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I. Supplementary Tables 
 
 
Table S1. Mass spectra of Bacillus subtilis and Curtobacterium flacumfaciens samples 
File: Table_S1.xlsx. 



II. Supplementary Figures.  
 
Figure S1. Growth curves of Bacillus and Curtobacterium. The data were the mean ± SD from three replicates. 



Figure S2. Survival fraction of bacteria before and after exposure to Martian conditions in the MARTE chamber. (A) Bacillus subtilis. A: 
before, AM: after. (B) Curtobacterium flacumfaciens. B: before, BM: after. Statistical differences were studied by Student’s t test (***, p < 
0.0001). 
 



Figure S3. Images of 2D-DIGE gels. 2D-DIGE gels of (A) Bacillus subtilis and (B) Curtobacterium flacumfaciens protein extracts from cultures 
under standard and Martian conditions. Images show the overlay of samples from standard conditions labelled with Cy3 fluorochrome and 
samples from Martian conditions labelled with Cy5 fluorochrome, showing the differences in the expression levels of the protein spots that 
appear as a result of exciting both fluorochromes at the same time. 
 
 

 
 
 
 



III. Data availability statement 
 
The mass spectrometry proteomics data are deposited to the ProteomeXchange Consortium via the PRIDE repository with the dataset 
identifiers PXD027245 (samples A and AM) and PXD027249 (samples B and BM). 


