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Abstract: The aim of this study was to determine the pathogenic bacterium infecting Siniperca chuatsi. Bacteria
were isolated from the liver of diseased S. chuatsi and identified by the Vitek 2 Compact Identification System
and 16S rRNA sequence analysis. Healthy S. chuatsi was used for experimental infection with bacterial
suspension. A bacterial strain BOl was isolated from diseased S. chuatsi. Identification demonstrated that the
bacterium was Pseudomonas fluorescens (Table 1, Fig. 2), and its growth characteristics was also studied. The
results indicated that the BO1 could show fluoresce under ultraviolet ( Fig. 1). Infection with the bacterial
suspension to healthy S. chuatsi could reproduce the diseased symptoms as occurred naturally and the same
bacterium could be recovered from these infected Siniperca chuatsi. The susceptibility test to antibiotics
demonstrated that the bacterial strain BO1 was susceptible to enrofloxacin, norfloxacin, streptomycin and
tetracycline (Table 2). We conclude that P. fluorescens is a pathogen for S. chuatsi.
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Fig. 1 Colony of the isolated bacteria
a. WPk BOL 7E TSA AR EJE A B & 5 b. 7E585M 6T Ik BO1 2L TE .

a. The colony of strain BO1 on TSA plate; b. Fluorescence under ultraviolet light.
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#£1 B0l E#r VITEK2 $EH R
Table 1 VITEK2 identification of B0O1

C+ U FRIRBHE ;- " FEaRFHME, “ + " Denotes positivity; “ — " Denotes negativity.
AR VITEK2 4 (1 3D UE 9 % O BRI B0 6 43 185 5 4% 4R 08 2F 4 1 ( Cytophaga
HEFFU A, 454 16S tRNA LR FFII IR columnaris) (ZEHEHE%4E 2000 ) Fil WG K < 26 I B
PEAHT, AS I S WP . i F%  (Aeromonas hydrophila) (kS A% 1996) . 7
R ITR R T TS L, MORR IR W I I I RS BE T 9 0 R 6 L AT 9 O
5. R EEL Y LA R A A SIS RN G PRI 35K 00 R AT 5 B 40 T 9 B 4T A D
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2 PL16S rRNA EFFFIMEREK Bl HRFLEH
Fig. 2 Phylogenetic tree of Pseudomonas fluorescens based on 16S rRNA gene sequence of strain B01

b B O A s A A SR S O kTR B S5 R Bl A5 An AR BE AL BB Vibrio wulnificus. B 5 95 Vibrio
parahaemolyticus. B LR ; Edwardsiella. I3 25 % {548 [C B ; Aeromonas hydrophila. V& 7K X, B i 5 ; Aeromonas sobria. i Fll
S YT ; Pseudomonas putida. 3% R A B M F ; Pseudomonas marginalis. 12 AR B0 1 ; Pseudomonas rhodesiae. %[GR B0
W ; Pseudomonas synxantha strain. 2ZARAR M ; Pseudomonas fluorescens. ¢G5 il B

The number at each branch points is the percentage supported by bootstrap. Numbers in parentheses represent the sequences
accession number in GenBank. Scale indicates evolutionary distance.

x2 HLYHBREIE
Table 2 Antibiotic susceptibility test

HUE bR EM I 25 IR BB R/ S, RS 1 P BERIURR R.OWf 2y - AR ITGAHOR
The criterion is corresponding drug’s bacteriostasis size; S. Highly sensitive; I. Moderately sensitive; R. Low or no sensitivity;

“

— 7 denotes invalid.
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R R, BRI I E M R R v v
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