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LR () 0] B 2k, TEREIEHRAS T JI8% PPARy FEIN ) cDNA 4K, JI% PPARy JER 1) cDNA 4K 1951 bp, JF
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Fig. 1 Signal pathway of PPARy!"
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1.1 2 RNA 12BN PPARy EFERIFKEL

A5 Bl SR FH 9 70 855 S R iR 345k A v EL K
FERFEE 5T B IR K L AT FE U B it 5% SR B
i, i Trizol MEHEHUE RNA, #EHUR RNA £
1%B A HE kK 5, Andy SafeDNA Gel Stain
Yy g R H g #ebk . Prime Script™ I 1st Strand
cDNA Synthesis Kit (TaKaRa, H 7A%)J % %3575
%—4E cDNA. MREA S0 % T8 4 5L K 2 P 4
4 2E B, FRA5 T165% PPARy 3E [N cDNA J¥¢
G, B gy e K, IR A B F
pGEM-T # {AK (TaKaRa, H A<) I, £ KA

DH5a 832 2540 il (TaKaRa, H A4k, ik B
TR I (e A9, i), 12 ] RACE sy
B4 PPARy BRI 2K 78 (% A AT, R0,
1.2 F3aHh

NCBI (http://www.ncbi.nlm.nih.gov) H' A9
BLASTn #l BLASTp 434t J1 %% PPARy LK J¥ 51 Fi
AT 95 H ALY Fh B AH UM . SMART (http:/
smart.embl-heidelberg.de/) #l il 25 # 5l .  ClustalX
1.83 M IT A IR Z H P 5 X, MEGA 7.0
ARG AR
1.3 ML

¥ 1 55 4l f R AE 3 AN KU (7 mx5 mx1 m)
W, RS KIRIE 120 B MEEAS KTt H A T
S PGEE 5 B, fExt AL, Mt 15 B, B
BT 4h )52 B 70 mg/L MS-222 BRI 37
RPAL 3 SR J5 IR 7K 8 st b R R R85 75
RAIFBEVLEH 5] 15 A FRFA (75 mx55 mx
33 m)H, BEHLAAL 5 4, B4l 3 ASFREEA T HE
ANF I TA]SSOORE, e sefa, LRI 3 5%
FARRIURE, YESN 0 h, FHLATH BRI S35 R X 4
(4 1 38 o K AR FR B AR A 5 min #8258 10's, DAL
st B . ARSI RS B 2h, 4h, 6h,
8h MBI EL 5 BAFFEH 70 mg/L
MS-222 W%, RIS, 3 HIPRE(8.86 g+1.76 g;
n=90), &K (136.98 mm+9.26 mm; n=90), Pk
Pan=E1s 20 S T N SN I 77 BT | N = N S =
FWLA, FHRAPRSAE, %R LR EAFT-80C
vKFET, T FEDE .
1.4 J1%% PPARy MR RE

I E 1 PCR Kl T 8% PPARy &R 7E AR 41
21 A6 & RS S N ) FR a8 . AE ) B
PPARy FER LI R KM, P IR L 4-F-1 74
HIBEALIR 1 R JI6, RAFERM 3 IREE ., ]
5 PPARy & Fliz iy 38 B 2 kil v, DAXS HRZH
Oh, 2h, 4h, 6h, 8 h & VA4l HREHLEL 3 ]
%, BRI 3 IRER . TE 16T PPARy SRS
FeRg T, WSS & B RS BEFLE 10 4>
IRHG I —2, BarEsi g 3 A8 E . PrimeScript ™
RT Reagent Kit (TaKaRa, H7ZA) 4 ¥R —
5% cDNA. 45 JI8% PPARy ¢cDNA #0781t
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Sequences of primers used in this study

