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WE: N TSt (Nibea albiflora)5t MR % & FACH R ALA 0L, AT T REFRCSSRMY A BKE L
AVERRIC (AFLP) X 8 1ifi 0. 5 ST A% % 3 58 R HEAT A% S 8 AT o S5 5 s ()MER% % B R R AE 4 1> SSR fi f 1l
5%t AFLP 514240448 AR 2 4R R A A SV 507 455, SRR & B IR LLR N 100%. () Tt f% 4347
1) 7 4~ SSR fi S 7EMERL R B K R MUIE % AR 2 h ok Wog 2ol 4 i, MR EFZR 71 SSR LA P14l
BN 0382, EIEW MK RO.161)1 2.37 5. MR K TR REARMAEG AL S ECN 0~6 4, 447 250 5 Ho]
2 0~85.7%. (3) 5 %F AFLP 51¥3L 14 1h 182 S0 Mi A0 84 478, b 21 SRR bk 4 A 16 S REAC R S
P . 16 FRARERMZW TR 7 AZ WM KT RXFZ D BERSE(P<0.05), MZEERRFMIER LK
REBNESA B B8 14.7%H 20.3%. (HHER: K TR R SR RS & T 5 15 % 5800 R R 14 A
JE, TEHAEHR B [R) S AS FIEE AR B 38 4 B B R BOMA ), DR SE 45 SR, B0t #0554 e & — IR R R (G i &
HRESTIERCRER, ATESMR LT REREFASH—AERGRE, BT LA F 5 A 44
52, AT LA A 3 5 R B Ok, AT AR 8 B R AR

KR WA, MEER, BEaNn REAGE
FESEKS: S917 XERPRARRD: A

5 4 ff.[Nibea albiflora (Richardson)] )& i 7
1 4¥ (Osteichthyes) i J£ H (Perciformes) 1 1 i £}
(Sciaenidae) ¥% il L J& (Nibea), 2 [E 2l 4
Urfa s, wmah A I W S K (Larimichthys
crocea)FBL, (H ™ Hi 5 Wi R B F 37 B W03 SR 11 —
RFEHG, BV R s D e A 2 1 st A8 I
5B TRT 7 1 4 PR P B R Ao e R 9 2 5
A A P O, Xk B Ol £ DU S A A R, i L
B A0 L SR R R, e T E A
WL AT R R B L TR R

N T35 T ¥ & B (gynogenesis) & 7K 77 51 4
BEE M — I EZE A, &M AR
AR TS MR & T AT T4 25 0

%5 B #5: 2020-06-23; f&1iT H#A: 2020-07-21.
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1 MRS

1.1 #RsRiE

N TR T AR S 05152 0T
W™, A SRR R A S A AT R R
(BRI AR MEAZ & B A IRE R, fiE 2,
PRBE A FRAE 2 WA b PERR A B R A
SEfa, F A LRH-A; #E47 AN T A RS 4 Hank’s
WIS Hank’s WAYLLBIA 12 45, 7
3800 uW/(cm’-s)4 4L T ST 60 s, RIG 50T
AT TR N TR, #205)5 2 min FFARR IR e AL
B, OBKTEKIR A 3~4 C, WAKTERFLERT ] K
10 min, K555 F(24+0.5) °C /K14 K g
b, R 2627, IEH LR R FEAEHAZ LT
RAMFEAME, WAL EINE B, 28
I IR ST . BORA g | i R B HK R M
IEH SE LR R PIIEAT .45 100 B EE T 95%4

fErh, 42 HC DNA,
1.2 E[FZH DNA 2

FA DNA R LigEss A=) TR A BRA A
M ZIFE 20 DNA  $2 GRG0 (25O ) $E R,
WA (4 f0) L 4] DNA SR L 5 25 By —
iy G

AT 1%B R EEE A L DK A B2 B ) DNA B
i, FERE AN E DNA W . ¥ DNA %
K AZEKJH 2 25 ng/pl, T-20 C FRAF.
1.3 WMIDEIRiCHH

HAER 60 XARSLI I AW SSR 51 PikAT
SIYITRGE, FHEE 8 XA M 4l o RCE AR AR R AT
B H AR RAEAE A B 25 S5 5 | W T s g oy
Br, Horb 4 XTTEREAZ G H 550 (A I f0) T
FHFE AL, FTH T R B E . 51975
FEOE AR SR W 1,

