
root
100%

cellular
organisms

93.3%
Bacteria
62.1%

Proteobacteria
31.5%

Gammaproteobacteria
7.7%

Enterobacteriales
2.7%

Enterobacteriaceae
2.7%

Alphaproteobacteria
3.8%

Betaproteobacteria
13.7%

Burkholderiales
11.2%

Comamonadaceae
3%

Burkholderiaceae
1.1%

Burkholderia
0.9%

unclassified
Burkholderiales

1.9%

unclassified
Proteobacteria

1.7%

delta/epsilon
subdivisions

2%

Deltaproteobacteria
1.9%

Firmicutes
5.9%

Clostridia
1.9%

Clostridiales
1.9%

Peptococcaceae
0.7%

Desulfitobacterium
0.7%

Desulfitobacterium
hafniense

0.7%

Chlamydiae/Verrucomicrobia
group
0.4%

Bacteroidetes/Chlorobi
group
4.2%

Bacteroidetes
4.1%

unclassified
Bacteroidetes

0.9%

unclassified
Bacteroidetes (miscellaneous)

0.9%

Actinobacteria
6.8%

Actinobacteria
6.2%

Actinomycetales
2.2%

unclassified
Actinomycetales

2.2%

unclassified
Actinomycetales (miscellaneous)

2.2%

Eukaryota
29.2%

Opisthokonta
28.4%

Fungi
28.3%

Dikarya
20%

Ascomycota
17.1%

saccharomyceta
15.8%

Pezizomycotina
14.8%

leotiomyceta
14.7%

sordariomyceta
6%

Basidiomycota
2.5%

unclassified
sequences

1.1%

environmental
samples

1.1%

uncultured
organism

1%

Cyanobacteria
0.4%

Thiotrichales
0.5%

Thiotrichaceae
0.4%

Thiomargarita
0.4%

environmental
samples

0.4%

uncultured
Thiomargarita sp.

0.4%

Pseudomonadales
1%

Moraxellaceae
0.5%

Acinetobacter
0.3%

Enhydrobacter

0.1%

Pseudomonadaceae
0.5%

Pseudomonas
0.4%

Shigella
1.1%

Shigella
sonnei
1.1%

Pectobacterium
0.2%

environmental
samples

0.2%

uncultured
Pectobacterium sp.

0.2%

unclassified
Gammaproteobacteria

0.8%

Xanthomonadales
0.7%

Xanthomonadaceae
0.7%

Xanthomonas
0.1%

Xanthomonas

translucens

0.1%

Methylococcales
0.1%

Methylococcaceae
0.1%

Methylobacter
0.1%

Rhizobiales
1.5%

Rhizobiaceae
0.2%

Rhizobium/Agrobacterium
group
0.2%

Rhizobium
0.2%

environmental

samples

0.1%

uncultured

alpha proteobacterium

0.1%

unclassified
Alphaproteobacteria

0.2%

Rhodospirillales
0.1%
Sphingomonadales

0.3%

Sphingomonadaceae
0.2%

Caulobacterales
0.1%

Caulobacteraceae
0.1%

environmental
samples

0.2%

uncultured
beta proteobacterium

0.2%

Alcaligenaceae
1.9%

Alcaligenes
1.9%

environmental
samples

1.9%

Alcaligenes
sp. enrichment culture clone MH B209−1A

1.9%

Acidovorax

0.1%

unclassified
Comamonadaceae

0.3%

environmental
samples

0.1%

uncultured
Burkholderia sp.

0.1%

Burkholderiales
Genera incertae sedis

0.6%

Aquabacterium
0.4%

environmental
samples

0.2%

uncultured
Aquabacterium sp.

