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SWATH-acquisition of the community.

Spectral Library (using DDA- MS of the different strains alone)
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Community response follows the 
dominant species response

NORMALISATION PER SPECIES

is required to catch species responses

Correlation Matrix, Ward method:
COMM = All species normalised per sample.
Others = Normalised per species.
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Community
Controls

Community
+ Zn 0.5mM

5 & 28 days Q-PCR & MS

Taxonomy
Quantitative-PCR

Functionality
Metaproteomics

(16  C, 90 rpm, marine medium)

PROTEOMIC
Spectral Library:
DDA-MS acquisition with LC-MS/MS Triple TOF 5600 (ABSciex)
Samples: S. baltica, E. coli, C. metallidurans & P. putida alone, 3 replicates +/- Zn 0.5mM
Analysis Software: ProteinPilot v 4.5 (ABSciex)
Database: Home made extracted from UNIPROT, 8 species

Community:
SWATH-MS with LC-MS/MS Triple TOF 5600 (ABSciex)
SWATH acquisition : 32 windows of 25 Da each
Analysis against Spectral library using PeakView 2.1 (ABSciex)

Analysis:
Servers: UNIPROT, NCBI, PATRIC 3.3.10, RAST, SEED Viewer, Blast 2.3.0+ (Stand alone)
Softwares: Excel (Microsoft), R, Rstudio

Materials and Methods

Targeted metaproteomic analysis suggests the use of 
oxidative stress to survive zinc exposure
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E. coli is dying

C. metallidurans relies on 
General Stress Response

and Oxydative Stress 
Response to cope with

weak Zinc exposure

S. baltica survives 
zinc exposure in 
the community
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DDA-MS is not relevant for uneven communities
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Rare species become visible by the 
SWATH approach

Species normalization is required 
to describe uneven communities.

Dying versus rare but active
bacteria can be differenciated

CONCLUSIONS :
Pure culture


