Supplementary table 5: Intestinal metaplasia (IM) -enriched and -depleted OTUs compared to superficial gastritis

OTU code _[Status OTU taxonomy_greengenes database [OTU representative sequence p value q value
Otu000058 |IM-enriched |k__ Bacteria;p__Proteobacteria;c_ Ga |[TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCG|0.021017312 |0.03687975
mmaproteobacteria;o__Pseudomonadal [CGCGTAGGTGGTTTGTTAAGTTGGATGTGAAATCCCCGGGCTCA
es;f Pseudomonadaceae;g_ Pseudom [ACCTGGGAACTGCATTCAAAACTGACTGACTAGAGTATGGTAGA
onas; GGGTGGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAG

GAAGGAACACCAGTGGCGAAGGCGACCACCTGGACTAATACTG
ACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG
Otu000236 [IM-enriched [k Bacteria;p_ Proteobacteria;c Ga |TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCG|0.006533705 [0.03439816
mmaproteobacteria;o__ Vibrionales;f  [CTCGTAGGCGGTATGTCAAGTCAAGGGTGAAATCCCCGCGCTCA
Vibrionaceae;g__ Vibrio;s__parahaemo [ ACGTGGGAACTGCCTTTGAAACTGGCAAACTGGAGTGTGTGAGA
lyticus GGATAGTGGAATTCCAGGTGTAGGAGTGAAATCCGTAGATATCT
GGAGGAACATCAGTGGCGAAGGCGACTATCTGGCACATAACTG
ACGCTGAGGAGCGAAAGCGTGGGTAGCAAACAGG
Otu000396 |IM-enriched [k _ Bacteria;p__Acidobacteria;c_ DAO[GACGTAGGGGGCCAGCGTTGCTCGGAATTACTGGGTGTAAAGGG|0.006141177 [0.03432152
52;0_ Ellin6513;0__ Ellin6513_unclass [TTCGTAGGCGGTGTGGCAAGTCGGGAGTGAAATCTCTGGGCTCA
ified;o__Ellin6513_unclassified; ACTCAGGGGCTGCTTCCGAAACTGCCGTGCTAGAGTGTGGGAGA
GGCGCGTGGAATTGCAGGTGTAGCGGTGAAATGCGTAGATATCT
GCAGGAACACCCGTGGCGAAAGCGGCGCGCTGGACCACTACTG
ACGCTGAGGAACGAAAGCTAGGGGAGCAAACAGG
Otu001056 |IM-enriched (k_ Bacteria;p_ Proteobacteria;c_ Ga |TACGAAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCG|0.002282537 (0.03432152
mmaproteobacteria;o_ Xanthomonadal [ TGCGTAGGCGGTTATTTAAGTCTGTTGTGAAATCCCCGGGCTCA
es;f  Xanthomonadaceae;g  Dyella;s | ACCTGGGAATGGCAATGGATACTGGATAGCTAGAGTGTGATAGA
_japonica GGATGGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCG
GGAGGAACATCAGTGGCGAAGGCGGCCATCTGGATCAACACTG
ACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG
Otu001373  |IM-enriched |k__ Bacteria;p__Acidobacteria;c_ DAO [ TACGTAGGGGGCCAGCGTTGCTCGGAATTACTGGGCGTAAAGGG|0.009644358 10.03439816
52;0_ Ellin6513;0__ Ellin6513_unclass [TCCGTAGGCGGTGTAGCAAGTCGATAGTGAAATCTCTGCGCTTA
ified;o__Ellin6513_unclassified; ACGCAGAGGCTGCTAACGAAACTGCTGTGCTAGAGTGTGAGAG
AGGCGAGTGGAATTACGGGTGTAGCGGTGAAATGCGTAGATATC
CGTAGGAACATCCGAGGCGAAGGCGGCTCGCTGGATCACAACT
GACGCTGAGGGACGAAAGCTAGGGGAGCAAACAGG
Otu001457 [IM-enriched [k Bacteria;p_ Proteobacteria;c Ga |TACGAAGGGTGCAAGCGTTACTCGGAATTACTGGGCGTAAAGCG|0.020057253 [0.03795401
mmaproteobacteria;o__Xanthomonadal | TGCGTAGGCGGTTTGTTAAGTCTGTCGTGAAAGCCCTGGGCTCA
