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Table 1  Biochemical and physiological characteristics of CCFO0024
Test items CCFo0024 S. maltophilia™ || Test items CCF00024 S. maltophilia™
Oxidation/Fermentative + /- + /- D-gulcose produce gas - -
Oxidase - - Acid production
Catalase + + D-gulcose w +
DNAase + + Lactose - +
Lipase Tween 80 + + Maltose + +
Protease + + Mannose + +
Urease + - Sucrose - +
Phe deaminase - - Rhamnose - -
Lys decarboxylase + + Arabitol - -
Arg dihydrolase - - Raffinose - -
Orn decarboxylase - - Cellobiose - +
Nitrate reduction + + Xylose - +
Critate + - Fructose w +
Malonate + - Trehalose - -
Methyl red - - Mannitol - -
Indol - - Salicin - -
H, S Hudrogen sulfide - - Inositol - -
Gelatine hydrolysis + + Sorbitol - -
Milk catabolize + + Esculin + +
+ . Positive - . Negative W. Weak reaction. **Data from refences 7 and 8.
2.4 16SrDNA PCR 16S rDNA DNAstar
PCR CCF00024 16S rDNA 1500bp 2 CCF00024
1427bp ~ GenBank S. maltophilia 99.4 ~
AY970826 RDP Classifer 99.6% CCF00024 S. maliophilia M5-1
99.6%
RDP  GenBank 16S rDNA S. maliophilia
Blast
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Stenotrophomonas maltophilia ATCC13637T(AB008509)
Stenotrophomonas maltophilia LMG958-T(X95923)
Stenotrophomonas maltophilia M5-1(AY880274)
CCF00024(AY970826)
Stenotrophomonas sp.3A3C(AF368754)
Stenotrophomonas africae (U62646)
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B Xanthomonas hyacinthi (Y10754)
_| |: Xanthomonas campestris (X99298)
Xanthomonas sacchari (Y10766)
— Xanthomonas axonopodis (X95919)

M Xumhomonas arboricola (Y10757)
2.9 T 1

2 CCF00024
Fig.2 Phylogenetic tree of strain CCF00024 and its relatives. The tree was constructed by NDAstar based on 16S rDNA sequence of
strain CCF00024 and its relatives in Stenotrophomonas genus and Xanthomonas genus. Numbers in parentheses represent

the sequences’ accession number in GenBank. The scale below the tree represent the nucleotide substitutions.
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Isolation identification and phylogenetic analysis of
a pathogenic bacterium in channel catfish

GENG Yi WANG Kai-yu™ CHEN De-fang HUANG Xiao-li

Animal Science and Technology College Sichuan Agricultural University Ya' an 625014 China

Abstract A pathogenic bacterium CCF00024 was isolated from the kidney and liver of the diseased channel catfish with acute
epidemic disease. Artificial infection proved that the bacterium was the pathogen of the disease. Its morphological physiological
biochemical characteristics and 16S rDNA sequence analysis were studied. The isolated strain is an aerobic non-fermentative
bacterium. The bacteria are gram negative rods with polar multi-flagella  Oxidase-negative methyl-red-negative  lysine
decarboxylase-positive DNAase-positive urease-positive  lipase-positive and protease-positive. The bacteria can’ t utilize most of
sugars with production of acid except maltose and mannose. A phylogenetic tree was constructed by comparing the 16S rDNA
sequence of the isolated strain  GenBank accession number AY970826 with other relative bacteria species in the RDP and GenBank
databases. In the phylogenetic tree CCF00024 Stenotrophomonas maltophilia 13637T  Stenotrophomonas maltophilia MG958T and
Stenotrophomonas maltophilia M5-1 constitute a branch. The similarity value between strain CCF00024 and those 5 strains
Stenotrophomonas maltophilia are 99.4% ~ 99.6% . According to morphological physiological biochemical characteristics and
phylogenetic analysis the isolated strain  CCF00024 is identified as Stenotrophomonas maltophilia.

Keywords Channel catfish Acutely epidemic disease Stenotrophomonas maltophilia  16S rDNA  Phylogenetic analysis
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