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Focus of today:

1) How do we study proteins involved in resistance & germination?

alumy

2) What is the mode of action of human derived antimicrobial peptides?

ESC 2018 2



1) How do we study proteins involved in resistance & germination?

In order to enable comprehensive monitoring of spore proteins and protein
levels we have developed a @ne potbspore processing method for mass
spectrometric analysis of proteins from all spore layers. The method is

applicable to Bacillus subtilis , B. cereus and Clostridium difficile .

Remember the talk yesterday by Bhagyashree Swarge!

Swarge et al. Proteomics Clinical Applications (2018)

Proteomics
RESEARCH ARTICLE Clinical Applications

Mass Spectrometry www.clinical.proteomics-journal.com

"One-Pot" Sample Processing Method for Proteome-Wide
Analysis of Microbial Cells and Spores

Bhagyashree Nandakishor Swarge,* Winfried Roseboom, Linli Zheng,
Wishwas R. Abhyankar, Stanley Brul, Chris G. de Koster, and Leo J. de Koning
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The obt ai n erdteomiosrd&da peprésént a broad class of functional
groups & proteins from all spore layers ({i U fore-spore & U U, mother cells).

The identified Bacillus subtilis spore proteins
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(A) Functional classification of identified proteins B) Sigma factor based proteome coverage

(A) Over 1500 proteins have been identified in wild-type B. subtilis spores. These

proteins belong to various functional categories with proteins related to the Translation &

Metabolism processes and proteins with unknown functions being the largest

contributors. These proteins can provide the machinery to initiate germination.

(B) The protein identification using the ‘one pot’ method spans throughout the spore

layers as seen by their sigma factor regulation with oK and oE regulating proteins from

the coat layers while oG and oF regulating proteins from the core and the cortex layers. 4



Latent metabolic pathways in dormant spores (sharegroteins)
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