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Whole-genome Sequencing and the Comparative Genomics
of Free Living Single Cell Or ganisms

Bi Gaofen Zhu Lihuang
(Institute of Genetics, Chinese Academy of Sciences, Beijing 100101)

Abstract Five genome projects on single cell microbes have been finished in recent years.
Some achievements obtained from these studies are described, including whole-genome shotgun
sequencing, genomic analysis, and comparative genomics. A further discussion is also given on
the methodology of genome projects.
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