5|9 primer JF¥51(5'-3") sequence (5'-3") & application

48 CCATAAAGGTTGAGCGGGAGTC PPARy ¥"¥& 137514 forward primer for PPARy amplification
4A CAGCAGCGTAATTTGGTCGTTC PPARy §"34 T #5149 reverse primer for PPARy amplification

A459-1 CTTGCAGCCCTCACAG 5'RACE ##52PE5|#) 5" RACE specific primer

A459-2 TAGTGGTACCCCGAGGCC 5'RACE F¢5PE51%) 5" RACE specific primer

A459-3 GCACTCCAGGTTCCCCAG 5'RACE F¢5PE51%) 5" RACE specific primer
Cl TGATTGGGACTGGGGATTGAA 18S rRNA & & [ 1i#514) forward primer for 18S rRNA RT-qPCR
C2 TAGCGACGGGCGGTGTGT 18S rRNA JE & T #5149 reverse primer for 18S rRNA RT-qPCR
358 TCAGAAGAACGGTTCGACTAAAG PPARy FEi _LIi#51%) forward primer for PPARy RT-qPCR
35A GACATTCCCACCAAAAGACACT PPARy 7Ef Fii#514) reverse primer for PPARy RT-qPCR

FIMIE D, B 124 bp, Pl 18S rRNA i
NZ, ¥R Bl 114 bp. i H Sofast Eva Green
Supermix (Bio-Rad, 3£ [&)#1 Bio-Rad CFX96
(Bio-Rad, EE)MHITHIEE R, RN HR 94°C
2 min; 40 MEH: 94C 15 s, 60C 30 s; 72°C
45 s, R i gy sk . s 2k
=N PO Sy gy
1.5 HiEgit

izl SPSS 20.0 HAF#EAT B 1K R Jr 22 43t
(one-way ANOVA)#I Duncan Z 5 L3001, Frf
ol 4 ASF- B EARR R (X + SE)YRIR

Fz2 Hfitbi¥M PPARy R EEF5I NCBI BES
Tab.2 GenBank accession numbers of
PPARY used in this study

Y)Fh species

%55 accession number

N Homo sapiens AAA80314.2
KVGEEME Clupea harengu XP_012688561.1
K#ifh Larimichthys crocea KKF28083.1
INEL Mus musculus AAC52134.1
A3k ffi Megalobrama amblycephala ADH95692.2
Al Lateolabrax japonicus ABC70398.1
43k Sparus aurata AAT85618.1
W% Oncorhynchus mykiss ADNO92686.1
EH] Pagrus major BAF80459.1
¥l Ctenopharyngodon idella ACF70732.1
Bt Danio rerio NP_571542.1
ZEW i Rachycentron canadum ABVS55020.1
L8R fl Takifugu rubripes BAF52670.1

2 ER55WH

2.1 TJ18F PPARy EE & KFFEF S
J1f5% PPARy J£[H cDNA 4 1951 bp, Hrf

5'-UTR 195 bp, 3'-UTR 286 bp, FFHlt#{5HE 1470 bp,
EiHTF 196~198 il ATG RIRZEM T, L1k T
1663~1665 {LIZ¢ LB, WSS 489 4%
HMR (K 2).

S5H AR L, JI8F PPARy 1Y% LR T8
FIREALIE DA Th L M4, B A/B [X . DNA Z54
X (DNA binding domain, DBD X)), %X (hinge
region), Fg{A&%5 4 X (ligand binding domain, LBD
[X), Hfr, DBD XAl LBD X FEA [#ff i 55
e R ST (K 3)

2.2 J1%F PPARy SEMAYRIFELEM RS
EBSH

X He J18% PPARy 5 KPU¥H:GE(Clupea haren-
qus)F s PPARy ZEERIT S, 45K kM TIBTS
)R #EE H AR PEAEBERI I ik 79%, Hhgs R
R Hkfi(Megalobrama amblycephala) 59% . -
tf1 (Ctenopharyngodon idella) 57% . ¥t 54t (Danio
rerio) 57% . H.8{(Pagrus major) 56% . % E
(Rachycentron canadum) 56% . {£&f(Lateolabrax
Jjaponicus) 56% . 43<#8(Sparus aurata) 56%. K
¥ i (Larimichthys crocea) 56% . 41 & 7R J7 fili
(Takifugu rubripes) 55%.

