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KB s A K AR E AR K
BEARE O B, WiB oK I E RS, 5
W ERE. MREST 0 ; AHSEEE S, 622 E,
B ORI R R, RiFE T R A A
50%~90%. LT HE, Kilk20 °CHEfr . HET
ZREIR BRAAE B oA 24 o R B . X R
14 N IE 2% B AT A A B R B, e A
PIE &S B S A — P W& 4k TSR (Vibrio
harveyi), HH LGB Z . it N TR L5
RIL, A TR P R B A R B A B0 R
XoF 9 JEL TR 6 B T 2GSRI, B S T AR R R
HRIC T Ny i BEURZG W), E X SR B A 6
17 7T HAEH O IRIGIT o FR S HAE R AR 57
P E MBI Y, BABUREIE) T . o)
HAERE L, H Z2H0K ™ 3 ) 30w T R e 5
BB E R B, DR ] T 22 b 35 50 240 TR 9

BT
I 3 A 24 A 9 — 5 7
ORI AS R, (R (R — P )

SWF, FEAEH A BORCE FR Y B R 1E R
RAETNRE . A FRUEW R F ST A A
TR, XA — BB EOR, 15 Bl
D] M 3 R AR 2R L T e A A5 RO, DN AR
A AR 4 A B A RE 2 B Lk B A R R A A
AR R XTI E, R FRAK
PRI A O LA AT 19 45 1F 5 10 28 i T R A
AR B DA DG, B X 58 B R 358 5 5 B £
Jo 38 B RE S A AR AT B R E . H
B G T AR SRR A [ B B9 ke A 4 R
X DL 3R G A ) ) M 3 TR R A R R e L T 2
R TS B A 6 g T TR A [+ £t R A
JE R e Az 3R T BT S B A0 G T RS R R AL
MBI R WA IE o ABFTE T, e R e 5 SR
ZEAUR, DURERE . MR . RO A ROROR B B
HIRIG T J5 B BEAT 68 7 8 RS &, AT A
(7] felt B e JBE % SR JE 75 T T B A 94 i 1 T
L5 1 AZ A DL K 5 SR B R B AR SRR T, A
ST N Bl A2 25 JBE 23 W 0 A 25 W 00 B A 54 )i 1
FRHE 25 R B2 R, EL Sy XA 9 £ £t 5 0 S
T B B IR R N B %

LR

1.1 SRR
FES T 2016554 H B A 1L AR 5B B 57 78 3%

924~ H 48 A [F] 09 F2 58 2 18), 43 00 A% )
FIBA[A], 444 (0] A 480 B A 6] /K e 7% 7E
W, A FRA M KA 240 m®, MR 2500%
BEATHE, R 80~200 g/fE . H BRI 4% 45 L
BRI, B0 R R R 3% 2 4 . TEER
KR, H KR H100%, 44F 7 6] 35 58 i
PRFFFE18~21 °C, #hJE N30~33, I fifRA N6.5~
7.0 mg/L, &% 40.02~0.03 mg/L., HUEERTBE A7 4
IEANTF R B A A, HAET #30~502/ , H
T, AR RHER A SR AE I AR R B, HH TR A
G i B AA T A (3 B, 2016483 £y, 1EHL
AZET] 3N R IR, K 3 v /D B IR WAL £
THERJE , BEALIERC 0 £ X 2 B 5 £ R A7 e F R
BLVEAS , 28 i ) & Bk S i ks N o 2D i AR
K, BN EYRY, BEFTIM AL, FIER
I, Ja T AR, R HARDELRG A 70K R e
P A BURL TE R X R85 B A R AT 1 IR 4R
BIRYT, —ILRMRINITRG TR, BT R
[P 7 do B[R] JIT A5 55 Ttk 110 50 A0 69 220 oK FBORG

