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Low abundance
but still active in the community !

S. baltica is zinc sensitive in pure culture
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Significativity and RatiosProteins involved in Stress resistance

Only proteins represented in the Spectral Library can be
detected in SWATH-MS

Cupriavidus response

A. Taxonomy
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0.0 mM

Q-PCR DDA-MS SWATH-MS

B. Number of proteins C. Accuracy of quantification

Potentiality of detection is increased for rarer species.
Protein detection depends on abundance.

Results
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SWATH-MS increases coverage in metaproteomics. 
Application to a Zn-stressed marine synthetic community
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B. SWATH-MS1 (DIA-MS)A. DDA-MS
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2-steps:
1. SWATH-acquisition of the community.
2. Spectral Library (using DDA- MS of the different strains alone.
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1. Rare species become visible by the SWATH approach

2. Proteins quantification is more accurate

3. Representation in Spectral Library is required

CONCLUSIONS :

4. Dying versus rare but active bacteria can be 
differenciated


