DGGE-PCR DNA

NSC94-2313-B-041-004-
94 08 01 95

95

07

31

10

30




7 ;T

],'ﬂ—l

Bk L
P94 E 8

4 gL

&
PR L EREFOEF M- 0~ 5 ¢
£ 512 05-0.8 %ehug F ff 4?0 72
B RE 29 %2 S EEREBEBET A RN
Hypr39rad o maFd s 57 o
_Qi;j},%(’g"”‘:ﬁﬂ/}ﬁi"l kAR g lLﬁo
AETER SR R AR R S 2
BRE d RHRARREEFFAYT I AT
AP EEHFagd g =y RO E
BHo AT = 0 FeE A F] pmoA
# 16S IDNA %3t % - B3l 3 > N R L fF
B F s DNA> 2477 pdsiads 1 32
7z qL E—]ﬁ* “LT# ‘f']q*%x'\rﬁ‘* if'};}f%
3@1’7%&‘3%'#] B Parha V) AHEE
Methylocystis sp. s % © hisd L4525
r Methylocaldum sp. 5 i o |28 875 &% 7
Tz MR EF e AR 02 £5E
%&5’pﬁﬁ7ﬂkiﬂﬁﬁﬁ@§’%
,P»pﬁﬁk,@@w’ﬁ“’%d,ﬁv BB o mPs
v?%ﬂ%79’éﬁimﬁ’”“’$“
4 Methylocaldum sp. % i > 4R F 6 i
EAMT R ERER T AL o
M4EF Hadg - Hads -

5

N R Tt

Abstract

Methane is an important greenhouse gas,
and the concentrations of methane increase at
the rate of 0.5-0.8 % year™ recently. Most of
methane is produced biologically by a group of
strictly anaerobic bacteria in highly reduced
environments. Landfill is one of the important
biogenic methane sources. Methanotrophs are
important regulators of methane fluxes from the
landfill to atmosphere. To investigate the
methane emission from landfill, soil samples
were taken from Nan-Sa-Lun and Cheng-Chi-Li
landfills located in Tainan. To establish the
community structure of methanotrophs in
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landfills , the investigation was revealed by
molecular method. The methanotrophic
population will be analyzed by the sequence of
DNA fragment amplified by PCR using
parti cul ate methane monooxygenase A ( pmoA )
gene and 16S rDNA from the tota soil
population. Methylocystis sp. and
Methylocaldum sp. were found to be dominated
members of methanotroph community in
Nan-Sa-Lun and Cheng-Chi-Li landfills,
respectively. The highest oxidation efficiency of
methane and the higher methanotrophic
diversity were found in the 0-2 year-old
Nan-Sa-Lun landfill. Methylocaldum sp.
revealed from Cheng-Chi-Li landfill soil could
grow in the lower CH,4 concentration condition.

Keywor ds landfill, cover age, methane,
methanotroph
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