HRAE MEGA 7.0 #/2x i J14%% PPARy J¥ 51 &
GEAE R (K 4), S5RKW, 1605 [FJESHE H i
RVG SRS OC R B0, M5 )R T 8P H 206
AT BR G R RO X GGG R 4 R —2
2.3 J1%F PPARy EAREARMRIE

18 Fl RT-qPCR J5 1K J1 8% PPARy 1588 ik |
M . OREL SKE L B LA 9 DATRA



2 BER S JIF PPARy F:[H Y cDNA T [ K H R 38 24 245

1 tttctgtttaatgccattgtattcctcgacaacgetcgaaatggatttcaaacctgaaggaacaatcgacagacacagggataatttcat 90
91 atttcataactgaacatcacaacgttacaatcaagaaagccactccattttccgggaaatcgettcacctgatacagectttactcccte 180
181 agaagagcggcgagaatggtggacgcacagATGCTCACCTGGCCCATGACCTACGGCCGTAGCCTGGCCGAGCGGGACGAGGAGGCGGAC 270

M L T w P M T Y G R S L A E R D E E A D 20

271 AGCTGCCACGTGTTCGACATGAAGGCCCTGTCCACCTTCAACTACCCCAGCCCCCCCAGCGAGGAGGGCAGCATCAGCACCGAGAACTCG 360

2108 ¢C H V F D M K A L s T F N Y P s P P S8 E E G 5 I 8§ T E N S§ 5
361 GATGATTTCACACACACGGAACTGCGCCATGATTGCAGCGCCGGAGAGGGAATACTTACAGAGTTCAATGAGGCATCCATAAGGGTTGAG 450

51D D F T H T E L R H D C S A G E G 1 L T E F N E A S I R v E 80
451 CCGGAGTCTCCATCGGAGCTGTCTGAGCCGAGCTGCTCCTATTTCAAGCTGCACACAGACGTCACTTCTGCGCTGGGGAACCTGGAGTGC 540
g1 E S P S E L S E P § C 8§ Y F K L H T D V T S A L G N L E C 110
541 AGGGTCTGTGGGGACAAGGCCTCGGGGTACCACTATGGTGTGCATGCCTGTGAGGGCTGCAAGGGTTTCTTCAGAAGAACGGTTCGACTA 630
111R vV ¢ G D K A 8§ G Y H Y G V H A C E G C K G F F R R T V R L 14
631 AAGTTGATATACGACCGCTGTGGCTTGCACTGTCGCATTGACAAGAAAAGCCGCAATAAGTGCCAGTACTGTCGTTTCCAGAAGTGTCTT 720
41K L 1 Y D R C€C G L H C R I D K K 8§ R N K €C Q Y €C R F Q K C L 17
721 TTGGTGGGAATGTCACACAATGCTATTCGCTTCGGTCGAATGCCTCACACAGAGCGAGAGAAGCTTCTGGGCGAAATCGCCAAGGAGATG gjg
171L V G M S H N A I R F G R M P H T E R E K L L G E 1 A K E M 200
811 GAGCAGCTAGACCGAGAGGCAGCAGACATGAGGGGCCTGGCCAAACACCTTTACGATTCCTACATCAAACACTTCCCATTGCCCAAGAGC gq
20lE Q L D R E A A D M R G L A K H L Y D S Y I K H F P L P K S i
901 AAGGCCAAAGCTATTCTCTCGGGAAAGACCAACATCCATGCGCCTTTTGTCATCCACGACATGAAGTCGCTGGCGGCCGGGCGGCAGCTG ggq
231K A K A 1 L S G K T N 1 H A P F VvV I H D M K S L A A G R Q L 260
991 ATCGACTGCAGGCAGCTGCCCGGGCAGAAGGTGGAGCTGGCCACGGCCCTGCACCCCCTGGAGGACGAGGTGGAGCTGTCCTTCTTCCGC 1080
26IIDCRQLPGQKVELATALHPLEDEVELSFFR290
1081 CGCGTGCAGATCCGCACCGCCGAGATCATCTGCGAGATCACCGAGTTCGCCAAGAGCATTCCGGGCTTCCAGGGCCTGGACCTGAACGAC 1170
291RVQIRTAEIICEITEFAKSIPGFQGLDLND320
1171 CAGATCACGCTGCTGAAGTACGGCGCCATAGAGGCCATGATCATCCTCTGGACGCCCCTCATGAACAAGGACGGCGCGCTCATGGCCTGC 1260
321 Q I T L L K Y G A 1 E A M 1 I L W T P L M N K D G A L M A C
1261 GGGCAGCTCTTCATCACGCGCGAGTTCCTCCGCAGCCTCCGAGAGCCCTTCGACGAGATCCTGGAGCCCAAGTTCGACTTCGCCATCAAG 350

