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Large intestine microbial profiles
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1 2 3

Detection of Bifidobacterium and Collinsella (Actinobacteria) is underrepresented by the 27F-Nondeg primer

Eubacterium biforme

Coprobacillus catenaformis
Detected by pyrosequencing in contrast to HITChip analysis

r = 0.62 r = 0.73 r = 0.67
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Small intestine microbial profiles

1 2 3

Veillonella sp.

Clostridium difficile

Streptococcus sp.

Higher abundance in profiles from pyrosequencing compared to HITChip analysis

Higher abundance in profiles from HITChip analysis compared to pyrosequencing

r = 0.27 r = 0.54 r = 0.73


