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KOEf& POULIF1 |33 F X5 SNPs 3f 4 1< B9 52 M
Q/T/A\ /H\l*, ?}]%Z]&19 ﬁ/J\%l’

HFEF
(1. o B R RS BRI
oK P R G A A 6K 77 5 FRT AP0 R M 510880,
2. BRI A AEBE, LI 201300)

R

WE: RALFRAYBEARTRET A0 RY EEKER UL FTET POULFL B3 T 77|, %7
7l 4K 1629 bp, TN F £ 4 M\ RAESEFTE T 1(Oct-1) %5 & L g A1 TATA AE % A % Fon
#F,1 4~ Homeobox # 5 [ F % & i A1 2 A~ cAMP i U1 4 &% B (CREB) £ & L o R
R E BN F AR A, A B Ee POULFL B 5h F J7 7| 49 —18 v — 183 H /ML & 77 7 SNPs,
ZANRELR ARNE ABRAMFEER, dREHE#TIARFANGERMEMEK
KERAA, ERFN, BER AWEMERMEN 0.246, R R B oy F (L F M E K 0. 754
FERRIR AT KRR, EEA Y AA B fo ABAWNMEERTE KK 2K AFEMEEETE
B & T BB AN, EHXEA N AB A AA AWM A ERRETEHRANEZR, &

FRERAT —F#ATHFIRCH B R FRET b,
KR A0 RY; EERFFEETET; EMTR L SE(SNPs) 3 R AT

HESZES: Q753; S917

T A K 5 1 % 5k A ( pituitary  specific
transcription factorl , POU1F1) f2& POU ZK % i 7
Z—, Y Bk HT R R SRk, POULFL Xf
e R /A 43 W A B 4 W AR K B F (growth
hormone ,GH) {f#t ¥, % ( prolactin, PRL ) FI{ig H Ik
it % . B PA{ii ( thyroid-stimulating hormone B,
TSH-B) sk M IE f AR . POULFI
MR T] P B IEAK L F S0, B GH, PRL F
TSH-B I IEH# ik, IS BUR /MR B
POULF1 (58780 5 AR KR A R IR B 0K
B HTFEILE sk = UL AR D) RE 1 iR
AR AT KB POULFL () %75
SR AR BT i A — B AL e — SR R R
Jo— AR HE A 1 OF- X 9 IR HR 2 0 A O
RENAVILLE %" 4 38, b A1) B 85 19 76 3 4 119
POUIFL 5 6 A+ b i 5848 5 HAA ot 1 A Y
FEAE 35 1 5. JIANG 25 K ) 21 iy F 3
POULF1 % 6 AR F I 5878 S B LR I 5

WiE HEA:2011-02-11 &[5 B #7:2011-04-01

XERERS A

X 8 JEI I A BT i AR G

KB ( Micropterus salmoides) , {8 %4 M
fiyi, oy 227 b S @ 65 JE H (Perciformes ) | i/ 7. H
(Porcoidei ) , K FH 1 B} ( Cehtrachidae ) , 22 fifi [§
(Micropterus) ,Jg&) iRk 2%, H HAG A i 55 |
P ook ARG | Sy A S IR R A
[ 1983 5| JEI5, | IZ FEER VT = M Hb X TT e 5%
FEAE P BLE R Y E S RIRK SR R —
HI 5 | Fh i B RSl 5/, BT 7 B i
PG | HESEAS T R A AP IR E LR, 3K
FRIHR I R E55 % AR PEREAR A 7 PR B T B
PRI AR AT AL BETT e R 1 R B ) R AR 7 AR

M TG B Rl B T, R, 1 40
PRiCH BB RO A4 AR IO A A A 1 S
T8 P A A [ R B A MR R AR,
TR R A 5 1 1 AR S8 3 803 R ME B 12k, Dl
T EFE RS BEME B, AR KN
Bl POULFL AR5 4 KA DG o e B A, S b

FENUE : W% A AP H (30901102 ) 5 [ 58 + — T BHE S 1121 (2006BADO1AL2 — 09) 5 Al 7 948 1T H (2010 -

79) s MV FRA 25 AT BHIF £ 35 (200903045 )
BIFIEE : AR, E-mail ; jjbai @ 163. net
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35 %

T POULF1 WJEhF 741, IF R Fl B 400 ¥ v 46
D b Y B A% 1T R 2 25 1 (single nucleotide
polymorphisms, SNPs) , i} 5% POULF1 J2 3T L /)
SNPs 5K H BB AE K PERIOCR AN — 21457
ThRicHi ik & R At rRIC .