3516 Q L F I T R E F L RS L R E P F D E I L E P K F D F A 1 K 130
1351 TTCAACACGCTCGACCTAGACGACAGTGACCTCGCTCTCTTCATTGCGGTCATCATACTTTGTGGAGACCGGCCGGGCCTGGTGAACGCG 380
33lF N T L DL DD S DL ATULTFTI AV I I L CG DI R P G L V N A 1440
1441 AAGCCCGTGGAGGACCTGCAGGGGGCGGTGTTGCAGGCGCTGGACTTTCACCTGAAGGCGGTGCACCCCGAGCGGCCTCAGCTCTTTGCC 410
411K P V E D L Q G A V L Q A L D F H L K A V H P E R P Q L F A 150
1531 AAGCTGCTGCAGAAGATGAGCGACCTGCGCCCCCTGGTGGCCGACCACGTGCGCAAGATCCACCTACTGAAGAAGCCCGAGCTGGACATG 440
44K L L Q K M S D L R P L V A D H V R K I H L L K K P E L D M 1620
1621 TGTCTCCATCCTCTGCTGGGGGAGATCATGAGAGACCTGTACTAGcgcgcacacactacccttagectggtgaacctgecectegtaatt 470
471 ¢ L ®H P L L G E I M R D L Y * 1710
1711 <catttcaagaaatgaattgcgaggggetggtttaccaggectacacactacctcctetgtgtatcacccataggegtageccacaggtggege 1800
1801 ctggggtgetcacacatgtatccagcagttccacccaatcagaaggcectctataggtttgattgactgttttagtaataacaataacctat 1890
1891 gtgtgttgggetaggeccacctgacttctaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 1950

K2 JIfsF PPARy 3E[H cDNA 4K 51 Kl 5 (14 2 3L /R 7 51
AR F(ATG) ML I # S F(TAG) A B A il F iR 2R, KERTFITERHBRITIT
VIR R GRS 2R, NG FREFRR ARG X )73,
Fig. 2 The full-length cDNA sequence and deduced amino acid sequence of Coilia nasus PPARy gene

The start codon (ATG) and stop codon (TAG) are respectively indicated in bold red font; the amino acid sequence is represented by
a single capital letter under the nucleotide sequence, and the lowercase letters represent the non-coding region sequence.

