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BUAEKERBEREGEEHER (527.1+£83.6) g ML 182 B £ KEXREBWEAENEN
(238.4£523) g MR 230 B, 412 RHATH R . drH A AR HAT & RNA R EUfn 5 %
A5, a2 AHATEE ZE R Kk S . DL Padj <0.05. abs[logy(FoldChange)] > 1 4 4%
e, BB 2TANEZRRARLE, F 125N EFEEHE. 12 ANTRER. £rkrHE
& Z& NCBI-nr f# Uniprot (Swiss-Prot) 4 & 89 7% B % 27 % 99.12 %. 81.94 %, # it = 7
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SR, AR Z B . B DL R S
WE R BAR N — i Je g ek, (B2 H TG
TR T A s i b, LR AE K
ART7T . Ni S5 v AR KO R AL i pF o
By, HE— ZDNE TN S 4 KRR A
KB AL TR Z AN, e R SCAEP X LA
AR R B R A9 R T, R UL PR A AT
il 28 B R 5 — NS i BB AR AR SR IR E 1
W E A AL IR B R 28 . W TS
TRV, AT B A AR DG AL AL, R
AR B . SR DN A R R M IR R g AR A 5K
AR R T L o R A E R

B SR 21 3 BT 2 B DR A R0 RN ) i e R S 1Y)
— AR A ROW TR B S 2 2R R N RNA K
- E AR AR 20 T 8 4 2 b R DR S OO S
SRR B B — R 2l 2 ikt SRR A ) RE AN
AR HFATIF AR ELEW —Fh T B, 55
PRI AN [l 1) 0, e s 2l B I 28 Rk iy e e vk
PRI SRS A A KR E A BT
Rk e I O e S I = N 1 BUR 2 T3
Fro] AR RR 2 5 B, GfEEEERAER . a4
BiY) . R SEAS | RN ZER . B R
IR AL IR 2SS, Al dE— 2P XA DG K
RBEAT IR R . GO W A0 #T . KEGG i B &
L0 HEEAERZE ST AL PR 3 5k )
243 HT (weighted gene co-expression network analysis,
WGCNA) AT R 2 & Hr 46", WGCNA
S FI) P e S A R PR 3858 {5 Bk M el JE RUBE 43 A
2P N U IR iE % NI S % N T B /4 K ]
17 198 > 5 e IR A AR ABL A 2 PR AR 5 B (mod-
ule), It 5 R AR Z 0] 1 SCHR A A AR 55 4
PRAADC AR e, M iz R IR B ()
A0 5 R AT R BE A2 48 AN D RE 40 1, B sk 2
WU 4 AR AE B 5 £ 288 B DR 3R R BIL I S A2 a4
il 01 2R S MR P DG B PR A5 ) THD A 45 A HL
SERYPE I, BT TR B R i S Ay A
A AEYU fe g D RE T AR B o AU A5 5 T .
AR R, IR RIS A28 SR E
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40%~50%, F ELILPY A8 AR KO0k B 4 £ 38 1l £11 8
BAERERZLZM, Ok S5 HAEAE KR
14 J A 3 A LA A A 3R B (msen) FAE
WL 5 B2 B (mrf), mif R AR myogenin
myoD . myf-5H1 myf-6 SFFEH , WY R LR
WS 5IUAMNE R R, JF H AR LAY H 3L
HAEBEHESI I i L rh 8 A I &
WY, /N &R R A A A T 2L b Of s L
PR AR A 5t = 0 288 A R O ) T4 I 28 55 R
B, BRT BT &R Mn B 54 KA
FEHAL, A HoAt ] g 38 i 8 T RE A S E LA
AR 1R A X 285 T S 55 i A K ) 2 R 2D
7 2R

R T RS R A KRR Y R AL T
YR AH G D RE L A, 5250 M [A]— > XA P 5 5
{14 R B R IR O R A AE 25 S MR HEA T
SR AT, W25 R R IA R T D) R R
GO 1 KEGG i % 5 70 M1, 184 WGCNA k%
JE 5 R B A R PR SC Y SRR IR T A%
DHER AR EEAZ YR, DR T Re 5 KE LA
ARAMOCHTIRERE, Ry JE S AR OGP D) RE A TR
JEE A8 300 UE LA K R 0 A K MR 9 41 R AL
bR

