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Supplementary Figure 1 

Qualitative overview of sugarcane bagasse biomass collected from MM and PCS 

grown compost-derived consortia during five-week time course showing 

morphological changes such as particle size reduction, color darkening and biomass 

softening.  

 

 

 

 

 

 

 

 

 

 

 



Supplementary Table 1 

Relative abundance values for twenty most abundant OTUs present in a) MM- and b) 

PCS-grown communities. Bolded taxa are present in both tables. 

A) 

phylum class order family genus 

Mean 
abundan

ce in 
MM 

commu
nity (%) 

Mean 
abundan

ce in 
PCS 

commu
nity (%) 

Cumulati
ve 

contribut
ion to 

dissimila
rity in 

MM (%) 
Actinobact

eria Actinobacteria Actinomycet
ales 

Cellulomonada
ceae 

Cellulom
onas 6.7 0.0 6.7 

Acidobacte
ria 

Chloracidoba
cteria RB41 Ellin6075 unknown 5.8 1.3 12.5 

Actinobact
eria Actinobacteria Actinomycet

ales unknown unknown 4.8 0.5 17.3 

Bacteroidet
es Flavobacteriia Flavobacteria

les 
Cryomorphacea

e unknown 3.6 0.0 21.0 

Firmicutes Bacilli Bacillales Paenibacillacea
e 

Paenibacil
lus 3.2 0.1 24.1 

Proteobacte
ria 

γ-
proteobacteria 

Alteromonad
ales 

Alteromonadac
eae unknown 3.0 0.3 27.1 

Bacteroidet
es Saprospirae Saprospiral

es 
Chitinophagac

eae unknown 2.6 5.5 29.7 

Proteobacte
ria 

γ-
proteobacteria 

Xanthomona
dales 

Xanthomonada
ceae unknown 2.3 0.1 32.0 

Proteobacte
ria 

α-
proteobacteri

a 

Caulobacter
ales 

Caulobacterac
eae 

Asticcaca
ulis 2.3 7.6 34.3 

Proteobacte
ria 

α-
proteobacteria 

Caulobactera
les 

Caulobacterace
ae unknown 2.3 0.8 36.6 

Proteobacte
ria 

α-
proteobacteria Rhizobiales unknown unknown 2.2 0.9 38.8 

Proteobacte
ria 

γ-
proteobacteria 

Xanthomona
dales 

Sinobacteracea
e unknown 2.1 0.3 40.9 

other 
kingdom - - - - 2.0 1.8 43.0 

Planctomyc
etes Planctomycetia Pirellulales Pirellulaceae unknown 2.0 0.6 45.0 

Planctomyc
etes Planctomycetia Pirellulales Pirellulaceae A17 1.9 0.0 46.8 

Chloroflexi Anaerolineae Caldilineales Caldilineaceae unknown 1.8 0.9 48.7 

Proteobacte
ria 

α-
proteobacteri

a 
Rhizobiales Hyphomicrobi

aceae Devosia 1.7 3.0 50.4 

Bacteroidet
es unknown unknown unknown unknown 1.7 2.0 52.1 

Planctomyc
etes Planctomycetia Planctomycet

ales 
Planctomycetac

eae 
Planctom

yces 1.7 0.6 53.8 

Proteobacte
ria 

γ-
proteobacteria 

Xanthomona
dales 

Xanthomonada
ceae unknown 1.6 0.5 55.4 

Proteobacte
ria 

α-
proteobacteria 

Rhodobacter
ales 

Hyphomonadac
eae unknown 1.6 0.0 57.0 

 

 



B) 

phylum class order family genus 

Mean 
abunda
nce in 
MM 

comm
unity 
(%) 

Mean 
abunda
nce in 
PCS 

comm
unity 
(%) 

Cumula
tive 

contrib
ution to 
dissimil
arity in 

PCS 
(%) 

Bacteroide
tes Saprospirae Saprospirale

s 
Chitinophaga

ceae unknown 0.9 10.2 10.2 

Bacteroide
tes Saprospirae Saprospirale

s 
Saprospirace

ae unknown 0.6 10.0 20.2 

Proteobact
eria 

α-
proteobacte

ria 

Caulobacte
rales 

Caulobacter
aceae 

Asticcacau
lis 2.3 7.6 27.9 

Bacteroide
tes Cytophagia Cytophagal

es unknown unknown 1.5 6.2 34.1 

Bacteroide
tes Saprospirae Saprospiral

es 
Chitinophag

aceae unknown 2.6 5.5 39.6 

Bacteroide
tes 

Sphingobact
eriia 

Sphingobact
eriales 

Sphingobacte
riaceae unknown 0.1 4.5 44.1 

Bacteroide
tes 

Sphingobact
eriia 

Sphingobact
eriales 

Sphingobacte
riaceae 

Sphingobac
terium 0.0 3.6 47.7 

Proteobact
eria 

α-
proteobacte

ria 
Rhizobiales Hyphomicro

biaceae Devosia 1.7 3.0 50.7 

Bacteroide
tes 

Flavobacterii
a 

Flavobacteri
ales 

Weeksellacea
e unknown 0.0 3.0 53.6 

Chloroflex
i Anaerolineae SBR1031 A4b unknown 0.7 2.7 56.3 

Proteobact
eria 

γ-
proteobacteri

a 

Alteromona
dales 

Alteromonad
aceae Cellvibrio 1.5 2.6 58.9 

Bacteroide
tes Cytophagia Cytophagal

es 
Cytophagace

ae 
Leadbettere

lla 0.9 2.3 61.2 

Bacteroide
tes unknown unknown unknown unknown 1.7 2.0 63.2 

other 
kingdom - - - - 2.0 1.8 65.0 

Proteobact
eria 

α-
proteobacteri

a 
BD7-3 unknown unknown 0.1 1.7 66.8 

Firmicutes Bacilli Bacillales Planococcace
ae unknown 0.0 1.7 68.4 

Verrucomi
crobia 

Spartobacteri
a 

Chthonioba
cterales 

Chthoniobact
eraceae 

heteroC45_
4W 0.1 1.5 70.0 

Bacteroide
tes 

Flavobacterii
a 

Flavobacteri
ales 

Flavobacteria
ceae unknown 0.4 1.5 71.5 

Acidobact
eria 

Chloracidob
acteria RB41 Ellin6075 unknown 5.8 1.3 72.8 

Proteobact
eria 

α-
proteobacteri

a 

Rhodobacte
rales 

Rhodobacter
aceae unknown 1.2 1.2 74.0 

Proteobact
eria 

α-
proteobacteri

a 
Rhizobiales Hyphomicro

biaceae unknown 0.9 1.1 75.1 

	
  