Y Sy e S i A 1 3R H
Um0 O IR T RESS R )5, MAZG 8] B
FEI PR 0R KRG I R B | s R . WS

(A1 A Ry R AEAS I I IR R 3 R
1) % FE Tt BE AL LO R e vk B 1 . IRl 2 L &
35 55 1) BRE A S A Ay U fkt R BRE A R AR L B LB
B 1022 1% % 0] £E95 2 78 1t A FH 608 2 %5 3R 7 I Y
BEA7 0 VE R AR e % T 8 M B4 B RE A, [H
ik ] BZ i) Bt AL 455 B[] — % B A1E U 102 1% g 3
DA € i 5 U B I R 17 i BRE BE A 9 A Sl feke
JRFEAS o Mg FEAS 053 0 FE AT A . Ik R T2
] S 86 28, [ At G TR SR 7K O L B 5 4 i 2 UK
FIKRE2 L, FH TG B R AR 48 Y 42 58 i 0k A KL,
5 b f— [ [ S G = AT AT

1.2 40E 2 DNARE

H A0 BT ik ) 25 v 70% 00 T RS AR Bk g4 £
RIEATIE T, JCPH AR T B9 UREAS £ rp iz S84
HA, FrimEANEY G EE T KENE
DRI ARIC . B2 LKEEFT0.22 nmfLAR Y
THAGER VSIS, SUREUEE, B TR E
DA HIERRIC . FRER0.5 gBURL R O B 08
e, A B TEE K, TG BY T 85 6 5 bR
ic. LR FrA FE A HHOMEGAZ w1 Soil DNA
Kitial 571 & 45 HUZH 2R A o (% 21 7 5L DNA
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FE S DNASEHUS 47 50 A7, BB BR
0.7 I FE S DNAFRIC N D, W Ad HE fa R S DNAFR
NS, flFEMAE S DNARRC AH, BEE % T
TH B MR S DNASRIC AT, KFEEDNAFRIC A
W, UKL H B DNABRIC A F,

1.3 SBENFTH

B R T AR U A FEAS A1 B S DNA, 33
16s tDNAJE S () v3-v4T] 25 X, 51 ¥ 551 M 5'-AT-
TACCGCGGCTGCTGG-3'F13'-CCTACGGGAG-
GCAGCAG-5'. ¥ 8B MFEAR 5197 1 | 1
BRI A BE Ry 84 Bk i 11 AN R B I Y 5 AR 4K
FHLIARIE A [F] A REAR DT PCRAY SRR 58 75
15 mmol/L MgCl,f# 10xBuffer10.0 uL, 2.5 mmol/L
dNTP 2.0 pL, 10 pmol/L5[#/4%5 uL, 5 U/uL
Taqffi1.0 L, DNABIHR4.0 uL, KE X & T K
73 uL, BEAKFL100 uL, PCRJIZV 514 : 94 °CH
A5 PES5 min; 94 °CAFPE30s, 56 °CiEk30s, 72°C
FEARS0 s, HELEI0OMEI; A 72 °CLEH10 min,
P (I DNAJF B, 25 H PRI B S
2E )T S A Y R A BR A R, H Hlumina
HiSeq PE250 ;3 f I )3 H4 A ¥ 40 I 5 Fi 5347 o

1.4 BUESH

J Mothurdk 14 4% & Excel#k 47 B8 48 11 F14>
Mo LAOT%tH AL A A E X 43 45 4E 4325 BT (op-
erational taxonomic unit, OTU) 7 A 232 FiH5 1Y
s . FEFOTUL Rt B A 1alphaZ HE %
AlphaZ Ff P J& X BN B & oh W Bl 22 4 0 10 43
Br, G045 74K 45 %0 (Shannon index) . =% #x45 4K
(Simpson index) . ¥ F - & Ji& 45 %1 (the abundance-
based coverage, ACE)3¢!", ¢ 48 B2 HI ok 4 i
PSR R B ZZ BRI AT . 5 AR IE 4K
S FEHLICRE A PSSR 8 TR HES, W
A A i 50— B2 A FH ok I 7 B 7% T W Bl i 2 R
P, Wb FE e BURAR 4R AR B OTUAL it Fil
DUHE b CAE M B AP S o (R EE  AE AS rh g 42
OTU#E 47 Rank-abundance ] £k 43 #f7 ; 18 13 Excelsy
BT 2 ] 171 2 7K S 1 g 7K S B9 AH X = B T 3%
i HRIE T 2 R 8 s e 4 A
Mothur Al Excel: il VennF 1781,