1 MESTHE

1.1 SCIEMRRE

ARSLEGF 2019 4F 12 A 7EAE 48 T 48T =48
WK B 00 7 B e i [ — A D P9 SR ) 2 R B
R T AR R ORI (R R (527.1 +
83.6) g MM 182 J& FllAE 1 R 512 1 (A E 34 {1
h(238.4+52.3) g AR 230 BB, St 41208, il
HAREJG, RETTBNLAHLE TR RNA 19"
WHHRAEE T, £ T-80 °C BRI VKAE & .
Bl S BG RAE TEAE AR 36 KK P 2 B s e P2
REHEOR AT
1.2 2 RNA {2EUK cDNA 32 EEH 3 F0i

HUAE T80 °C B AR VK AR Hh 2 LR 148
FE &, f# FH TRIzol Reagent Kit (Invitrogen, & [E)
AR IBCE RNA, R4 UL 19 5L RNA 3% 2 Ab 5T
RECERH A A BR AT, 58 BORE 0 58 e v vk
3BT RNA {40 f1 52 2 4 | Nanodrop £ Il RNA
A ZEE (ODyg0080 1) Qubit 2.0 X RNA ¥ & 47
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G B 22 B F Agilent 2100 A= 97 43 # ASCORS g 46 1
RNA 58 % . RNA FEa Rl 548 5, FHA A
Oligo (dT) Y W4 Bk & % H #% 4= %) mRNA 3k # 17
cDNA SCJE MR # o SO g 6 % 5 4l lu-
mina 153 & 77 15 NovaSeq 6000 #E1T 2x150 bp
MUK B U FF o DU 56 B Fa A2 ) 35 B 4 250 40
(raw data) F1J5i45 )5 5038 (clean data) YE47 T #5004 .

1.3 ERBADH

4 raw data i3 fastp 1 (https:/github.com/
OpenGene/fastp)™ HEATAC PR . J24%3k reads; 41T
— I JF7 read H N 7% 5 8 40 1% read B8 FE AL 1 10%
i, EBRIE paired reads; 44— JF read & A
AL i (Q < 5) Bl FEAIGH 10 1% 4% read B FE 4k 1)
50% A, ZBR I paired reads, Hi LRI AT 345 clean
data, TEASSZIGH M AHH fastp FF DIBE T 0007
i AN FEE B9 10 bp BRI L B TR T 75 bp
(5L Bt read, 2 DR IIESS , KA Bl i
J¥ reads, ZAEARBCXT AT read,

[ #5258 WG 18 STAR %K (https://github.
com/alexdobin/STAR/)** K- Il ¥ reads Hb X} 3| K 8
S RN L (S5 SR RN RSO AR 5
W FTARe), HATSE Ry StringTie #4F (http:/
ccb.jhu.edu/software/stringtie/)”’ " J& F £ % F [H 4
TERE SCAE X T A s AR AT G AL A%, IR
TransDecoder %X f} (https://github.com/TransDecoder/
TransDecoder/releases) X FIr 2 2%k S A ) A 156 2
X725, )5 8 H featureCounts FX A4 (http:/
bioinf.wehi.edu.au/featureCounts/)™" ¥ 17 J [H % ik
M EOE B, ISR
14 ERFEERRTESH

HEAT BN 26 S5 3R A Al o 2 AT, SRt A K

< NS N =B 5815 0 SO 51 S W

B2, B REAR A (A AR H A 7 1 01 4 A
BE, DU IS B E N HARYE , /N0
AR, KT 0 AERKIIMAA. (/] DESeq2
B A4 (http://www.bioconductor.org/packages/release/
bioc/html/DESeq2.html)P,  DAAE A8 AL A Xif BE
W, AR RA L Ry 200 2H AT TR 22 S R TR Ay
#r, LA Padj<0.05. abs[log,(FoldChange)]>1 MR
i 16 2 S FRIB LA

1.5 ERFREEFEWINGETRE
{#i A diamond X 1 (http://www.crystalimpact.

R E K7 2: 2 E /) sponsored by China Society of Fisheries

com/diamond)®? 1 f{] blastx L) GE B i 126 45 3| 18 22
S 4 TR B D A B3 1 B SR AR P 71 e X 21 NCBI-nr Al
Uniprot (Swiss-Prot) &5 [ 448 22 b #E 47 TR 1 R o
g R R SN, T DI RE BT EE
) 14 5 A 1x107°, I H.ff H --more-senstive 2 %0k
PER T LR A U

