Supplementary table 4 : Gastric cancer (GC) -enriched and -depleted OTUs compared to superficial gastritis

OTU code

Status

OTU Taxonomy_greengenes database

OTU representative sequence

Species level
identification

p value

q value

0Otu000005

GC-enriched

k__ Bacteria;p__Firmicutes;c_ Bacilli;o_ L
actobacillales;f _Streptococcaceae;g__ Stre
ptococcus;s__infantis;

TACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGC
AGGCGGTTAGATAAGTCTGAAGTTAAAGGCTGTGGCTTAACCATAGTAC
GCTTTGGAAACTGTTTAACTTGAGTGCAAGAGGGGAGAGTGGAATTCCA
TGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCGGTGGCGAA
AGCGGCTCTCTGGCTTGTAACTGACGCTGAGGCTCGAAAGCGTGGGGAG
CAAACAGG

Streptococcus
infantis

0.005545567

0.03283371

0Otu000012

GC-enriched

k__ Bacteria;p__Firmicutes;c_ Bacilli;o_ L
actobacillales;f Lactobacillaceae;g_ Lact
obacillus

TACGTAGGTGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGAACGC
AGGCGGTCTTTTAAGTCTGATGTGAAAGCCTTCGGCTTAACCGGAGTAG
TGCATTGGAAACTGGAAGACTTGAGTGCAGAAGAGGAGAGTGGAACTC
CATGTGTAGCGGTGAAATGCGTAGATATATGGAAGAACACCAGTGGCG
AAAGCGGCTCTCTGGTCTGTAACTGACGCTGAGGTTCGAAAGCGTGGGT
AGCAAACAGG

Lactobacillus
salivarius

0.016546424

0.03990608

0Otu000016

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f__Peptostreptococcaceac;g
__Peptostreptococcus

TACGTAGGGGGCTAGCGTTATCCGGATTTACTGGGCGTAAAGGGTGCGT
AGGTGGTCCTTCAAGTCGGTGGTTAAAGGCTACGGCTCAACCGTAGTAA
GCCGCCGAAACTGGAGGACTTGAGTGCAGGAGAGGAAAGTGGAATTCC
CAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTAGCGA
AGGCGGCTTTCTGGACTGCAACTGACACTGAGGCACGAAAGCGTGGGTA|
GCAAACAGG

Peptostreptoco
ccus stomatis

0.013130375

0.02999834

0Otu000017

GC-enriched

k__ Bacteria;p__Firmicutes;c__ Bacilli;o_ G
emellales;f Gemellaceae;g_ Gemella;

TACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGC
AGGTGGTTTAATAAGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAGG
GTCATTGGAAACTGTTAAACTTGAGTGCAGGAGAGAAAAGTGGAATTCC
TAGTGTAGCGGTGAAATGCGTAGAGATTAGGAGGAACACCAGTGGCGA
AGGCGGCTTTTTGGCCTGTAACTGACACTGAGGCGCGAAAGCGTGGGGA
GCAAACAGG

0.020916148

0.03364659

0Otu000033

GC-enriched

k__ Bacteria;p__Fusobacteria;c__Fusobacte
riia;o__Fusobacteriales;f _Fusobacteriacea
e;g_ Fusobacterium;

TACGTATGTCACGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCGTCT
AGGTGGTTATGTAAGTCTGATGTGAAAATGCAGGGCTCAACTCTGTATT
GCGTTGGAAACTGTGTAACTAGAGTACTGGAGAGGTAAGCGGAACTAC
AAGTGTAGAGGTGAAATTCGTAGATATTTGTAGGAATGCCGATGGGGAA
GCCAGCTTACTGGACAGATACTGACGCTGAAGCGCGAAAGCGTGGGTA
GCAAACAGG

Fusobacterium
nucleatum

0.020117415

0.04083629

0Otu000035

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f _[Tissierellaceac];g_ Par
vimonas

TACGTATGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGGGTACGT
AGGCGGTTTTTTAAGTCAGGTGTGAAAGCGTGAGGCTTAACCTCATTAA
GCACTTGAAACTGGAAGACTTGAGTGAAGGAGAGGAAAGTGGAATTCC
TAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAATACCGGTGGCGA
AGGCGACTTTCTGGACTTTTACTGACGCTCAGGTACGAAAGCGTGGGGA
GCAAACAGG

