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Supplementary S1. Alignment of the FtsZ amino acid sequence. 
 
 

 
High consensus (60%) is highlighted in red. Low consensus (30%) is highlighted in blue. Neutral is 

highlighted in black. Consensus symbols: “!” = IV, “$” = LM, “%” = FY, “#” = NDQEBZ. The Multalin 
version 5.4.1 was used to build a consensus sequence. 
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Supplementary S2. Examples of mass spectra. 
 
 

 
Spectrum of uncleaved E. coli FtsZ. 
 
 

 
Spectrum of E. coli FtsZ cleaved by a protealysin. 

Full mass range. 
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Spectrum of uncleaved E. coli FtsZ. 
 
 

 
Spectrum of E. coli FtsZ cleaved by a protealysin. 

The spectra are shown with the selected mass range, in which the peaks of the cleaved protein 
disappear from the spectrum or the intensity of which is greatly reduced. Their corresponding peptides are 
marked in blue. 
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Spectrum of uncleaved E. coli FtsZ. 
 
 

 
Spectrum of E. coli FtsZ cleaved by a protealysin. 

The spectra are shown with the selected mass range, in which the peaks of the cleaved protein 
disappear from the spectrum or the intensity of which is greatly reduced. Their corresponding peptides are 
marked in blue. 

 
 



 

5 

 
Spectrum of uncleaved A. laidlawii FtsZ. 
 
 

 
Spectrum of A. laidlawii FtsZ cleaved by a protealysin. 

Full mass range. 
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Spectrum of uncleaved A. laidlawii FtsZ. 
 
 

 
Spectrum of A. laidlawii FtsZ cleaved by a protealysin. 

The spectra are shown with the selected mass range, in which the peaks of the cleaved protein 
disappear from the spectrum or the intensity of which is greatly reduced. Their corresponding peptides are 
marked in blue. 
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Supplementary S3. Peak intensities determined by mass spectrometry. 
 
 

. 

The abscissa shows the first amino acids numbers of the found peptides. The y-axis shows the average 
peak intensities corresponding to the found peptides in the spectra of the uncleaved FtsZ (red) and in the 
spectra of the FtsZ cleaved by a protealysin (green). 
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Supplementary S4. Peptides detected by mass spectrometry. 
 
 

 
Uncleaved E. coli FtsZ. 
 

 
E. coli FtsZ cleaved by a protealysin. 
 

 
Uncleaved A. laidlawii FtsZ. 
 

 
A. laidlawii FtsZ cleaved by a protealysin. 
 
Peptides found by mass spectrometry are highlighted in color. Underlining indicates the amino acids after which 

the protein is cleaved by trypsin. Blue indicate peptides whose peak intensity in the spectrum of the cleaved 
FtsZ is 10 or more times lower than the intensity of these peaks in the spectrum of the uncleaved protein 
(Supplementary S2, S3). Examples of amino acids before which protealysin can cleave protein are 
highlighted in yellow [19]. 