1.6 EZEFFREEEH GO 1 KEGG 731

fdi FH 2 T eggNOG U #5 £ T & 1 eggNOG-
mapper _H (https:/github.com/jhcepas/eggnog-map-
per.git)* 1, T FHTZH 2B I A i) i A Ak DA ) S R
HI T GO Al KEGG 1 1% & 5 /3 #7 1) OrgDb
£, FESEMJG I clusterProfiler #X4 (http://www.
bioconductor.org/packages/release/bioc/html/cluster-
Profiler.htm])®® %} 22 55 & ik Fe N #47 GO il KEGG
SR S TS
1.7 IR E HRIEMLE 53 # (WGCNA)

{#F WGCNA #f4: (https://CRAN.R-project.org/
package=WGCNA) 14 £ Jo REE A I DY 36 32 3K 1)
0T Pl R 2 ik DESeq2 B4R HEAL G 1Y 3 R
FeIRHHBEVE o A, 0 b 48 060 i 2
(median absolute deviation, MAD) fif 75% H. £ /b
MAD KT 0.01 955 P LA o ROBE JinAst & X
ILRIRM L, (i FIREA R A Iy BRI 2 5 A7 7E
BIREAEAC S, Qg ) L BRI SE B AR AS, 4R
4 H ) pickSoftThreshold PR #5843 3K N 4% (19
WIEME, FHH A powerEstimate p& U T He 1
{8, i — 20 e 8 J0 RUBE A 356 PR e 3R 3k o 2%
FEHT IR E PR 5 & B AR OCH: . 2 51k
Jo i PR AR AE S B AR, 4254 X SE AR e Y
#% 0> B X 3F 38 53 NCBI-nr #l Uniprot (Swiss-Prot)
B BE FE A T D RE TR o
1.8 SERTREEE PCR (qRT-PCR) I&iE

T B SN Y o A R R R AR, D
Bractin NS HER, BEPLPRIE 10 4> 25 5 3Rk 5
(LHERIE 54, KR 54) #17 qRT-PCR
IG5 HE . gRT-PCR Fr F & 4 & QuantStudio™ 6 Flex
System. 5255 33 % sl R G w2l a4 Y
AR WAy A FR 2~ 5] B TransScript All-in-One First-
Strand cDNA SuperMix for qPCR (One-Step gDNA
Removal), qRT-PCR i{ifl &2t i &N &4y
Ay 76 BR 23 7] By PerfectStart Green qPCR Super-
Mix, W RZ N 20 uL: 4 pL cDNA 54, 10 uL
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2xPerfectStart Green qPCR SuperMix, 0.4 pL Pass-
ive Reference Dye (50x), L FiiE514)4% 0.4 uL (10
pumol/L), 4.8 uL Nuclease-free Water, [z v K B 5
A WAEYE 95°C 3 min, AEME 95°C 10s, iHA
FE(H 60 °C 30 s (WA FRAREDDE), k40 DB,

2 4R

2.1 HEHFREANFMBARLER

e BT A9 19 raw reads Y {E M 15 708 595 4%,
clean reads Y {H & 15 087 186 5%, raw data Ui &
YIE K 4.71 GB, clean data B3 {8 K 4.53 GB,
Q20 YJ1{ii Jy 98.46%, Q30 ¥J{H N 95.15%, GC &%
HE N 50.68%. f#iFH StringTie 4%+ ¥ 5
AT A S %, AR5 LR 113 847 5 A
J¥ %1 (contigs), AH R Y%L K%L (unigene) 4 51 615

30 | s e
& i ;
® :
.ﬁ ~~ . 1 :
257 20+ ;
iy |
=y /
UE l I.I
I :
= v, L :
10 + RIS W< F A
[ 1an %
L] g .'.:-"..':12.' %
S sl v
0l ! '
-2 0 2
R R 2 R HLL 2 R H
log,(foldchange)

(@)

™, contigs FF K LN 152~82 856 bp, 75
K EEYIE A 2 704.9 bp, N50 Ky 4 704, i Jf] Trans-
Decoder {4 X 2 285 & s A E 47 HF ik 158 2 HE (Open
Reading Frame, ORF) [X & il il J5 I 5k 75 94 482
2% % AR B (contigs), H N [ 3 I EX (unigene)
hy 24 849 4, contigs J¥ 5K JE Tk 297~82 856
bp, FHIKEYIE N 4 521.5bp, N50 Jy 5896, T
D753/ ORF J¥ 81K B 2l 258~30 501 bp, ¥
G BEFIE A 1.309.3 bp.

