$YEE4%F | KPR

HUAZHONG AGRICULTURAL UNIVERSITY College of Fisheries

= 208 [ HHIR IRIRTECSNP R B El==7E

e BIATE  IESHUT: RSN

= 1=l — f Ly /=
ﬁ}:l:jla 1 A7~ > yg\ ggggﬁ‘ Am*ﬂ j*:l_ }:I:j-]-'/n% W CD OLPD [ENFD

(3

V2023 F EH A e o 53] e - EEERTERIEN 2o . =3 S .
£ 2ot o 2 ., . . SAS) T 22 S
(Iachysurus fulvidraco) ?;gi::vm_ ‘ Emf ‘ Y EEAREMR %E‘i’ L o ﬁgzooo c ¢ ¢
BT @ z
FERARI R, iR e e FIEE, BEAREE
- w2 | . S | .
;X7J<§§§E}\_L %% 101ﬁ Bore LA 'p . izz :t I:I STee Small L'arge Small
o S St A =2 HiARHRRE T TR E R
v BEEHRRRHEIS 1 B S e —
2 ! o !
%%B%&ki{t)ﬁ : $I QERR % rj iﬁ g CD LII’D Nl:"D 0 CD LII’D Nl:"D :%D E
SRR, AL, AT T EER e ; E
& S IEFTEEIE (. i = 2 Te I | a® T e e |
| , £ =3 IFHEIREH TERE B BRI
v 8§, SHSKTEMPEERARER .
A4 — =§/ —_ T "0 CD  LPD _ NFD K LPD Nl:"D 1200 mco o pLe BN (@30'A <[ B
FRERFUN IS RIZGRED, BN ARE. o1 AR S AR A g ik . N EE ., 2w,
PELE £5 £ 2 2 5l = SO EE) ¢ gl e £ &Y : |
¢ RURD BB BHIERE, HE e e iy R Bl
1 (AR B 1 R A K AT 3 © WIREMPECOEENERRERSE O
== - N IAEIIE S I E £ = = 3
J(__ E/‘J% %EEF{ZIT:: L )\]: %ﬁgj—} |\/- ig%ﬁ%ll\é:ﬁﬁ(}) > 005); Small 0 Lalrge Small 0 Lai'ge S Iall 0 Lalrge Sn;all
7 Al V4 X2 z 5! E =5 h—u ’_& iE =
) : . NEDEAMALLLEDEA(E 1A): e, wo om_mw FE A B AT AR I R
‘/ \\ g-—‘- \Et > = \ Y A - W A= It:\ > 2 2 f(_ﬁ_ N _‘-|=|-_/\ g_;lSO- be ab a §§300— c ab a
PRERIALR, drmAvES © LEDEMNFDRERSERETRE ] e TR EEEAMB RIS
,--k H -+ g ° T HP:; S0 s
SNP SNE o FrirciEI B Y_( ={ 1B); %“?i:; N §§ 100_ ey e At e ATV mp
= t
0 0

A, ° 4 3R 5/HK Z X015 = , | | |
EI:IE{ filt NFD E.]:%L == 51 *4%95&)({» (& 1D Large Small Large Small %{)Jz_jr H:FH}-‘-EI;JJjJZ_'F U
IE), EHENZERS(E 1F). El4 ABiERER RS e EN

AN
Wt IR > émﬂﬁ‘i*ﬂ UIEW’E*SNP&EE H$EB11, 306, 302 N BZESNPs, HESNPLETEE100 kbSHRER, REE

}UI'.I

Ay —— O o T B Chrl6==E M ' SIHERXIRAIER (cd209d), EChr8=EH 11 SIEREKEK
]«-I_ﬂﬁ*q]*ﬁ l-—_H::‘I' q?:f %ﬂ 401 | g é)
(i B ST TRE= I (05hpl6) (P, < 1x10°9),

_______________________________________________________________________________________________________________________________
.. .
R 7
. g
£ %] vt T o
:
=
=