0.2%

unclassified
Betaproteobacteria

0.5%

Kinetoplastibacterium
0.1%

Kinetoplastibacterium
blastocrithidii

0.1%

Rhodocyclales
0.3%

Rhodocyclaceae
0.3%

Dechloromonas
0.3%

Dechloromonas
sp. HZ
0.2%

Myxococcales
0.6%

Sorangiineae
0.5%

Polyangiaceae
0.4%

unclassified
Polyangiaceae

0.4%

myxobacterium
SHI−1
0.4%

Bdellovibrionales
0.4%

Bdellovibrionaceae
0.4%

Bdellovibrio
0.4%

Bacilli
3.3%

Bacillales
0.6%

Bacillaceae
0.3%

Bacillus
0.3%

Lactobacillales
2.4%

unclassified
Bacteria

4.8%

unclassified
Bacteria (miscellaneous)

0.4%

bacterium
20−L049642−122−014−D03

0.3%

candidate
division JS1

0.1%

environmental
samples

0.1%

uncultured
candidate division JS1 bacterium

0.1%

environmental
samples

0.5%

uncultured
soil bacterium

0.2%

environmental
samples

0.2%

uncultured
Bacteroidetes bacterium

0.2%

Sphingobacteriia
0.2%

Sphingobacteriales
0.2%

Bacteroidia
0.7%

Bacteroidales
0.7%

Cytophagia
0.4%

Cytophagales
0.4%

Cytophagaceae
0.3%

Cytophaga
0.1%

Fibrobacteres/Acidobacteria
group
0.6%

Acidobacteria
0.6%

Chloroflexi
0.5%

Micrococcales
0.6%

Planctomycetes
0.5%

Planctomycetia
0.5%

Planctomycetales
0.5%

Planctomycetaceae
0.3%

Archaea
1.4%

Thaumarchaeota
0.5%

Nitrososphaeria
0.5%

Nitrososphaerales
0.5%

Nitrososphaeraceae
0.5%

Nitrososphaera
0.5%

Chytridiomycota
4.7%

Chytridiomycetes
4.5%

Chytridiales
0.2%

Cladochytriales
0.3%

Endochytriaceae
0.3%

Endochytrium
0.3%

Endochytrium
ramosum

0.3%

unclassified
Fungi
0.1%

Glomeromycota
0.2%

Glomeromycetes
0.2%

Diversisporales
0.1%

Gigasporaceae
0.1%

Gigaspora
0.1%

Gigaspora
margarita

0.1%

unclassified

Ascomycota

0.1%

Saccharomycotina
0.8%

Saccharomycetes
0.8%

Saccharomycetales
0.7%

Debaryomycetaceae
0.4%

Candida/Lodderomyces
clade
0.3%

Candida
0.3%

Candida
albicans

0.3%

Lecanoromycetes
0.1%

OSLEUM
clade
0.1%

Ostropomycetidae
0.1%

dothideomyceta
7.5%

Dothideomycetes
1%

Dothideomycetidae
0.3%

Capnodiales
0.3%

Cladosporiaceae
0.2%

Cladosporium
0.1%

Pleosporomycetidae
0.3%

Pleosporales
0.3%

Sordariomycetes
3.1%

Hypocreomycetidae
1.8%

Hypocreales
0.9%

Clavicipitaceae
0.3%

Agaricomycotina
1.4%

Tremellomycetes
0.4%

Tremellales
0.3%

Tremellaceae
0.3%

Agaricomycetes
0.7%

Agaricomycetes
incertae sedis

0.3%

Agaricomycetidae
0.2%

Agaricales
0.2%

Pucciniomycotina
0.3%
Ustilaginomycotina

0.2%

Malasseziomycetes
0.1%

Malasseziales
0.1%

Malasseziaceae
0.1%

Malassezia

0.1%

Cryptomycota
0.2%

Rozella
0.2%

Pseudomonas

sp. E5(2010)

