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Fig. 1

Optical images of 3 strains of deep-sea bacteria
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Fig. 2 SEM images of 3 strains of deep-sea bacteria

B2, BS, B6

it is B2, B5 and B6, from left to right, respectively

2.2.3 pH
pH ,B2 pH 8 , pH
8, ; BS pH 8 » PH
10, ; B6 pH 12 ,pH
13, ( 4
0.7
0.6 e
0.5 ~ 2#ik
g 0.4 - SHEPE
<. - GHEIbR
0.2
0.1
0 L i i
0 10 20 30 40
1°C
3 3
Fig. 3 Changes of bacteria density at different temperature
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Fig. 4 Changes of bacteria density at different pH
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Identification of 3 strains of deep-sea bacteria by physiologi-
cal and molecular biological methods
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Abstract: The investigated samples were collected from old, sediment-covered lava flows in the rift valley at a
water depth around 4 954 m. Three strains of bacteria were purified and denoted as B2, BS and B6. They were
characterized with physiological, microscope, scanning electron microscope (SEM) and molecular methods. The
bacteria were round, smooth and with different color. B6 showed ivory yellow, while B2 and B5 showed vivid or-
ange and red, respectively. SEM results showed that B2 and B6 is rod shape, but B6 is coved with tunica vaginalis.
BS5 is globular. The growth temperature of these three strains is below 37 , the optimum growth temperature for
B2, BS and B6 was 20, 28 and 28 , respectively, The pH tolerance range was 6~14, and the optimum pH was 8, 8
and 12, respectively. 16S rRNA sequence analysis showed that they belong to 3 different genus, and they are Bacil-

lus (Bacillus), Arthrobacter (Arthrobacter) and protein in bacteria (Acinetobacter), respectively.
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