% 1 SSR =BS54 F 5 Fn4E1E

Tab.1 Primer sequences and characteristics of SSR loci

(A= ENAZ] FIHFFI(5-3) Bk EE/C
locus core sequence primer sequence annealing temperature
LYC0012 (AC); F: CAGAACAAACAATGAATGGG 55
R: GAGGAGCTCAACAGCAACA
LYC0017 (TG), F: CTACCAAGGCCAACCATCG TD55-50
R: GAGCACACTATAACAGAAAGC
LYC0032 (CA)4«(TG)3(AC)3(CA)(AC)s F: GGGAGAAGCAGCAGGACA 50
R: GAAACAAGAGCACTGAGAGCC
LYC0066 (AG)10 (GD)1o T (TG)s F: TTACATGGGCAGCCTGAG 53
R: ATGACGCAGCAGAATGG
LYC0200 (AC)i6 F: GAGATGAGGGATAAGTGC 55
R: ATAGTTCCCATTAGGATACA
LYC0231 (CA), F: GGCGAGATGGAAATGAAA 55
R: TCACTTGTCTGCCTGCTT
LYC0260 (AC)3, F: TGAGCGATAAACTGTGGT 51
R: GTTGTTTATTCTGCGTTTG
LYC0267 (GT)3 F: CAGGGCACAGGATGAAAC 48

R: AATAACAAACAACAGAGGG

E: TD IR PCR (-1 Cleycle).
Note: TD indicates gradient PCR process (-1 C/cycle).
K55 B Oetting 2 5%, 76 M13 i
519 5 31 (5'-CACGACGTTGTAAAACGAC-3")
5N DR HEX A bl 26519, IF1E
BASCLEALSR BT 5 b ik M13
WG F I S, T IS AL AT
B, PR RRIC PCR AR 2R 8 s by 72 J 2 BR
B FE AR A 0 3 U, kA MR L T R A

Gel-Scan 3000 (CorbeReseach) I'H 5%ZE RN
A5 PO R I8 S R A 7 4 g R
1.4 AFLP 4347

R IRBRIERY AFLP S0 A 7 #4736 (K 4] DNA
B, B WY RO, BB R
FAAS 5228 38 57 1 FAFLP J5 3™, B e 57 ina%
R HEX FRic 9O 6CH 1 kAT v 1, 975 Y 1e
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Gel-Scan 3000(CorbeReseach) [ i 5%7EME RN 1
Pk Joig Bk JS SR A B AR o 1 B T 36 X RS |
¥ (E-primer Fl M-primer 4% 6 %)X} Wi 12 A DNA
AT 4, MRk 5 X7 EAR PR R A
ZW5I TR
1.5 HESGIt S
1.5.1 MIDEFRIBH B8 ALY SE AL K 4%
HT## E Ag B PR YCGE L AL B. C. D,
1EH 22 FL G 22 A T 5 (R 80 Lo R B BB 2 5 B 5
HE X1 B A T gk AT, SR 7 TGRS 1
AL NTETE W A RAF T BB
AR TR A B R R, R Li 420
B BT E bR IE - 2R B RE B, IR Rai G
TREEBI 10 1 BB IEAT o I B i 1AL AL
R AU PE i A Popgen32 TR EARSHZ AT
FAR IEHACHTACZ ] AR 2R (Lynch ) fil i
fLHEBI (Nei 262, JFRIEE L IEE ) MEGA 6 14
HRITE P,

W22 B Ho= 2% 5T WSS AR5

45 H=1-H,

HIBLRR s, = 2N

(N; + j

BB D = -InS;,

x100%

Kb, Ny A AN SRR W R Bk, N
N Gr S RASER @ 5K 4 B B0 B .
1.5.2 AFLP %4F AFLP N WMARic, HIvka
P¥GA L R, oY A o R R
FAlicoh 1, JCARIC 0, K AFLP 45 SURI S e 4 i
1 A1 0 #RLAYE F4E R4 . 7E Microsoft Excel H1LA
Wang 2524451 L F (AFLP data analyzer), 3154
SEA S MERZ T T AURNIE B sS BE A =z 8] B AH
FBABALIE, IR E ] MEGA 6 14
AREMTEP 2B A AR T