0.1%

Pasteurellales
0.1%

Pasteurellaceae
0.1%

Haemophilus
0.1%

Rhizobium
sp. XHH1

0%

Sandaracinobacter

0.1%

Ralstonia
sp. cch_60

0%

environmental
samples

0.1%

uncultured
proteobacterium

0.1%

environmental
samples

0.2%

uncultured
delta proteobacterium

0.2%

environmental
samples

0.1%

uncultured
Firmicutes bacterium

0.1%

Streptococcaceae
0.3%

Streptococcus
0.2%

Lactobacillaceae
0.7%

Lactobacillus
0.6%

Erysipelotrichia
0.1%

Erysipelotrichales
0.1%

Erysipelotrichaceae
0.1%

Turicibacter

0.1%

Phascolarctobacterium

0.1%

Porphyromonadaceae
0.3%

Proteiniphilum

0.1%

Prevotellaceae
0.2%

unclassified
Prevotellaceae

0.1%

Solibacteres
0.1%

Solibacterales
0.1%

Solibacteraceae
0.1%

Candidatus
Solibacter

0.1%

Candidatus
Solibacter usitatus

0.1%

Candidatus
Solibacter usitatus Ellin6076

0.1%

unclassified
Acidobacteria (miscellaneous)

0%

environmental
samples

0.1%

uncultured
Chloroflexi bacterium

0.1%

environmental
samples

0.1%

uncultured
actinobacterium

0.1%

Microbacteriaceae
0.2%

Curtobacterium

0.1%

Corynebacteriales
1.3%

Corynebacteriaceae
1.2%

Corynebacterium
1.2%

Propionibacteriales
0.7%

Propionibacteriaceae
0.6%

Propionibacterium
0.6%

Acidimicrobiia
0.1%

Acidimicrobiales
0.1%

unclassified

Acidimicrobineae

0.1%

Coriobacteriia
0.2%

Coriobacteriales
0.2%

Coriobacteriaceae
0.2%

unclassified
Coriobacteriaceae

0%

Singulisphaera
0%

Euryarchaeota
0.3%

unclassified
Euryarchaeota

0.2%

Marine
Group II

0.1%

environmental
samples

0.1%

uncultured
marine group II euryarchaeote

0.1%

uncultured
Methanosarcinaceae archaeon

0%

environmental
samples

0.3%

uncultured
archaeon

0.3%

Chytridiomycetes
incertae sedis

3.6%

Synchytriaceae
3.6%

Synchytrium
3.6%

Synchytrium
macrosporum

3.6%

Rhizophydiales
0.4%

environmental
samples

0.4%

uncultured
Rhizophydiales

0.4%

Glomerales

0.1%

Glomeraceae

0.1%

environmental

samples

0.1%

uncultured

Glomus

0.1%

Arthoniomycetes
6.4%

Arthoniales
6.4%

Arthoniaceae
6.4%

Arthonia
6.4%

Arthonia
caesia
0.5%

Arthonia
molendoi

5.9%

Leotiomycetes
2.7%

Helotiales
1.9%

Helotiaceae
1.9%

Unguiculariopsis
1.9%

Unguiculariopsis
thallophila

1.9%

Rhytismatales
0.7%

Rhytismataceae
0.7%

Tryblidiopsis
0.7%

Tryblidiopsis
pinastri
0.7%

Hypocreomycetidae
incertae sedis

0.8%

Etheirophoraceae
0.7%

Swampomyces
0.7%

Swampomyces
armeniacus

0.7%

Pseudomonas

aeruginosa group

0.1%

Pseudomonas

aeruginosa

0.1%

Rhodospirillaceae
0.1%

Carnobacteriaceae
0.5%

Lachnospiraceae
0.3%

unclassified
Lachnospiraceae

0.2%

unclassified
Micrococcineae

0.2%

Micrococcineae
bacterium LDB−B197

0.1%

Chytriomycetaceae
0.1%

Sarrameanales

0.1%

Sarrameanaceae

0.1%

Loxospora

0.1%

Loxospora

ochrophaea

0.1%

