
Title: Supplementary data 1 

Description: Sequences used for the phylogenetic analysis. 

Provided are all sequences used for the phylogenetic analysis shown in Figure 1 in FASTA format.  

Title: Supplementary data 2  

Description: Additional information to table 1.  

Proteomic discovery: Given are the functional assignment to a complex, the gene name, the accession 

number, the Uniprot number, the extracted description and the p-value calculated as described in the 

manuscript. For the three experiments the peptide count and the LFQ value for each of the 

experimental replicas is provided. Note, for experiment 1 in total one experimental replica for the AFS-

anacyp38-strep strain and twelve controls were performed and used for the calculation of the LFQ 

value. The maximal LFQ value and the maximal peptide discovery observed is presented (control *).  

For experiment 2 in total four different control experiment were performed with three experimental 

replicas each were performed and used for LFQ calculation. Here, only the direct control (wild-type 

strain vs- AFS-anacyp38-strep) is shown. Note, only identified proteins with p<0.05 are presented.     