S - " x %
Z ST T 100%
2 ZERE5HW

2.1 SSRiEEDH

2.1.1 MEZEBEHEZE  FIAEH Y SSRE1Y)
XTMERZ KB R R MIE R AR 40 DKM
FEHZH DNA 474 ATy, o LYCo032 .
LYC0200, LYC0231 Fl LYC0267 % 4 X544~
1 TS AR ACA T EREAS WA AR ) ) 250, A A%
KB TRBEEN 4] DNA B9 16 K% F2 R & B
EJACA (RS e £ ) A R 9 45t , R & B K
% h 100% (K 1),

Bl 1 iM% AT R RTE LYC0032 Fl LYC0231 SSR i i iy 1 45 5

M: marker; Q: B4 30 ACA; 1~40: WA 5 T A,
Fig. 1 Results of amplification of LYC0032 and LYC02314 SSR loci in gynogenetic family of yellow drum
M: marker; Q: female parent; §: male parent; 1~40: gynogenetic individual.

2.1.2 SSRULEMILEEDH  FIH 8 X} SSR 5|
VIR & B RAMIE R LR R4S 40 BT

FAH DNA FEATY M gk, Hab R, 78
LYCO0231 3 15, E AN R BT AR 1) 2 R AU 43y
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REM, BAKBAIE R, %A T AR A 2R
AP 2 MEERAES AN, WTRESRIEEBTE

RS, R A A B G451 b gk 47 ke
B, HA T A SSR S BN 5 43 b 4k 5 2 2.

®2 BEBEEEXBERAMBEZRERR 7T MRIEMLSHFEITER

Tab. 2 Statistic information of seven SSR loci in normal mating family and gynogenetic diploid family of yellow drum

, , RSB R . 20 LULE! pURI PRic—&
ik HE " TARIEIR R (A% o o di e PAE
. parents genotype : HENE ReE REE . hi B AL R
locus family———  genotype of offspring (number) homozygosity P-value
3 K H, H, D/cM
N AB AC AA(B) AB(10) AC(10) BC(12) 3 0.750 0.800 0.200 0.849 -
LYC0012
G AB - AB(40) 2 - 1.000 0 - 50.0
N AB AA  AA(18) AB(22) 2 0.500 0.550 0.450 0.527 -
LYC0017
G AB - AA(5) AB(32) BB(3) 2 - 0.800 0.200 0.480 40.0
N CD AB  AC(7) AD(8) BC(17) BD(8) 4 1.000 1.000 0 0.086 -
LYC0032
G CD - CC(7) CD(22) DD(11) 2 - 0.550 0.450 0.346 27.5
LYC0066 N BC AB  AB(8) AC(14) BB(8) BC(10) 3 0.750 0.800 0.200 0.494 -
G BC - BB(8) BC(27) CC(5) 2 - 0.675 0.325 0.405 33.8
N AB CC AC(17) BC(23) 3 1.000 1.000 0 0.343 -
LYC0200
G AB - AA(2) AB(33) BB(5) 2 - 0.825 0.175 0.257 41.3
N AC BC AB(8) AC(8) BC(13) CC(11) 3 0.750 0.725 0.275 0.615 -
LYCO0260
G AC - AA(10) AC(12) CC(18) 2 - 0.300 0.700 0.131 15.0
N AB CD AC(7) AD(12) BC(9) BD(12) 4 1.000 1.000 0 0.615 -
LYC0267
G AB - AA(12) AB(7) BB(21) 2 - 0.175 0.825 0.117 8.8
N - - - - - - 3.1 0.821 0.839 0.161 - -
Tt
G - - - - - - 2.0 - 0.618 0.382 - 30.9

H:NRRIEFHZMER; GRAMEKERR, K RRFOIENE, H AR RIREEE, H Fm W24 B, D FoRbRc-—4 2Rt (L 1.
Note: N indicates normal mating family; G indicates gynogenetic diploid family; K indicates number of allelic gene; H. indicates expected
heterozygosity; H, indicates observed heterozygosity; D indicates genetic distance between locus and centromere.

