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Abgtract : In order to study the halophiles and bacterio-opsin protein (bop) gene resource from Yiwu L ake located in
Xinjiang Region, ninety-five halophilic strains were isolated. Ten red strains from the isolates were picked out and
the genes encoding for bacterio-opsin protein fragment were proliferated by PCR. Their nucleotide sequences were
determined subsequently. On the bassof phylogenetic analysis of the bop gene sequences,it wasfound that nine se-
guences clustered together. It isindicated that the bop genesof halophilic archaeafrom Yiwu lake have some divers-

ty and terrain traits.
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Table 1 Halobacteria strains and accesson numbers of gene encoding bacteriorhodopsin
bop

Halobacterium Hbt. salinarum SO M11720 1
Hbt. salinarum NRC-1 NC_002607 2

Halorubrum Hrr. p. ausl J05165 3
Hrr. . aus2 56354 4
Hrr. sodomense D50848 5

Haloarcula Har. vallismortis NCBM 20827 D31882 6
Har. marismortui A TCC 430497 NC 006397 7
Har. argentinenssarg-1’ D31880 8
Har. japonica TR1" AB029320 9

Halomicrobium Hmc. mukohataei arg-2" S76743 10

Haoterrigena Htg. 9. arg4 AB009620 5

Natrinema Nnm. atunense AJ2" A Y279548 11
Nnm. atunense sp. AB3 A Y279549 12

Miscellaneous shark D11058 13
port D11057 13
mex D11056 13
SGL X70291 14
xz515 A F306937 15
AB1 A Y279547 16
AJ4 A Y279550 17

1.2 0.36, NaBr 0.23, NaHCO: 0.06, FeCls , pH

5 ) 7.0.
: 15 20¢g/L.
Medium B (DSM Z medium 97) (g/L) : Casami- ,
no acids (Difco) 7. 50, Yeast extract (Difco) :
10.00, NaCl 250.00, MgSO4 - 7H20 20.00, 37 7d
3.00, KCl 2.00, FeSO, - 7 H20 0. 05, , 3 , ,
MnSOs - H200.20, pH 7.4. - 80
Medium C (DSMZ medium 823) (g/L): 1.3 DNA

Casamino acids (Difco) 1.00, Yeast extract (Dif- DNA [11].

co) 1.00, 2.00, NaCl 125.00, MgCl: 1.4 PCR TA

- 6H.0O 160. 00, K:SOs 5. 00, CaCl. - 2H.0 Otomo!™*®! ,

0.10, pH 7.0.
Medium D™ (g/L) : Casamino acids (Difco)
7.50, Yeast extract (Difco) 10.00, NaCl 200. 00,
3.00, MgS0s - 7H20 0.20, Kd 2.00,
Fed: - 6H.O Mnd: - 4H.O,pH 7.4.

Medium E® (g/L) : (Oxoid, L37)

10.00, NaCl 250.00, MgSOs - 7H.0, 20.00,

3.00, KCl 2.00, CaCl2 0.20, pH 7.0.
Medium HM™! (g/L) : 5.00, Yeast
extract (Difco) 10.00, 1.00, Nad 100.00,
KCl 2. 00, MgSOs - 7H:0 1. 00, CaCl.. 2H:0
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Fig.1 Unrooted phylogenetic tree based on the partial bop sequences from isolates and other related organisms
The tree was constructed usng the neighbor - joining method with bootstrap values calculated from 1000 resamplings. The number at each
branch point represents the percentage bootstrap support. Bar, 0.05 substitutions per nucleotide position
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