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BEIG R B Bl (Neisseriaceae) AN 31 B & (Acineto-
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AEAE T A HOFI A B, B S DL 70 26 109 R T 3 0 1A
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WA TH R AE R S 0 T AR Sl 37 . o B mO 4l B 57
B AR 95 CHO16.
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FHIR K B Bg [ 1k 8% 3% 3 (FWA) % fb CHO16,
0. 65 %6 [ A= BLER K DR TR 75, B ik 3 KU L #%
T AU IR 4y 0 % BE TR B R I, (O 2k R
1.0X10" cfu/mL, %5 3iF 1 & N 3 41 58 1) B i vk
U)K 1 3R 7 5 %) BE o5 SRR 3 Ay ik 56 2 RN X R 2
Bl 50 . A4 A R E I 5T CHOL6 21 B Bl
0.3 mL, X 8 21 4 2 I J 13 59 0. 65 %6 iy A= Bk /K
0.3 mL, W% 30 d. FEil AU TR . K BLAE R W I
FET I BE i SR M [m] S92 58 = W) b 4R A ORI
FUE | A 20 2 14 T A0 B 0 5 9 RS S
1.4 16S rDNA = 3l By 3 1 Fn i

MAZ B E T FWA W75 5 2%,
28 CFEZNIEFR 12 h, 8.0 WA & 1A, 4 B 41 o 55
N2 DNA #2 B ) & 5 B 1 3 B 18 & DNA L, H
T 16S rDNA JF%1 PCR ¥ ¥4 (95| ¥y Jg 40 1 18 5|
Y. 81 F 5 k. USE: 5 -AGAGTTTGATCMTG-
GCTCAG-3', U1492r; 5" TACGGYTACCTTGT-
TACGACTT-3", 50 pl & B & & o 4 §§ PCR
Buffer(10 X) 5 pL,dNTP (2.5 mmol/L) 4 pL,
Primers (F/R, 10 pmol/L) % 1 pL, ExTag poly-
merase 1. 25 UCKEZEFTAYAERAFD . DNA #i g
H 1 pl, PCRYIMFETF R B IR 95 CAEPE 4 min,
2 30 MEFR 95 CAEPE 1 min, 56 ‘CiB K 1 min,
72 CHEM2 min, f )5 72 “CZEMH 10 min, PCR =¥
F PCR 4tk 7] & (3% & B, i) [l i 5 o B F
PMDI18-T #{k (TaKaRa K& E 4 W) h, ¥ 1k E.
coli (DH5a) » PV B 55 [ R I ABI PRISM® 3730
DNA 43 #7137 4% ( Applied Biosystem, USA) 5,
15 REEENH

H P 2R3 19 16S rDNA JF %1 32 52 3] Gen-
Bank, 3% 15 & % 5 5. FJ009590, Jf i Blast # &,
R KRB ONRIRA L83 A sh AT B A, johnsoni
AF188300, AB099655, X81663 . Z93440; ¥ Ifi. A~ 5
FFE A. haemolyticus : X81662.,7293437 ;1K [G AN sl T
B A. lwoffii: AY176770,X81665.U10875; #fl & R
FIFFH : AB109775,NC009085,X81667 , X81660 ; I
[CARZNAT T A. junii: AB101444 . X81664 ., X81658;
Bt B2 4% A 3h #F B A. calcoaceticus: AY277552.
AF159045, AMEE N BLH K Moraxella lacunata -
AF005165, D64049, AF005171, JF A ¥ 5 % H

Clustal X(1. 83)" #7438 XF v HEF1 o X 2R H
BN & L 25 R i B SeaView #E4T F 1.9
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BB 1 Lok B R 3 MEGAS3. 08 4 2 45 42
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FA T A A AL HR IR SE )  F0AS (19 0 35 R 2 IR
KH.HaEREYD.
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s 011 JTFJUE 422 Rh IR K BUAR - M, 28 “CH5 5% 24 h
J&i o AT UL — A /N 1 B 168 B0 T8 L TR V2% I IR
WL GRS, 3 AR AR vk 34 4 2 B A (R
Y 40T, ELAR & R RN 1 22 5%
23 HEMNEEEUETE

%57 B TR T T B L 42 ik e BH M R T A 4
FEWR T B A T FLOME AR, X IR 2, B2 FLBE
TR A TR A B . TEAZE R IR 1,
24 [EFELIRE

YNSRI A MARSE TS, LR IR0 0 B i &
VO S B S R L IS AR RS A 3 R
WA RET IS, B ET R N 35% . KAEMT:
(9 B i SRR SRR 5 8 9K 0 491 A [, 4 B JC ) b i
MAER . % B ZH e 3 A 56 1 [A] BB Ve AT fa fR BE T
PN IR T 1 o A PR I o, B R 3 25 31 5
SR 95 43 15 TR A (] %) A TR
25 DFEYELETE

Wk PCR ¥ 354815 CHO16 Hfk 16S rRNA %
KR B2 1 500 bp, Xk i Beat A7 i o B DU )
PAFKIE N 1502 bp BT, ZFH T GHC &
WO 530 1%, 58 O B FF B AR HE Bk CATCC.
GenBank HYJF %15 5 NC-009085) 1) 16S rDNA J¥
GIAEAE 7 AL SR B 5L 22 S, P S AHALPE 99,5 %0,
i MEGA #il PAUP 2 F AN R G L R H
H S INg R . B’ 13T 16S rDNA F41
H A RIER (ND  RGER E 404 s BT A A 3 FF
BRI 1AL N5 5 AN BE, CHOL6 B #k 4L T 6ifl & R
SIAT G RE N, 5 LAt 2 R B T RO B R A L B
HABE W bootstrap {H .
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Table 1 Comparison of phenotypic characteristics of CHO16 in the present study with the published description of A. baumannii

