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Abstract

Biod wersity of bacteria n the top layer of the sedinent fran Northemn Berng Sea was stud-
ied by a canbmation of RFLP and 16S DNA analysis Phylogenetic analysis showed hat bacte-
rial canmunity cam position of the sedimenthad ahgh dversity 124 clones frum the 16S DNA
lbrary fell nto ten bacterial groups inclid ng Proteobactern (49 &% ), Acidobacteria (20
& ), Bacteroidetes (6 %o ), Actinobacteria (3 6 ), Planctanycetes (3 @b ), N itropirae
(4% ), Verrucam icrobia (2 %% ), Chloroflexi (1 6 ), Fibrobacteres (Q & ) and Spiro-
chaetes (Q 8% ). In addition a part of undentified bacterh (2 4o ) was detected suggesting

a potential source of novel bacterial species or genera & and Y- roteobacteria were two dam +

nant fractions n the Proteobactera.

Key words Northem Berng Sea sedments bacteria diversity



