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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.
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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)
Mean Mean Curs:latl
abundan | abundan .
ce in ce in contribut
phylum class order family genus MM PCS ion to
dissimila
commu | commu -
1 0 1 0
nity (%) | nity (%) MM (%)
Actmf)bact Actinobacteria Actinomycet  Cellulomonada  Cellulom 6.7 0.0 6.7
eria ales ceae onas
Acidobacte | Chloracidoba — pp ENlin6075  unknown 5.8 13 125
ria cteria
Actmf)bact Actinobacteria Actinomycet unknown unknown 4.8 0.5 17.3
eria ales
Bacteroldet | playobacteriia  F1AvOpACtea Cryomomhaces -y youn 36 0.0 21.0
Firmicutes Bacilli Bacillales Paembaecﬂlacea Paerlllllts)acﬂ 3.2 0.1 24.1
Protegbacte Y- . Alteromonad  Alteromonadac unknown 3.0 03 271
ria proteobacteria ales cac
Bacteroidet Saprospirae Saprospiral  Chitinophagac unknown 26 55 297
es es eae
Protegbacte Y- . Xanthomona  Xanthomonada unknown 23 0.1 32.0
ria proteobacteria dales ceae
a- .
Protegbacte proteobacteri Caulobacter  Caulobacterac Astlc.caca 23 76 343
ria a ales eae ulis
Protegbacte - Caulobactera  Caulobacterace unknown 23 08 366
ria proteobacteria les ac
Proteobacte & . Rhizobiales unknown unknown 2.2 0.9 38.8
ria proteobacteria
Protegbacte Y- . Xanthomona  Sinobacteracea unknown 21 03 409
ria proteobacteria dales e
other
kingdom - - - - 2.0 1.8 43.0
Plan;‘[:smyc Planctomycetia  Pirellulales Pirellulaceae unknown 2.0 0.6 45.0
Plan;‘[:smyc Planctomycetia  Pirellulales Pirellulaceae Al7 1.9 0.0 46.8
Chloroflexi | Anaerolineae Caldilineales  Caldilineaceae ~ unknown 1.8 0.9 48.7
o- . .
Protegbacte proteobacteri ~ Rhizobiales Hyphomicrobi Devosia 1.7 3.0 50.4
ria a aceae
Bactzrsmdet unknown unknown unknown unknown 1.7 2.0 52.1
Planctomyc Planctomycetia Planctomycet  Planctomycetac  Planctom 17 06 538
etes ales cae yces
Protegbacte Y- . Xanthomona  Xanthomonada unknown 16 05 554
ria proteobacteria dales ceae
Protegbacte o- . Rhodobacter  Hyphomonadac unknown 1.6 0.0 570
ria proteobacteria ales cac




B)

Mean | Mean | Cumula
abunda | abunda | fve
ncein | ncein Szgglg)
phylum class order family genus MM PCS dissimil
corpm comm arity in
unity unity PCS
(%) (%) (%)
Bacf[een;mde Saprospirae Sapro:plrale Chltlé::; haga unknown 0.9 10.2 10.2
Bacf[een;mde Saprospirae Sapro:plrale Saproasg T unknown 0.6 10.0 20.2
a- .
Protegbact proteobacte Caulobacte Caulobacter Astlc'cacau 73 76 279
eria ria rales aceae lis
Bacf[een;mde Cytophagia Cytos :agal unknown unknown 1.5 6.2 34.1
Bacf[een;mde Saprospirae Saprz:plral Chl:clz;ihag unknown 2.6 5.5 39.6
Bacteroide | Sphingobact Sphingobact Sphingobacte unknown 01 45 44.1
tes eriia eriales riaceae ’ ’ )
Bacteroide | Sphingobact Sphingobact Sphingobacte Sphingobac 0.0 36 477
tes eriia eriales riaceae terium ) ) )
a- .
Pro‘;er(i);)act proteobacte Rhizobiales Hyll))il;(;:::ro Devosia 1.7 3.0 50.7
ria
Bacieen;mde Flavol;actern Flav;)ll:;cterl Weeks:llacea unknown 0.0 30 536
Chloroflex .
; Anaerolineae SBR1031 A4b unknown 0.7 2.7 56.3
’Y_
Pro‘;er(i);)act proteobacteri Altzraolgéona AltearS:;Znad Cellvibrio 1.5 2.6 58.9
a
Bacteroide Cytophagia Cytophagal  Cytophagace Leadbettere 09 23 612
tes es ae lla
Bacf[een;mde unknown unknown unknown unknown 1.7 2.0 63.2
kiﬁ;hde;m ) } - - 2.0 1.8 65.0
Proteobact % .
eria proteobacteri BD7-3 unknown unknown 0.1 1.7 66.8
a
Firmicutes Bacilli Bacillales Planozgccace unknown 0.0 1.7 68.4
Verrucomi | Spartobacteri Chthonioba  Chthoniobact heteroC45 01 15 700
crobia a cterales eraceae 4W ) ) )
Bacieen;mde Flavol;actern Flav;)ll:;cterl Flavzlg:;:terla unknown 04 15 715
Ami‘i’:a"t Ch:z:rci‘:"b RB41 Ellin6075  unknown 5.8 13 728
u_
Protegbact proteobacteri Rhodobacte = Rhodobacter unknown 12 12 740
eria a rales aceae
- .
Pro‘;er(i);)act proteobacteri  Rhizobiales Hylfil;g:;g:ro unknown 0.9 1.1 75.1

a