22 EREFRRIESH

R #E Padj<0.05. abs[log,(FoldChange)]>1 [
o o 7 1 A RS AR A PR AR 5 518 A 1A 2 ]
2 RINHER, HAGH) 227 A 2 R RIRHEE, H
R RIRAA 1254, FIRRBA 1024
(% 1),

o LI up
TES not
o i down

(b)

El1 EKEREAAGHIABAERERRIADHT
(@) KU, (b) TR x BRI R B2 R ML) 2 AR, y SRR IE S P (A9 Furh Sl -

Fig. 1 Analysis of differential gene expression in muscle tissue of L. crocea with fast-growth rate and slow-growth rate

(a) volcano plot, (b) Venn plot; the x-axis represents the logarithm value of the difference multiple of gene expression with 2 as the base, the y-axis rep-

resents the negative logarithm value of the corrected P-value.

23 ERFTEAEFNTIEEERE

i F diamond %X {4 H (19 blastx T HE X} 227 4>
R FIRILHFATIIHEERE, 7 NCBI-nr IEI04
T EBOHE R AR 2 Dy B B R R B 2254,
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22 3 R IAF MY 99.12%, TE Uniprot (Swiss-
Prot) & 11 £ 4l FE v 45 2 ) R v R Y 3 50k
186 4>, i 25 5 RIAEEA Y 81.94%,, i o X 2% 57
FIRFEA D REE R R — L0, KT —
SEn] B 5 LA A KA B R R A, a2k K4k
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R 9 JH (gdf9). WURRIMG M BUEEA (ckm) . 1%
WRENR R A2 R 4 A (pd). WS &
H /s B LI (tnni2) . 24855 A Ry 85 3%
P (fag) . I I 9 1 s T 9 D 2 YR Y [GTP] 3 A
(pekl). LEERRR R (gyar). 2 A 7 2 g
A4 ALOXS (alox8) . HEHEI B-100 FEHl (apob)
J MU ZEE IS (des) 55 o

24 ERFTIAEER GO 1 KEGG 74k

AT ARG 227 2RI EE WA
2FUJRE, ANSEEGfH A clusterProfiler 2K OrgDb
fLxt 227 A2 5 R B BEAT GO il KEGG il j#
FHESH . FHEIM GO term B 679 4, M
P AL 55 A= ¥ 3 B2 (biological process, BP) 525 4,
A0 i 2H 43 (cellular component, CC) 63 4>, 43I
HE (molecular function, MF) 91 4>, i@iddft—H5
Br, KRW—2e2s Rk s LR T —2nf ey
WLA A KA /) GO term Y, AN 1 2241 40
(actin filament organization, GO: 0007015). WLz
H 20 it i 22 2H 21 (actin cytoskeleton organization,
GO:0030036) . #5> T£T4E£H2ZH (supramolecular fiber

B
WAL PEARL TR 25 A 5 R Fihitt DNA-binding transcription factor activity |

RARKWEINT Y& carbohydrate derivative binding |
KRR, {EF THE%E  hydrolase activity, acting on ester bonds

& BB TS B S metal ion transmembrane transporter activity |
A EE, TERT & lflfﬁ catalytic activity, acting on a protein |
Whnt #5273 Wat-activated receptor activity |

MM E 444 microtubule cytoskeleton organization |

HRAVMEIGKE  chordate embryonic development
FETHAEEF LR microtubule-based process

WIS T4 22020 actin cytoskeleton organization |
WBNEH 282 actin filament organization |

MBS E 225550 F2  actin filament-based process |
HHAGKE skeletal system development
P44 supramolecular fiber organization

T EAY)  transcription regulator complex f
A% JE X perinuclear region of cytoplasm |
0 AP 5