713k il Megalobrama amblycephala ________________ D8P PONG-————— e MPHM
WA Ctenopharyngodon idella ~  ________________ 2 PP_PQN. ________________ 1PHM
BEEy 1 Danio rerio VARSI TN R No1/ D T QUG PV G F G LSIALE LE LE DN ST.DEK PES TLD YES T SiGEDY BRI e VD) S TPHM
KEGFAE Clupea harengus ~ —cccceeemeee N v
FEY A Rachycentr oncanadum =~ —comoo—ooo A AN A B IA S T PSLS PPLVS — == ———————————
CIEEFR Il Takifugu rubripes ——————--——---——- : gTTDYRSISS E T A ——
2 N\ Homo sapiens
/NE Mus musculus
KPUvEsE Salmo salar
WL Oncorhynchus mykiss ~ ~ ——————--—-----—- mRiAAWSLHS
JI#% Coilia nasus = ——mmmmmmmmmmme ‘

-
71 3k1j Megalobrama amblycephala it
HiAh Ctenopharyngodon idella MDAV
BEE£8 Danio rerio MDY Y SHRIOE Npe ~THEPIY/{PEHSSYSPEENTYRAQQT ONRRRARNIAIILe): 2
KVavEEE Clupea harengus T y§ —————————————————————————————— EofirxLEPESPRQY)
Z=H 48 Rachycentr oncanadum G/AYDPEIPPQUIE~ == == =============-~ fLTNMDY INM
LTBEAR Il Takifugu rubripes AYDPEPPLSIE -~~~ ~-—-===----=-----;LTNMDY LNMH}g- -~ -~~~
2 N Homo sapiens 7oy DLELY ---------------------------------------
/NB Mus musculus VADY KDL LY~ — == == === === == m == mm o — oo oo | 2
KPS Salmo salar PRRS[ISCNHSPDR-~=—-=---~ SHSFNHSPDRSHSFNHSPDRNSEFNHSPDRSH
T 8% Oncorhynchus mykiss PPRNEIS TNHSPDRS Y SYNHRSDRSHSFNHS PDRS ISFNHS PDRS O FNHS PDRIHER
TI8% Coilia nasus TR DJAGEGTLTEFN- === === == == === === mm oo
713kt Megalobrama amblycephala ASULNTECRVCGDKASGFHYGVHACEGCKGFFRRT TRLKLVY DHCDLHCRI HKKSRNKCQY|
HA# Ctenopharyngodonidella SWLNTECRVCGDKASGFHYGVHACEGCKGFFRRT IRLKLVYDHCDLHCRI HKKSRNKCIRY
¥ £ Danio rerio SS%LNIECRVCGDKASGFHYGVHACEGCKGFFRRTIRLKLVYDHCDLHCRIHKKSRNKCQY
KVaEEEE Clupea harengus WL N TECRVCGDKASGFHYGVHACEGCKGFFRRT IRLKLVY DHCDLJCRT HKKSRNKCQY
FH 4t Rachycentr oncanadum
LTHEAR It Takifugu rubripes N\LN T ECRVCGDKASGFHYGVHACEGCRGFFRRT IRLKLVYDHCDLECRIHKKSRNKCQY|
% N\ Homo sapiens SL:ilECRVCGDKASGFHYGVHACEGCKGFFRRTIRLKLIYDECDL‘CRIHKKSRNKCQY
JNBL Mus musculus ‘IECRVCGDKASGFHYGVHACEGCKGFFRRTIRLKLIYD'CDL!CRIHKKSRNKCQY
KGR Salmo salar DISTRA AR LI VoI \) 3% AYNS 1. T CRVC GDKAS GFHY GVHYCEGCKGF FRRT IR LKLY DHCDLECR T HKKSRNKCQY

UT % Oncorhynchus mykiss 81N T BCRVCGDKASGFHYGVHACEGCKGFFRRTMRLKLYY DHCLECRT HKKSRNKCQY
JI%% Coilia nasus e\ EEcrveGDRASGRHYGVEACF ~CRrFRo Yo KT By (-l nop TRk cryergy]
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DBDX. B85 X hingeregion