es;f Xanthomonadaceae;gDokdone [ ACCTGGGAATTGCGATGGATACTGGCAAGCTAGAGTACGGTAGA
1la; GGATGGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCG
GGAGGAACACCCGTGGCGAAGGCGGCCATCTGGACCAGTACTG
ACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG
Otu001703 |IM-enriched [k _ Bacteria;p__ Proteobacteria;c__ Alp [TACGAAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGG |0.012442279 [0.03687975
haproteobacteria;o__Rhodospirillales;f [ GCGCGCAGGCGGCCGATCAAGTCAGGCGTGAAAGCCCCGGGCT
__Rhodospirillaceae;f Rhodospirillac | TAACCTGGGAATTGCGCTTGGGACTGATGGGCTGGAGTTCGGGA
eae_unclassified; GAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATAT
TGGGAAGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGATACT
GACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG
Otu000489 |IM-depleted [k _ Bacteria;p__ Proteobacteria;c_ Beta| TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCG|0.030285104 [0.04510473
proteobacteria;o_ Rhodocyclales;f R [TGCGCAGGCGGTTATGTAAGACAGATGTGAAATCCCCGGGCTCA
hodocyclaceae;g_ Zoogloea;s__ramige [ ACCTGGGAACTGCGTTTGTGACTGCATAACTAGAGTACGGCAGA
ra GGGAGGTGGAATTCCGCGTGTAGCAGTGAAATGCGTAGAGATG
CGGAGGAACACCGATGGCGAAGGCAGCCTCCTGGGCCAGTACT
GACGCTCATGCACGAAAGCGTGGGGAGCAAACAGG
Otu000491 |IM-depleted |k__ Bacteria;p__Actinobacteria;c_ Aci [TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAG |0.012588167 |0.03432152
dimicrobiia;o__Acidimicrobiales;f O |CTCGTAGGCGGTTCAACAAGTCGGTCGTGAAAGTTCAGGGCTCA
CS155;f _OCS155_unclassified; ACCCTGAAATGTCGATCGATACTGTTGTGACTAGGATACGGTAG
AGGTGAGTGGAATTCCGAGTGTAGCGGTGAAATGCGTAGATATT
CGGAGGAACACCAATTGCGAAGGCAGCTCACTGGGCCGCTATCG
ACGCTGAGGAGCGAAAGCTAGGGGAGCAAACAGG
Otu000549 [IM-depleted [k Bacteria;p_ Proteobacteria;c_ Alp | TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCG|0.005014672 (0.03432152
haproteobacteria;o__Rhizobiales;o_ R [CACGTAGGCGGACATTTAAGTCAGGGGTGAAATCCCGGGGCTCA
hizobiales_unclassified;o__Rhizobiales [ACCCCGGAACGGCCTTTGATACTGGGTGTCTTGAGTTCGGAAGA
_unclassified; GGTGAGTGGAATTGCGAGTGTAGAGGTGAAATTCGTAGATATTC
GCAGGAACACCAGTGGCGAAGGCGGCTCACTGGTCCGATACTG
ACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG
Otu000711 |IM-depleted [k _ Bacteria;p__ Firmicutes;c__Clostrid [TACGTAGGGGGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGG |0.006291984 (0.03432152
ia;o__Clostridiales;f Lachnospiraceae | AGCGTAGACGGCGAAGCAAGTCTGAAGTGAAAGCCCGGGGCTC
;£ Lachnospiraceae_unclassified; AACCGCGGGACTGCTTTGGAAACTGTTTTGCTAGAGTGCTGGAG
AGGTAAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATT
AGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGACAGTAACT
GACGTTGAGGCTCGAAAGCGTGGGGAGCAAACAGG
Otu000744 |IM-depleted [k _ Bacteria;p__ Firmicutes;c__ Clostrid [ TACGTAGGGGGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGG |0.021271601 [0.03795401
