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agagtttgatcctggctcagattgaacgctggeggeaggcttaacacatgcaagtcgageggtagtcgggagaaagcettgctttctcegetga
cgagcggcggacgggtgagttgtgtetggggatetgectgatggagggggataactactggaaacggtagctaataccgeataacgtcegea
agaccaaagtgggggaccttcgggcctcatgccatcagatgaacccagatgggattagetagtaggtggggtaatggcetcacctaggegac
gatccctagcetggtctgagaggatgaccagecacactggaactgagacacggtccagactcctacgggaggcageagtggggaatattge
acaatgggcgcaagcctgatgcagccatgecgegtgtatgaagaaggcecttcgggttgtaaagtactttcagtaaggaggaaggtgtgaacg
ttaatagcgctcacaattgagattacctacagaagaagcaccggctaactccgtgccagcagecgeggtaatacggagggtgcaagegtaa
atcggaattactgggcgtaaagcgcacgcaggeggtttgttaagttggatgtgaaatcccegggcttaacctgggaactgcatccaagactgg
caagctagagtctcgtagagggaggtagaattccaggtgtagcggtgaaatgcgtagagatctggaggaataccggtggcgaaggeggec
tcctggacgaagactgacgctcaggtgcgaaagegtggggagcaaacaggattagatacectggtagtccacgetgtaaacgatgtegattt
ggaggttgcgececttgaggegtggettccgaagetaacgegttaaatcgaccgectggggagtacggecgcaaggttaaaactcaaatgaa
ttgacgggggcccgeacaagcggtggagceatgtggtttaattcgatgcaacgcgaagaaccttacctactcttgacatccagcgaatectgtt
gagatacgggagtgccttcgggaacgctgagacaggtgctgcatggetgtegteagetegtgttgtgaaatgttggnttaagtcccgceaacy
agcgcaacccttatcctttgttgccageggttcggecgggaactcaaaggagactgecagtgataaactggaggagggtggggatgacgte
aagtcatcatggcccttacgagtagggctacacacgtgctacaatggegtatacaaagagaagcgaactcgcgagagcaagceggacctcat
aaagtacgtcgtagtccggattggagtctgcaactcgactccatgaagtcggaatcgctagtaatcgtggatcagaatgccacggtgaatacg
ttcccgggccttgtacacaccgeccgtcacaccatgggagtgggttgcaaaagaagtaggtagcettaaccttcgggagggegcttaccacttt
gtgattcatgactggggtgaagtcgtaacaaggtagecgta

1 “ i HNO0O4 HNOO5 16S rDNA
Fig.1 The 16S rDNA sequence of the pathogenic strain HN004 and HNOOS5 to P. fulvidraco
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Fig.2 The molecular phylogenetic tree of strain HN004 based on 16S rDNA sequences
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ISOLATION AND IDENTIFICATION OF BACTERIOSIS PATHOGEN——EDWARDSIELLA

TARDA FROM YELLOW CARTFISH (PELTEOBAGRUS FULVIDRACO)
WITH RED HEAD DISEASE

DENG Xian-Yu"?2, LUO Wen??* TAN Shu-Hua®, QIU Shan-Hong*, CHEN Kang-Gui®

(1. School of Life Sciences, Hunan University of Science and Technology, Xiangtan, 411201; 2. School of Zoological Sciences,
Zhejiang University, Hangzhou, 310058; 3. School of Life Sciences, Shaoxing University, Shaoxing, 312000;
4. No.3 Middle School of Huaihua City of Hunan Province, Huaihua, 418000)

Abstract Using ATB Microbiology Automatic Identification System, two bacterial strain HNOO4 and HNOO5 isolated
from cultured yellow cartfish (Pelteobagrus fulvidraco) infected with typical “Red head Disease” were identified. The two
strains had completely the same physiological and biochemical characteristics: Gram-negative, rod-shaped, cata-
lase-positive, indole-positive, H,S-positive, oxidase-negative, and V.P-negative; and were very similar to Edwardsiella
tarda in most of the phenotypes. In order to determine the phylogenetic position of these two microorganism, their 16S
rRNA genes were sequenced and compared with those of related strains. The molecular phylogenetic dendrogram was con-
structed based on the genetic distance analysis, which revealed that the 16S rDNA sequences of strain HN004 and HNOO05
were completely the same, and they exhibited the highest levels of similarity (99.0%) to E. tarda. Therefore, strains HN004
and HNOO5 were identified as E. tarda.

Key words Pelteobagrus fulvidraco, Red head disease, Edwardsiella tarda, Isolation, Identification