H ALK Biochemical test

CHO16

41 g (7 K A 1L Cytochromeoxidase —
i AL S Catalase +
PR EE A H Sodium malonate utilization —
LR A Acetamide utilization —
FHEILFEILN AR Phenylalaninedeamination —
B-4-FLBE B-Galactosidase —
Eh B RS & MR K i Arginine dihydrolase —
5 Z R W PR Lysine decarboxylase —
9 82 L %2 B Ornithine decarboxylase —
iR R FI A Citrate utilization —
7= HyS H2 S production —
JRZ M Urease —
{0, 5 1R i % Tryptophane deaminase —
iR 5 Indole production —
N5 Acetoin production —
WL Gelatinase —
AL ZBER Fermentation/Oxidation

#W B Glucose +
# i Maltose _
i H T S Glucosidase _
1 FB¥ Raffinose —
FLHE Lactose
KB Xylose
H# B Mannitol —
21 4E B Inositol —
11 BLH# Sorbitol —
FlZE B Rhamnose —
JEBY Saccharose _
% B Melibiose +
A4 Amygdalin —
W S B B Arabinose +

A. baumannii(ATCC) A. baumannii™
n.a +
n.a -
n. a —
n.a —
— n.a
— n.a
— n.a
— n. a
— n.a
+ +
n. a —
n.a —
n.a —
n. a +
n. a +
+ n.a
— n.a
+ +

D 7R, — 7 FRR B “n. a” FR WA A OCEUE <+

done for reference strain.
3 it
A 5T K APL 20E A= 4k 3 5] 25 X% B 0
WAE A AT bR EAT T O E , IS B R HERE 1
Jr R AT T Al A B AR AR BR 0 b T E &
PRTEL A S A R I e 2 fl il P K T 2 TR
AANBE AT AR TR R S R A X R A AR
Xia S50}z 18 14 62 N Sl TR Az B A fh AR AR AR —
. KRS 9 MUA S K40 8 % T, AT R BB
SUSUR A 43 25 T 9 A B AR AL AR AR 5 2 N Sh AT T AR
WERE I & H2 30 . R O 38 70 68 g I R R O 2 AN )
FFTA
F£F 16S rDNA JP ST T A ST W8 1 R 50
RE I TEAREH A HE L RKE N
43 5 ASWERE L BE SR S5 5 T T T S OR S AT I

%

positive; “—” negative; “n. a”not applicable, this test was not

A A TR A B IS S L 5 A B S AN ST R
b IR o HL AT 80 B SRR R (98 00 4 ik e W IZ TR Bk
A B 2 2 N S AT T T L BE SR i B B S el
SN E ATCC WM 16S rDNA J3 51 Z [ {2
A7 ANLER2E S  ARIPEIE R R (99.5%) . KL,
N BT 7K P S 5 I TR R A 0 = N S AT AT . (LB R Y
SR JBUR ) A DB 00 4 B 11 0 2 AN Bl AT D A AR
73 16S rDNA JF 41, To ik 43 F 7K He g — 3% Z (1]
1) 5 [

ANENFFRET ZAET AR BE N NN
FIARAR AR 8O 8 S5 1 AF 5% 36 B OR Sh AT T8
| N2 B e PRI S 1 95 161 A BT 185 0, T L 3% 1 %
REBIAERBEAIHE. HIGTHRT —EH
M. AR SR MR B K AR ST IR N B B TN S
FETE 1 R A0 A5 R AT T Rk 0 DU ) 38 E A
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Phylogenetic position of 16S rDNA sequence of A. baumannii (CHO016) isolated from channel catfish in

relation to other sequenced species.
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Isolation and Identification of Acinetobacter Baumannii
from the Diseased Channel Catfish

GU Ze-mao'? LIU Yang® CHEN Chang-fu’ ZHU Jian' XIE Jun' XU Pao'
1. Key Laboratory for Genetic Breeding of Aquatic Animals and Aquaculture Biology
of the Ministry of Agriculture/Chinese Academy of Fishery Sciences Freshwater
Fisheries Research Center sWuxi 214081 ,China;
2.College o f Fisheries s Huazhong Agricultural University sWuhan 430070 ,China

Abstract Whereas it is well documented that Acinetobacter baumannii is associated with human
clinical infections,there are few studies to date that reports it as a pathogen for aquatic animal. In the
present study,one bacterial strain was isolated from diseased channel catfish (Ictalurus punctatus) from
Qingjiang reservoir, Yichang, Hubei Province,China and named as CHO016, which could be cultivated on
freshwater agar and formed the round, white, smooth and margin-trim clone. Inoculating the strains to
channel catfish for lethality indicated the germ had pathogenicity and the same bacterium could be isola-
ted from these animals. The biochemical tests,the sequence analysis results of 16S rDNA sequence and
phylogenetic analysis demonstrated that the microorganism isolated from channel catfish was A. bau-
mannii,

Key words channel catfish (Ictalurus punctatus); Acinetobacter baumannii ; biochemical test; 16S

rDNA
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