AL microtubule organizing center

TR IANEAM R collagen-containing extracellular matrix

RN 1454 transcription factor binding | [T <
rasporter aciviy |- E—— |
I
Wi R M 45 4 glycosaminoglycan binding | [T 4
. <
S I E
FEAMEIFE T enzyme inhibitor activity | [ B
] I
I &
|
Mk E  limb development | [ .
k I g
AT R somitogenesis | [ &
. =
I ®
. 2
I =
[
I £
[ g
extracellular matrix - [N g
M7 E  cell cortex | [ :
YHAEZERE  cell junction | [N =
UM G AN SCSE cytoskeleton | [ E
I : . &
AT 4 microtubule cytoskeleton - [N g
. E
B TFEAY)  supramolecular complex -
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organization, GO: 0097435), WL zh &K 1 22 3 it 2
(actin filament-based process, GO: 0030029), %
4 Jf - 22 2H 21 (microtubule cytoskeleton organiza-
tion, GO: 0000226), & FHUE Y F (microtubule-
based process, GO: 0007017). 44 (growth, GO:
0040007), 13 & 2
center, GO: 0005815). L4 4 M- 42 (microtubule
cytoskeleton, GO: 0015630), 1475 %4 (somitogen-
esis, GO: 0001756). 1A% & (limb development,
GO: 0060173), H RN L E (chordate embr-
yonic development, GO: 0043009), ‘HH# RZRF KT
(skeletal system development, GO: 0001501), & &
H: K (developmental growth, GO: 0048589), ZH 4!
JEA & (tissue morphogenesis, GO: 0048729) K It
BaTE A % 4 (embryonic morphogenesis, GO: 00485
98) 4% (&l 2-a), iX¥L GO term TE & TR Z I fig
SMAARKMCHERE L, ERRANE. &
LRI KEGG il P 156 4%, il #k—2L 50T,
R T —LemT e 5 WA A KR DG %, 4 it
A HF (cytokines and growth factors, ko04052) .
5 H B IH AL K (protein digestion and absorption,

s[> (microtubule organizing

o
—_
(S}
w
~

THEE

count
(B2 Fig.2)
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LA KR T-BIE Tl TGF-beta signaling pathway | o
RERAEND & R T lipid biosynthesis proteins
JIG 7 4 o M R FH B4 regullation of lipolysis in adipocytes @
Wi 4R T3 5@ adipocytokine signaling pathway f =)
ARRTERZEW) A B fatty acid biosynthesis
HE R P4 /@ fatty acid degradation ljjfita
JE A 2 (5 5% glucagon signaling pathway f . .1
JE S Z (55 insulin signaling pathway | : i
A A7 FAE KR F - cytokines and growth factors & @
VETR A/ 4= glycolysis/gluconeogenesis
FrEEBREHR (TCAI3F)  citrate cycle (TCA cycle) | g TER XL
—lg(gvalue)
)5 mineral absorption @ 0.20
ALEh 8 A0 221935 regulation of actin cytoskeleton | ' 015
Him gt glycerolipid metabolism & = 0.10
R A FUHALT IR protein digestion and absorption = ﬂ:. 0.05

IR pyruvate metabolism |

B IHTEZ R dorso-ventral axis formation f
PI3K-Akt {5 53## PI3K-Akt signaling pathway |- =
MAPK {5 5i## MAPK signaling pathway | -

G HHAMMELZE G protein-coupled receptors =

0.05 0.10 0.15 0.20

q TEIFX L
—lg(gvalue)

B2 ERFEEE GO KEGG BEEESH
(a) GO BB/ 45, x MR EEFEL, y K GO %K H; (b) KEGG M E LML R, x MREEEFET, HEBIRRRE
MK, ERRE M, B RN RRIZOE PR, y MRS B AR
Fig. 2 Enrichment analysis of GO and KEGG pathway of differentially expressed genes

(a) the partial results of GO enrichment analysis, the x-axis represents the number of genes, the y-axis represents GO term; (b) the partial results of

KEGG pathway enrichment analysis, the x-axis represents the enrichment factor, the darker the color, the larger the value and the higher the enrichment

degree, the size of the circle indicates the number of genes in the pathway, and the y-axis represents the name of the pathway.