1 RPR ik

1.1 sEie#f#t

2007 4 11 J, T TR A Wb L w1 R 11 R G
HH SRR AREA 126 F2,

Trizol reagent i H Invitrogen /\ #] ; pPGEM-T
Easy Jlij H Promega 7\ &); Blood & Cell Culture
DNA Kit #1 GenomeWalker Universal Kit 34 H
Clontech /7] ; RNase Free DNase | [l [ Promega
/N sReverTra Ace-a-®Kit it %] & § TOYOBO
Al RE NV B Dra T, Pou ll, Ssp 1,
EcoRV ,Sca 1,Smu 1 ,Alu 1 #1 BsrB 1 I H
Fermentas 7\ ] ; B g0 i R A AL B L 1 B
R ;TEMED | A i Jie Fl N, N —3I FHBE FE SO
ST e 55 08 8 T M B AR W R AR A W
Marker pBR322 DNA/Msp 1 Wy H TIANGEN
Al KT H DHS o B A S2 I %45 AE o
1.2 DNA By#REUR EF 48 DNA CEME

R NJBEREY TRl NG I =R N Soe SN NN
i, [A) i LAFTEER] (ACD) 5 MR TR L 611 1Yy
Fe i) 2 A7 i bk 15 A BRI, % Blood & Cell
Culture DNA Kit j3{71] & i3/ 2 I £ 1fiL 7 DNA

$i2 18 GenomeWalker Universal Kit 257 & [
R B BRSIEN VIR Dra T (Pvull Ssp 1 |
EcoRV Sca 1 St 1 ¥ K 11 R 6L K 2] DNA
%
1.3 POUIF1 BEhFF 50 E RN F

HAE 3 2 K 151 7R 65 cDNA P31 B t5 14
P1,P2(3 1), %M Genome Walker Universal Kit
G AHRAE , 43 DL 6 A JEPR2H SO s,
A &AL 514 AP1 5 P1 59341 PCR §
B4 PCR 2 SR FR A 20 wL, 44 10 x Buffer
2.0 wL, MgCl, (25 mmol/L)0. 8 pL;dNTP (10
wmol/L)0.4 uL; ERF514 (20 pmol/L) 4% 0. 4
pL; HE A2 DNA 40 ng, Taq P ( i H R A
PRHABRA )1 U, PCR 41T .94 CHLAR
P 4 min;32 MEFF (94 T,30 s;46 ~56 T,30 s;
72 C .30 ) ;72 C 4 10 min, HLi% PCR j=
Yk e 100 £5 )5 A AP2 Fil P2 fE[RIAE R T
PEFT i3 PCR § 14, 78 EcoR 'V 3C % HhAS: i ) 45
SR B P aifl SR, PP
PEZHE iR A I AR A BRA w AT I o
1.4 POUIF1 BEhFF IR THSH

5" {3 X 8 e s TG A4 53 A K AT Transcription
Element Search System {4 (http: // www. cbil.
upenn. edu/cgi-bin/tess/tess ) Xt J3 zh T b 1 % %
JCHFHAT I , A 2 B 4 1 TR, 2O
F7 SRR R AR ARLEE 5 7 30 6 B ARLRL TS BE 34K
0.8,

®1 S|IMBREFT

Tab.1 Primer sequences applied in largemouth bass POU1F1 promoter clone,genotyping