2 4

2.1 ETF16s rDNAN B0 E 2 #1455 7
X 4% R T A I ) B R AT 4
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Bl 8 (D). A RR 7 18 (S) . iR 0
HH), FARCHE T FABET) . KHEW) KL
UKL R (F) 4 S 3k 45 7340 1114, 1033,
1112, 4224H1140610TU (1), 8 i #8507
JEHN TR AR S R 2 R R R, oK R
B A HE B Kk 4,89, I 8B /NN
0.08, RIZKHEH A E ZHE s . R BN
T 10 B A A B Ik 2,01, % A48 B N
0.36, M. B 0 iz 16 w0 Al o 2 0 1 e 1o
LR AN R I, M RE G A TR 2 R T A I
T8 B £ Ji 18 > i B £ i JE >R Je 5 T HU R £
B> fa A
#F 1 ET16s DNAREFFINMAE S M5

Tab.1 Bacterial diversity index based on

16s rDNA gene sequences
Rl St 2 P R =
Belh AAORS] moTUY TRIREC SEEARIEE DR
sample sequences total OTUs Shannon Simpson BaE%

P q index index ACE
D 79 983 734 2.01 0.36 4288
S 85 842 1114 3.25 0.11 5185
H 86 220 1033 3.05 0.15 4241
T 87517 1112 2.48 0.23 4455
w 82 658 4224 4.89 0.08 8026
F 90 708 1406 2.45 0.32 3512

PLASRE S TP 4 A ) O TU B K H AR X EE 431)
M ARG, E T OTUR) 3 1 2 90 0 A ith £k
(B, iz B 2 AE 7K F 5 ) 1 i 5 3 0T LA s A
AV T 2 AR R R, i T M)
18 SF- T AR R AT AR AR v 4 R A I 3 )
1
0.1 ¢

£HuITY

0.01 1
0.001 1 |

le-04 ¢ \L‘_‘

le-05 ¢ e

OTU Hix 4= FELL1/%
proportion of OTU abundance

0 1000 2000 3000 4000
OTU HIXt 4 & EAF

rank of OTU abundance
E1 SHRPHEESHMENIFRS B
Fig. 1 Rank-abundance curves based on the OTU

species number in each sample



348 VM, SR RN RRAR NS A RIRJE % T TUT A 69 17 30 T R ) 45 ) 2 S 391

B SRR, KEE(W)P YA 2 A0 B3 S
T B A 655 Ji 3 A0 ATURL OB R AR B 2 AR . R
IR 2% AN il 114 o7 £ 7 2 BT 1) AT L B BE O, R
S IX BB FE iy 1 BRS04 PR AT L I ) O A
WA T EL 4R iH Hnnﬂﬁﬂﬂ%f%ﬁﬁﬁﬂ’]
BE U 2 BE LB T , UE AN ) it R RE TR
E%?‘ﬁ?%ﬁ@%%fﬁiﬁﬁ%lﬂEI‘J?FHXG‘EFEQ%E
AR