BAL I AA BE R BN R R R & IAE
EERMEIR AL G N . MR E R R, T4
SSR fi #i Wy 4l & B B 0~0.825, F ¥ 0.382;
LYC0012 5 MaE & ERAR, 2R s
R ali G B e i B e LYC0267, 40 NAMA
A 33 ARG, s 0.825, TEIEH &S
FKFZH, 74 SSR A7 S M4liA Bl 0~0.450, T3
0.161; H:rh, LYC0032, LYC0200 F1 LYC0267 {ii
SRR 22 A7, Al 3 f s 1A
LYC0017, 44 R 0.450, LYC00I2 F1 LYC0017
P S TEMER R B R R LA AT IEH MK
R, Ha 5 AMSEMZ AT RRZANASEH D
FRTIEW SRR R MR LT RXZR4 SSR
AL Z 5 B, T & AR I 22
K fEHEES ) 8.8~50.0 cM (3 2).

WER% BB KR MIE R SR R R a5

M IR AR KB 7 4> SSR i i 44l
HIAER . M AT XRG40 BAFfTE 7
A~ SSRAV i AL 19 FhEH A, FrE MRS B
REASEN L R IR SRR R, Bkl 40
BATHAE 77> SSRAV i, [ 3A 24 FpIL RS, iy
AR R EE A BOE R A O BE IH, SR AR SR S 1A
TE TR 73 B AT A i 5K 43 B 2 HE(P>0.05) . 7
A~ SSR i i, IEH ACHE R R 45 4l A6 4
BOH 0~4 4>, SEH 113 A4S, ali G0 507 5 He il ol
0~57.1%; Wi KB R FR & MR 4G 0 5 50k
0~6 1>, F¥ 2.65 A, 2GS R
0~85.7%, BE R TIEWXKHRERAE 2),

2.1.3 =fEHEUEMSEEESR  FH PopGen 32
TR R BRR IEH SRR R -5 FEA RN AH L
RECM B AL B (R 3). HutiL e T A
MEGA 6 %42, I NJ (neighbor joining): i 17 5
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O IE#ACHIEK & normal mating family
[ O M R E & % gynogenetic diploid family

N N
wt O W

Ldle ..

0 0.143 0.286 0.429 0.571 0.714 0.857 1.000

AMEEL individual number
=

[TV ]

20T, OB RIEE(E 3), R ER, MEAKT
REGEAR WAL R B, 5O R 1)
AR R B TR SRR R 5 A . BEAF
WERZ R B AR st AL AR AL AR .

2.2 AFLP SR

2.2.1 AFLP S&EMHH  FIH 5 XFreEerkdy 1

4 & FF homozygosity SRR R B R R4 RBAF ) FNIER SRR &
P2 HET SSR FRICHY B i R kK B RIIE # S I (22 AT f1) Mo M e SE A A 36 R 2 DNA JEA 79184,
FARANRILU L B 5 A AR F] 182 KIEMiIY 1 4k . Horh, FEARGER

Fig.2 Homozygosity distribution of gynogenetic diploid
family and normal mating family of yellow
drum based on SSR markers

PR 16 25, AT 8.8%; AR SME 457
21 %%, NI 11.5%; JEE& 24, Hask

[—EZIS female parent WY 1.1% (%:2 4), Wi R B R AZMIE R LK R
lﬂﬁ&ﬁﬁ%{% gynogenetic diploid family g?&‘lﬁ%% [:[j’fﬂﬁ'f}jﬂjj'ﬂ 14.7%%1 20.3% (%% 5)o [zl 4
AL male parent HHEEEPED B 519 B-AAG/M-CTA TEMiR R B 5
EWAHEZ % normal mating family ?‘_0‘5

K3 JTF SSRAFICH 2 M REAEGEARMWELRLRA

Fig. 3 Clustering diagram of two families and
their parents based on SSR markers

A HIE R SZHC AR R 1) AFLP 973 K35
21 ZRAANE AT EMER R B R R R
HBL, R ETAS MR T . XL

x3 ETSSRIEFEEZHEZEZERR. EEXBRXASFAINEURH(E=AMZEES(T=H)
Tab.3 Similarity coefficient (upper) and genetic distance (lower) between gynogenetic diploid family,
normal mating family and their parents based on SSR markers