HEPa FIFH 53" 348k 4] 53"
primer sequence primer sequence
Pl 5'-ATGAGGATTGGCAAGGGTGAGTCT-3' P3 5'-GCAGAGCCCAAGACAAACAC-3’
P2 5'-TGGGGTGAAAGAGTCGGCACTGAACG-3’ P4 5'-ATGAGGATTGGCAAGGGTGAGTCT-3'
AP1 5'-GTAATACGACTCACTATAGGGC-3' P5 5'-GATAAAGTAAGACTAAACACAAGC-3’
AP2 5'-ACTATAGGGCACGCGTGGT-3' P6 5'-CATTCTTCTCAGGCCCCGCT-3’
1.5 RELMIATFIE 1.6 REA B9 E E B4

NS B A it BEATL IR 100 B2 K 10T 2 o ) ik [
41 DNA, #|fl5]4 P3 Ml PA "3 POULF1 5’3
KR 1473 bp WML 75, & 4ife )5 & 46 L
VIR A W) H R A BR 2 w) E A5 00 P, i Vector
NIT Suite 11.0 Lt XJ 43 87 i 7 45 2R 9 -4k SNPs
7 55 o

S5 P3,PA § 1Y S 1o e 81, FE LA
FC PCR W) a5t , HIREVI5 14 PS5, Po #EATAL %
P~ SNPs fif i fEPN 1 210 bp JBei) PCR §74,
P50 500 PR A 4 P D Al Al T (- 183 {3
&) A BsrB 1 #EATREY) (- 18 A1 a5) 8% RN
P B ARG SR A AR
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1.7 SNPs R R SERERBXES T

24 3 3% 5 351 % 43 17 FI il Popgene ( Version
3.2) b3,

FIHI SPSS 17. 0 B {4 — i 4k P A5 AU ( general
linear model, GLM) , 3% F &% /N — 3¢ 14347 SNPs 5
PNBES LS d e ST UL P S i S

Yg =u+B,+ e;
A, Y A PEAREE @ A FRICEE 7 A AR
1L 5 e Ay SEEI0 ORI Ffr A7 AR 1 2 1 (B R4S
{E) 5B, N i AFRIC I RNAE ; e, g XTI T WL 4
1B 1) Rl BL 5 258800 o

2 4

2.1 KORE& POUIF1 S'MEFTIxRESHER
& FE AL = T
PL6 AR RS N 24 DNA [l ) 3% 12 5C1%

(Dral Pvull .Ssp 1 .EcoRV . Stul Scal )Ny
A FUTIRE R 414 B B R S 3R AS POULFL
5" FE 1 629 bp,5’-UTR 620 bp, JE3h T X
Besk ou b U 45 R WAL 1, B TATA HE,
CCAAT #E  GATA HEFI 4 > /N RAKH W+ 1
(Oct-1) 255 1 55 J7 8l T I A L s o, i
Homeobox % K F45 507 55 1 4>, cAMP [ v 7
4545 H H (CREB) 255 i 5 2 1>, CREB 4
POULFL J33)1 P> CREB 45 & o4&, )8 3
POULF1 {5t . N By ds Sk sk -+
POULF1 MK M ZE GH 73 F EAETEW A
cAMP J7 i JC {F J¥ 5 CGTCA'™', K Ji W fi1
( Oncorhynchus keta) POULF1 . GH & [H, Wi i
( Oncorhynchus mykiss) i) GH 3K )2 3 T _E IR 7
{EPI CREB £ firgd ™

-1629 ACTAT AGGGC ACGCG TGGTC GACGG CCCGG GCTGh TAAAA CAATT AACAT

Homeobox

-1579 E:@hc CCTGC AACTG AGTGA ATCTA TAAAC TCAGC AACCA AAAAT CTGTT
-1529 TTGTG GAGAG ACATT GTCAA AAGTG CATCT AGTCC ATATT TACAC TGCAT
-1479 GCTTA AACGT GTCAA ATCGT GCCTG CCACC CACAA GCTAT TTTCC ACCTG
-1429 CTGCC CACCT ACATC AACAA TAGCA AAGCA GAGCC CAAGA CAAAC ACAAA
—-1379 CAGAC ACAAC AGAGC GCACA TGGTG GCCAC GCTCC TCAGA TTAAC CTTTA
-1329 TCCTC CCTGA TGAGA CCTGT TGTCT TTACC TGGAG CACTC TGCAC TCAAC

