ST Cephalotrix simula Tubulanus punctatus Parahubrechtia sp. Hubrechtella juliae Cerebratulus cf. marginatus Micrura cf. bella Kulikovia alborostrata Quasitetrastemma stimpsoni Sequence Taxonomy

Sample 1 Sample 2 Sample 3 Sample 1 Sample 2 Sample 3 Sample 1 Sample 2 | Sample 3 Sample 1 Sample 2 Sample 3 Sample 1 Sample 2 Sample 3 Sample 1 Sample 2 Sample 3 Sample 1 Sample 2 Sample 3 Sample 1 Sample 2 Sample 3 Kingdom Phylum Class Order Family Genus Species
OTU_NEM_1 0 0 0 0 0 52 0 0 0 0 4 0 0 0 0 151 0 41 0 174 86 3125 0 0| CCTACGGGAGGCTGCAGTGAGGGATATTCGGCAATGGGGGAAACCCTGACCGAGCAACGCCGCGT(Gk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Ruminococcaceae g__Ruminococcus S__
OTU_NEM_2 0 8 0 0 0 8 0 0 0 0 0 0 0 0 0 267 0 9 2280 130 2638 9029 7443 533|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT(dk__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f _Pseudoalteromonadaceae g__ Pseudoalteromonas s__
OTU_NEM_3 0 0 0 0 1448 0 0 0 285 5645 30 680 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Thiohalorhabdales f g S__
OTU_NEM_4 0 32 0 0 0 18 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCTGCAGTGGGGAATATCGCACAATGGGGGCAACCCTGATGCAGCCATGCCGCGTEk __ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f __Alteromonadaceae g__ Glaciecola s__
OTU_NEM_5 0 0 0 0 0 0 0 0 573 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTAGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f g S__
OTU_NEM_6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 80 0|CCTACGGGCGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT{k __ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f _Alteromonadaceae
OTU_NEM_7 0 0 0 0 0 0 0 49 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGGGGCTGCAGTCGAGAATCTTTTGCAATGCCCGAAAGGGTGACAATGCGACGCCGCGTG|k__Bacteria p__OP3 c__BD4-9 o__ f g s__
OTU_NEM_8 0 0 0 0 0 0 0 0 503 0 0 0 0 0 0 69 0 0 232 16 131 409 1461 96|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTJk _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f __Pseudoalteromonadaceae g__ Pseudoalteromonas
OTU_NEM_9 0 0 0 0 0 0 0 42 58 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Thiotrichales f__Piscirickettsiaceae g s
OTU_NEM_10 0 0 0 0 0 13 0 342 0 0 0 0 0 0 0 0 0 0 0 30 5 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGGGCAACCCTGACGCAGCCATGCCGCGT]k Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pasteurellales f __Pasteurellaceae g__ Haemophilus s__parainfluenzae
OTU_NEM_11 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGCGGCAGCAGTGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGT(k__Bacteria p__Acidobacteria c__DA052 o__Ellin6513 f g s__
OTU_NEM_12 0 0 0 0 0 0 0 0 206 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGGGAAACCCTGACGCAGTGACGCCGTGTYk _Bacteria p__Proteobacteria c__Deltaproteobacteria o__Syntrophobacterales f g s__
OTU_NEM_13 0 0 0 0 0 0 0 0 802 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTqk__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Dermatophilaceae g__ Piscicoccus s__intestinalis
OTU_NEM_14 0 0 181 0 0 0 26 0 202 1 0 188 45 0 58 0 21 0 98 0 5 0 125 0|CCTACGGGGGGCAGCAGTAAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT{k __Bacteria p__Bacteroidetes c__[Saprospirae] 0__[Saprospirales] f __Chitinophagaceae g__ Sediminibacterium s__
OTU_NEM_15 0 0 0 0 0 0 0 0 37 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGCGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Rhizobiaceae
OTU_NEM_16 0 0 222 0 0 0 0 1164 0 33 0 0 0 481 30 0 0 11 0 0 0 0 213 457|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales f__Sphingomonadaceae g__ Sphingomonas s__
OTU_NEM_17 0 0 0 0 0 0 0 0 653 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATACCGCGTEk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Xanthomonadales f__Xanthomonadaceae
OTU_NEM_18 0 0 0 0 0 0 0 770 997 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGAGGCTGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAGTACCGCGT({k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__ f g S__
OTU_NEM_19 0 0 0 0 0 46 0 0 0 0 1836 263 0 0 0 0 0 0 193 39 13 1261 1908 271|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGAGGAAACTCTGATGCAGCCATGCCGCGT(k__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f__Psychromonadaceae g__Psychromonas S__
OTU_NEM_20 0 0 0 0 0 0 0 1 0 55 0 0 0 0 0 0 0 0 0 29 0 0 0 6|CCTACGGGTGGCAGCAGTGGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCAATGCCGCGT{k _ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales f__Sphingomonadaceae
OTU_NEM_21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 181 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGGAAGCCTGATCCAGCCATGCCGCGTqk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f__Oceanospirillaceae g__Marinomonas
OTU_NEM_22 50 320 0 0 0 35 0 0 0 0 0 0 0 0 0 317 0 0 0 0 0 1488 0 O0[CCTACGGGAGGCAGCAGTGGGGAATATTGGGCAATGGGCGCAAGCCTGACCCAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Ruminococcaceae g_ Oscillospira S__
OTU_NEM_23 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1015 0 41|CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTJk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Phyllobacteriaceae g__Mesorhizobium S__
OTU_NEM_24 52 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 O[CCTACGGGCGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCTATGCCGCGT{k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rickettsiales
OTU_NEM_25 0 0 0 0 0 0 0 511 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTCGAGAATCATTGTCAATGTACGAAAGTATGAACATGCGACGCCGCGTGYk__Bacteria p__Verrucomicrobia c__Verruco-5 o__MSBL3 f g s
OTU_NEM_26 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 120|CCTACGGGGGGCTGCAGTGGGGAATCTTAGACAATGGGGGAAACCCTGATCTAGCCATGCCGCGTEk __ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodobacterales f __Rhodobacteraceae g__ Paracoccus s__
OTU_NEM_27 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGTYk__Bacteria p__Actinobacteria c__Acidimicrobiia o__Acidimicrobiales f _EB1017 g S__
OTU_NEM_28 0 0 0 0 0 0 0 0 226 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGAGGCAACTCTGAACCAGCCATGCCGCGTHk __ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f __Cryomorphaceae g__Crocinitomix s__
OTU_NEM_29 0 0 0 0 0 0 0 0 581 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTGGGGAATTTTGCGCAATGGGCGAAAGCCTGACGCAGCAATACCGCGTdk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Desulfuromonadales f__Desulfuromonadaceae g S__
OTU_NEM_30 0 0 0 0 0 0 0 187 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTCGAGAATCATTCGCAATGGGGGAAACCCTGACGGTGCGACGCCGCGT{k __Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae
OTU_NEM_31 0 0 0 0 0 0 0 68 0 0 9 12 0 3718 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCTGCAGTCGAGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAATGCCGCGTHk__Bacteria p__Lentisphaerae c__[Lentisphaeria] o__Victivallales f__Victivallaceae g S__
OTU_NEM_32 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 O[CCTACGGGAGGCAGCAGTCGAGAATTTTTCACAATGGGCGAAAGCCTGATGGAGCGACGCCGCGTHk__Bacteria p__Verrucomicrobia c__[Pedosphaerae] o__[Pedosphaerales] f__Ellin515 g S__
OTU_NEM_33 0 0 0 0 0 0 0 0 337 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGGGGCTGCAGTCAAGAATCTTCCCCAATGCGCGAAAGCGTGAGGGAGCGACGCCGCGT(k__Bacteria p__0OD1 c__ABY1 o__ f g s__
OTU_NEM_34 0 0 20 23 23 2 0 495 0 50 0 30 0 176 115 0 0 0 28 0 18 0 0 1|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGGAAGCCTGATGCAGCAACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Propionibacteriaceae g__ Propionibacterium S__acnes