Nectriaceae
0.2%

Fusarium
0.2%

Sordariomycetidae

0.1%

environmental
samples

0.1%

uncultured
Filobasidiella

0.1%

Rozella
allomycis

0.1%

Rozella
allomycis CSF55

0.1%

environmental
samples

0.5%

uncultured
eukaryote

0.5%

Bradyrhizobiaceae
0.1%

unclassified

Bradyrhizobiaceae

0.1%

Hyphomicrobiaceae
0.1%

Delftia

0.1%
Limnohabitans

0.1%

Paenibacillaceae
0.1%

Brevibacillus
0.1%

Brevibacillus
brevis
0.1%

Enterococcaceae
0.2%

Enterococcus
0.2%

Enterococcus

faecium

0.1%

Facklamia

0.1%

Carnobacterium
0.1%

Granulicatella
0%

Pisciglobus

0.1%

unclassified

Lactobacillales

0.1%

Thermoanaerobacterales
0%

Thermodesulfobiaceae
0%

Coprothermobacter
0%

environmental
samples

0%

uncultured
Coprothermobacter sp.

0%

Microgenomates
0.1%

environmental
samples

0.1%

uncultured
Cytophaga sp.

0.1%

unclassified
Chloroflexi

0.1%

unclassified

Actinobacteria

0.1%

unclassified

Actinobacteria (miscellaneous)

0.1%

Micromonosporales
0%

Micromonosporaceae
0%

Micromonospora
0%

Torpedosporaceae
0.1%

Torpedospora
0.1%

Torpedospora
radiata
0.1%

Bacillus

halodurans C−125

0.1%

unclassified
Pucciniomycotina

0.2%

Beijerinckiaceae

0.1%

unclassified

Beijerinckiaceae

0.1%

unclassified
Betaproteobacteria (miscellaneous)

0.1%

marine

bacterium CS−69

0.1%

unclassified

Porphyromonadaceae

0.1%

Ktedonobacteria

0.1%

unclassified

Ktedonobacteria

0.1%

Collinsella
0.1%

environmental
samples

0.1%

uncultured
planctomycete

0.1%

Ophiocordycipitaceae
0.1%

Ophiocordyceps

0.1%

mitosporic
Sordariomycetes

0.3%

Canalisporium
0.3%

Canalisporium
jinghongensis

0.3%

uncultured
endophytic bacterium

0%

Viridiplantae

0.1%

environmental
samples

0.1%

uncultured
Enterobacteriaceae bacterium

0.1%

Azospirillum
0.1%

Azospirillum
brasilense

0.1%

unclassified
Rhodospirillaceae

0%

Blastomonas

0.1%

environmental

samples

0.1%

uncultured

Comamonadaceae bacterium

0.1%

Prevotella
0.1%

Gemmatimonadetes

0.1%

Gemmatimonadetes

0.1%

Gemmatimonadales

0.1%

Gemmatimonadaceae

0.1%

Gemmatimonas

0.1%

Propionibacterium
acnes

0%

Streptophyta
0.1%

Streptophytina
0.1%

Embryophyta
0.1%

Tracheophyta
0.1%

Euphyllophyta
0.1%

Spermatophyta
0.1%

Magnoliophyta
0.1%

Mesangiospermae
0.1%

eudicotyledons
0.1%

Gunneridae
0.1%

Pentapetalae
0.1%

Caryophyllales
0.1%

Amaranthaceae
0.1%

Bosea
0.1%

Cronobacter
0.1%

Cronobacter
sakazakii

0.1%

Lactobacillus
delbrueckii

0.2%

Lactobacillus
delbrueckii subsp. bulgaricus

0.2%

unclassified
Bacteroidales

0.1%

Halobacteria

0.1%

Halobacteriales

0.1%

Halobacteriaceae

0.1%

Halomicrobium

0.1%

Halomicrobium

sp. KM

0.1%

Fusarium

fujikuroi species complex

0.1%
Fusarium

fujikuroi

0.1%Fusarium

fujikuroi IMI 58289

0.1%


