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Model system: Fundamental |mportance
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Laboratory protocol
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Laboratory protocol
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Highthroughput biomolecular isolations
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Systematic measurements
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Integrated analysis
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Integrated analysis
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Integrated metaomics pipeline (IMP)
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Population lifestyle strategies
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Singlecell level resource usage
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Keystonegenes andspecies

Autumn Winter

.. - N - ‘ ? '.'. .. ‘__;..
eopr IR LT ammonia -

# ' ammonia:

S : . 1.4 monooxygenase
PR & : / monooXygel_ﬁase Ny = - .
o |[en wa C .... - = x . A.A:,..
TR .z.'. ’~ £ . e -
A e W o ,
4‘.- %y LY e LS e it & e
‘A. F,’ EYRNG ~ - . SV
. ) ! '04. .. ... °' ) o ., ".’ . . »y . ... . ...: . L‘ h:yl_[ACP]
5 rgns?’i(percentil.e. = % '._ v Nia '..-, e Qm;")’(percentile . ' .:L'.- desaturase
* median ¥ %% L -,.'. S * median . R
- 5™ percentile min load score max - 5™ percentile min load score max
min mledian_ min mledian
Key functionalities should be encoded by keystone
community members, i.e. keystone species
25

Roume Buschariet al. Microbiome and Biofilms (201,3.:15007



Community dynamics
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Outlook: From discovery to mechanism
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Heterogeneity
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