Parvimonas
micra

0.001936456

0.04083629

0tu000045

GC-enriched

k__ Bacteria;p__Firmicutes;c_ Bacilli;o_ L
actobacillales;f Lactobacillaceae;g_ Lact
obacillus;s__fermentum

TACGTAGGTGGCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGAGTGC
AGGCGGTTTTCTAAGTCTGATGTGAAAGCCTTCGGCTTAACCGGAGAAG
TGCATCGGAAACTGGATAACTTGAGTGCAGAAGAGGGTAGTGGAACTC
CATGTGTAGCGGTGGAATGCGTAGATATATGGAAGAACACCAGTGGCG
AAGGCGGCTACCTGGTCTGCAACTGACGCTGAGACTCGAAAGCATGGGT
AGCGAACAGG

Lactobacillus
| fermentum

0.007509976

0.03283371

0tu000068

GC-enriched

k__ Bacteria;p__Firmicutes;c_ Bacilli;o_ L
actobacillales;f _Streptococcaceae;g__ Stre
ptococcus;s__anginosus;

TACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGC
AGGCGGTTAGAAAAGTCTGAAGTGAAAGGCAGTGGCTCAACCATTGTA
GGCTTTGGAAACTGTTTAACTTGAGTGCAGAAGGGGAGAGTGGAATTCC
ATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCGGTGGCGA
AAGCGGCTCTCTGGTCTGTAACTGACGCTGAGGCTCGAAAGCGTGGGGA
GCGAACAGG

Streptococcus
anginosus

0.010105818

0.02999834

0Otu000085

GC-depleted

k__ Bacteria;p__Proteobacteria;c__Betaprot
eobacteria;o_ Burkholderiales;f Comamo
nadaceae;

TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGC
AGGCGGTGATGTAAGACAGATGTGAAATCCCCGGGCTCAACCTGGGAA
CTGCATTTGTGACTGCATCGCTGGAGTGCGGCAGAGGGGGATGGAATTC
CGCGTGTAGCAGTGAAATGCGTAGATATGCGGAGGAACACCGATGGCG
AAGGCAATCCCCTGGGCCTGCACTGACGCTCATGCACGAAAGCGTGGG
GAGCAAACAGG

ND

0.008031708

0.03283371

0tu000090

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f _Lachnospiraceae;g_ Eub
acterium;

TACGTAGGGGGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGCGC
AGACGGCTTGGCAAGTCTGAAGTGAAAGCCCGGGGCTTAACCCCGGGA
CTGCTTTGGAAACTGTGAAGCTAGAGTGTCGGAGAGGTAAGTGGAATTC
CCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCG
AAGGCGGCTTACTGGACGATAACTGACGTTGAGGCTCGAAGGCGTGGG
GAGCAAACAGG

0.00593905

0.03283371

Otu000115

GC-enriched

k__ Bacteria;p__Bacteroidetes;c__Bacteroid
ia;o__ Bacteroidales;f _[Paraprevotellaceae]
;g Alloprevotella;

TACGGAAGGTCCAGGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGT
AGGCGGATTATTAAGTCAGTGGTGAAAGACGGTGGCTCAACCATCGTTA
GCCATTGAAACTGGTAGTCTTGAGTGCAGACAGGGATGCTGGAACTCGT
GGTGTAGCGGTGAAATGCTTAGATATCACGATGAACTCCGATCGCGAAG
GCAGGTGTCCGGGCTGCAACTGACGCTGAGGCTCGAAAGTGTGGGTATC
AAACAGG

0.004671605

0.03283371

0Otu000148

GC-enriched

k__ Bacteria;p__Bacteroidetes;c__Bacteroid
ia;o_ Bacteroidales;f _Prevotellaceae;g P
revotella;

TACGGAAGGTCCGGGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGT
AGGCCGTGGATTAAGCGTGTTGTGAAATGCAGGTGCTCAACGTCTGCAC
TGCAGCGCGAACTGGTCCACTTGAGTGTGCGCAACGCAGGCGGAATTCG
TCGTGTAGCGGTGAAATGCTTAGATATGACGAAGAACTCCGATTGCGAA
GGCAGCTTGCGGGAGCACAACTGACGCTGAAGCTCGAAAGTGCGGGTA
TCGAACAGG

Prevotella oris

0.007551867

0.03283371

Otu000151

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f _Veillonellaceae;g_ Diali
ster;

TACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGC
AGGCGGTTTCTTAAGTCCATCTTAAAAGCGTGGGGCTCAACCCCATGAG

GGGATGGAAACTGGGAAGCTGGAGTATCGGAGAGGAAAGTGGAATTCC
TAGTGTAGCGGTGAAATGCGTAGAGATTAGGAAGAACACCGGTGGCGA

AGGCGACTTTCTAGACGAAAACTGACGCTGAGGCGCGAAAGCGTGGGG

AGCAAACAGG

Dialister
 pneumosintes

0.003492768

0.03283371

0Otu000174

GC-enriched

k__Bacteria;p__Actinobacteria;c__Corioba
cteriia;o__Coriobacteriales;f _Coriobacteri
aceae;g__Slackia;

TACGTAGGGGGCGAGCGTTATCCGGATTCATTGGGCGTAAAGCGCGCGC
AGGCGGCCCGCCAAGCGGCCTCGTCGAAGCCGGGGGCTCAACCCCCGG
AAGCGACCCGAACTGGCGGGCTCGAGTGGGGCAGGGGAGGATGGAATT
CCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCGACGGC
GAAGGCAGCCCTCTGGGCCTTCACTGACGCTGAGGCGCGAAAGCTGGG
GGAGCGAACAGG

Slackia exigua

0.01832997

0.03283371

Otu000211

GC-enriched

k__ Bacteria;p__Bacteroidetes;c__Bacteroid
ia;o_ Bacteroidales;f _Prevotellaceae;g P
revotella;s__intermedia;

TACGGAAGGTCCAGGCGTTATCCGGATTTATTGGGTTTAAAGGGAGTGT
AGGCGGTCTGTTAAGCGTGTTGTGAAATTTAGGTGCTCAACATCTACCTT
GCAGCGCGAACTGGCGGACTTGAGTGCACGCAACGTATGCGGAATTCAT
GGTGTAGCGGTGAAATGCTTAGATATCATGACGAACTCCGATTGCGAAG
GCAGCGTACGGGAGTGTTACTGACGCTTAAGCTCGAAGGTGCGGGTATC
GAACAGG

Prevotella
intermedia

0.01121151

0.04073555

0Otu000231

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f _Eubacteriaceae;g__Euba
cteriaceae_unclassified;

TACGTAGGGGGCAAGCGTTATCCGGAATTACTGGGCGTAAAGGGTGCGT
AGGCGGCTTGTTAAGTCAAGGTTAAAAGGCAGTAGCTCAACTACTGTTC
GGCCTTGAAACTATCAAGCTTGAGTATAGGAGAGGAAAGTGGAATTCCC
AGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAATACCGGTGGCGAA
GGCGACTTTCTGGACTAAAACTGACGCTGAGGCACGAAAGTGTGGGTAG
CAAACAGG

0.036518589

0.03283371



Supplementary table 4 : Gastric cancer (GC) -enriched and -depleted OTUs compared to superficial gastritis 






0tu000246

GC-depleted

k__ Bacteria;p__Proteobacteria;c__Betaprot
eobacteria;o__Burkholderiales;f Comamo
nadaceae;g_Hydrogenophaga;

TACGTAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGC
AGGCGGTTTTGTAAGACAGGCGTGAAATCCCCGGGCTCAACCTGGGAAT
GGCGCTTGTGACTGCAAAGCTGGAGTGCGGCAGAGGGGGATGGAATTC
CGCGTGTAGCAGTGAAATGCGTAGATATGCGGAGGAACACCGATGGCG
AAGGCAATCCCCTGGGCCTGCACTGACGCTCATGCACGAAAGCGTGGG
GAGCAAACAGG

ND

0.029271642

0.04990874

0tu000256

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f _Peptococcaceae;g_ Pept
ococcus;

AACATAGGGGGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGGGCGCG
CAGGCGGTAAATTAAGTCAGGTGTGAAAGTTCGGGGCTCAACCCCGTGA
TTGCACCTGATACTGATAAACTAGAGTGTTGGAGAGGTAAGTGGAATTC
CTAGTGTAGCGGTGGAATGCGTAGATATTAGGAGGAACACCAGTGGCG
AAGGCGACTTACTGGCCAATAACTGACGCTGAGGCGCGAAAGCGTGGG
GAGCAAACAGG

Peptococcus
oraltaxonl67

0.008539407

0.04615913

0tu000267

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f Lachnospiraceae;g__Cat
onella;

TACGTAGGGGGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGCGC
AGGCGGTTTTGCAAGTTGAGAGTGGAAGCAGGGGGCTCAACCCCCTGAC
TGCTCCCAAAACTGTAAAACTTGAGTATGGGAGAGGCAGGCGGAATTCC
TAGTGTAGCGGTGAAATGCTTAGATATTAGGAAGAACACCGGTGGCGA
AGGCGGCCTGCTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGT
AGCAAACAGG

Catonella
morbi

0.012542471

0.03283371

0tu000294

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f Lachnospiraceae;g_ Mo
ryella;

TACGTAGGGGGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGCGC
AGACGGCTCTGCAAGTCTGAAGTGAAAGCCCGCGGCTTAACCGCGGGA
CTGCTTTGGAAACTGCAAGGCTTGAGTATCGGAGGGGCAGGCGGAATTC
CTAGTGTAGCGGTGAAATGCGTAGATATTAGGAAGAACACCGGTGGCG
AAGGCGGCCTGCTGGACGAAAACTGACGTTGAGGCTCGAAGGCGTGGG
GAGCAAACAGG

0.025278541

0.03364659

0Otu000369

GC-depleted

k__ Bacteria;p__Proteobacteria;c_ Gammap
roteobacteria;o__Pseudomonadales;f Mor
axellaceae;g__Acinetobacter;

TACAGAGGGTGCGAGCGTTAATCGGATTTACTGGGCGTAAAGCGTGCGT
AGGCGGCTTCGTAAGTTGGATGTGAAATCCCCGAGCTTAACTTGGGAAT
TGCATTCAAAACTGCGAGGCTAGAGTATGGGAGAGGATGGTAGAATTCC
AGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGATGGCGA
AGGCAGCCATCTGGCCTAATACTGACGCTGAGGTACGAAAGCATGGGG
AGCAAACAGG

Acinetobacter
baumannii

0.030644586

0.04506175

0Otu000561

GC-depleted

k__Bacteria;p__Actinobacteria;c__Actinob
acteria;o__ Actinomycetales;o__Actinomyc
etales_unclassified;o__Actinomycetales_un
classified;

TACGTAGGGCGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGGGCTCGT
AGGCGGCTTGTCGCGTCTGCTGTGAAAATGCGGGGCTTAACTCCGTACG
TGCAGTGGGTACGGGCAGGCTAGAGTGCGGTAGGGGTGACTGGAATTC
CTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCG
AAGGCAGGTCACTGGGCTGTTACTGACGCTGAGGAGCGAAAGCGTGGG
GAGCGAACAGG

0.005725176

0.04653437

0Otu000586

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f _Veillonellaceae;g_ Veill
onella;

TACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGC
AGGCGGCCTATCCAGTCTGTCTTAAAAGTTCGGGGCTCAACCCCGTGAT
GGGATGGAAACTAGTAGGCTAGAGTATCGGAGAGGAAAGCGGAATTCC
TAGTGTAGCGGTGAAATGCGTAGATATTAGGAAGAACACCAGTGGCGA
AGGCGGCTTTCTGGACGAAAACTGACGCTGAGGCGCGAAAGCCAGGGG
AGCGAACGGG

Veillonella
oraltaxon780

0.027343392

0.04615913

0Otu000610

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f [Mogibacteriaceae];g_
Eubacterium;

TACGTAGGGGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGAGTATGT
AGGTGGTTAAGTAAGCGTAGGGTTTAAGGCGACAGCCCAACTGTCGTAT
GCCCCGCGAACTGTTTAACTTGAGTACAGGAGGGGAAGGCGGAATTCCT
AGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAA
GGCGGCCTTCTGGACTGTAACTGACACTGAGATACGAAAGCGTGGGTAG
CAAACAGG

ND

0.036255658

0.04990874

0Otu000661

GC-depleted

k__ Bacteria;p__Proteobacteria;c__Betaprot
eobacteria;o__Neisseriales;f Neisseriacea
e;g_ Vogesella;

TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGC
AGGCGGTTTGATAAGCCAGATGTGAAATCCCCGAGCTCAACTTGGGAAC
TGCGTTTGGAACTGTCAGACTAGAGTGCGTCAGAGGGGGGTGGAATTCC
GCGTGTAGCAGTGAAATGCGTAGAGATGCGGAGGAACACCGATGGCGA
AGGCAGCCCCCTGGGATGACACTGACGCTCATGCACGAAAGCGTGGGG
AGCAAACAGG