: .-.';' . .
. . .o It 4 . . . .
&, & o e s B . . : ; 1% . e - e ..o S Fo 2 £ : t . e e 95
° g i w0 igjats . cpy P e 3 ' ) . o & 4 . ol B i : il . iers s % + < ' A
% % AR D K N 3 ) A . H < it g - e . oo, o 52 a AR o s N oy [N o B
,,". *v'-,;;_.:, o s b 13, 4 1] P ,f.-",- e ] T3 ot 5 B 23 oy i i
& y ] " '.."."'-: ¥ oo Rl PRS . ,’{. ; : ty 5
%k %k %k 2 : 3 Y - te
’ =
| N 4 T T T T T T T T T T T T T T T T T T T T T T T T T 1 o -
: Chr 1 2 3 4 5 6 7 8 9 0 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 I T T T T T T T T T T T T T T T T T T T T T T T T T
| Chr 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26
B o = o . . -
e g . S S 0 S0 ST 8 - .
8 - a8 e oo @ go e A ° Tom Do . e . .
. N b ot . 5 . o
/:’ Cray ;', 5.5 ,;, B oy N P BT
iz
v
v

o
[—
-

6

zﬁ WY %gﬁgﬁj\zﬂ LE_I I]'E.% CD NFD ' CD NFD
iRt S IRFAR -

Y Y
PITERIETR BAF DT

—loglo(p)
log,(p)
4

e
oY

%k %k %k

)
o

._
W
=

nri
A

' TT“EEE il

()

~

ol

@

8

J
oo}
@

il

38 H 2 (%)
weight gain rate (%)
o
=

W
i

S
[\

FrEERKE (%)
Specific growth rate (%)
)
(@)

4
|

-log(Pvalue)

»w 01 2 3 45

=]
=)

=]

ORI B L
(DR PG T DA S

Wit 3 S M NS (ATl > N P D S A T st o
e s Start: 157.70 chrl6: 672.36 (kb) End: 830.06 (kb) o5 End: 855.15 (kb)
0.8+ - ns & ] 1100 ) 2 [
ns O\ = /// ,/‘ ¢ 7/ //{/ / / /4 \\ i 8 4 “‘}
= = | I g 4 - ‘ z e 3}
= h S = 061 | =g — 2 : . z
6 NS éﬁ/\gﬂ S|[1E 5 — L S E — £ S
VI EH T2 3 S = £ |
< o= 2
§ 04 W
= =z z o
* EIE% 8 IIE: o 14 v d T T T T T T T 1
0 0.2 =S _;’ 0 . 0 1 2 3 4 5 6 7
8 (') i 2' 3' :1 5' 6| . Expected -log (p)
S e R2 Color Key
0.0 0

Q. ?- k 2 \ ) T r T T Expected -log, (p) : |
6 FoEMHEITRI T R AR =7 BERERIGWASHHT S8 BIREREIGWAS DT

IR

IE
Lmll

'