OTU_NEM_35 0 0 0 0 0 0 0 0 311 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGT(Hk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f__Alteromonadaceae g BD2-13 s
OTU_NEM_36 0 0 0 0 0 0 0 0 28 0 0 0 0 0 0 0 0 0 45 12 15 0 0 0|CCCACGGGAGGCTGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT{k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f _Pseudomonadaceae g__ Pseudomonas s__
OTU_NEM_37 0 0 0 0 0 0 0 1 309 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGGGGCTGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAACGCCGCGT(k__Bacteria p__Acidobacteria c__Sva0725 o__Sva0725 f g s__
OTU_NEM_38 0 0 0 0 0 0 0 248 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATATTGGACAATGGGCGAGAGCCTGATCCAGCCATGCCGCGT(dk _Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f __Flavobacteriaceae g__Ulvibacter s__
OTU_NEM_39 0 0 0 0 0 0 0 0 0 0 6 0 0 2 0 65 0 0 0 0 0 0 0 0| CCTACGGGCGGCAGCAGTGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTAGCGT({k__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales
OTU_NEM_40 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 O[CCTACGGGGGGCAGCAGTAGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGT(k__Bacteria p__TM7 c__TM7-1 o__ f g S__
OTU_NEM_41 0 0 0 0 0 0 0 0 34 1 5 1 0 0 0 0 0 0 0 0 0 1 0 0| CCTACGGGGGGCAGCAGTGAGGAATTTTGCGCAATGGGGGAAACCCTGACGCAGCAACGCCGCGT(Gk__Bacteria p__Proteobacteria c__Deltaproteobacteria
OTU_NEM_42 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0|CCTACGGGTGGCTGCAGTGAGGAATTTTCCGCAATGGTCGCAAGACTGACGGAGCAACGCCGCGTG|k _Bacteria p__Chloroflexi c__Ktedonobacteria o__Thermogemmatisporales f _Thermogemmatisporaceae g s__
OTU_NEM_43 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATCCCGCGTHk__Bacteria p__Bacteroidetes c__[Saprospirae] 0__[Saprospirales] f g S__
OTU_NEM_44 0 0 0 0 0 0 0 0 0 0 0 0 0 109 0 0 0 0 0 0 0 0 0 49|CCTACGGGTGGCAGCAGTAGGGAATCTTCGGCAATGGGCGAAAGCCTGACCGAGCAACGCCGCGT(k__ Bacteria p__Firmicutes c__Bacilli o__Bacillales f__[Thermicanaceae] g__Thermicanus S__
OTU_NEM_45 0 0 4 0 0 2 0 57 0 0 32 0 0 0 0 0 0 0 44 1 6 84 117 20|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGAGGCAACTCTGAACCAGCCATGCCGCGTQk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__Listonella s__anguillarum
OTU_NEM_46 0 1 0 0 0 0 0 284 736 0 0 0 0 0 0 0 0 0 0 0 18 1 0 39|CCTACGGGAGGCAGCAGTGGGGAATCTTAGACAATGGGGGCAACCCTGATCTAGCCATGCCGCGTGk__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodobacterales f __Rhodobacteraceae g__ Paracoccus
OTU_NEM_47 0 0 0 0 209 0 0 0 78 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTqk__Bacteria p__Cyanobacteria c__Synechococcophycideae o__Synechococcales f__Synechococcaceae g__Synechococcus S__
OTU_NEM_48 0 0 0 0 0 0 0 0 0 0 0 0 0 24 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGCAAGTCTGACGGAGCAACGCCGCGT({k __ Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Carnobacteriaceae g__ Granulicatella s__
OTU_NEM_49 1 0 22 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0|CCTACGGGTGGCTGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTHk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Staphylococcaceae g__Staphylococcus S__
OTU_NEM_50 0 0 0 0 0 0 0 0 892 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAATGCCGCGT{k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__[Marinicellales] f __[Marinicellaceae] g s__
OTU_NEM_51 0 0 0 0 0 0 0 872 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATCTTCGGCAATGGACGAAAGTCTGACCGAGCAACGCCGCGT(dk__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Streptococcaceae g__Lactococcus S__
OTU_NEM_52 0 0 0 0 0 0 0 720 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGACGGAAGTCTGAACCAGCCAAGTAGCGT({k _ Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f __Prevotellaceae g_ Prevotella s__melaninogenica
OTU_NEM_53 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGCGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Micrococcaceae g__Kocuria
OTU_NEM_54 0 16 321 0 0 0 0 0 764 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATACCGCGT{k __Bacteria p__Proteobacteria c__Gammaproteobacteria o__Xanthomonadales f _Xanthomonadaceae g__ Stenotrophomonas s__
OTU_NEM_55 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGTGGCAGCAGTGGGGAATTTTGCGCAATGGGCGAAAGCCTGACGCAGCAACGCCGCGT(k__Bacteria p__Acidobacteria c__BPC102 o__MVS-40 f g s__
OTU_NEM_56 0 0 0 0 0 0 0 842 71 20 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATATTGCACAATGGGGGAAACCCTGATGCAGCAACGCCGCGT(dk _Bacteria p__Proteobacteria c__Epsilonproteobacteria o__Campylobacterales f _Helicobacteraceae g__ Sulfurimonas s__
OTU_NEM_57 0 0 0 0 0 0 0 0 0 0 0 0 0 362 0 0 0 1 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATACCGCGT({k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f__Halomonadaceae g__Candidatus Portiera S__
OTU_NEM_58 0 0 0 0 0 0 0 0 107 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAATACCGCGT(k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__Thiotrichales f _Thiotrichaceae g s__
OTU_NEM_59 0 0 0 2 0 0 0 669 0 0 0 21 0 0 139 0 0 0 8 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Micrococcaceae g__Micrococcus
OTU_NEM_60 0 0 0 0 0 0 0 0 1563 0 8 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGT(k __Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f _OM60 - S__
OTU_NEM_61 0 0 0 0 6 4 0 0 364 0 0 0 56 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Methylophilales f__Methylophilaceae
OTU_NEM_62 0 0 0 0 473 0 0 0 974 0 18 0 4 0 0 0 0 0 0 0 0 0 0 100|CCTACGGGTGGCTGCAGTCGAGAATCTTCGGCAATGGGCGAAAGCCTGACCGAGCAATGCCGCGTGlk__ Bacteria p__Planctomycetes c__Planctomycetia o__Pirellulales f__Pirellulaceae g S__
OTU_NEM_63 0 0 0 0 0 0 0 0 716 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTJk__Bacteria p__Bacteroidetes c__Cytophagia o__Cytophagales f__Flammeovirgaceae g S__
OTU_NEM_64 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2|CCTACGGGCGGCTGCAGTGGGGAATATTGCACAATGGGCGGAAGCCTGATGCAGCAACGCCGCGT(k _ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Propionibacteriaceae g__ Propionibacterium s__
OTU_NEM_65 0 0 0 0 0 0 0 0 224 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTdk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Thiotrichales f__Thiotrichaceae g__Cocleimonas S__
OTU_NEM_66 0 0 0 0 0 0 0 0 378 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales
OTU_NEM_67 0 0 0 0 0 0 0 34 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATTTTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTdk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__[Tissierellaceae] g__Anaerococcus S__
OTU_NEM_68 0 0 0 0 0 0 0 0 39 0 0 0 0 0 0 0 0 0 30 0 30 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTdk _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f _Pseudomonadaceae g__ Pseudomonas s__stutzeri
OTU_NEM_69 0 0 0 0 159 0 0 0 0 152 55294 138 0 0 0 0 0 0 0 0 0 0 1 0| CCTACGGGAGGCAGCAGTGGTGAATATTTTCCCCTTTCCCCCCCTTCTTCCCCCCCCCCTCTGTGTGCA[k__Bacteria p__Fusobacteria c__Fusobacteriia o__Fusobacteriales f__Fusobacteriaceae g__Psychrilyobacter S__
OTU_NEM_70 0 0 0 0 0 0 0 0 671 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGCAGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACACCGCGT(k__Bacteria p__Actinobacteria c__Acidimicrobiia o__Acidimicrobiales f_koll13 g S__