Vogesella
perlucida

0.006619554

0.03283371

0Otu000714

GC-depleted

k__ Bacteria;p__Proteobacteria;c__Betaprot
eobacteria;o_ SC-I1-84;0_ SC-I-
84 _unclassified;o__SC-I-84_unclassified;

TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGC
AGGCGGTTCGCTGTGTCCGATGTGAAAGCCCCGGGCTTAACCTGGGAAT
GGCATTGGAAACTGGCGGGCTTGAGTGTGGCAGAGGGGGGTGGAATTC
CGCGTGTAGCAGTGAAATGCGTAGAGATGCGGAGGAACACCGATGGCG
AAGGCAGCCCCCTGGGCTAACACTGACGCTCAGGCACGAAAGCGTGGG
GAGCAAACAGG

ND

0.025108163

0.04506175

0Otu000752

GC-depleted

k__ Bacteria;p__Acidobacteria;c__[Chloraci
dobacteria];o_ RB41;f Ellin6075;f _Ellin
6075_unclassified;

TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGT
AGGCGGCGCGGTAAGTCACTTGTGAAATCTCTGAGCTTAACTCAGAACG
GCCAAGTGATACTGCAGTGCTAGAGTGTGGAAGGGGCAATCGGAATTCT
TGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGTGA
AGACGGGTTGCTGGGCCAACACTGACGCTGAGGCGCGAAAGCCAGGGG
AGCAAACGGG

0.028967925

0.04615913

0tu000977

GC-depleted

k__ Bacteria;p__Proteobacteria;c__Betaprot
eobacteria;o_Rhodocyclales;f Rhodocycl
aceae;g__Methyloversatilis;

TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGC
AGGCGGTTGTGTAAGACAGGTGTGAAATCCCCGGGCTTAACCTGGGAAC
TGCGCTTGTGACTGCACGGCTAGAGTATGGCAGAGGGGGGTGGAATTCC
ACGTGTAGCAGTGAAATGCGTAGAGATGTGGAGGAACACCGATGGCGA
AGGCAGCCCCCTGGGCCAATACTGACGCTCATGCACGAAAGCGTGGGG
AGCAAACAGG

Methyloversatil
is discipulorum

0.010743935

0.03283371

0Otu001266

GC-depleted

k__ Bacteria;p__Proteobacteria;c__Deltapro
teobacteria;o__Syntrophobacterales;f _Synt
rophobacteraceae;f _Syntrophobacteraceae
_unclassified;

TACGGAGGGTGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGTGT
AGGCGGTCCGCTAAGTCTGATGTGAAATCCCCTCGCTCAACGAGGGAAC
TGCGTCGGATACTGGCAGACTCGAGTACCGGAGAGGAAGGTGGAATTC
CCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCGGTGGCG
AAGGCGGCCTTCTGGACGGATACTGACGCTGAGACGCGAAAGCGTGGG
GAGCAAACAGG

0.033637103

0.04925433

0Otu001596

GC-depleted

k__ Bacteria;p__Proteobacteria;c_ Gammap
roteobacteria;o__Oceanospirillales;f _Halo
monadaceae;g__Candidatus_Portiera;

TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGT)
AGGTGGTTTGTTAAGTTGGATGTGAAAGCCCTGGGCTCAACCTAGGAAC
TGCATCCAAAACTAACTCACTAGAGTACGATAGAGGGAGGTAGAATTCA
TAGTGTAGCGGTGGAATGCGTAGATATTATGAAGAATACCAGTGGCGAA
GGCGGCCTCCTGGATCTGTACTGACACTGAGGTGCGAAAGCGTGGGTAG
CGAACAGG

ND

0.01887745

0.04073555

0tu002428

GC-enriched

k__ Bacteria;p__Firmicutes;c__Clostridia;o
_ Clostridiales;f _[Mogibacteriaceae];f [
Mogibacteriaceae]_unclassified;

TACGTAGGGGGCGAGCGTTATCCGGAATTATTGGGCGTAAAGAGTGCGT
AGGTGGCTTTCTAAGCGCAGGGTTTAAGGCAATGGCCCAACCATTGTTC
GCCCTGCGAACTGGGAGGCTTGAGTGCAGGAGAGGAAAGCGGAATTCC
TAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGA
AGGCGGCTTTCTGGACTGTAACTGACACTGAGGCACGAAAGTGTGGGGA

ND

GCAAACAGG

0.008829099

0.03283371

OTU: Operational taxonomic unit



OTU: Operational taxonomic unit 