ko04974), " ¥ Jii W YL (mineral absorption, ko
04978). 5 Wi MR 4= 91 A X (fatty acid biosynthesis,
ko00061), b K HF-B 5 5 I (TGF-B 75
i %) (TGF-beta signaling pathway, ko04350), #7
15 B2 1 8 (TCA 1§ 31 ) (citrate cycle (TCA cycle),
ko000020) . JIg Wjj M2 [% fi# (fatty acid degradation, ko
00071). P4 Fl g 18 i (pyruvate metabolism, ko
00620) ., WEEEfR/ME A (glycolysis/gluconeogenesis,
ko00010). JIi§ 5T 4= ¥ & LK 1 (lipid biosynthesis
proteins, ko01004). i & M4 E {5 5 18 1% (gluca-
gon signaling pathway, ko04922), 5 & {5 5 il
# (insulin signaling pathway, ko04910). WLzl H
40 i 28 A4 R #% (regulation of actin cytoskeleton,
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ko04810), G # HHEK3Z 1A (G protein-coupled rece-
ptors, ko04030). MAPK {5 51l ¢ (MAPK signal-
ing pathway, ko04010) % PI3K-Aktfg 5 il [
(PI3K-Akt signaling pathway, ko04151) 4§ ([&] 2-b),
XU R S TR Z AT RE S LN AR IRITTR
AR BB R G R, ERIRAII

25 WGCNA R

fd 1 WGCNA 442047 I8 ROBE AR R 5%
KA, DABRUEAR IS A0 35 R 38 2K e 4 h
BN, A2 ANEEA . 19477 N, IR 4
SR ZE T 75% H. 2 /0 MAD {5 KT 0.01 ARG
P T 14 607 ANFE, Gl FEAR IR 0 TR AR
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T 5 A EBEEA, {8 H] powerEstimate PR 11
() 5e ol BB (N 4, IR JC RO M 45 A 8 8 R

H0.9, FEEEMEET 0 (8 3), B E T
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Fig. 5 The corresponding number of genes in each module
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Fig. 6 Correlation analysis between module and body weight traits

(a) the picture on top shows the inter-module tree clustering map related to body weight traits, and the picture at bottom shows the heat map of inter-mod-

ule correlation related to body weight traits; (b) the correlation heat map and correlation coefficient between modules and body weight traits.
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(a) the scatter plot of correlation between purple module MM value and body weight related GS value; (b) the interaction network diagram of core genes

in the purple module: the red circle in the center of the diagram indicates the core genes.
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Liang RY, LiY, Tang Z L, et al. Dynamic expression of

TPM1 gene during Longissimus dorsi muscle develop-

Comparative analysis of transcriptome of muscle tissue of individuals with
different growth rate of Larimichthys crocea

ZHANG Bo, JIANG Dan, ZHANG Dongling, WANG Zhiyong, FANG Ming"

(Key Laboratory of Healthy Mariculture in the East China Sea, Ministry of Agriculture and Rural Affairs,
Fisheries College of JiMei University, Xiamen 361021, Chnia)

Abstract: In order to explore the molecular regulation mechanism of growth traits of Larimichthys crocea, in this
experiment, 182 individuals with fast growth rate [average body weight (527.1 + 83.6) g] and 230 individuals with
slow growth rate [average body weight (238.4 + 52.3) g] were selected from L. crocea cultured in the same cage, a
total of 412 individuals were studied. The muscle tissues were subject to total RNA extraction and sequenced by
transcriptome, and the differential expression of genes between the two groups was analyzed. According to Padj <
0.05 and abs[log,(FoldChange)] > 1, 227 differentially expressed genes were screened, including 125 up-regulated
genes and 102 down-regulated genes. The annotation rates of differentially expressed genes in NCBI-nr and Uni-
prot (Swiss-Prot) databases were 99.12 % and 81.94 %, respectively. Based on the functional annotation results of
differentially expressed genes, candidate functional genes that may be related to muscle growth, such as gdf9, ckm,
tnni2 and des, were screened. GO and KEGG analysis predicted some information related to muscle growth, such
as actin filament organization, actin cytoskeleton organization, actin filament-based process, microtubule organiz-
ing center and developmental growth in GO term, and cytokines and growth factors, fatty acid biosynthesis, trans-
forming growth factor-beta signaling pathway (TGF- signaling pathway), insulin signaling pathway and regula-
tion of actin cytoskeleton in KEGG pathway. WGCNA analysis showed that there was a strong correlation
between purple module and body weight traits, and its core genes myoz1, tpm1 and tnni2 may be related to muscle
growth. These results provide a reference for further verification of the functions of related genes and the analysis

of the molecular regulation mechanism of growth traits of L.crocea.

Key words: Larimichthys crocea; muscle growth; transcriptome; differentially expressed genes; weighted gene co-
expression network analysis (WGCNA)
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