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Fig.2 PCR production of 16S rDNA from the SW-2 strain
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Fig.3 Phylogenetic tree of Acinetobacter strains, including the SW-2 strain, based on 16S rDNA sequencess
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Fig.4 Antibiotic sensitivity test of the SW-2 strain
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Isolation, Identification and Antibiotic Susceptibility of Acinetobacter

johnsonii from the Intestine of Grass Carp
HU Xiu-cai', LV Ai-jun', SUN Jing-feng', YEONG Yiksung', SHI Hong-yue', SONG Ya-jiao'*

(1.Tianjin Key Lab of Aqua-Ecology and Aquaculture, College of Fisheries,
Tianjin Agricultural University, Tianjin 300384 ,P.R.China;
2.College of Fisheries, Henan Normal University, Xinxiang 453007,P.R.China)

Abstract: Acinetobacter bacteria are opportunistic pathogens, widely distributed in water and soil, and can
infect humans, animals and fish. Reports in the literature have described the isolation of several Acineto-
bacter species from sturgeon, catfish, crucian carp and grass carp including A. junnii, A. bauman and A.
xiamenensis. However, no study has been reported on the isolation and identification of Acinetobacter
johnsonii in fish. In this study, a bacterial strain isolated from the intestine of grass carp and labeled SW-
2 was identified through morphological examination, physiological and biochemical analysis, and phyloge-
netic tree analysis based on 16S rDNA sequencing. Simultaneously, an artificial infection study was carried
out on healthy grass carp by injecting different concentrations of a suspension of the SW-2 strain. An anti-
biotic susceptibility test was carried out using 21 antibiotics. The SW-2 strain is gram-negative, rod
shaped. milky white, moist with a smooth surface and regular edges. It cannot produce acid from glucose,
mannose or xylose and the test for citrate utilization was negative. The 16S rDNA gene sequence of the
SW-2 strain was amplified and sub-cloned with the pMDI18-T vector. The length of the 16S rDNA sequence
was 1 503 bp, 99. 7% homologous to the 16S rDNA sequences of A. johnsonii. Phylogenetic tree analysis
shows that the SW-2 strain clustered into one group with A. johnsonii. Combined with the morphological
characteristics and physiological and biochemical characteristics of the colony, the SW-2 strain was conclu-
sively identified as A. johnsonii. Antibiotic sensitivity results showed that the isolated strain is sensitive to
gentamicin, penicillin, amoxicillin, ampicillin and kanamycin. There was no mortality in grass carp within
7 days of artificial infection, but further study should be carried out to determine if it is an opportunistic
pathogen in fish. This study provides a scientific reference on the antibiotic sensitivity and intestinal micro-
bial ecology of Acinetobacter spp. in fish.

Key words: Acinetobacter johnsonii; 16S rDNAj; isolation and identification; antibiotic sensitivity; grass

carp



