


Additional file 15. Mapping of candidate LGTs onto the KEGG overview 

maps “Biosynthesis of secondary metabolites” and “Regulatory pathways or 

Functional modules”. Candidate LGTs (thick edges) were mapped onto the 

KEGG pathways using iPath2.0, which generated three maps: (i) “Metabolic 

pathways” (illustrated in Figure 2, main text), (ii) “Biosynthesis of secondary 

metabolites” and (iii) the “Regulatory pathways or Functional modules” 

overview pathways. The latter two maps are illustrated here (top and bottom 

panels, respectively). Genes in the first two pathways represent the more 

frequently transferred “operational genes” that we discuss in the main text. 

Relatively few candidate LGTs were identified among the entries in 

“Regulatory pathways or Functional modules”; these pathways contain mainly 

“informational genes” which are more resistant to LGT, see main text. 
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