22 HEHEWEARRHENEE

XA i (8 4 5 A ROT 8 3E AT I 28 AR g
B, GEitAN[RIOTURT X N Y 240 B 1128 B AR = Ji2
(R2). iR NIR, ANFEMERRE KFEREE T
T B A 6 i TE R R A A AR L, B LUEIB R T
(Proteobacteria) . JE-BE [ | ] (Firmicutes) I 4K BE B [ ]
(Tenericutes) iy 3, H AN 35 5L & K 3] 85%LA
b, b PR B 4 8 (D) AR T R T TR E A
. X OTUR & 5 LM 2 OTUR
70.77%. MV f B £ (S) it FJE £ 7 3 (H) )5 BE T
PR BBE e s, MO R IR 55.11% A
58.09%. FAJEH TN 1 fi7 8 (T)h FRRE I [
AL fe s, AR 44.54% . KAE(W)H
0 728 T T 1) R JEE B T 1 DO A B Ay, AR R =
BFIA81.87%, KT I ] (Bacteroidetes) s fi A —
FE AL %ﬁ*i’ﬁﬁﬂ(F)*ﬁ“%%fﬁFﬂJﬁﬂi‘%
& A XA, WEBER ] (Cyanobacteria) A
BB, XN OTUS & (5 ik i 423

x2 BEHRABAEENLRENFEE

Tab.2  Dominant bacterial phyla and the relative
abundance of each sample %
1126 phyla D S H T W F

AJLHIT  Proteobacteria  70.77 27.43 17.55 18.22 70.13 13.48
JEEETHI]  Firmicutes 20.96 55.11 58.09 23.88 11.74 26.63
BEER]  Tenericutes 654 11.71 1822 44.54 0.09 0.02
UFFIET]  Bacteroidetes  0.64 0.54 073 0.09 7.81 029
JERIET]  Actinobacteria 0.11  3.69 447 175 236 L.l11
W#ERT] Cyanobacteria 0.02 0.01 045 0.04 048 57.93

HFFIEI]  Fusobacteria  0.01 0.01 0.04 10.95 0.07 0.04

Atk others 096 1.51 045 051 733 051
OTU#)57.93%.
5 35 HH R AN RE A P ORE R R B s B R 20

OTUS X N A B, 7 S8 7K X 5> i 1) 7
HEGE Y S A AT g1t A (F12) . 45 REHT,
P8 5 10 7 18 (D) T 32 B0 S v R I TR (V-
brio), IV AJOTUR b7 %K il 2 OTURER 1Y
60.33%, HIRZFAEREE (Lactococcus) I ZE A FT
)& (Bacillus) . V{8 5 £ (S) A8 5 fa iz i (H) P
YO0 420 TR 34 R TR L FLEK R R R 2R AT
J& 30 JE T A b R R R 63.69%
54.35%, SRR Mycoplasma)lE2FhEE & bt B
— BB, BRI HE T T Al ()il
W E A H AR, U 1.29%, FLEKTE JE i

100 HoAth others
R unclassified
u ik EEJE  Cetobacterium
. e EJ]%T:KE]E Leuconostoc
80 + — - m Solibacillus
— ® Ruegeria
. ® Glaciecola
8 m WFFHJE  Carnobacterium
BN _§ 60 W GEERIAJE  Streptococcus
@ g m IR Stenotrophomonas
: e
H# 2 ® KIfiE JE  Enhydrobacter
' L W IR J®  Brochothrix
540 ¢ SUFEIR  Lactobacillus
@ TYER  Arthrobacter
w SCJFARIE  Mycoplasma
[ AR B Pseudomonas
20 - _ = KIAFHE Photobacterium
= ik JE  Enterovibrio
u RN Bacillus
L m FLEKFJE  Lactococcus
0 m 5 R Vibrio
S F

