
 
 

 

Fig. S2. Relationships between the estimated and true NDgenome (A) and AADgenome 
(B) in a simulated set of microbial genomes. Evolutionary divergence was emulated by in 
silico point mutation in four pairs of SAGs with near-identical genomes. No LGT was 
introduced in this simulation.  

  

A

Calculated genome-wide nucleotide difference (%)

Tr
ue

 g
en

om
e-

w
id

e 
nu

cl
eo

tid
e 

di
ffe

re
nc

e 
(%

)

Calculated genome-wide amino acid difference (%)

Tr
ue

 g
en

om
e-

w
id

e 
am

in
o 

ac
id

 d
iff

er
en

ce
 (%

)

B


