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Fig. 1. The recent research of HMP (ASM, http://gm.asm.org, 2012)
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Fig. 3. The distribution of health human microbiota and their metabolic activity on each human sites (The
Human Microbiome Project Consortium, Nature, 2012)
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Fig. 4. The narrowing priority group to select ‘most wanted bacteria’ from human microbiome (ASM, http://
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Fig. 5. Phylogenetic tree of reverse transcriptases from human gut bacteriophage (S. Minot et al., Proc. of the
Nat, Acad. of Sci, 2012)
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Fig. 6. The study of human gut microbiome distribution (A) Effect of Antibiotics (B) The comparion of Crohn's
disease patients' microbiome with healthy & ulcerative colitis (ASM, http://gm.asm.org, 2012)
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