B2 HHRPRERKFARMEELRSS

Fig.2 Bacterial communities and distribution of the samples at the genus level of each sample
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¥ 5 J& (Cetobacterium) }y e E LA g, Fr
i FE A543 310 4 13.88%H110.7% . K AE(W) I i
(15.09%) 1 5L 3K & (8.03%) R FE R LS &, 1
A2 H it i Bl (Alteromonadaceae) Y Glaciecola & 2
KA ELAEE, HLH B H25.52%, ik
MEFE) T A REARLERBOAE, HbhE
EFHRAT B (Lactobacillus) MFLERF JE , Fr b L
15354 11.90%16.13%
23 EHSPHEEZHEMREXMEST

g T i — 2 BTN [ R B e RO e
TS BE A 585 30 TR 4 G 22 55 e S R ok
IR, 02k AR A FF o b A 0 = B
e AT20FOTU, MHE T S RELER . FEfh
RARKRZM BRI (E3). PR RS TR EEA R
AN TR) B A X 32 B, TR T Ry R S TSR 2 OC R
B o g 5 R I fd B £l G (S) A BE fh i B
(H)MAB R A —3, BAPERFREHE TH
Ji 38 (T)F0 2 5 46 i 385 (D), KA (W) FB0RL 1

REEIE T, W] I 22 1 32 B2 2 BT L (1 4)
SIATRER RN A G R, 45 R R PC UG AR & 1Y 51
R4 50.5%, PC2%H XS i 1Y 5T Bk % 4 20.1%,
AFP gy TE AR i RKBE I BE BRI, 0k RS H
b AR i F B A2 AT

HE— 25 43 K7 8 A FE T B B 2 R M A B
K&, EWEAFITREAROTUM I, JHiaE
Vennl&l (]5), 455K B~ , A [R5 B K R
Je % TN o i b I OTUS i 264, 41
] 3% 4 i T8 R 2 FROTURY 10.8% . 12.96% .
11.26%H19.48% , H v 28 By £ 55 7 {dt e £ | fit
R £ 0 245 4 50 1 i 1 S 0 O TUBS i A X
5, 17 St B e Ak B £ i 3 Hh 3 I OTU Bk it
B, o I £ R £ i 3 4RO TUSK
H142.76%M137.16%(J&] 5-a) . /KFE P A B 24
PR, H A 86.27%MOTUR A H B 7E H Al A
mmr, S A WiERE A R R
Je % T T fa g b A 1 OTUL & 43 ) 4 X

OO000000C000000000O000O00C0C000C0O0O00COOOCOOO00OOO00000000
i =
=
ROO—OOOII—=ANDUIOOEIOUI—— O = A== = = O~ INI O NI DI O = LN SO O INI—= NIINI—=— O N— N O I—— I

AQC— BRI BRNN SN N —00 R A OUNOONO—LI— N — RN — DI TN NAOIILI OIS —LINORN
O 0000 0 R IO S — IS —SSHOR AN — R AR S S LI IINII = =S AN OISR SO

B3 Z#EmbPFEESSHE0MOTUS MR HRE SR
Fig.3 Heatmap analysis of the top 20 OTU at abundance of the samples
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Q
I 0 JH
)
[a 9}
0.1 W
-0.2 I
—0.2 0 0.2 0.4 0.6

PC1 (50.5%)

B4 TEHMERTTITE
D. BEpifa)lpiE, S WRaHE, HE@RAaRE: T 55
FHFW T apiE; WK FOBRMEE. TR
Fig. 4 Sorting analysis of different samples

D. intestine of diseased fish with dark body; S. sub-health fish intestine;
H. healthy fish intestine; T. intestine of fish under drug intervention; W. tank

inlet water; F. pellet feed. the same below

AR B ERE S P 2T OTUR A 12.93% .
14.83% . 14.42%H111.53%([&]5-b). i ik 15k}
., H68.5%MOTURHRF AN, HBEHM .
Vi B A fdt R £ N R JE T BT £l JE
H B OTUR = 43 0] o X 47h i T8 A 5 v 42 3
OTUAL = 18.34% ., 13.75%. 13.91%H111.1%(&]5-c).

