c__Betaproteobacteria
g__norank_f__Nitrosomonadaceae
f__Nitrosomonadaceae -
0__Nitrosomonadales -
0__Burkholderiales
c__Elusimicrobia A
p__Elusimicrobia -

f __Cytophagaceae -
c__Cytophagia -

g__norank _f Cytophagaceae -
0__Cytophagales -
f__Rhodospirillaceae -
f__Chitinophagaceae -
g__Pseudolabrys A
¢c__Gemmatimonadetes
0__Gemmatimonadales -
p___Gemmatimonadetes -
f__Gemmatimonadaceae -

f _norank_o__ Lineage lla-
f__Acidimicrobiaceae -
0__Caulobacterales
g__norank o Lineage_lia-
0__Lineage_lla+

g__norank_f _Acidimicrobiaceae
0__Frankiales -
g__Acidothermus -
f__Acidothermaceae -
p__Chloroflexi -
c__Ktedonobacteria -
g__norank f HSB_OF53-F07 A
f__HSB_OF53-F07 -
f__Bradyrhizobiaceae -
g__Bradyrhizobium A
g__Candidatus_Kaoribacter -
f__Ktedonobacteraceae -
g__norank f Ktedonobacteraceae -
C__ Spartobacteria -
0__Chthoniobacterales

f _YNPFFP1+

g__norank f YNPFFP1 -
g__Candidatus_Xiphinematobacter -

f__Xiphinematobacteraceae -
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