Supplementary Figure 2. Relative abundance of Alpha (right) and Gamma (left) proteobacteria as derived from
binning results for the simLC and simMC datasets. The results are based on the assignments of contigs at the
rank of Class (or lower taxonomic ranks in the case of PhyloPythia). Grey boxes indicate the relative abundance
of the Alpha and Gamma proteobacterial dominant populations in the simulated dataset.

Cammunity structure

simLC:Arachne - BLAST distr1 K T

simLC:Arachne - BLAST distr 2 [ |

simLC:&rachne - gen P hyoPythia (p:0.5)
simLC: Arachne - gen P hyloPythia (p:0.83)

simLC: Arachne - sspPhyloPythia (pc0.5) | | |
sim LC: Arachne - ssp PhyloPwhia (p:0 .85)

simLC:JAZZ - BLAST distr 1 | | |

simLC:JAZZ - BLAST distr 2

simLC:JAZZ - gen PhyloPythia (j:0.5)

simLC:JAZZ - gen PhyoPythia (p:0.85)

simLCJAZZ - ssp PhoPythia (p:0.5)

simLCJAZZ - ssp PhyloPythia (p: 0.83)

simLC:Phrap - BLAST digdr{ |p=m

simLC:Phrap - BLAST digtr 2 g |

simLC:Phrap - gen PhyoPythia (p:0.5)

simLC:Phrap - gen PhyoPythia (:0.85)

simLC:Phrap - ssp PhyoPythia (p:0.5)

gimLC:Phrap - ssp PhyloPythia (»:083) R I

simMC: Arachne - BLAST distr 1 |
simMC:Arachne - BLAST distr 2
simMC: Arachne - gen PHyoPythia (2:0.5)
simMC: Arachne - gen P hyloPythia (p:0.85)
simMC: Arachne - ssp PhyloPwthia (p:0.5) |
simMC: Arachne - ssp PhyloPwhia (p:0.85)
simMC:JAZZ - BLAST distr 1 2 m
simMC:JAZEZ - BLAST distr 2 ‘E %
simMC:JAZZ - gen PhyloPythia (p:0.5) ﬁ %
simMC:JAZZ - gen PhyoPythia (p:0.85) ‘é’ %
simMCJAZZ - ssp P hyoPythia (p:0.5) ) %
simMC:JAZZ - ==p P hyloPythia (p:0.85) E EL
simMC:Phrap - BLAST digtr1 3 =
simMC:Phrap - BLAST digtr2
simMC:Phrap - gen PhyloP ythia (p:0.5)
simMC:Phrap - gen PhyloP ythia (x0.835)
simMC:Phrap - ssp PhyoPythia (p:0.5)
simMC:Phrap - ssp P hyloP ythia (2:0.85) I
= = =+ o o4 =+ w @ -
[a=] =] (=] [a=] (=] =]

Relative abundance (Binned sequence/total assembled sequence)