3 iR

BN EmEENF AR FEREE L 16s
DNAZ T A AN IR i, I B A
e BB A R LW R B R A RN A I
FHF 0858 Ko N h ) W i B BB AF 9T . AE T L
AN FH e A8 0 6 A 3 g TR R 9 BIE O R
W, fEER B R. ERA S MR
PRI 2 M 4 R P RE R e T o T A BR R 14 R B
FIDIRER, A WX N Bl 4 s 18 TR R BIE 5
ORI, BRI EESSEE ERFES R A

5 BHMTHERESHEMOBXESN

Fig. 5 The similarity analysis of bacteria diversity among different samples

B IR A ek s B R A PR KR T A )
AR L KRR BE RN ER B | £ S A B A DR AN
25 B e Ak 1 A BHCR ZS RN R B B 23 5 T T
PRTETEE R G TR AE S 5T A B AR IR K 1Y
29 75 85 (Cynoglossus semilaevis) 7 18 0 37 7 #f 45
P A T IR ek AR o ARESE R B, AN [ fal R
JEE T 3 A 68 gy T AR A 2R A RS AL, (HAEXT
FE B B — 0y 22 7 o FEAHXT F= FEERT 2009
OTUHY, 8 M B A7 68 1 18 v 5T g T Xk 1z 1Y)
OTU % %k i i 45 OTURY 60.33%, 7 {121 17
E RN F R Z, H18.49%, {@HEf7
T8 R JE AT R R 6.41%, TR e % T

T £ g 3 TR AN R 1.29% . [R] B AFF 5 45 S
Bor, INEE . FLEKE R A ZE AT R R
5 .V fee R A B BT £ 6 i T 3 R A A S 4
BRI, U A DR B 0 2 AR ORI T B A i
e A% A %) A0 TR AR S B A X R, (HIR R
2 ORAE BEA O A P AN T A S . M e T
JREfn U B £ G B LS R AR A AN, Hod
ST R A A F = R DA il B £ 38 FR O 2 S
TIVE T2 AT T R L BR R A0 R R R )
REAG . ] sk B R T PC A TR At /s fit e £ 5 3D fi e
1 Ji7 T T AR 4 R R DL v T L S R
FELSH B AR RLE
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PR EFPUERENIIR AW HEIC )
2 N T KA Sl g s 1) TR RG Y, Ed
Az ZAE A A 3 R v 2 0 R B S e K AR S
B 17 i B RES5H) . Dethlefsen P/ 5% & B BB &
FHANDEEEBERETAIE = 5%
B, BUKSEPIREE TS, H RS R ) R
U B35 A/ BRAE A AR 21 dJm Ho g i
WA Z S RGN AR EER, AR
FEVERE 7S 0 98 JE 25 114 4 IR BE R R I 2D B
B A 06 i T8 N R R AR E R, BT
BEA R E RS, (b A T R H
RS E BB M E, XA R K AR FH
TE A AN ) B A= R 1 ] e 2 — o HE At 41 B
P AER IR T &M Pk, 7E %5 7R T IE A
Ryt ARE FaEER, —0, KGEE B M
WHPTAER, BRI ELL, B 5
SIER A oI O TP T W T [ 2 i ]
Y, SXAEERSEMENAER, BIREAF
PERE, fRR Ao iR 6 R .