OTU_NEM_71 0 0 0 0 0 0 79 374 1087 71 17 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGCGCAATGGGGGCAACCCTGACGCAGCGACGCCGCGTYk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Desulfobacterales f__Desulfobulbaceae g S__
OTU_NEM_72 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 O[CCTACGGGAGGCTGCAGTAGGGAATTTTCCACAATGGACGAAAGCCTGATGGAGCAATGCCGCGTG|k__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Lactobacillaceae
OTU_NEM_73 0 0 0 0 0 0 0 0 1209 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATTTTGCGCAATGGGGGAAACCCTGACGCAGCAACGCCGCGT(Gk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Desulfobacterales f__Desulfobacteraceae g__Desulfococcus S__
OTU_NEM_74 0 0 0 0 0 0 0 0 194 0 1 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTGGGGAATTTTGGGCAATGGGGGAAACCCTGACCCAGCGACGCCGCGT{k__Bacteria p__Acidobacteria c_ 0OS-K o__ f - S__
OTU_NEM_75 0 0 27 5 0 0 0 470 787 0 0 0 0 0 123 0 0 0 0 0 0 0 0 27|CCTACGGGGGGCAGCAGTGGGGAATCTTGCACAATGGAGGAAACTCTGATGCAGCGATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rickettsiales f__Pelagibacteraceae g S__
OTU_NEM_76 0 0 0 0 0 0 0 0 198 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGAGGCAGCAGTGGGGAATTTTGCGCAATGGGGGCAACCCTGACGCAGCAACGCCGCGT(Qk__Bacteria p__KSB3 c__ o__ f - S__
OTU_NEM_77 0 0 0 0 0 0 0 0 150 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGT{k__Bacteria p__Gemmatimonadetes c__Gemm-4 - f g s__
OTU_NEM_78 2 0 0 0 0 0 9 1 0 0 0 0 0 5 0 0 0 0 0 0 0 1 0 O[CCTACGGGAGGCAGCAGTAGGGAATCTTCCACAATGGACGAAAGTCTGATGGAGCAACGCCGCGT({k__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales
OTU_NEM_79 0 0 0 0 0 0 0 0 37 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales f__Sphingomonadaceae g__Kaistobacter S__
OTU_NEM_80 0 0 0 0 0 0 0 0 242 0 0 0 0 0 0 0 0 0 0 0 0 0 0 497|CCTACGGGGGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Bacillaceae g__ Bacillus
OTU_NEM_81 0 0 0 0 0 0 0 0 373 0 3 84 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTHk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f_VC21_Bac22 g S__
OTU_NEM_82 0 0 0 0 0 0 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGCGGCAGCAGTGGGGAATATTGCCCAATGGACGAAAGTCTGAGGCAGCAACGCCGCGT(k__Bacteria p__Chloroflexi c__Anaerolineae o__SB-34 f - S__
OTU_NEM_83 0 0 0 0 0 0 0 0 120 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGGCGCGAAACTTTTACAATGCACGAAAGTGTGATAAGGGGATCCTCAGTGk__Archaea p__[Parvarchaeota] c__[Parvarchaea] o__YLAl114 f g S__
OTU_NEM_84 0 0 0 0 0 0 0 880 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGAGGAATTTTGCGCAATGGGCGAAAGCCTGACGCAGCAACGCCGCGT(Gk _Bacteria p__Proteobacteria c__Deltaproteobacteria o__Desulfobacterales f _Desulfobacteraceae g s__
OTU_NEM_85 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGCGGCAGCAGTGGGGAATTTTTGGCAATGGGGGCAACCCTGACCAAGCAACGCCGCGTHk__Bacteria p__Acidobacteria c__Acidobacteria-5 o__ f g S
OTU_NEM_86 0 46 749 0 0 0 13 31 336 0 0 0 0 0 0 0 10 0 0 0 0 0 0 3|CCTACGGGGGGCTGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTdk _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f _Pseudomonadaceae
OTU_NEM_87 0 0 0 0 33 75 0 0 164 0 6128 791 0 0 0 30 0 0 38 0 4 403 106 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__Vibrio
OTU_NEM_88 0 0 0 0 0 0 0 0 0 0 0 0 155 0 0 0 0 0 29 0 0 514 63 34|CCTACGGGTGGCTGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTGEk__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f _Colwelliaceae
OTU_NEM_89 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 618 0 199 1173 1133 12|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f__Shewanellaceae g__Shewanella S__
OTU_NEM_90 0 0 0 0 0 0 54 356 100 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTGGGGAATATTGGACAATGGGCGGAAGCCTGATCCAGCCATGCCGCGT(k __Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__Acinetobacter s__schindleri
OTU_NEM_91 0 0 1 0 0 0 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 101|CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Bacillaceae
OTU_NEM_92 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGAGGCAGCAGTGGGGAATCTTGCACAATGGAGGAAACTCTGATGCAGCGACGCCGCGT(k__Bacteria p__Acidobacteria c__Solibacteres o__Solibacterales
OTU_NEM_93 0 0 0 0 0 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGTGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATACCGCGTGEk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Xanthomonadales f__Xanthomonadaceae g__Stenotrophomonas s__acidaminiphila
OTU_NEM_94 0 0 0 28 55 0 14958 2750 12227 2031 120 2005 39 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT{k _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f __Endozoicimonaceae g s__
OTU_NEM_95 111 34 195 0 11 6 5 0 973 0 1 89 0 11 178 0 0 44 158 45 81 2967 73 42|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTJk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Enterobacteriales f__Enterobacteriaceae
OTU_NEM_96 0 20 0 0 0 6 0 0 0 0 0 0 0 251 0 0 0 0 0 0 0 0 0 1|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Micrococcaceae g__Kocuria s__
OTU_NEM_97 0 0 0 0 0 0 0 0 44 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGAGGCAGCAGTCGAGAAGCTTCGGCAATGGGCGAAAGCCTGACCGAGCGATGCCGCGT(k__Bacteria p__WS3 c__PRR-12 o__GNO3 f__KSB4 g s__
OTU_NEM_98 0 0 127 0 0 0 0 1481 0 1 0 128 139 313 156 0 11 0 0 1 11 0 158 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTdk _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f _Pseudomonadaceae g__ Pseudomonas s__nitroreducens
OTU_NEM_99 0 0 0 0 0 0 0 0 328 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGCGCAATGGAGGAAACTCTGACGCAGCAACGCCGCGT(Gk__Bacteria p__Caldithrix c__Caldithrixae o__Caldithrixales f__Caldithrixaceae g_ LCP-26 S__
OTU_NEM_100 0 0 0 0 0 0 0 0 20 0 5 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCTGCAGTAACGGATATTGTGCAATGGGCGAAAGCCTGACACAGCGACGCCGCGT(k__Bacteria p__Planctomycetes c__Phycisphaerae o__MSBL9 f - S__
OTU_NEM_101 0 0 0 0 0 0 0 0 160 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT{k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f __Comamonadaceae g__Methylibium
OTU_NEM_102 0 52 0 0 0 37 0 0 0 0 0 0 0 160 0 44 0 11 105 31 78 891 224 26|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGT(k__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f __Alteromonadaceae g__ Alteromonas s__
OTU_NEM_103 0 0 75 0 0 0 0 105 66 17 0 11 0 388 75 0 11 0 0 0 0 0 0 16|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(Gk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Xanthobacteraceae g S
OTU_NEM_104 0 0 82 0 0 0 0 0 1473 0 0 0 0 0 102 0 0 0 639 97 270 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT(k _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f _Pseudomonadaceae g__ Pseudomonas
OTU_NEM_105 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 8 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Gordoniaceae g__Gordonia S
OTU_NEM_106 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGAGGCAGCAGTGGGGAATTTTGCGCAATGGGGGAAACCCTGACGCAGCAACGCCGCGT(k__Bacteria p__Acidobacteria c__Acidobacteriia o__Acidobacteriales f__Acidobacteriaceae
OTU_NEM_107 0 0 0 0 0 0 0 0 198 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTCGGGAATATTGGGCAATGGGCGAAAGCCTGACCCAGCAACGCCGCGTYk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__ NB1-j f_JTB38 g S
OTU_NEM_108 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTGGGGAATTTTGCGCAATGGGCAAACGCCTGACGCAGCAACGCCGCGT(Qk__Bacteria p__Acidobacteria c__iii1-8 o__DS-18 f g S__
OTU_NEM_109 0 0 0 0 0 0 0 728 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGGGGCAGCAGTGGGGAATCTTGGCCAATGGGCGAAAGCCCGAGCCAGCGACACCGCGT{k__Bacteria p__OP1 c__MSBL6 o__ f g s__