AN H N /\ —|— AW | [ —— | — E _II;I_ \ ~ l_ | Ly A NN / YA NS Y~ sl S
= e =t— N \ [—] = — S I S
EB=E A28 1GE Lhind d—I-Z?l <X 1 =) b X = . =881\ =<F18
EQE,._ IE \ J —/\ == — AN = N S Ho
nutrient reservoir activity ® carboxylic acid metabolic process o Callliikr senesssiEs o . Alanine, aspartate and glutamate metabolism .
. .. . : . . Arginine biosynthesis o
m oxoacid metabolic process e
A - h— \7 S A Volcano P lot (I E L—VS—NSL) fipid transporer activity N ’ . Retinol metabolism > FoxO signaling pathway — .
\\ n o ; ( \| | / ~ / 50 _ transferase activity - . organic acid metabolic process I RNA polymerase - ° gnaling p: y
:'_L“ - D- Ln I J E E . transition metal ion binding B cellular amino acid metabolic process ® Phototransduction ® Fructose and mannose metabolism — ®
i I . . . . . PPAR signali th -
45 i methyltransferase activity 4 @ glutamine family amino acid metabolic process ® Complement and coagulation cascades - ® Signalingipatiway D
Lo . Fatty acid biosynthesis
* ‘ 40 E E transferase activity, transferring one-carbon groups — e Pvalue small molecule metabolic process | @ Pvalue Antigen processing and presentation - . Pvalue atty acid biosynthesis () Pvalue
1 E E ubiquitin-protein transferase activity - ® 0.00500 alpha-amino acid metabolic process — o LT Cysteine and methionine metabolism - ° Adipocytokine signaling pathway — o )
E E L . | 0.00400 linid - : ) ) Arginine and proline metabolism - o ’
354 o i inositol metabolic process ° response to lipi ® 0.000300 TGF-beta signaling pathway - (5! :
I _ 0.00300 . . ’ ) IL-17 signaling pathway — o ;
b Sienif; ¢ ncRNA transcription — ° 0.00200 organonitrogen compound metabolic process — . 0.000200 Thermogenesis 14 @
. [ 1gnirican : i i ids - '
h h o 30 Lo O & 209 ubiquitin-like protein transferase activity e 0.00100 regulation of ectodermal cell fate specification o 0.000100 Circadian rhythm - . 0.0200 Biosynthesis of unsaturated fatty acids o s
— 1 1
1) Vo up(209) L 0.00 . 0.00 0.00 Sphingolipid signaling pathway - @ .
n n b} I . zinc ion binding | @ response to fatty acid — Thiamine metabolism
—— ] 3 251 P @ nosig(33477) _ ) ) NI
| —— | Lo e e Number . - . Number . . Number Proximal tubule bicarbonate reclamation ®
— [ b d 236 cation binding ' ventricular compact myocardium morphogenesis ° Inositol phosphate metabolism — ® 2
[ — | o i © down(236) 2 S . 2 L Insulin signaling pathway 4 @
(C D) ( I FD) (NFD) 20 i i metal ion binding ‘ 15 carboxylic acid biosynthetic process o 13 Phagosome . 3 4
5 ¢ i i transcription coregulator activity ° 28 organic acid biosynthetic process [ ) 23 PPAR signaling pathway - ° 4 Protein processing in endoplasmic reticulum @ 7
° ; i activation of immune response o 42 organelle membrane | . 34 Cell adhesion molecules . 6 Ferroptosis [ 9
o ° is -
% */ (y 2 3 6 7 % 9 6 6 % O % 10 e, Ie NAD biosynthetic process e endoplasmic reticulum membrane 4§ @ Lysine degradation ° Glycolysis / Gluc genesis @
® o0 1 1
_ ]J 0 * * . % '°‘g'§: ° regulatory RNA binding ° negative regulation of mesodermal cell differentiation ° P — P Nitrogen metabolism
L] . .
- ” 5 ° . ) <, ¢ protein targeting — ® negative regulation of mesodermal cell fate specification — ° Adipocytokine signaling pathway - PY ECM-receptor interaction o~ @
M U4 L:, /‘\ E 0 O O O A RFe e, s : : Sphingolipid metabolism — ®
= — E /() ) 7 O 5 0 O 0 : : s B o0 © positive regulation of immune response ° transmem brane trans| port{ @ MAPK signaling pathway - °
— a ° * ° 25 20 -15 -10 -5 0 5 10 15 20 25 30 cellular carbohydrate metabolic process ° small molecule biosynthetic process { @ R . ® Relaxin signaling pathway | @
T T T
11111
Log2 (Flod Change) 02 0 02 04 06 08 1 02 0 02040608 1 12 | Sy Sy rv— 0 005 01 015 02
‘ i ' i Rich factor

Rich factor Rich factor Rich factor

HiIgIh =&

I=2] /I 9254 8261 3197 =
it Go/i) HEGWASSIERALER, HIRBNESER (phkalb. pexl0. ormdl2. mbdla, mapkl2, miox),

—

%) 1320%  11.80 % 10.70 %

H]ll}

AL, BNMA) Bl RieMATIEERRAEEKEGGES(ALE,; BTA)

KGO E

IR

BEEXUE B0 Rin MAFHEERRIA:

9 MIREIEERRIA

X

tRZE1k

=K, BINEZSRIIRGG, RLGHEERE /9IRS AER,

i EEESHEERE
v FTamEERNFD) A, A

= & tETR AR E E
v GWASEEFZRASIAEHNEEERFEE ATTEAMIAECE

AKRRE 7% XK

v TR R E R S A BT S S EE RIS it —simd [1] L1.u D., Zhang J., Zou Z., et al. .(2024). Identlflcatlop of Snps apd candidate genes
associlate with growth performance in all-female mandarin fish (siniperca chuatsi) by a

RFEMHEE R D FET LB HEL; genome-wide association study. Aquaculture, 586.
v ﬁ'ﬁﬁ‘ﬂ (S elEEEENEaIATIEE A LARMEFRIERZA, AEIRISEH S RHEIEER, [2] Yu'Y., Wan S., Huang C., et al. (2024). Combining genome-wide association study and

- - transcriptome analysis to 1dentify molecular markers and genetic basis of population-
X4 MERE \ 455 | =
e %?%E_H NSRS, IRAEF AR IR IS, asynchronous ovarian development in Coilia nasus. Zoological Research, 45(3): 491-505.

I—l
=1,
\

ot
|>s“z+
|
Tl
JE
LYy

\l

K|, B83FE phkalb. pexl0. ormdl2, mbdla. mapkl2. miox.,