251 HZS LA WERE KT R 5 IEH AR 5
category female parent male parent gynogenetic diploid family normal mating family
;7R female parent - 0.315 0.992 0.778
A male parent 1.156 - 0.336 0.830
WA & B F F gynogenetic diploid family 0.008 1.091 - 0.788
IEH# 23S A %K & normal mating family 0.254 0.186 0.238 -

R4 S AFLP EFEETESIMERMKRZNT HER

Tab. 4 Amplification results of five pairs of AFLP selective amplification primers in both families

314 KA K B 0 AT 25 . it
primer paternal specific band maternal specific band common band non-parent’s band total
E-ACC/M-CAG 5 4 28 1 38
E-AAC/M-CAA 3 5 34 0 42
E-AAG/M-CAA 6 3 30 0 39
E-AAG/M-CTA 4 2 22 1 29
E-AGA/M-CTA 3 2 29 0 34
ST total 21 16 143 2 182
x5 WIREK AFLP &M
Tab.5 AFLP polymorphisms in both families
EEA Lo SirE EZ5F ik ERFAE KA Z A%
family monomorphic band polymorphic band  non-parent’s band total polymorphism percentage
Wik B H RE 137 24 2 163 14.7
gynogenetic diploid family
WA R 145 37 0 182 20.3

normal mating family
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TEIET ZM A Z P EA M, Hhf 8 KIEIEH
SRR FR RPN B, WA X 8 ML
MR o R 13 SR e SRR W
LR R NP R E, Hh 9 KB e
FABIR T B, 4 FR 5 R IR 7T B (P<0.05),

16 ZFHRARRFEA R, 6 A BT M
Wik 8RR MIE T SRR R M2 TR, 3
A RS rp S 2605 BT AE L AR 2B s o R T 10
Ay A BUE Ry IR AUA, ARG
A 3 AR EPI R R TR R H
L1, Hfy 7 AR A B R R PRI B

R 1 1(P<0.05), Hr 2 ANy B i 2k B
TR R B R R R(E 4),

222 REBREEECLEFMISEEES KRG
AFLP HLUKEE, THA B R B R AR . IEH /L
FKF 5 RA A A R B L FE 25 (3% 6), PR
I MEGA 6 $#EPY, fifi il NT s AE RIS R
(E 5), HE5R 5 SSR M iras RAH 0L, ML
KRG RA A R $ 55(0.966), 5504 (b
HEAR) AL R B A% AK(0.862); TFHAZMFE R S5
A BEARFIMEAZ & B R R LR EHE, 55
90931, 0.920 F10.907,

A M

<

12345678 9101112131415161718192021222324M Q@ 3 25262728293031323334353637383940414243444546

W R B HZ gynogenetic diploid family

IE#¥ELK AR normal mating family

K4 5|49 E-AAG/M-CTA ¥ 34 545 Gl 41)
< RIRXANEA A, AFTR BT ZN, %% AT RE S ST IE R B
Fig. 4 Banding pattern amplified by primer combination E-AAG/M-CTA (partial)
< shows paternal specific bands; A shows maternal specific band, this band might link to lethal gene.

F6 ETAFLP RIZHHZEAERERZ. EEXBERZSFABNEURB(L=RAMEEZER(T=/A)
Tab. 6 Similarity coefficient (upper) and genetic distance (lower) between gynogenetic diploid family,
normal mating family and their parents based on AFLP markers

e LZ A Wi R B KR IEH AR A 5
category female parent male parent gynogenetic diploid family normal mating family
A female parent - 0.885 0.966 0.920
XA male parent 0.123 - 0.862 0.931
iR K% B R % gynogenetic diploid family 0.035 0.149 - 0.907
1FH A WE 5% & normal mating family 0.083 0.072 0.097 -
3 iie PIASRHED R — 2R TR B AE RS, =T