—-1279 ACAAT ATGGA CTCCA AACCF AAACA ATGTT AACCT ThTCT TCCAC TCACT

HNF

-1229 [TTGAG ATAAG GCTAC ACAAG TTTTT GGTTG TGGGC TAIAAG GGATA GGGTT

GATA

GATA

-1179 AAAGC GGTGC CCTGA CCTCC TGGTG ATCTA TCCAC CAAAA JAACAT CCAAT

INFP

Oct-1

-1129 [TTACA CCTAA ACGCT CTTGC AAGAC AACTC AATGT CCGTG GTAAA ACAAG
-1079 TGTGA TTTTC CAAGT CAAGT TTAGC ATTGG TCGGG GGTAC ACATA TGCAA

Oct-1

-1029 AACAA AGCAG AACAA TTGGT TTGAG ATTAT TTGTG GCAAC AQTTT ATGC

Oct-1

—-979 |AAACC ATGT|T ATCTA TCAAA AGAAA CAAAG TCTTT GTTGC TTTAA TGAGC
—-929 ATCCT AAATG TTCAC TTTAC TTTCC CATAG CAACT ACATC ACAAC CCTGC
—-879 AATCA AGGAG AAGGA CAGAG AGATA GCGAG AGAGG GTGAG GAGAG GAAGG

GATA

—-829 GATCG GGTTT CTCAG TACCC TAATC CTGGA TTTGG AAACG GGATG AGGAG
—-779 AACGC AGCTA AGGAC AAGCA CAAGT AATAA CAGCA CTGAC ATGGG TTTGG
—-729 TAGGT GGGGG TGAGC AGCTT GATGG GAAAT AGGGG GCCTC ATAGG TCGAG
-679 AGAGG GGTGG TTAGT TGTAG GTGGG TGGGA TATAA ATACC TGCA@ TAGAC

HNF

TBP
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—-629 AAGGG CTGCA AATTG CTGAG GGTAT GACAG ACACT GGTTA CCTGC ATCTA

—-579 TAATA GAGAA AAAGA GACAG GIGATA TGCAT TGCAG AGGICC CAGTA GTATA

Oct-1

-529 CCAGT GGTAG TAACT TGAAC CTGAA GCTCA TCATT ATTCA TCTCT GGGAG
—-479 TCTTG ACTGA GGGTG CAGAT GTGCC TAAAA ATGGG AGAAT TCTAG CTGAA

-429 GTGCT GACAG TCTTT T10TCT TTGAG AAAAA A|GGTA ACTTA TCACA GTTTC

C/EBPa

—-379 CTACC TGAAT ATTCC CAAGT GACTG AAGTG AGAAC TACGC TTGAC TGAGC
—-329 CAGGG AAAAA AGGAC AAGAA AAGAA GACAA TACCA GAGGT GAAAG AAGAC
—279 AAGAC GCAGC AGGGA GAAAG ACAAG GCAGA ACAAG AGAAG GCCAA AGAAG
-229 ACGAG ACAGA GACAG AAGGC GAGAT AAAGT AAGAC TA (AAC ACAAG ATACA

GATA

CREB EVI1

-179 AGAA) A GGAAG GCGAG GA|AAC AGATA TCAAG AGGGC AAGIAC AAGAA AAGAC

GATA

—-129 AGAGG ACAAG GAAAG CAACA ATGGG AGACA AGACCAAATA AAGCA AGAGA

~79 GGAAA GAAAA GGAAC CAGTT [AAAGG ATCAC GTCAA CCTTC AGTIGT ACGAT|

1 KOZEE POUIF1 B#FF5
TATA HE CCAAT HE .GATA HEFN Oct-1 4540 a3 I HERR i, CREB \(HNF \ZNFP % Fi R R HR/R o S8 L7447 11, 28
AR (e Sk [ F EVIL HSF 25 G A s FIG S AR il IR TR +17,
Fig.1 Regulatory factor binding sites of largemouth bass promeoter of POU1F1
TATA-box,CCAAT-box, GATA-box and Oct-1 binding sites are shown in box. CREB, HNF, ZNFP, etc. are in underlined. The base

mutation are shown in thick, the transcription factors binding sites lead to are shown in brackets. The start codon is designed as* +1”.