3k }j Megalobrama amblycephala (S aoae e R AR T

a8 Ctenopharyngodon idella CRFQKCLMVGMSHNAIRFGRMPQAEKEKLLAE]
PEL 8 Danio rerio CRFQKCLMVGMSHNATRFGRMPQAEKEKL LAESSDVNHMHPESADLRALARHLYESY LKMF PLTKAKARATLSGKTSDNAPFVIHDMKSLYEG
KPavEEE Clupea harengus CRFQKCLYVGMSHNATRFGRMPQAEKEKL LAESMDMDHMHPESADLRALARHLYES Y LKMFPLTKAKARATLSGKTS DRJPFVIHDMRSLEEG
Z2¥ 1 Rachycentron canadum CRFQKCLYVGMSHNATRFGRMPQAEKEKLLAERSS DMBEHMH PE[JADLRALARHL YERY LKMFPLTKAKARAT LSGKTIEDNAPFVI HDMKS L
LT8R T T Takifugu rubripes CRFQKCLNVGMSHNATRFGRMPQAEKEKLLAE ﬁHMHPEEADLRALRHLYEEYL PFVIHDMKSL)
}\Homo sapiens CRFQKCLEWGMSHNAIRFGRMPQAEKEKLLAES! D:dD NPESADLRALAKHLYDSYIKSFPLTKAKARAILEGKT, pEvIRDMYSL
/Bl MMS musculus CRFQKCLIVGMSHNATRFGRMPQAEKEKLLAEMSSD DPESADLRALI::jHLYDsyI SFPLTKAKARAILEGKT PFVIDmSL
KV Salmo salar CRFQKCLEVGMSHBATRFGRMPOUFREKL. L JAa  DVEIIM PE SADLRAT RS2 s ViR PFVIHDMKSL
YT Oncorhynchus mykiss CRFQKCLLVGMSZEII: vaiDPESAﬂLRALEELsyFPLT S PFVIHDMKSL
J185% Coilia nasus MEENAEAA DMRE L ARHL YD S Y IKEIF PLEKEKAKA T LSGK TRRRUAPFV I HDMKS LINAG)

713k fiff Megalobrama amblycephala n
HAh Ctenopharyngodon idella E
P44 Danio rerio Bo
KPUHHE Clupea harengus o

8 Rachycentron canadum o)
L1 #E IR J7 il Takifugu rubripes o
&' N\ Homo sapiens BADKMKF)HA TP~
JNER, Mus musculus £ TP—
KPUEEEE Salmo salar oY
W84 Oncorhynchus mykiss oy R
J1%% Coilia nasus ROLUDGIO|ZGOKVIALATALHP

Ej%@j MegHIObmma a"lblycephala TLLKYGVIEVEII PLMNKDGTLISYGQIFMTREFLKSLRKPFCEMMEPKFEFSVKFNMLELDDSDMALFLAVIILSGDRPGLLNVKPIEDL)

it Ctenopharyngodon idella TLLKYGVIEVHI IMMAPLMNKDGTLISYGOT FMTREFLKSLRKPFCEMMEPKFEFSVKFNMLELDDS DMALF LAV ILSGDRPGLLNVKPTEDL
K Danio rerio TLLKYGVIEVMI IMI§PLMNKDGTL ISYGQI FMTREFLKSLRKPFCEMME PKFEF SKFNMLELDDDMALFLAVI TLSGDRPGLLEVKPIEDL
KPuEAE Clupea harengus TLLKYGVIEVHT IMMAPLMNKDGTLIYGOI FMTREFLKSLRKPFCJSMME PKFEFSVKFNMLEMDDS DMALFLAVI ILSGDRPGLLNVKPIEDL]

44 Rachycentron canadum TLLKYGVIEVHT IMMYPLMNKDGTLISYGQI FMTREFLKS LRKPFCOMME PKFEFSVKFNILELDDS DMALFLAVI I LSGDRPGLLNVKPIE[L]
LS8R Jr il Takifugu rubripes TLLKYGVIEEHT IMMAPLMNKDGTLISYGOI FMTREFLKS LRKPFlgOMME PKFE FSVKFNWLEL DDYDMBLFLAV T ILSGDRPGLLNVKPIEEL

