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Isolation and Identification of a Moderately Halophilic Bacterium LYG2#

JI Chang-wei, LU Yu-hao, DU Meng et al (School of Life Science, Jiangsu Normal University, Xuzhou, Jiangsu 221116)

Abstract [ Objective] To identify a strain LYG2# isolated from Lianyungang Qingkou Salinas. [ Method] We identified the strain LYG2# by
means of 16S TRNA gene sequence blast, phylogenetic analysis and the determination of physiological and biochemical characteristics. [ Re-
sult] The bacteria was gram negative, appeared pink and round colony. Strain LYG2# was spiral, the length of the bacteria was from 1. 50 to
2.00 pm, and the width was 0.24 um. The optimum salt concentration, temperature and pH were 9.6% , 32°C and 8.5. By 16S rRNA gene
sequence blast, the 16S rDNA of the strain LYG2# and Spiribacter salinus M19-40" showed the highest similarity, was 95.98% . Strain LYG2
# was preserved at China General Microbiological Culture Collection Center, the number was CGMCC 1. 12136, the GenBank accession num-
ber for 16S rDNA of the strain was JQ087461. [ Conclusion] The bacteria isolated was a moderately halophilic bacterium, and was a new spe-

cies of the Spiribacter genus.
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Fig.1 Scanning electron microscopy results of the strain LYG2#
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Table 1 The results for carbon source utilization and sugar alcohol
produce acid of the strain LYG2#
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Substrat Carbon source Sugar alcohol
ubstrate utilization produce acid

AT MEFERT Soluble starch - _
D - AH D-xylose _ _
HERE Sucrose _ _
SR Fructose + _
F 2F % Maltose + _
D - 22 ZLb% D-galactose _ B
D - 7% B D-glucose + o+ .
11154 Sorbitol + o+ _
H & Mannitol _ _
L — F[F7 {14 L-arabinose + + +
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Table 2 Antibiotic sensitivity of the strain LYG2#

LYG2# LYG2#
I 2RSS NP Il
HEE IR Jhvz e
S rug resistance S Drug resistance
Antibiotics - .|| Antibiotics A
results of strain results of strain
LYG2# LYG2#
252 Penicillin - 2185 % FErythromycin -
HEHHER - SRR (DAL -
Ampicillin Norfloxacin
SeEERV - BE X ACLR, -
Cephalothin 'V 12 ) Ciprofloracin
THeRIRER - CWiE ] -
Amikacin Compound Sinomin
FRAFEZ Gentamicin - PUFFZ Tetracycline -
Chloramphenicol Streptomycin
W =" FORYIE
Note:*“ =7 indicated negative
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Fig.2 Effect of salt concentration on growth of the strain LYG2#
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Fig.3 Effect of temperature on growth of the strain LYG2#
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Fig.4 Effect of pH on growth of the strain LYG2#
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Fig.5 Phylogenetic tree of the strain LYG2#
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Table 3 Feature comparison of the strain LYG2# and Spiribacter salinus M19-40"

BORIEWE  BodiffE . o N4
e soe  HZIRYE EYKIEA The optimum FEPHY oL cam Bk % i 7 H,S
TRIAK i L ! b . e ) . B
. Gram Colony salt optimum . The genome  Fatty Respiratory MR Producing
Strains Form . . optimum . .
staining  morphology concentration temperature H G+C acids quinone H,S
% p content // %

LYG2# LY/ ZIN e BERaE 9.6 8.5 66.6  Cl8:1 w7C fifiF Q8 Btk B

(44.54% )
Spiribacter salinus  JEJFER M BEMmae 15.0 7.5~8.0 62.7 CI8:1 w6C/ HHHlFQS Bt S50
M19 -40" C18:1 w7C

(60.6% )

(FT#H#HZ 11 )



45 59 M

FARF  BEUR R B AR SRR AL BB AL 4R 11

T IE SIS A B, e SRR A WRURE R (02 ) SR i e £
DAL A ARIR SR WL 300 s RN JE 80% ([a] i
6 cm, 76 LR Z5 F T IR A4 1027 JBSZ e 58 16 4 ) 1) R U
R

x5 RELBFGFEITER

Table 5 The optimum conditions to verify the results
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scheme rate rate
A,B,C, 0.475 0.175 0.300
A,B,C, 0. 600 0.200 0.200
A,B,C, 0.525 0.225 0.250
A,B,C, 0.525 0.250 0.225
A,B,C, 0.525 0.250 0.225
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