2.2 REMAGELER

X 10 NAME POULFL J7 8l 7 5 2 L X 43
Mr, 78 Hm s 7 — 183 Fl — 18 i & & B M 4
SNPs, HiXPiA~2878 HAG IS A F1 B(C-A A,
T-G JJy B) Wi s 8 . I ASARECH 126 B
XTSRS AT R, 25 R R WY, B~ SNPs 1
R )2 AR 7E B R A R LS AL A(C-A)
B(T-G) (E2). HA5RIEHIWT 7k R — 183 fif
JHBRE P YIRS Alu T B§Y) 54 210 bp 1 187
bp PIA%HT, S EE a, Fl b, 5 —18 i s FHFR

2 POUIF1 J35F - 183 {i 5K SNP Eg{J Bk E
£ T Marker 217 bp 4L 557 o AN REWE FR il B U0 7T 119 210 bp
B B, L T Marker 190 bp 4k f) 2 S 4 KR 11 A D) T /5 A4
187 bp i 4 Bt .

Fig.2 Electrophoretic patterns of SNPs in 5’-flanking

sequence of largemouth bass POU1F1

The pattern approach to 217 bp means the PCR product cannot be
cut by the restriction endonuclease, the pattern approach to 190
bp is 187 bp in size which means the PCR product has been cut

by the restriction endonuclease.

WP VI BsrB 1 V547 210 bp H1 192 bp
Flr N AFALEED a, F b, s HAT - 183 i A
I SEALREDN @, , — 18 A7 s 26 I ) &5 o KL A
ay 47 —183 fLE I 2SN by, —18 Bk
HEEAIEEIN by, SLZIRIR, T2 — 183 F - 18
AL AR BRSO R ] a S SO AR L AL
PAASE s ARSI 3] ) S5 02 S A b SCN % RS B,
P ERAE Y (1) S L BE R AR TN B DL 2

%2 KOZE# POUIF1 BEHFXiF SNP 2%

RGP HERGTES %
Tab.2 Frequencies of alleles and genotypes of the

SNP mutation in promoter region of largemouth
bass POU1F1 in random population

: LRI/ %o (AR SFLEERSTA/ %
HE[H Y
) ratio of ratio of
genotypes . .
different genotypes different alleles

AA 8.7(11) A B
AB 31.7(40) 24.6 75.4
BB 59.5(75)

2.3 ARAFBESHIREIXEKSHT

ARSI T SRR Y 126 J £8 1Y) P A it
N 500 g, A fA]—HEEAE | [FI SRAE , HoRARI ]
— 2, PR S BRI AN R ) BR 5l AT
TFRAMF 25 0 A1 P RS ] A PR R 1
ZE LR LR 3, RHK 7 45 R R, A
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6 11 kL3557 , 45 K H RS POULFL J5 3l 1 K38 SNPs X 2B K (19325 797

SNPs Jr 4] Ji ) 4% B0 R B i ARG 4 R
AT BF R (P <0.05)  FEN AL AA il
AB AR A PRI 2 A T LR BB Y
A

®3 TREEERNMMEEEREROSELER
Tab.3 Multiple comparisons of
different genotype individuals

FLR A genotype
EXN

trait AA AB BB

P

P value

R/ 561.77 +54.98% 542.71 +£28.83° 411.82 £21.05"  0.000
K/em  27.04£0.91°  26.91 £0.48*
4K/em 30.64 +£0.98*  30.66 £0.52°

24.48 £0.35"  0.000
27.93 +£0.38"  0.000

KB /em  8.96£0.40°  9.06+0.21°  7.92+0.15°  0.000
KFi/em 4.79£0.21°  4.70+0.11°  4.16+0.08°  0.000

TE AN B Y E] (4 22 T He AR AT LSD 3% 5% 11 1 5 e 56, 22
SR FME AR a,b R

Notes: Multiple comparisons were made between genotypes using
LSD method at the 5% significance level,and significant differences

were shown using different superscripts(a,b)across the row.

