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Abstract Anaerobic fermentation is a focus topic in the hydrogen production methods. An application of
molecular biotechnologies such as electrophoresis, nucleic acid hybridisation, polymerase chain reaction (PCR),
DNA sequence analysis and gene recombination to the anaerobic fermentation for hydrogen production was
systemically reviewed. The analyses showed that the molecular biotechnologies based on DNA sequence and
correlative structure gene have gradually been applied in the anaerobic fermentation for hydrogen production
and will play an important role in its application industrialization.
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B TR A M 7 YR 1Y, IR AT 2R T o B A O G e ok A
RGBSR IR 7 R 5h, R — @ i FR Ik Y
FLIK 3 B AR TS A 43 A1 o AR PR B o R
vk (DGGE) , 5 8 B /i . 7k (TGGE ), BREE IR &
ASH (SSCP) %, @13 Ll — 260 ¥ 44 5k s DNA
(B REALRR ) DUR TS5 44 (AN A0 S VA BE R 28 1
s BB HRESES), BT F5IAR B DNA K
B, K R AR, ARM S H % DNA T %t
B ERELYZERBK, LR AFEFTH DNA FE
ERR LBURI RN T E,

AP B Y I i vk (Denaturing Gradient Gel
Electrophoresis, fijf#k DGGE) & B RIfF R i Y BE %
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DGGE MEAFHR  EHEF | LHEEERHAR
DNA WU RN, T B R F M FI VR B, DNA UGk
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(Enterobacterial Repetitive Intergenic Consensus
Sequence, I & H B LA EREFF) = ITS 151
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16S rDNA BERE R BLAF B R Z B & 5, XREFI A
M HEARRRE GHEB T, A EF R RS
RFRHEZ, HAl, 16S IRNA ERFF| 4TS 2
N TR Y 2 R BE R ), Rl 2 USSR A 16S
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