ia;o__Clostridiales;f Lachnospiraceae | AGCGTAGACGGCCAGGCAAGTCTGATGTGAAAGGCGGGGGCTC
;£ Lachnospiraceae_unclassified; AACCCCCGGACTGCATTGGAAACTGTTTGGCTTGAGTGCCGGAG
AGGTAAGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATT
AGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGACGGTAACT
GACGTTGAGGCTCGAAAGCGTGGGGAGCAAACAGG
Otu000795 |IM-depleted |k__ Bacteria;p__Proteobacteria;c_ Alp [TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCG |0.019979844 10.04770776
haproteobacteria;o__Sphingomonadale [ TGCGTAGGCGGTGACTCAAGTCAGAGGTGAAAGCCTGGAGCTCA
s;f _Sphingomonadaceae;f _Sphingom{ ACTCCAGAACTGCCTTTGAAACTAGGTCGCTAGAATCTGGGAGA
onadaceae_unclassified; GGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTC
GGAAGAACACCAGTGGCGAAGGCGGCTCACTGGACCAGAATTG
ACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG
Otu000796 [IM-depleted [k Bacteria;p_Fusobacteria;c_ Fusob| TACGTATGTCGCAAGCGTTATCCGGATTTATTGGGCGTAAAGCG (0.025457827 [0.03687975

acteriia;o__Fusobacteriales;f Fusobac
teriaceae;g__Fusobacterium;

CGTCTAGGCGGTTTGGTAAGTCTGATGTGAAAATGCGGGGCTCA
ACTCCGTATTGCGTTGGAAACTGCCAAACTAGAGTACTGGAGAG
GTGGGCGGAACTACAAGTGTAGAGGTGAAATTCGTAGATATTTG
TAGGAATGCCGATGGGGAAGCCAGCCCACTGGACAGATACTGA
CGCTAAAGCGCGAAAGCGTGGGTAGCAAACAGG
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Otu000972 |IM-depleted [k __ Bacteria;p__ Bacteroidetes;c_ Bact [TACGGAGGATGCGAGCGTTATCCGGATTTATTGGGTTTAAAGGG |0.020211383 [0.03432152
eroidia;o__Bacteroidales;f Porphyro [TGCGTAGGTGGTCTTTTAAGTCAGCGGTGAAAGTTTGTGGCTCA
monadaceae;g__ Parabacteroides; ACCATAAAATTGCCATTGAAACTGGGAGACTTGAGTATGTTTGA
GGTAGGCGGAATGCGTGGTGTAGCGGTGAAATGCATAGATATCA
CGCAGAACTCCGATTGCGAAGGCAGCTTGCCAAGCCATAACTGA
CACTGAAGCACGAAAGCGTGGGTATCAAACAGG
Otu001001 |IM-depleted (k_ Bacteria;p__ Firmicutes;c__Clostrid [ TACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGG |0.020532616 [0.03439816
ia;o__Clostridiales;f Ruminococcacea| CGTGTAGGCGGAGATTCAAGTCAGATGTGAAATCTTAGGGCTTA
e;f _Ruminococcaceae_unclassified; [ACCCTGAAACTGCATTTGAAACTGAATCCCTTGAGTATCGGAGA
GGCAGGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTA
GGAGGAACACCAGTGGCGAAGGCGGCCTGCTGGACGACAACTG
ACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG
Otu001039 |IM-depleted [k_ Bacteria;p__ Planctomycetes;c_ O [GACAGAGGTTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCG|0.026474199 [0.03687975
M190;0__agg27;0_ agg27 unclassifie | CACGTAGGCGGTCCGTTAAGTCATGTGTGAAATCCCCCGGCTCA
d;o__agg27_unclassified; ACCGGGGAATTGCGCCTGATACTGGCGGGCTAGAGATCGATAGG
GGTGAGCGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCT
GGAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCGAAACTG
ACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG
Otu001260 |IM-depleted |k__ Bacteria;p__Proteobacteria;c__Delt [ TACGGAGGGTGCAAGCGTTGCTCGGATTTACTGGGCGTAAAGCG |0.007554345 0.03432152
aproteobacteria;o__Myxococcales;f  [ACCGCAGGCGGTCGATTAAGTTTGACGTGAAAGCCCCGGGCTCA
OM27;f OM27_unclassified; ACTCGGGAAGTGCGTCAAAAACTGGTCGACTTGAGTACGGGAG
AGGAGAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATC
AGGAGGAACACCGGCGGCGAAGGCGGCTCTCTGGCCCGATACT
GACGCTCATGGTCGAAAGCGTGGGGAGCAAACAGG
Otu001261 |IM-depleted [k __Bacteria;p__ Bacteroidetes;c_ Bact [TACGGAGGATCCGAGCGTTATCCGGATTTATTGGGTTTAAAGGG |0.001640022 [0.03432152
eroidia;o__Bacteroidales;f Porphyro [TGCGTAGGTGGATTGATAAGTCAGCGGTGAAAGTTTGCAGCTTA
monadaceae;g__ Paludibacter; ACTGTAAAATTGCCGTTGAAACTGTCGGTCTTGAGTGCAAATGA
GGTAGGCGGAATGTGTTGTGTAGCGGTGAAATGCTTAGATATAA
CACAGAACTCCGATTGCGAAGGCAGCTTACTGGGATGCAACTGA
CACTGATGCACGAAAGCGTGGGTATCAAACAGG
Otu001405 |IM-depleted [k_ Bacteria;p__ Firmicutes;c__Clostrid [TACGTAGGGAGCGAGCGTTGTCCGGAATTACTGGGTGTAAAGGG|0.005928088 [0.03432152
ia;o__Clostridiales;f Ruminococcacea| AGCGTAGGCGGGATGGTAAGTCAGATGTGAAATATACGTGCTCA
e;g_ Ruminococcus; ACATGTAGACTGCATTTGAAACTGCTGTTCTTGAGTGAAGTAGA
GGTAAGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTA
GGAGGAACATCGGTGGCGAAGGCGGCTTACTGGGCTTTTACTGA
CGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG
Otu001476 |IM-depleted [k_ Bacteria;p__ Bacteroidetes;c_ Bact [TACGGAGGATCCTAGCGTTATCCGGATTTACTGGGTTTAAAGGG |0.018156425 [0.03687975
eroidia;o__Bacteroidales;f _Rikenellac | TGCGTAGGCGGGCGCTTAAGTCCGCGGTGAAAGTCTGCGGCTCA
eae;g_ Blvii28; ACCGTAGGATTGCCGTGGATACTGGGCGCCTTGGATTCGGTCGG
GGCGGGCGGAATGCGTGGTGTAGCGGTGAAATGCATAGATATC
ACGCAGAACGCCGATAGCGAAGGCAGCTCGCCGGGCCGATATC
GACGCTGATGCACGAAAGCGTGGGGATCAAACAGG
Otu001726 |IM-depleted |k_ Bacteria;p__Firmicutes;c__Clostrid [ TACGTAGGTGGCGAGCGTTATCCGGATTTACTGGGTGTAAAGGG |0.004164636 |0.03432152
ia;o__Clostridiales;f Ruminococcacea| CGCGTAGGCGGGAATGCAAGTCAGATGTGAAATCCAAGGGCTC
e;f Ruminococcaceae_unclassified; [AACCCTTGAACTGCATTTGAAACTGTATTTCTTGAGTGTCGGAGA
GGTTGACGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTA
GGAGGAACACCAGTGGCGAAGGCGGTCAACTGGACGATAACTG
ACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG
Otu001906 |IM-depleted [k _ Bacteria;p__Proteobacteria;c_Beta| TACGTAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCG |0.015922464 [0.03687975
proteobacteria;o__Burkholderiales;o_ | TGCGCAGGCGGTTCTGTAAGACAGGTGTGAAATCCCAGGGCTTA
Burkholderiales_unclassified;o_ Burkh| ACCTTGGAATTGCATTTGTGACTGCAGGACTAGAGTTTATCAGA
olderiales_unclassified; GGGGGATGGAATTCCAAGTGTAGCAGTGAAATGCGTAGATATTT
GGAAGAACACCAATGGCGAAGGCAGTCCCCTGGGATACGACTG
ACGCTCATGCACGAAAGCGTGGGGAGCAAACAGG
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