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Metagenomics and its application in identification of genetic
diversity of microbial ecosystems
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? Stable-isotope probing

3 Methylotroph proteobacteria

* Novel methanol dehydrogenases
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% Random amplified polymorphic DNA

7 Terminal-restriction fragment length polymorphism
¥ Amplified fragment length polymorphism

? Temperature gradient gel electrophoresis

!0 Constant denaturing gel electrophoresis

! Heteroduplex analysis

12 Protein truncation tests

13 phospholipid fatty acid

' Fluorescence in situ hybridization

' Hereditary neuropathy with liability to pressure palsies

16 Catalyzed reporter deposition fluorescence in situ hybridization

17 Peptide nucleic acid fluorescence in situ hybridization
'8 Recognition of individual genes
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