3.1 HRABNEEFERE
NTFESMR L TARZINE, B EE

. FENTAE R R T,
FORG T BB AL W) FUR G AR, w2 & a5 i
(ORG24 () A IR0 BRIk, 78TV S
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A% female parent
WEAZ K B % % gynogenetic diploid family
AL7 male parent
IE ¥ A% & normal mating family

0.01
—

K5 LT AFLPARICHT 2 DR R 5 AN BRI R E

Fig. 5 Clustering diagram of two families and
their parents based on AFLP markers

Bk B TAER, A EXT A% E T BT
Wik, ABFEFIH 4 %t SSR 514 H1 5 %} AFLP ik
BEVEY B 51 WX i MEAZ R B R R ISR 4l
DNA #£47 PCR ¥4, BT AR K BEACA (14t
R £ R A 45t IEBARIEIEIA SR K B K
R iR AR MER & H AR

SSR Fl AFLP Fric ¥l Filb A7 HEA% & & 1ist
U552, {H SSR FRic i ZLAR 5 AN [R] (1) 35 AR i 1k 2
A AR FYER) SSR ARiC, 1 AFLP ARic R G
W S, — R B TR B 1Y A T ik o
32 REABAXEHNERSAEGHRE

PR A 225y R MER R AR LI R 4l
B RNIRE] 100%, WBEC 24T MR R E (5 0 ME
W 2 8 ) AT B T 0 BE 40 SR — U R o 2 et
VR e (i) 25 & A A, SRR 4l A R 232 5
AT ER (500 i a1 vl L = N T= S = 5 7|
2l £ R A AR TR 22N AR g s R A
WA HEBORAR 1) 2l FE A% % B R R SSR A AR
MaiGE R ESTIERTRER, MEEETRR
() 7 A DA A5 B 45 B R 0.382, JEIEH
LR F(0.16 1) 2.37 53 2, B 2), FIH] 5 %F
VEREMEY 1G5 | W0 EAZ & B R R FIE SRR &R
(IEH 24 DNA #7934, Mk E R R MIER
LRLR ZRZ B 58 14.7%F 20.3%
(3 5), BRI K B EAIEF A8 E LT,

PG SSR 4rHra R, Bkl A TR AW
HEHAGHEREES TIEY SRR, ARRFLA
FEMRORELAR, F3°h 0.382, i HM A B R R
LYC0012 F1 LYC0017 i s Wy 2l BE ROMAR T 1E %
THEHZ, HP LYC0012 1 S IAETE R 0 (% 2).
X PG E HABBE TS A i 2 40ED T R
DAL G A S R A A T (1) B RE 4 A
— WIS 2 (a] [ R G (6 fR 2 ) 2 & AR FE 2 28
S B S ) e LR R NI S VA S < o]

B LRGHGIE ()7 5 2 R R PO RIS
RN s T A O - G D= VAN =W ol 8
17.5%~100% (& 2, 4= M%5 B x100%),
S 61.8%, 156 HH B 4k £ U1 40 A 2 — IR B A
Oy 2R A e R A T R AR . AN
JRH . SSR Aricead ARk, Bk T RALS
AL, RASMREA G0 . TR LT
%) 35 R 40 £ B A 45 B AR 4 A5 RE DR (A5 B R AS 22
HIRE B WA m . HIk, HIBREEAR LA I
5 43 BT TS 1 4 L SR AR I

FH T B9 4 A 55— YU B 53 2440 1) ] 5
ok 2z ) 25 5 e As i, JH B 2 24 s M 1 3L (R o
S, R S A & B AT Ik P Al b ) O 2
A2 it — PR S A 1 M LA S e e 5 2 24
KL e G R R Al G, BRI LE R A 4l A, A0
S 2 R A & B BOA R R R MR R
KL, A 2L R R T AT DL
AR SR R 4l 5 IR E] 100%, [HH AR MERE 3
Bo A FhRic sl Bh e 5 S A% % B 1A
e N T2 e i A ok 35 PRI AU A [R) L4 5 B8 v
(A AR T AT, AR AT DA 4 i i ) Ny A 7 o 4
l:lI:llII/Z%[9’39_4l]o
3.3 FIFA SSR #1 AFLP tRi2xf iz &k & FR ¥
ITIEE ST