OTU_NEM_110 0 0 0 0 0 0 0 0 519 0 0 361 0 65 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGT(k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__Enterovibrio s__
OTU_NEM_111 0 0 0 0 0 0 0 450 348 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGGGCAATGGAGGCAACTCTGACCCAGCCATGCCGCGTJk__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f__Flavobacteriaceae g__Lutimonas S
OTU_NEM_112 0 0 0 0 0 0 0 570 5266 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATATTGGACAATGGGTGGAAGCCTGATCCAGCCATCCCGCGT{k __Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f _[Weeksellaceae] g__ Wautersiella s__
OTU_NEM_113 0 0 0 0 0 0 0 0 167 0 0 30 0 248 14 0 0 0 0 0 0 0 152 15|CCTACGGGGGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Caulobacterales f__Caulobacteraceae
OTU_NEM_114 0 0 0 0 0 58 0 0 0 0 0 0 0 0 0 0 0 0 323 5 13 1403 1837 62|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(k__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f __Oceanospirillaceae g__Marinomonas s__
OTU_NEM_115 0 0 0 0 0 0 0 392 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGAGGCAACTCTGAACCAGTTACGCCGCGTEk__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f__Blattabacteriaceae g S__
OTU_NEM_116 0 0 0 0 0 0 0 37 233 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGCTAAGAATCTTCCGCAATGGGCGCAAGCCTGACGGAGCGACGCCGCGT(k _Bacteria p__Spirochaetes c__Spirochaetes o__Spirochaetales f _Spirochaetaceae g__ Spirochaeta s__
OTU_NEM_117 0 0 0 0 0 0 0 0 477 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCAACGCCGCGTYk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Desulfobacterales f__Nitrospinaceae g__Nitrospina S
OTU_NEM_118 0 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 9|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGT(dk _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Xanthomonadales f _Xanthomonadaceae g s__
OTU_NEM_119 25 0 32 0 51 0 73 190 0 0 0 369 6 0 167 48 0 0 47 0 0 378 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__Enhydrobacter S__
OTU_NEM_120 0 0 0 92 0 0 0 11 47 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGAGGAATATTGGACAATGGAGGCAACTCTGATCCAGCCATGCCGCGTGk _ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f _Flavobacteriaceae
OTU_NEM_121 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0| CCTACGGGCGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTEk__Bacteria p__Proteobacteria c__Betaproteobacteria o__MND1 f g S
OTU_NEM_122 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3708 0 O[CCTACGGGGGGCAGCAGTAGGGAATTTTCGGCAATGGAGGAAACTCTGACCGAGCAATGCCGCGT(k__Bacteria p__Tenericutes c__RF3 o__ML615J-28 f - S__
OTU_NEM_123 0 0 0 0 0 0 0 0 30 0 0 0 0 0 0 0 0 0 0 0 0 0 0 42|CCTACGGGGGGCAGCAGTCGGGAATTTTGGGCAATGGGCGAAAGCCTGACCCAGCAACGCCGCGTdk__Bacteria p__Acidobacteria c__[Chloracidobacteria] o__RB41 f__Ellin6075 g S__
OTU_NEM_124 0 0 0 0 0 0 0 0 2412 0 0 0 0 735 0 575 0 0 2 0 0 1266 0 O[CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae g__Roseburia S__
OTU_NEM_125 0 0 0 0 0 0 0 0 452 0 0 0 286 886 263 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGAGGAAACTCTGACGCAGCAACGCCGTGT(k__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Bdellovibrionales f__Bacteriovoracaceae g S__
OTU_NEM_126 0 346 0 173 156 197 0 4023 1 132 2 221 0 1 0 992 90 0 0 35 0 1638 436 200|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae
OTU_NEM_127 6 0 0 0 0 0 0 606 0 0 0 102 0 0 0 0 0 0 1542 68 172 0 190 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGGAACCCTGATCCAGCCATGCCGCGT(qk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__Acinetobacter s__lwoffii
OTU_NEM_128 0 0 0 0 0 0 0 0 252 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCCATTCCGCGTG|k _Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f _Comamonadaceae g__ Ramlibacter s__
OTU_NEM_129 0 0 126 0 0 0 0 0 37 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Rhizobiaceae g__Agrobacterium S
OTU_NEM_130 0 0 0 0 0 0 0 0 181 0 2 0 0 0 0 0 0 0 0 0 0 0 0 21|CCTACGGGCGGCTGCAGTGGGGAATCTTGCACAATGGGCGCAAGCCTGATGCAGCAACGCCGCGTJk__Bacteria p__Actinobacteria c__Acidimicrobiia o__Acidimicrobiales f_ Ci111 g S__
OTU_NEM_131 0 0 0 0 0 0 0 0 1313 0 0 112 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Chromatiales f g S
OTU_NEM_132 20 3 40 0 0 4 1 49 65 281 1 113 6 1021 106 9 0 1 49 37 1 16 74 13|CCTACGGGGGGCAGCAGTCGAGAATATTGCGCAATGGGGGAAACCCTGACGCAGCGACGCCGCGT(k__Bacteria p__0OD1 c__ o__ f g S__
OTU_NEM_133 0 0 0 0 3 0 0 0 931 0 5 3389 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATCTTAGACAATGGGCGCAAGCCTGATCTAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodobacterales f__Rhodobacteraceae
OTU_NEM_134 12951 0 1446 0 1 0 41792 9863 9579 0 0 2197 1880 20198 10200 0 0 0 0 0 0 24924 8553 O[CCTACGGGCGGCTGCAGTAGGGAATCTTCCACAATGGACGAAAGTCTGATGGAGCAACGCCGCGTG|k__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f g S__
OTU_NEM_135 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 90 0 0 2959 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTYk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae g__Blautia s__producta
OTU_NEM_136 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0|CCTACGGGAGGCTGCAGTAGGGAATCTTCCACAATGGGCGAAAGCCTGATGGAGCAACGCCGCGT({k __Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f _Leuconostocaceae g_ Weissella s__cibaria
OTU_NEM_137 7 0 236 0 65 9 0 0 662 0 0 0 0 0 0 0 0 0 0 3 18 0 0 0| CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGT(Gk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Staphylococcaceae g__Staphylococcus
OTU_NEM_138 1308 0 335 0 0 0 5231 4374 1581 0 0 586 422 1913 1744 0 0 0 0 0 0 4506 86 20|CCTACGGGGGGCTGCAGTAGGGAATCTTCCACAATGGGCGAAAGCCTGATGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Leuconostocaceae
OTU_NEM_139 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1|CCTACGGGAGGCAGCAGTAAGGAATATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTG|k__Bacteria p__Bacteroidetes c__[Saprospirae] 0__[Saprospirales] f__Chitinophagaceae g__Flavihumibacter S
OTU_NEM_140 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 412|CCTACGGGAGGCAGCAGTAAGGAATATTGGTCAATGGAGGGAACTCTGAACCAGCCATGCCGCGTk _ Bacteria p__Bacteroidetes c__[Saprospirae] o__[Saprospirales] f __Chitinophagaceae g__ Niabella s__
OTU_NEM_141 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 197|CCTACGGGAGGCAGCAGTAGGGAATATTGGACAATGGGTGCGAGCCTGATCCAGCCATGCCGCGTHk__Bacteria p__Bacteroidetes c__Cytophagia o__Cytophagales f__Cytophagaceae g S
OTU_NEM_142 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1|CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Bacilli o__Bacillales f _Bacillaceae g__Anoxybacillus s__kestanbolensis
OTU_NEM_143 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5|CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGCAAGTCTGACGGAGCAACGCCGCGT(Hk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Sporolactobacillaceae g__Sporolactobacillus S
OTU_NEM_144 0 0 0 0 0 0 0 0 0 53 0 0 0 0 0 0 0 0 0 0 0 0 0 7|CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAATGCCGCGT(Gk _ Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f __Aerococcaceae g__Aerococcus s__
OTU_NEM_145 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 29|CCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAATGCCGCGT(k__ Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Paenibacillaceae g__Paenibacillus