3 e

3.1 KOZE&5 POUIF1 Ez1F SNPs S F
THHHE

AHFFEAE R 0 R POULF1 B2 5 3l X
I B WS SNPs 37 5, 30 37 — 183 il - 18
fb, —183 ALK SNP 15 & Mg R MR B4 S
% 75 (ecotropic viral integration site , EVI) —1 #£4{k
B ANLE . BVI-L S840 (85 A 07 5 1 Bl
FEF Y AGAT , 5878 J5 i 5L 7 911742y AGAC,
B —183 fif miHY A2 253 il EVIL # AL B4 &
PR BITH SR . EVI-1 #AuE B Ref i il TGF-B 4
JH PR - 1 B B 285 & A& # E (bone morphogenetic
protein, BMP) {5 546 SR 4T, i B S & R
HH (BMP) 2 —F ik Z e A, J8 T
AR H 5 (TGF) - B 40 A 8 K1, BA 1
2 %) 5 5 RN 4 Ak DA R A 2 i L R A LR AR
FAYT B EVI-D 56 A0 AR 11 AT LA R]E R o B R
A . =18 i i SNP [ A/G 578 TR LA
Kl (heat shock factors, HSF) %54 13 5 1 1 5% o
T ARG PR I AR B ) 2R IR 1 R 2 3
R A H R RS EERAERAN TS5 —
SO B AR B G, i P R s & TR
20 G A AT A 9 BT, - 183 i
FUF =18 o7 i 1Y 9872 385 i Y EVI-1 Hl HSF 2545

(LRI 2R AT RESR i 3l 1 3 P el e AR,
P2 I AL S 2B AA BUH AB BIAS R KRR
LT BB BN 25N

3.2 XOZE# POUIF1 E3hF SNPs £ GH

ANEFUNRAE K BER (GH) FH 1Y )5 3+
FAHPIA POULF1 EAZA AL, EANTTE GH £
)= IS RN TP U il b A N1 Nl { I 1]
POULFL & 1 B4 1) POULFY F§ A 45 #6335 Fn
POU ZZ 5 AT 45 48 35 9 A 245 #y Sl 3k [R] e s L 55
GH #: N H 3 T2 G Thae ™" ™ o teah, S g8
fEFLZE (PRL) JLH 5'-UTR L ZBAFAE 1 AN
1€ POULF1 %54 37 5 ( TGAATATGAA) ' 5§
B AR B R O R 65 POULFL SEH 5 3+
5 NCBI L () R POULF1 3 [H ) mRNA J7 5]
(735 : EU279458 ) i#E 47 e X, & 30 HL 3 SRl iy
LR LA A G, 7T — 620 bp &b, T B 4 I 5 i
R O BT POULFL JER ) 5" Ji 5 X A7
TEMI P> SNPs ii T~ — 183 F1 — 18 4b, Ui W A< #f
FERILE) SNPs i T K H B POULF1 JE[H 1Y
5'-UTR |-,

PRI, 3 DU AR BF 5% & B 1% SNPs 1] BE 23 5% i
POULF1 mRNA [ f#l 50 %, 1 A [\ ML A
POULF1 AR RENZES, JEm 20 GH JLH |
PRL 113 )71 1 , T 8O 5 KT WA [ 1 H
PUEER Y AA FI AB (AR B A AR AR T 25 1
Rk BB (MK,

AR, BF5R R, /N POULFL ()98 48 A &
AR & B N 4, HE 0T PG T A I R 1 I R
KT, P ECR L A0 A g Y R,
HEMIASTFZE & IR SNPs 1] B4 T4t A 11 28 i 4f
NG ST = I IV 0 A &