FIFH SSR I AFLP bric MMl K E XK R .
1E 7 AR F 5 HE AR 1 a8t 1 A ARLBE st A4 E 5,
FTAE th RIS R IEAEARL, (R SR AR 4 AFLP
FRic BT AR A 9 15t A% AH DL R B BUE = T AR B SSR
FT RS B . X FEEJE R SSR FRid &4t A
R, A REAZR A HIX 5 FACA) SSR fi
BRI, W AFLP ARiC S E, A, %
BN K bR BEA 4l A i A7 A, TR AR R
UM RS2 0 09 e b SR 2 . IRk, AR ¥ AFLP
BOHE G T AAT 1 35 A% 5 B N T 3 T B Ol

SSR #ricf—Fidt i thdric, EMZEE R
L S e Ml A& MR 5 A L, {H SSR 43
107 BEARE A A R HEAT 0 26, LB s
G R B, BRI AL T, R
BRI K EbRiE, TAERE K. AFLP frid e —
Pl R PEARIC, MELLIX 4> BAELl AR A2 AR,



1292

Hh K R

%27

& F AT IR 4G BT, (B AT DL3RAS K ik
EfE R, MAZSNER AR NER, Bil
TR AL W

T, AR AR E R C USRS,
B MR FE R, AR R RS T M R % B
A SE e, HEARE R, B RZ, FHKX
b = $ﬂt$%£h%lwﬁ@m A I,
SSR Fl AFLP i Rif LB 1

ZE LR, A#FgE AR R A SSR Fll AFLP
o F-FR o0 B Il £ 7 T A% R B K R FINE 8 28
BLR RIEATHAE M, SIUE ARG 1 ME A% K &
KR 100%; Wik R B R RN IEE LS B
ERTIER KA FR, BERNLG R R EBAR,
Ui B B L £ DI 240 B A 55— R U B o3 2 B ][] 9
JutafRml ) EA SRR . BARMI, ATk
SERL K B AR AR I R 4l A i — A BGE TR,
BAUAT U AL 0 2l A e, 38 mT Rl
WA R IR, A R = B AR ACR,
PRE MR,

B30k -

[1] Xu X J, Sang B H, Qin Y X, et al. Detecting macrophage
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Genetic analysis of yellow drum Nibea albiflora meiotic gynogens
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Abstract: The yellow drum (Nibea albiflora) is an important marine fish and has been cultured widely in South-
east China in recent years. To understand the gene homozygosity of meiotic gynogens of yellow drum, microsatel-
lite markers (SSR) and amplified fragments length polymorphism (AFLP) markers were applied to identify gyno-
genetic diploid offspring and genetic analyze. The results showed: (1) no paternal specific alleles were found in all
4 SSR loci or amplification loci from five pairs of AFLP selective primers in the gynogenetic diploid family, in-
dicating that all individuals in the gynogenetic diploid family were gynogens; (2) no completely homozygous loci
were found in seven SSR loci in either gynogenetic diploid family or normal mating family. The average homo-
zygosity of the gynogenetic diploid family was 0.382, 2.37 times that of the normal mating family (0.161). Ho-
mozygous loci in gynogenesis individuals was during 0-6, with their homozygous ratio of 0-85.7%, whereas the
homozygous loci in normal individuals was during 0—4, with their homozygous ratio of 0-57.1%; (3) 182 clear
bands were amplified from five pairs of AFLP selective primers, of which there were 21 paternal and 16 maternal
specific bands. Among the 16 maternal specific bands, ten bands were heterozygous loci, and seven loci in the
gynogenetic diploid family showed significant partial separation (P<0.05). The percentage of polymorphic bands
in the gynogenetic and normal mating families were 14.7% and 20.3%, respectively; (4) based on SSR and AFLP
markers, the gynogenetic diploid family had a higher genetic similarity to female parents than to the normal mat-
ing family, whereas the normal mating family had approximately the same genetic distance to both parents. The
results showed that the genetic homozygosity of the meiotic gynogenetic diploid family was significantly higher
than that of the normal mating family, and artificial induction of gynogenetic development is an effective way to
promote gene homozygosity, since it can accelerate favorable homozygous gene fixation, and also accelerate
harmful gene elimination; thus, effectively improve breeding efficiency.
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