OTU_NEM_146 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23|CCTACGGGAGGCAGCAGTAGGGAATTGTTCGCAATGGGCGCAAGCCTGACGACGCAACGCCGCGTdk__Bacteria p__Acidobacteria c__Acidobacteria-6 o__iii1-15 f__RB40 - S__
OTU_NEM_147 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23|CCTACGGGAGGCAGCAGTCGGGAATTTTGCTCAATGGGGGAAACCCTGAAGCAGCAACGCCGCGTQk__Bacteria p__Chloroflexi c__Ellin6529 o__ f g s__
OTU_NEM_148 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGAGGCAGCAGTGAGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAACGCCGCGT(k__Bacteria p__Chloroflexi c__Anaerolineae o__SHA-20 f - S__
OTU_NEM_149 0 0 0 0 0 0 0 0 397 0 1 109 0 0 0 0 0 0 0 0 0 0 139 0| CCTACGGGAGGCAGCAGTGAGGAATATTGCGCAATGGGGGAAACCCTGACGCAGCGACGCCGCGTYk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Desulfobacterales f__Desulfobulbaceae
OTU_NEM_150 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGACGAAAGTCTGAACCAGCCAAGTAGCGT({k _ Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__[Paraprevotellaceae] g__ [Prevotella] s__
OTU_NEM_151 0 0 329 0 0 58 0 1 1 0 0 0 0 0 0 347 0 0 162 0 0 1 0 0| CCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGAGAGCCTGAACCAGCCAAGTAGCGT(k__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Bacteroidaceae g__ Bacteroides S
OTU_NEM_152 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 308 0 0 0 0 0|CCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGCTAGCCTGAACCAGCCAAGTAGCGT({k _ Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f _Bacteroidaceae g__ Bacteroides s__fragilis
OTU_NEM_153 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 105 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGAGGAATATTGGTCAATGGGCGGAAGCCTGAACCAGCCAAGTCGCGT(dk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__[Barnesiellaceae] g S
OTU_NEM_154 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9|CCTACGGGAGGCAGCAGTGAGGAATCTTCCACAATGGGCGAAAGCCTGATGGAGCAACGCCGCGT(k__ Bacteria p__TM7 c__TM7-3
OTU_NEM_155 0 0 0 0 107 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0[CCTACGGGAGGCAGCAGTGAGGAATTTTCCACAATGGACGAAAGTCTGATGGAGCAACGCCGCGTHk__Bacteria p__TM7 c_ SC3 o__ f g s__
OTU_NEM_156 0 0 0 0 0 49 0 3281 3205 0 28 327 297 625 0 0 0 105 0 48 0 2 853 24|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales
OTU_NEM_157 0 0 0 0 0 0 0 2 0 0 52 0 0 0 0 0 0 0 0 0 1 1 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g S__
OTU_NEM_158 0 0 0 0 137 6 0 0 0 0 0 0 0 0 0 0 0 0 113 94 17 1314 2289 268|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGT(dk__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f _Colwelliaceae g s__
OTU_NEM_159 28 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f__Alteromonadaceae g__HTCC2207 S__
OTU_NEM_160 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGT(k__ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Promicromonosporaceae
OTU_NEM_161 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAACGCCGCGT(dk__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Propionibacteriaceae g__Microlunatus S__
OTU_NEM_162 0 8 0 0 1288 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATACCGCGT({k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f __Oceanospirillaceae g s__
OTU_NEM_163 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTJk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales
OTU_NEM_164 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 47 0 1 O[CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales
OTU_NEM_165 2 0 0 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Mycobacteriaceae g__Mycobacterium
OTU_NEM_166 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 92 0 0 0 0 0|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k _Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Micrococcaceae g_ Rothia S__amarae
OTU_NEM_167 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 72|CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Bifidobacteriales f__Bifidobacteriaceae g__Bifidobacterium S
OTU_NEM_168 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__[Tissierellaceae] g__ Finegoldia S__
OTU_NEM_169 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0| CCTACGGGAGGCAGCAGTGGGGAATATTGCACAATTTGTTAAACCCTTCTTCCTCCCTTCCTCTTTTTT|k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f__Colwelliaceae g__Colwellia
OTU_NEM_170 0 0 0 0 0 0 0 827 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 2|CCTACGGGAGGCAGCAGTGGGGAATATTGCGCAATGGGGGAAACCCTGACGCAGCGACGCCGTGTk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__ f g S__
OTU_NEM_171 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCCACAAGTCTGATCCAGCAATTCTGTGTYk__Bacteria p__Fusobacteria c__Fusobacteriia o__Fusobacteriales f__Fusobacteriaceae
OTU_NEM_172 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24 0 0 0 0 0 0 0 0 1|CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f _Nocardioidaceae g s__
OTU_NEM_173 0 0 118 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTJk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f g S__
OTU_NEM_174 0 2 0 0 104 0 1655 0 0 0 2 0 36894 0 21447 0 0 0 0 0 0 0 0 19|CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCAATGCCGCGT(Qk__ Bacteria p__Proteobacteria c__Alphaproteobacteria
OTU_NEM_175 0 0 0 0 1 0 0 0 0 0 0 0 0 0 57 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCAATGCCGCGT(dk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Legionellales f__Coxiellaceae g S__
OTU_NEM_176 0 0 0 0 0 0 0 0 0 32 0 119 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGT{k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f__Halomonadaceae g__Halomonas s__
OTU_NEM_177 0 0 11 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCAGCAGTGGGGAATCTTCCGCAATGGGCGCAAGCCTGACGGAGCAATGCCGCGT(dk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Peptococcaceae g__Peptococcus S__
OTU_NEM_178 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 670 O[CCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTJk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Procabacteriales f g S__
OTU_NEM_179 55 129 4114 26 77 129 1426 10071 8706 255 10 541 123 1985 1049 68 283 56 82 38 30 6523 636 27|CCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTdk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f__Oxalobacteraceae g__Cupriavidus S
OTU_NEM_180 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTHk _ Bacteria p__Proteobacteria c__Betaproteobacteria o__Rhodocyclales f _Rhodocyclaceae g__ Dechloromonas s__
OTU_NEM_181 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 184|CCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Betaproteobacteria o__ASSO-13 f g s__
OTU_NEM_182 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1|CCTACGGGAGGCAGCAGTGGGGGATATTGCACAATGGACGGAATTCTGATGCAGCGACGCCGCGT(Jk__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Actinomycetaceae g s__
OTU_NEM_183 0 0 0 0 0 0 0 0 0 0 12 0 0 0 0 0 0 0 2194 611 247 0 0 0| CCTACGGGAGGCAGCAGTTAAGAATATTCCGCAATGGGCGAAAGCCTGACGGAGCAATCTCGCGTG|k__Bacteria p__Spirochaetes c__[Brachyspirae] o__[Brachyspirales] f__Brachyspiraceae g S__
OTU_NEM_184 0 0 0 0 0 0 0 0 0 8 8 0 0 0 0 0 0 10 0 0 0 0 0 0|CCTACGGGAGGCAGCAGTTGGGAATCTTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGT{k __ Bacteria p__Armatimonadetes c__[Fimbriimonadia] o__[Fimbriimonadales] f__[Fimbriimonadaceae] g__ Fimbriimonas s__
OTU_NEM_185 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 21|CCTACGGGAGGCTGCAGTAACGAATCTTCCGCAATGCGCGAAAGCGTGACGGAGCAATGCCGCGTGk__Bacteria p__Planctomycetes c__Phycisphaerae o__Phycisphaerales f g S__
