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Isolation and Identification of Pathogenic Pseudoalteromonas from Cynoglossus semilaevis Giinther and Its Drug Sensitivity Analysis
BAO Yu-jie, SHANG Yu-man, WANG Heng et al (College of Life Sciences, Tianjin Normal University, Tianjin 300387)

Abstract A dominant strain CSLG2 was isolated from the liver of Cynoglossus semilaevis Giinther with skin ulcer disease.According to the re-
sults of bacterial morphology observation, physiological and biochemical identification, 16S rDNA sequence identification and phylogenetic tree
analysis , the results showed that this strain had the highest homology with Pseudoalteromonas. The drug sensitivity test results of this strain
showed that the bacteria was highly sensitive to minocycline , erythromycin, ceftazidime , ceftriaxone , chloramphenicol , norfloxacin , ofloxacin , and

ciprofloxacin.However, it had certain resistance to erythromycin, tetracycline , cefazolin , ceftriaxone , penicillin and nitrofurantoin.
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Fig.2 The colony characteristics of CSLG2 strain on 2216E medium
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Fig.3 Gram staining results of CSLG2 strain
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Table 1 Biochemical identification results of strain CSLG2

5 KETEI 7R
l’i—? Identifiitijonﬁilems Starﬁ;ﬁ*ﬁrain CSLG2
1 T A
2 En + +
3 Sk - -
4 AR - -
5 S - -
6 HAPERER - -
7 W th - -
8 KRR SR - -
9 ETA(ENE - -
10 N-Z i + +
11 A A +
12 24k hE - -
E EpT :
14 B - -
15 A - -
16 SIERR(EY - -
17 IIEAY - -
18 M 2 AL v -
19 PRE - -
20 BFFLIEH A - -

T =" ARRIINE, +7 AR, < VARG R T 2

Note:“~" means negative, “+” means positive,and “V” means variable

result
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Fig.5 Phylogenetic tree analysis of 16S rDNA sequence of CSLG2 strain
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Table 2 Drug sensitivity test results of CSLG2 strain

?%ﬁ?% jﬁé‘ii /éol fﬁ; TP Ei42 Inhibitory zone diameter // mm Csini?bﬁ[i o li ﬁﬁé —_—
angiotics antibiotics M2 R S Rk s diameter of (%LGZ //mm Sensitivity
KRGS Macrolides Kt R <14 15~18 =19 37 S
LR REE R <13 14~22 =23 27 S
HEE <I3 14~22 =23 34 R
PUFR2E2 Tetracyclines PUE <14 15~18 =19 9 R
ZVIHE <12 13~15 =16 18 S
FFLBEF Aminoglycosides TR <l4 15~16 =17 21 S
PEE <I2 13~16 =17 19 S
FIRFF <I3 14~17 =18 18 S
B R <11 12~14 =15 12 I
PR <12 13~14 =15 18 S
B-MITEME B-lactams SAaE <14 15~17 =18 18 S
Sk <14 15~17 =18 13 R
A <14 15~17 =18 13 R
Sk <l4 15~22 =23 30 S
kAt <14 15~17 =18 37 S
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stands for resistant,“I” stands for intermediate ,and “S” stands for sensitive
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