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Fig. 1. Bacterial Community of Lake Sayang in April, 30, 1998 (ALF
=Proteobacteria ¢ -group, BET=Proteobacteria [} -group, GAM=

Proteobacteria vy -group, CF=Uvlophaga-Flavobaclerium group
OTHERS =0ther Eubacteria).
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Fig. 2. Baclerial Community of Lake Sovang in May, 21, 1998 (ALF
=Pratecbacteria o -group, BET=Protechacteria B -group, GAM:=
Protechacteria 7y -group, CF=Cylophaga-Flavobacterium  group
OTHERS =0Other Eubacteria).
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Fig. 3, Bacterial Community of Lake Soyang in June, 20, 1998 (ALF
=Proteohactetia o -group, BET=Protechacteria [ -group, GAM=
Proteobacteria v -group, CF=Cylophaga-Flavobacteriun:  group
OTHERS =0ther Eubacteria).
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Fig, 4, Bacterial Community of Lake Soyang in July, 17, 1998 (ALF
=Protegbacteria o -group, BET=Proteobacteria {3 -group, GAM=
Protechacteria v -group, CF=Cyiophaga-Flavobacterium  group
OTHERS =0Other Eubacteria).
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Fig. 5. Bacterial Community of Lake Soyang in August, 28, 1998
(ALF=Proteobacteria oi-group, BET =Protecbacteria f-group, GAM
=Protechacteria y-group, CF=Cyviophaga-Flavobacterium group
OTHERS =0ther Eubacteria).

~50.8%% 22 BFE 3 9Jge™ o] Al7] other Eubac-
teria7} T BlE&-S AASEL AT 5200 o-group®] 12.5
~18.99%, B-group©] 13.1~25.8%, y-group 24.6-~30.3%, Cy-
tophaga-Flavobactertum groups 15.1~23.6%% VFENEIL 489
]3] Euwbacterial groupe] F7kstel @ <=41of A3 70% o4
9 =2 U2 RYriFig2). 6¥9= o-groupo] 6.8~ 12%,
B-groupe] 9.1~20.3%, Cylophaga-Flavobacterium group®| 6.0
~315%F, vgroup?] 26.4~37.1%Z 7 2A EXEHATH
(Fig. 3). 78912 a-group?] 9.4~281%= 27 F7I8H%aL B-
group®| 9.9~24.4%, v-groupe| 1L3~27%, Cylophaga-Flavobac-
teriwm group 13.0~235%E TR} 693 HIRA] y-group
& FaRFe | W o, Bgrope TS AEE BAG
(Fig. 4). 82 B-group®] 11.0~17.4%, y-group 129 ~22.0%=
Cylophaga-Flavobacterium group®] 15.4~214%% VENSES o-
group®] 17.7~32.9%= AAH o= s AYE Byt

Kor. [ Microbiol.

Eubacterial groups / Total bacteria (%)
a0 8O 100

Depth{m)

g ! HMHHH“ T
j]ﬂlﬂi[ﬂ\\l\ﬂﬂl’ﬂ\ﬂﬂ
il

. ALF ﬁ GAM Il Other Eubactena
_ BET _.CF

Fig. 6. Bacterial Commumity of Lake Soyang in Septempber, 25, 1898
(ALF=Protechacteria o -group, BET=Proteobacteria [ -group,
GAM= Protecbacteria y-group, CF=Cylophaga-Flavobacleritm
group OTHERS =0ther Eubacteria).
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Fig. 7. Bacterial Community of Lake Soyang in October, 23, 1998
(ALF=Protecbacteria ¢t-group, BET=Proteohacteria [3-group. GAM
=Proteobacteria v -group, CF=Cylophaga-Flavobacterium group
OTHERS =0ther Eubacteria).
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Fig. 8. Bacterial Community of Lake Soyang in Novetiber, 27, 1998
{ALF=Proteobacteria o-group, BET=Proteohacteria p-group, GAM
=Protechacteria ‘pgroup, CF=Cylophaga-Flavobacterium  group
OTHERS =0ther Eubacteria).
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ABSTRACT : Seasonal and Vertical Change of Bacterial Communities in Lake Soyang

Dong-Joo Kim, Sun-Hee Hong, and Tae-Seok Ahn (Department of Environmental Science,
Kangwon National University, Chunchon 200-701, Korea)

‘This study was conducied 1o investigate the change of bacterial communities with season and depth in
Lake Soyang. Korea, using thuorescence in situ hybridization (FISH). The oligonucleotide probes used 1n this
study were EUB338, ALFIb. GAM42a, and CF. The percentage of the Proteobacteria o -group ranged from
0.70 1o 33%, the B -group from 1.0 to 26%, the v -group from 2.4 (0 37%, and Cytophaga and Flavebacteria
groups from 4.7 to 24% during the study period (April to November, 1998). The v -group was dominant in
spring when Asterionella was dominant, and o -group was dominant in summer when the organic content
was low and Dinebryon was dominant. However, a specific group was not dominant in fall when cyano-
bacteria group was dominant and the ratio of eubacteria to total bacteria was very low, Therefore, the bacterial
communities in Lake Soyang changed with season and depth, which seems ta be associated with the temporal
succession of phytoplankions.