OTU_NEM_186 0 0 0 0 0 0 0 0 0 0 0 0 0 0 32 0 0 0 0 0 0 0 0 8|CCTACGGGAGGCTGCAGTCGAGAATCATTCGCAATGGGCGAAAGCCTGACGATGCGACGCCGTGTGk__ Bacteria p__Chlamydiae c__Chlamydiia o__Chlamydiales
OTU_NEM_187 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26|CCTACGGGAGGCTGCAGTCGAGAATCATTCGCAATGGGCGAAAGCCTGACGATGCGACGCCGTGTGEk__Bacteria p__Chlamydiae c__Chlamydiia o__Chlamydiales f__Parachlamydiaceae g__Candidatus Protochlamydia S
OTU_NEM_188 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 167 O[CCTACGGGAGGCTGCAGTGAGGAATATTGCTCAATGGGCGAAAGCCTGAAGCAGCGACGCCGCGT(k__Bacteria p__Chlorobi c__BSV26 o__A89 f g S__
OTU_NEM_189 0 0 0 3766 4255 10401 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 107|CCTACGGGAGGCTGCAGTGAGGAATATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTG|k__Bacteria p__Bacteroidetes c__[Saprospirae] 0__[Saprospirales] f__Chitinophagaceae g S
OTU_NEM_190 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 45 0 0 0 0 0 0 0 0|CCTACGGGAGGCTGCAGTGAGGAGTATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTG|k _Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f _Rikenellaceae g__Alistipes s__massiliensis
OTU_NEM_191 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGAGGCTGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Enterobacteriales f__Enterobacteriaceae g__Plesiomonas s__shigelloides
OTU_NEM_192 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 14|CCTACGGGAGGCTGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTGk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f _Psychromonadaceae
OTU_NEM_193 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 189|CCTACGGGAGGCTGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGAGT({k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f _Hyphomicrobiaceae g__Devosia S__
OTU_NEM_194 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 O[CCTACGGGAGGCTGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTGk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales
OTU_NEM_195 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 5|CCTACGGGAGGCTGCAGTTTCGAATCATTCACAATGGGCGAAAGCCTGATGGTGCGACGCCGCGTGLk__Bacteria p__Verrucomicrobia c__Opitutae o__Opitutales f__Opitutaceae g s__
OTU_NEM_196 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 O|CCTACGGGATTCATCCTTTTTTCCTCTTTCCCCCTGGGCGCCCCCCTGCCCCAGCGACGCCGCGTGGGYk Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Corynebacteriaceae g__ Corynebacterium s__bovis
OTU_NEM_197 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1|CCTACGGGCGGCAGCAGTCGAGAATTTTTCACAATGGGCGAAAGCCTGATGGAGCGACGCCGCGTQEk__Bacteria p__Verrucomicrobia c__[Pedosphaerae] o__[Pedosphaerales] f g S__
OTU_NEM_198 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0 0 0 0 0 0 0 38|CCTACGGGCGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGT(k__ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Microbacteriaceae g__ Microbacterium s__
OTU_NEM_199 0 0 0 0 0 0 0 0 0 171 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGCGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Enterobacteriales f__Enterobacteriaceae g__Serratia S__marcescens
OTU_NEM_200 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25|CCTACGGGCGGCAGCAGTGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCCACGCCGCGT(k__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Myxococcales f__OM27 - S__
OTU_NEM_201 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 16|CCTACGGGCGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATCCCGCGTGk__Bacteria p__SR1 c__ o__ f - s__
OTU_NEM_202 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 16|CCTACGGGCGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATACCGCGT(Gk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f g s__
OTU_NEM_203 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 50|CCTACGGGCGGCAGCAGTGGGGAATATTGTGCAATGTGGGAAACCCTGACACAGCGACGCCGCGT(dk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Clostridiaceae g__Thermoanaerobacterium s__saccharolyticum
OTU_NEM_204 0 0 53 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGCGGCAGCAGTGGGGAATTTTGCACAATGGAGGAAACTCTGATGCAGCGACGCCGCGT{k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__[Tissierellaceae] g_ ph2 S__
OTU_NEM_205 0 0 0 0 0 0 44 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGCGGCAGCAGTGGGGAATTTTGCGCAATGGGGGAAACCCTGACGCAGCAACGCCGCGTdk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__[Entotheonellales] f g S__
OTU_NEM_206 1 2 0 1 15 0 0 0 0 0 19 0 2 0 2 0 0 0 0 5402 118 0 0 O[CCTACGGGCGGCATCCTTTTTTCCTCTTTCCCCCTCCTCTCCCCCCCCCCCCACCAATGCCGCGTGTGT(k__Bacteria p__Proteobacteria
OTU_NEM_207 0 0 0 37021 45796 22203 0 660 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGCGGCCTCCTTTTTTCCTTTTTTCCCCTGTTGGCAACCCTGATCCAGCCATTCCGCGTGAGT{k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Methylophilales f__Methylophilaceae g__Methylotenera s__mobilis
OTU_NEM_208 3435 0 106 0 0 0 8120 5054 4044 0 0 546 725 6301 2182 0 0 0 0 0 0 804 1306 O[CCTACGGGCGGCTGCAGTAGGGAATCTTCCACAATGGGCAAAAGCCTGATGGAGCAACGCCGCGTGk__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Leuconostocaceae g__Leuconostoc S__
OTU_NEM_209 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 35 0 0 0 0 0|CCTACGGGCGGCTGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTJk__Bacteria p__Actinobacteria c__Actinobacteria o__Bifidobacteriales f__Bifidobacteriaceae g__Bifidobacterium s__longum
OTU_NEM_210 0 0 9 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGCGGCTGCAGTGGGGAATTTTGGACAATGGGGGAAACCCTGATCCAACCATTCCGCGTG/k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Methylophilales f g S__
OTU_NEM_211 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGCGTCTTCCGTTTTTCCTCTTTCCCCCTGTTCGAAAGCCTGATGCAGCCATGCCGCGTGTGTk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f__Endozoicimonaceae
OTU_NEM_212 0 0 0 164 74 0 0 0 0 0 439 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGCTAAGAATATTCTGCAATGGGCGAAAGCCTGACAGAGCAATGCCGCGT({k__Bacteria p__ c__ o__ f - S__
OTU_NEM_213 0 0 0 0 0 0 0 0 0 0 0 0 0 0 38 0 0 390 0 0 0 0 0 0| CCTACGGGGGGCAGCAGCTAAGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCGACGCCGCGT({k__Bacteria p__Spirochaetes c__Spirochaetes 0__Spirochaetales f__Spirochaetaceae g S__
OTU_NEM_214 0 0 0 0 0 43 0 0 0 0 8 0 0 0 0 20 23596 11545 0 0 0 0 0 O[CCTACGGGGGGCAGCAGCTAAGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCGACACCGCGT(k__Bacteria p__Spirochaetes c__Spirochaetes o__ f g S__
OTU_NEM_215 0 0 0 0 0 0 0 0 0 0 33 0 0 0 0 0 1 0 0 0 32 0 0 0| CCTACGGGGGGCAGCAGCTAAGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCGACACCGCGT(k__Bacteria p__Spirochaetes c__Spirochaetes
OTU_NEM_216 0 0 0 0 0 0 0 0 0 7434 245 2657 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGCTAAGAATCTTCCGCAATGGGGGAAACCCTGACGGGGCGACGCCGCGT(k__Bacteria p__Spirochaetes c__Spirochaetes o__Spirochaetales f__Spirochaetaceae
OTU_NEM_217 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4[CCTACGGGGGGCAGCAGCTAAGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCAATTCCGCGTGk__Bacteria p__Chloroflexi c__TK17 o__mlel-48 f g s__
OTU_NEM_218 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 757 0 0 0 0[CCTACGGGGGGCAGCAGGTGCGAAAACTCTACTATGCACAATTGTGTGATAGGGTGACTCCTCGTG({Unassigned
OTU_NEM_219 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 99|CCTACGGGGGGCAGCAGTAAGGAATATTGGACAATGGACGGAAGTCTGATCCAGCCATCCCGCGTGk__Bacteria p__Bacteroidetes c__[Saprospirae] 0__[Saprospirales] f__Saprospiraceae g__lLewinella S__nigricans