TR IR E R 22K IR h, itk
Ji7y T8 TR TR 235 40 T 25 By 52 B SR B 7K PR 8 5% 1 7
Mandal %P 75 45 H i 280K Py R i 1 (2R P88 R
THRKKEAE TR ARE, JRIEMEY . FF
F AU ST R A IS AT AL FRAE T K IR X
- F(Paralichthys olivaceus)if il & FE H A — & M)
o, AWFIE T, B R 8 0 B R S K AR
() T A AR R e v 0 P R A 0 g R R 2 2
FIHAKRB I, 5 LR E R —3%.
K T A8 B X 39 5 A e 00 i 1 R Y
FE R B, N R 18 40 P R 2 0 2R R
TR RE 245 g 8 R b K B A B AR AE R T R AR
Al [F] B Alexopoulos® PI7E XA [f] £ 25 55 4 3 7K
AR 55 4 £ i T 0% TR R OGPk B B R B
7K ) R R BT R B f0 SIS Y i B RE JF R A
Ko XFhERATRE R M AL . Ry
B BOREITR] DL S B 5 D7 ik A 5 THD Y S [ T 5
LY o PR IR 2 5 W 0 2K i T TR AR 45 AL 1)
BRI AR SEPOBE ST A IR AR MR W) PR Y
i (Elopichthys bambusa)f 18 T8 25 ¥ A7 1 — € 1)
25, BRSPS AT B M vk % i R H
P45 (Micropterus salmoides) il 18 B 2 FEE & T
BN TRC A iR R SR FEARDFSE T,
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BE A1 54 fizp 38 v i O A TR D 2L 3R 2 AR T
& TR 2 OURE PERE b i O 8 B, U I BRE A
iy 3 T T AL 2> 7 ) UL GERL Y R, (H X R
e ELA — 7 B, EAR T AR ) L5 i ) 72 B

AR F 5 5 B Ay 4 B 2 ek 00 2 L ER B R A
ZEAAT R SRR S TR . FLEREE R P
1) FLIER FLEK TA (Lactococcus Lactis)Be & BAT U
VER R A EE 2 0 ZE A B BE ™ AR R &
fitg . VE M EESEMLSNEE , A BT B 0T Ak K
W, ERRALIAR G 3, IR, AR ST AR
B A G fip 3 v A D B T A TR 0 AR BUW
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Variance analysis of bacterial community in the intestine of cultured spotted
knifejaw (Oplegnathus punctatus) at different healthy levels and
intervened with florfenicol

XU Yan ',  WANG Yingeng *, ZHANG Zheng’, JIANG Yan?,
LIAO Meijie?, LIBin>, WANGKai'?, LI Wensheng’
(1. College of Fisheries and Life Science, Shanghai Ocean University, Shanghai 201306, China;

2. Laboratory for Marine Fisheries Science and Food Production Processes,
Qingdao National Laboratory for Marine Science and Technology, Yellow Sea Fisheries Research Institute,
Chinese Academy of Fishery Sciences, Qingdao 266071, China;
3. Laizhou Mingbo Fisheries Limited Company, Yantai 261418, China)

Abstract: In order to evaluate the changes of the bacterial communities in the intestine of spotted knifejaw (Opleg-
nathus punctatus) at different healthy levels and intervened with florfenicol, and to find out the relationship with
environmental factors, the Illumina HiSeq PE250 high-throughput technique was used to analyze the bacterial
community diversity and structure of the fish intestine for healthy, sub-healthy, typical dark body disease (DBD)
infected and oral florfenicol intervened individuals, as well as the culture water and pellet feed. The results showed
that bacterial diversity in the culture water was higher than that of intestine and pellet feed. The dominant bacterial
communities in intestine were Proteobacteria, Firmicutes and Tenericutes, at different health levels and with florf-
enicol intervention, and the proportions of corresponding operational taxonomic unit (OTU) number to all the OTU
in the samples were above 85%. It could affect the ranking order of the top 20 dominant bacterial species in intest-
ine when the DBD occurred, with the relative abundance of Vibrio in Proteobacteria increasing significantly. In ad-
dition, the DBD symptoms aggravated gradually, with the increase of Vibrio abundance. Feeding with florfenicol
could reduce the Vibrio abundance from 60.33% to 1.29% in the intestine of diseased fish, and also change its
structure of bacterial community to a greater degree, which proved that florfenicol was effective in treating DBD.
It was also found that the culture water and pellet feed had a certain influence on intestine bacterial community,
and the effect of the culture water was higher than the pellet feed. The present results would provide a reference
basis and technical support for the health culture, disease control and microecological study in spotted knifejaw.
Key words: Oplegnathus punctatus; dark body disease (DBD); florfenicol; intestine bacterial community; high-
throughput technique; operational taxonomic unit (OTU)
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