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LDA SCORE(log10)

p__Chloroflexi 4.6055889006
p__Gemmatimonadetes 4.45123507932
o__Gemmatimonadales 4.45002598206
c__Gemmatimonadetes 4.44166400763

f__Gemmatimonadaceae 4.41156620508
o__Micrococcales 4.35467220708

c__Chloroflexia 4.32677634964
o__Chloroflexales 4.30810170915
f__Roseiflexaceae 4.28895094132

g__Roseiflexus 4.26467995749
c__Betaproteobacteria 4.23032656253
g__Pseudarthrobacter 4.21937256902

f__Micrococcaceae 4.21217070649
o__Frankiales 4.1397735763

g__norank_f__Gemmatimonadaceae 4.13060930687
o__Propionibacteriales 4.11326546993

f__Nocardioidaceae 4.094714582
f__Sphingomonadaceae 4.0904921917

o__Sphingomonadales 4.0827155848
g__Sphingomonas 4.0608010593

f__Geodermatophilaceae 4.05103289295
c__KD4_96 4.00790221723

f__norank_c__Nitrospira 4.3339411664
o__norank_c__Nitrospira 4.2997122885

g__Nitrospira 4.29819397625
c__Anaerolineae 4.29813144176

c__Nitrospira 4.29620474333
f__Anaerolineaceae 4.2905605258

p__Nitrospirae 4.28999202939
o__Anaerolineales 4.26891053351

g__norank_f__Anaerolineaceae 4.26762758959
f__Desulfurellaceae 4.10224713974

g__11_24 4.10154355048
g__H16 4.10066353772

o__Desulfurellales 4.07729668356
f__norank_c__Actinobacteria 4.03368457702

g__norank_c__Actinobacteria 4.01881274863
p__Planctomycetes 4.00847103296

o__norank_c__Actinobacteria 4.00680097054
o__Solirubrobacterales 4.700098693

g__norank_f__288_2 4.33902360023
f__288_2 4.33530470161

c__Spartobacteria 4.29037743949
o__Chthoniobacterales 4.28579704917

p__Verrucomicrobia 4.27979617168
g__Candidatus_Xiphinematobacter 4.14342611837

f__Xiphinematobacteraceae 4.0937376074
g__Solirubrobacter 4.06819028105

f__Solirubrobacteraceae 4.05451323065
f__Rubrobacteriaceae 4.02561960776

o__Rubrobacterales 4.01788791153
p__Actinobacteria 4.96079493813
c__Actinobacteria 4.96072123456

o__Gaiellales 4.59286027673
f__norank_o__Gaiellales 4.36247968804
g__norank_o__Gaiellales 4.34585974781

o__Acidimicrobiales 4.19298368179
o__Corynebacteriales 4.1172434436

g__norank_f__MSB_1E8 4.1105359696
f__Gaiellaceae 4.10768529123

f__Mycobacteriaceae 4.09365560602
g__Gaiella 4.09343060897

g__Mycobacterium 4.0917356426
f__MSB_1E8 4.07827931177

p__Proteobacteria 5.04688220932
o__Rhodospirillales 4.39195571791

c__Deltaproteobacteria 4.19851632273
f__Rhodospirillaceae 4.13897092937

g__norank_f__Rhodospirillaceae 4.08513748436
o__Solibacterales 4.06681271962

f__Solibacteraceae__Subgroup_3_ 4.05095731336
c__Alphaproteobacteria 4.95033332192

o__Rhizobiales 4.83650653212
f__Xanthobacteraceae 4.56608487666

g__norank_f__Xanthobacteraceae 4.52926983144
f__Micromonosporaceae 4.46862334472

o__Micromonosporales 4.46346638109
o__Streptosporangiales 4.39008837601

g__unclassified_f__Micromonosporaceae 4.34070531672
f__Thermomonosporaceae 4.3182113621

f__Bradyrhizobiaceae 4.29509067848
g__Bradyrhizobium 4.23072714489
g__Actinoallomurus 4.22538534884

c__norank_p__Saccharibacteria 4.07069597431
f__Streptomycetaceae 4.06496570656

f__norank_p__Saccharibacteria 4.05780581436
o__norank_p__Saccharibacteria 4.05551762179

g__Streptomyces 4.05372618809
p__Saccharibacteria 4.04940122777

g__norank_p__Saccharibacteria 4.04590026693
o__Streptomycetales 4.00135603177