OTU_NEM_220 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 116|CCTACGGGGGGCAGCAGTAAGGAATATTGGACAATGGAGGCAACTCTGATCCAGCCATGCCGCGTGk__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__BD7-3 f g S__
OTU_NEM_221 0 0 0 0 0 10 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 71|CCTACGGGGGGCAGCAGTAAGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATTCCGCGTG|k__Bacteria p__Bacteroidetes c__[Saprospirae] 0__[Saprospirales] f__Saprospiraceae g S__
OTU_NEM_222 0 0 0 0 0 20 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTAAGGAATATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTGk _ Bacteria p__Bacteroidetes c__[Saprospirae] 0__[Saprospirales] f __Chitinophagaceae g__ Flavisolibacter s__
OTU_NEM_223 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10|CCTACGGGGGGCAGCAGTAAGGAATATTGGTCAATGGACGGAAGTCTGAACCAGCCATGCCGCGTGk__Bacteria p__Bacteroidetes c__Sphingobacteriia o__Sphingobacteriales f__Sphingobacteriaceae g S__
OTU_NEM_224 8466 33381 19 0 1 4 0 0 0 131 12 213 0 0 1 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTAATTCCTCTTTTCCCCCGCCCGAAAGTCTGAACCAGCTATGTCGCGTGCAk __Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f g S__
OTU_NEM_225 0 0 0 1 5856 28 0 0 0 0 92 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATATTCCACAATGAGCGAAAGCTTGATGGAGCGACACAGCGT(k__Bacteria p__Tenericutes c__Mollicutes o__Mycoplasmatales f__Mycoplasmataceae g__Mycoplasma S__
OTU_NEM_226 0 0 0 0 0 0 0 0 0 0 0 43 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTAGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGT(k__Bacteria p__Chloroflexi c__Anaerolineae o__GCA004 f - S__
OTU_NEM_227 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21 0 0 0 0 0 0 0 0 5|CCTACGGGGGGCAGCAGTAGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCAATGCCGCGT(dk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales f__Sphingomonadaceae g__Sphingobium S__
OTU_NEM_228 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 33|CCTACGGGGGGCAGCAGTAGGGAATATTGGGCAATGGGCGAGAGCCTGACCCAGCCATGCCGCGT(k __ Bacteria p__Bacteroidetes c__Cytophagia o__Cytophagales f _Cytophagaceae g_ Leadbetterella s__
OTU_NEM_229 0 0 24 0 0 0 0 0 0 0 10 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATATTGGGCAATGGGCGGAAGCCTGACCCAGCCATGCCGCGTqk__Bacteria p__Bacteroidetes c__Cytophagia o__Cytophagales
OTU_NEM_230 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24|CCTACGGGGGGCAGCAGTAGGGAATATTGGGCAATGGGCGGGAGCCTGACCCAGCCATGCCGCGTYk __ Bacteria p__Bacteroidetes c__Cytophagia o__Cytophagales f __Cyclobacteriaceae g s__
OTU_NEM_231 0 0 142 243 86 57 1 1 379 411 0 19 53 220 0 0 0 0 144 56 0 0 30 0| CCTACGGGGGGCAGCAGTAGGGAATCTTCCACAATGGACGAAAGTCTGATGGAGCAACGCCGCGT({k__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Lactobacillaceae g__lLactobacillus S__
OTU_NEM_232 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTAGGGAATCTTCCACAATGGACGAAAGTCTGATGGAGCAACGCCGCGT({k __ Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f __Leuconostocaceae g_ Weissella s__
OTU_NEM_233 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10|CCTACGGGGGGCAGCAGTAGGGAATCTTCCACAATGGACGCAAGTCTGATGGAGCAACGCCGCGTJk__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Lactobacillaceae g__lLactobacillus S__zeae
OTU_NEM_234 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 97|CCTACGGGGGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGT(k__ Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Bacillaceae g__ Bacillus s__coagulans
OTU_NEM_235 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 177|CCTACGGGGGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGT(dk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Bacillaceae g__Bacillus s__thermoamylovorans
OTU_NEM_236 0 0 0 0 0 0 0 0 0 137 0 0 0 0 0 0 0 0 0 0 0 0 0 156|CCTACGGGGGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGT(k__ Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Bacillaceae g__ Bacillus S__
OTU_NEM_237 31 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTYk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f __Paenibacillaceae g__Paenibacillus s__lautus
OTU_NEM_238 0 0 0 183 214 0 0 0 0 0 0 0 0 0 0 0 0 0 1 3151 0 0 0 O[CCTACGGGGGGCAGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCGACACCGCGT(k__Bacteria p__GNO2 c__ o__ f - S__
OTU_NEM_239 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 7|CCTACGGGGGGCAGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCGACGCCGCGTYk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Bacillaceae g__Geobacillus S__
OTU_NEM_240 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 76|CCTACGGGGGGCAGCAGTAGGGAATCTTCGGCAATGGACGCAAGTCTGACCGAGCAACGCCGCGT(dk__ Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f __Enterococcaceae g__Enterococcus s__cecorum
OTU_NEM_241 0 0 0 0 0 0 0 0 0 139 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATCTTCGGCAATGGACGCAAGTCTGACCGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Enterococcaceae g__Tetragenococcus s__halophilus
OTU_NEM_242 0 0 8 0 0 0 304 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTAGGGAATCTTCGGCAATGGACGGAAGTCTGACCGAGCAACGCCGCGT(k _Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f _Streptococcaceae g__ Streptococcus
OTU_NEM_243 0 0 0 0 0 0 329 1602 0 0 0 0 0 0 0 113 0 0 0 14 0 697 78 43|CCTACGGGGGGCAGCAGTAGGGAATCTTCGGCAATGGGGGCAACCCTGACCGAGCAACGCCGCGTHk__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Streptococcaceae g__Streptococcus S__
OTU_NEM_244 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTAGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTdk _ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Caulobacterales f __Caulobacteraceae g__ Phenylobacterium s__
OTU_NEM_245 0 0 0 0 0 16 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATCTTGGGCAATGGGCGAAAGCCTGACCCAGCGATGCCGCGTqk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__HTCC2188 f__HTCC2089 g s__
OTU_NEM_246 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 28|CCTACGGGGGGCAGCAGTAGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGT(k__ Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Thermoactinomycetaceae
OTU_NEM_247 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18|CCTACGGGGGGCAGCAGTAGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Thermoactinomycetaceae g__Thermoactinomyces S__
OTU_NEM_248 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 13|CCTACGGGGGGCAGCAGTAGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Thermoactinomycetaceae - S__
OTU_NEM_249 0 0 0 0 0 0 0 0 0 0 0 0 0 0 492 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTAGGGAATTTTCGGCAATGGACGAAAGTCTGACCGAGCAATGCCGCGTJk__Bacteria p__Tenericutes c__Mollicutes o__Anaeroplasmatales f__Anaeroplasmataceae g__Anaeroplasma S__
OTU_NEM_250 0 0 0 0 0 0 69 0 0 0 0 0 0 0 0 104 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTAGGGAATTTTCGGCAATGGGGGGAACCCTGACCGAGCAACGCCGCGT(k _Bacteria p__Firmicutes c__Erysipelotrichi o__Erysipelotrichales f__Erysipelotrichaceae
OTU_NEM_251 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12|CCTACGGGGGGCAGCAGTAGGGAATTTTCGTCAATGGGGGGAACCCTGAACGAGCAATGCCGCGT(Gk__Bacteria p__Firmicutes c__Erysipelotrichi o__Erysipelotrichales f__Erysipelotrichaceae g__[Eubacterium] s__biforme
OTU_NEM_252 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 81|CCTACGGGGGGCAGCAGTCGAGAATAATTCACAATGGGGGCAACCCTGATGGTGCAACGCCGCGT{k _ Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g__ Luteolibacter s__