SRR 43I D e T 2 AR K
3.3 BEINSRIEREX

FE SNP Fric i g Fn; F A & B, S 4 T A4H
£B SNPs (14 8 {3 Ao 1 A 1] LR TE G AL 45 J5
AR X Fh— AR DCHK B SNPs 85 3 o7 i B Bk A B
%74 (haplotype) . HLAMF5E SNP 2Rt 2% J) \ Geit
BRI, T HLEAAS SNP 595 955 B, oy 2 8 P ofR
AIRBICHH G, 1 JLAS SNPs [ 454 Rl B A% 70 55
PERAT RAFMIAECHE . R SRS R R A T ] — 2%
et i b 24~ SNPs {7 5 I i — 51 S L A,
A EYUN P B AF B T H R T A A Y O
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AP HTAR 24 T 24~ SNPs 37 15,2 T 4R A0 fir
FEPR I IR % E) 45 A SNP L 5 2 ] i 41 )¢
P, 3 48R HE A4S SNP A 5E 7 B8RS ff, I HAS 56
M 2 2 1, BFSE 3 0, ik T B3 78 [y
SRS H L T B4~ SNP 37 g (9 SE B 4 i
WF5E 3 A 2 ', OSCARSON 451 24 1
i CYP2D6 i 3 578 o i D RE I PE R 1
PEAT T WFSE, 45 SR W], Hovp AT 82— 1) SNPs X
WEDIRE LT A SR, L 13X 3 > SNPs 14 )i
[ 8 £% 8 CYP2D6 ™ 17 {ff il i 1 32 2k 1 #% ik
80% . AWFFE XA M M ffi POULFL 3 3§ % 41
—18 Fl =183 W)~ SNP i/ i [] i 47 5E K 43 Y
FURINE] A F1 B PIRRELA% R Sl AA BIA
AB BUPAMATE A & AR K AR RS
1T AA 52 5 F BB IR (P <0.05) , B B fh
RUrh Z A5 AR Be i AH AR T2 L — A~ S AR S A
IR 23 A E Sl

I B I 3 A IR 1 SR g POULF S
R s 7L A SNP A s, EL H 413090 B fs
A F B, BAE R A LS AR R E R
H R LA g o 456 5 00 6 20 TR AT, IR R
BES A

Sk
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Effects of SNPs in POU1F1 promoter on growth traits in
largemouth bass( Micropterus salmoides )

DU Fang-fang'?, BAI Jun-jie'* , LI Sheng-jie', LI Xiao-hui', FAN Jia-jia'
(1. Key Laboratory of Tropical and Subtropical Fish Breeding and Cultivation ,Pearl River Fisheries Research Institute ,
Chinese Academy of Fishery Sciences ,Guangzhou 510380, China;
2. College of Fisheries and Life Science ,Shanghai Ocean University ,Shanghat 201306, China)

Abstract: In the present study, the promoter sequence of largemouth bass POULF1 was cloned which is
1 629 bp in length, predicted the existence of four octamer transcription factor 1 ( Oct-1) binding sites, one
homeobox transcription factors sites,two cAMP-responsive element binding proteins sites and a TATA box.
Using directly sequencing, two nucleotides mutations were identified which were located at the — 18 and
—183 sites,and only two haplotypes were identified ( haplotype A and haplotype B). The different genotype
individuals and the mutant alleles in stochastic population (126 individuals) were examined. The frequency of
A haplotype and B haplotype was 0. 246 and 0. 754 respectively. The population correlation analysis showed
that the AA and AB genotypes have significantly correlated with BB genotype individuals’ weight, body
length , full length,,body depth and body width( P <0.05) ,but there is no significant correlation between AA
genotype individuals and AB genotype individuals. Identified growth traits markers for growth traits could be
implemented through marker-assisted selection ( MAS ), with the aim of producing rapidly growing
largemouth bass.

Key words: largemouth bass ( Micropterus salmoides ) ; pituitary specific transcription factorl; SNPs;
correlation analysis
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