A Homo sapiens TLLKYGVEIETH LMNKDGYL T S[GOBFMTREFLKSLRKP EPKFEFVKFNALELDDS DEARFHAVT 1L.SGDRPGLLNVKPTED
/N, Mus musculus TLLKYG:EEII LMNKDGELISGSEFMTREFLKNLRKPF EPKFEFEVKFNELELDDSDIJ“I?IFIAVI ILSGDRPGLLNVKPIED]
KVGHEEE Salmo salar . fi LKYGVIE PLMNKDGTLIF YGQIFMTREFLKSLRKPFCEMMEPKFEFMKFNL{LELDDSDMAL VI ILSGDRPGLVTNVKPIEDL
YT On{,'(?rhynchus mykiss J{LLKYGVIE PLMNKDGTLIFYYGQT FMTREFLKSLRKPFCEMME PKFEFU KFNV\LELDDSDMALEEiVI TLSGDRPGLYNVKPIEDL,
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ercase letters indicate significant differences (P<0.05).
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Molecular cloning and stress response of PPARy in Coilia nasus
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Abstract: Coilia nasus is a commercially important fish species that is valued for its nutritive value and is used as
a delicacy. It is widely distributed in the Yangtze River, coastal waters of China and Korea, and Ariake Sound in
Japan. C. nasus is highly responsive to stress, which often causes tissue damage, apoptosis, and ultimately death
during loading and transport, hampering the development of this industry. Peroxisome proliferator-activated re-
ceptors (PPARs) are ligand-dependent transcription factors belonging to the nuclear receptor superfamily. Like
other nuclear receptors, PPARs consist of four domains that have distinct functions. The A/B domain, located in
conserved N-terminus, is responsible for ligand-independent transcription activity. The C domain, which is the
DNA-binding domain (DBD), contains two zinc finger structures. The D domain, the hinge region, connects the
DBD with the ligand-binding domain (LBD) and is involved in the conformational changes of PPARs. The E/F
domain is an LBD. Transcriptional activation by PPARs requires the presence of PPAR response elements (PPREs)
in the promoter of the target gene. PPARs bind PPREs as heterodimers with retinoid X receptor. Three isoforms of
PPARs, PPARa, PPARpB, and PPARy, have been cloned in various mammals and fish. PPARy is involved in many
processes such as ontogenesis, lipid metabolism regulation, peroxisome biogenesis, immune functions and in-
flammation, and oxidative stress. The aim of this study was to investigate the stress response and expression of
PPARy during the embryonic development of C. nasus. Full-length PPARy cDNA was obtained, which contained
1951 base pairs with an open reading frame of 1470 base pairs, encoding 489 amino acids. PPARy has four func-
tional domains, A/B region, DBD, hinge region, and LBD. Real-time quantitative PCR was used to detect the ex-
pression of PPARy in different tissues and under transport stress. The results showed that C. nasus PPARy was ex-
pressed in all tissues, with the highest expression observed in the liver, relatively high expression detected in the
brain, intestine, heart, kidney, head kidney, and muscle, and low expression in the gill and spleen. During transport
stress, PPARy expression was significantly up-regulated (P<0.05), peaked at 4 h, and was then significantly
down-regulated. High expression of PPARy may increase lipid metabolism and relieve inflammation and apoptosis.
PPARy plays an important role in lipid metabolism and stress responses. During embryonic development, PPARy
shows the highest expression in the fertilized egg stage, after which its expression is rapidly decreased and then
remains at a lower level. Lower expression of PPARy may down-regulate lipid metabolism and transportation. This
study provides information regarding the theoretical basis of stress regulation.
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