis shows that, al of members in the family contain 9 amino acid
residues (RPMNAFMVW) as a highly conserved motif except CseSox32. On the other hand, the motif in
Sox32 isidentical in al specie as RPLNAF. Research on the highly conserved HMG box in C. semilaevis
causes the discovery of these Sox genes, and phylogenetic analysis supports the classification of subfamily.
To date, about 10 and 40 Sox genes have been identified in invertebrates and vertebrates separately. The
phylogenetic analysis also suggests that the groups of Sox genes might be extended in the process of
evolution. Subfamilies have got convergence between different species, and got otherness inside one of
these species. Gene location results show that these 23 Sox genes were distributed randomly on 15
chromosomes, and we do not find gene cluster. The analysis of gene structure divides all of the Sox genes
into two categories, evaluation on the basis of the exon numbers of the gene are less or more than two.
The expression profiles of C. semilaevis Sox genes show a characteristic of different kinds of gonad and
metamorphosis specific, and it indicated Sox genes may play key roles during sex determination, gonad
differentiation and early development in C. semilaevis. To sum up the above, we enhance understanding
of Sox genes in C. semilaevis with bioinformatics analysis, such as system evolution, gene structure,
chromosomal location and gene expression patterns. Our results suggest that bioinformatics analysis may
contribute to further functional verification of gene family and be good for genome resources mining and

utilization.
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