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1.1.2 34k MHE 10 EAMKT S g
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7.0,121 C K 25 min J5 45 HMY
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H1540R %1% 5 AGGAGGTGATCCAGCCG-
CAG3',
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1002, 16S rRNA e [H 7 51 1) A7 L ¥4 A
99. 148% WAL e Mg £ T 174 J& T A M 1A
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ek W 178 58 =L H A Halorubrum kocurii
BG-1T(Genbank % 55 : AM900832) B H— 3,

87 —Halorubrum sp.40
55 Halorubrum xinjiangense JCM12388T (AY510707)
-Halorubrum distributum JCM9100T (D63572)
-Halorubrum coriense DSM10284T (L.00922)
Halorubrum sp.23

761 Halorubrum litoreum Fa-1T (EF028067)
\—Halorubrum terrestre JCM10247T (AB090169)

Halorubrum saccharovorum DSM1137T (U17364)

og| [Halorubrum sp.178

100| Hatorubrum kocurii BG-1TT (AM900832)

— Halorubrum sp.174

100

62

100 Halorubrum orientale EI-52TT (AM235786)
Halorubrum vacuolatum JCM9060T (D87972)
Halorubrum tibetense JCM118897T (AY149598)

20 Halorubrum alkaliphilum JCM12358T (AY510708)

Halob ium salinarum DSM 3754TT (AJ496185)
a8 |: Haloarcula sp.25

100 - Haloarcula japonica JTCM 7785T (AB355986)

0.02

K1 %T 16S rRNA

Methanospiritum hungatei DSM864T (M60880)

B P AR B > TR E W

Fig. 1 Molecular phylogenetic tree based on 16S rRNA gene sequences
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Diversity Research on Halophilic Archaea of

Taibei Saltern in Lianyungang

XUE Meng-ying, YIN Ting-ting, DING Li-yan, WANG Yu.,QI Jie, YANG Li, WEN Hong-yu

(School of Life Science,Jiangsu Normal University, Xuzhou,Jiangsu 221116)

Abstract: For the protection and development of microbial resources., five halophilic archaea strains numbered

23,25,40,174 and 178 which are Gram-negative and rod-shaped were isolated from Taibei saltern of Lianyun-

gang. 16S rRNA genes were obtained by PCR with archaea universal primers of 16S rRNA gene. After cloning

and sequencing,compared the nucleotide sequences with closely species were phylogenetic analyzed and phylag-

enetic trees were constructed. The results showed that halophilic archaea strains 23,40,174 and 178 belonged

to genus Halorubrum,and strain 25 belonged to genus Haloarcula.

Key words: halophilic archaea; 16S rRNA gene; PCR;clone; phylogenetic tree
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