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Abgract : The nitrogern-cyding bacteriain a near- sore marine-cuturd sed ments were invedigated. Results indicated thet
amnonifying and nitrate-reducing bacteria (NRB) were the nog abounding populaions. The abundance of nitrate-reducing
bacteria occurred in the suface layer of the sediment was higher than thet in the bottom layer. 106 bacterid grains were
ohtained from sedment sanples and were tested for their nitrate reducing ahility. The resuts showed thet 58 grainsdf them
were able to reduce nitrate. The dominant nitrate-reducing grains were prdiminaily identified as Gam postive bacteria
and belong to the genus o Badillus, Halobadillus, Brevibacillus, PAanocoocus and Planomicrobium. The richnessdf diver-
gty of nitrate-reduci ng bacteria was further reveded by the andyss of the sequences o their 16S rRNA genes
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g (Oem 2cm) (2em 4cm) (10
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Ocm 2cm 25,000 12 (66.67 %)
2cm 4cm 30,900 11 (64.71 %)
4cm 6cm 4 500 6 (40.0 %)
6cm 8cm 2,670 11 (47.83%)
8cm 10cm 2,970 7 (41.18%)
10cm 12 cm 4 500 11 (68.75 %)
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2.3
) 58
, ( 3 4
) 54 ) (Bacillus) (38 )
(Halobacillus) (7 ) (Brevibacillus) (4 )
(Panococcus) (1) ( Panomicrobium) (1 ) ( Acti nomyce-
tales) (3 )
3 56
1", 16",18", 19, 1-10, 1-18, 21, 25, 29", 210, 211, 2
12, 213, 215, 217, 310, 41, 42, &4, 46, 47", 411, 412",
Badillus 38 . N . .
414", 424,51, 52,57, 58", 513, 514, 62", 63", 66, &
9", 612, 613, 614
Hal obadillus 7 5", 216" ,33",38",315", 415", 421"
Brevibadillus 4 311, 54, 61, 64
P anocoocus 1 115"
Planomicrobium 1 312”7
Actinomycetales 3 114, 17197, 120"
3 218, 67, 617
1 1-17

* 16S rRNA 22
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4 22 16Sr RNA
Blagt .
GenBank
63 539 bp Badllus cereus (AJ629413) 99. 08 % 11
1-6 539 bp Badillus firmus (AF526919) 9. 63 % 62
1-8 542 bp Badllus jectgali (AF221061) 9. 82 % 29, 47,414
412 540 bp Badillus bagkryungensis (AF541965) 9. 44 % 58
69 557 bp Badllus pumilus (AB098578) 100 %
15 560 bp Hal obadillus kargjensis (AJ486874) 96. 07 % 16,33,
315, 415
421 538 bp Hal obadillus kargjensis (AJ486874) 97.96 %
38 560 bp Halobadillus ladisalis (A Y190534) 9.82 %
119 1486 bp Sanguibacter suaredi ST50 (X79451) 9. 84 %
120 224 bp Dietzia maris (Y18883) 99.55 %
1-15 543 bp Planococcus maritimus  (AP500007) 98. 16 %
312 1510 bp Planomicrobium koresnse (AF144750) 97.9%
* 165 rRNA
22 16S rRNA ,
( 4 , ,
4 11 , 15 216 33 315 415, 119 3
12, 16STrRNA
(KZCX1-SW-12-11)
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