OTU_NEM_253 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTCGAGAATCATTCACAATGGACGAAAGTCTGATGGTGCAACGCCGCGTGk__Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g__Rubritalea S__
OTU_NEM_254 44 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTCGAGAATCATTCACAATGGGGGAAACCCTGATGGTGCGACGCCGCGT{k __ Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g__Akkermansia s__
OTU_NEM_255 0 0 0 0 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTCGAGAATCATTCACAATGGGGGCAACCCTGATGGTGCAACGCCGCGTHk__Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g__Persicirhabdus S__
OTU_NEM_256 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 101|CCTACGGGGGGCAGCAGTCGAGAATCATTCGCAATGGGCGAAAGCCTGACGGTGCGACGCCGCGTdk _ Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g__ Verrucomicrobium s__
OTU_NEM_257 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 187|CCTACGGGGGGCAGCAGTCGAGAATCTTTCACAATGGGGGAAACCCTGATGGAGCGACGCCGCGTYk__Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g S__
OTU_NEM_258 0 0 0 0 0 0 0 0 0 359 23 1382 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTCGCGAAACTTTTACAATGCGCGCAAGCGTGATAAAGCAAATCAAAGTG|k__Archaea p__[Parvarchaeota] c__[Parvarchaea] o__WCHD3-30 f g S__
OTU_NEM_259 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 306 0 0 0 0 21|CCTACGGGGGGCAGCAGTCGGGAATATTGCGCAATGGAGGAAACTCTGACGCAGTGACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f g S__
OTU_NEM_260 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 831|CCTACGGGGGGCAGCAGTCGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCAATACCGCGT(dk__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Thiotrichales f _Thiotrichaceae g__ Thiothrix s__
OTU_NEM_261 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 306|CCTACGGGGGGCAGCAGTGAGGAATATTGCACAATGGACGCAAGTCTGATGCAGCAACGCCGCGT(k__Bacteria p__Chloroflexi c__Anaerolineae o__Caldilineales f__Caldilineaceae g S__
OTU_NEM_262 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 126|CCTACGGGGGGCAGCAGTGAGGAATATTGCGCAATGGAGGCAACTCTGACGCAGCCATGCCGCGTHk _ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f __Cryomorphaceae g s__
OTU_NEM_263 0 0 2 57 0 21 0 1 0 0 112 0 0 0 0 0 0 0 12 0 0 843 3776 16|CCTACGGGGGGCAGCAGTGAGGAATATTGGACAATGGAGGAAACTCTGATCCAGCCATGCCGCGTJk__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f__Flavobacteriaceae g S__
OTU_NEM_264 0 0 0 72 0 0 0 0 59 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATATTGGACAATGGAGGCAACTCTGATCCAGCCATGCCGCGTHk __ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f __Flavobacteriaceae g__ Winogradskyella s__
OTU_NEM_265 0 0 0 0 0 0 0 0 0 0 0 63 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGGACAATGGAGGCAACTCTGATCCAGCCATGCCGCGTHk__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f__Flavobacteriaceae g__Ulvibacter s__litoralis
OTU_NEM_266 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6298 |CCTACGGGGGGCAGCAGTGAGGAATATTGGACAATGGGTGAAAGCCTGATCCAGCCATCCCGCGTQ@k__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f _[Weeksellaceae] g s__
OTU_NEM_267 1 19 1522 0 0 0 0 0 2169 0 0 0 0 0 0 0 0 0 4 0 5 0 625 0| CCTACGGGGGGCAGCAGTGAGGAATATTGGACAATGGGTTAGCGCCTGATCCAGCCATCCCGCGTG|k__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f__[Weeksellaceae] g__Chryseobacterium S
OTU_NEM_268 0 0 119 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 47|CCTACGGGGGGCAGCAGTGAGGAATATTGGGCAATGGGCGAAAGCCTGACCCAGCCACGCCGCGT(k__ Bacteria p__Proteobacteria c__Deltaproteobacteria o__Myxococcales f - S__
OTU_NEM_269 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 121 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTAGCGT(dk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Bacteroidaceae g__ Bacteroides s__plebeius
OTU_NEM_270 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 10|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTCGCGT(Qk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f __Porphyromonadaceae g s__
OTU_NEM_271 0 0 0 0 1 3 0 0 457 1247 116 727 0 0 0 0 0 0 0 0 0 0 200 139|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTGk__ Bacteria p__Bacteroidetes
OTU_NEM_272 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 244 0 0 253 0 0 0 0 O[CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTHk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Rikenellaceae g S__
OTU_NEM_273 0 0 0 0 209 104 0 0 113 0 34 0 0 0 0 0 0 0 0 0 0 0 0 19|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGAGGCAACTCTGAACCAGCCATGCCGCGTQk__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales
OTU_NEM_274 33 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20347 54913 7570 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGAGGCAACTCTGAACCAGCCATGCCGCGTHk __ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f _Flavobacteriaceae g__ Tenacibaculum s__
OTU_NEM_275 0 0 0 113 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGCCGCAGGGCTGAACCAGCCAAGTCGCGT(dk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Desulfovibrionales f__Desulfovibrionaceae g__Desulfovibrio s__C21 c20
OTU_NEM_276 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGT(k__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f _Flavobacteriaceae g__ Flavobacterium S__succinicans
OTU_NEM_277 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 131|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGGCGGAAGCCTGAACCAGCCAAGTAGCGTYk __Bacteria p__ Bacteroidetes c__Bacteroidia o__Bacteroidales f _Prevotellaceae g__Prevotella S__
OTU_NEM_278 0 0 0 0 0 0 195 0 0 0 0 0 0 1248 0 0 0 0 118 0 0 0 1098 O[CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGGCGGGAGCCTGAACCAGCCAAGTCGCGT(k__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f_S24-7 g S__
OTU_NEM_279 0 0 0 0 0 0 0 0 0 0 0 0 0 0 157 80 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGGCGTAAGCCTGAACCAGCCAAGTCGCGT{k__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Porphyromonadaceae g__Parabacteroides s__distasonis
OTU_NEM_280 0 0 0 0 0 0 212 0 0 0 0 0 0 211 302 0 0 0 0 0 0 0 0 2070|CCTACGGGGGGCAGCAGTGAGGAATATTGGTCAATGGGTGCAAGCCTGAACCAGCCATCCCGCGTGEk__ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f _[Weeksellaceae] g__ Cloacibacterium s__
OTU_NEM_281 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3|CCTACGGGGGGCAGCAGTGAGGAATCTTCCACAATGGGCGAAAGCCTGATGGAGCAACGCCGCGT(k__Bacteria p__TM7 c__TM7-3 o__EWO055 f g s__
OTU_NEM_282 0 0 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 2288 175 0 0 0 O[CCTACGGGGGGCAGCAGTGAGGAATCTTCCACAATGGGCGAAAGCCTGATGGAGTGACACCGCGT(k__Bacteria p__GNO2 c__BD1-5 o__ f g S__
OTU_NEM_283 0 26 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 125|CCTACGGGGGGCAGCAGTGAGGAATCTTCCACAATGGGGGCAACCCTGATGGAGCAACGCCGCGT(k__ Bacteria p__TM7 c__TM7-3 o__ f g s__
OTU_NEM_284 0 0 0 0 0 0 65 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGAGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCACGCCGCGT(k Bacteria p__Bacteroidetes c__[Rhodothermi] o__[Rhodothermales] f__[Balneolaceae] g__ Balneola s__
OTU_NEM_285 4 0 68989 12 2 0 177 231 517 16 47 324 11 39 388 7094 20767 18108 23186 23512 66180 1754 318 11|CCTACGGGGGGCAGCAGTGAGGAATTTTGCGCAATGGGGGAAACCCTGACGCAGCGACGCCGCGT(k__Bacteria
OTU_NEM_286 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGACGAAAGTCTGATGCAGCAACGCCGCGT(k__ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Propionibacteriaceae g s__
OTU_NEM_287 0 0 0 2 0 0 62 0 0 58994 2161 28863 53 0 0 18 22 0 41 65 0 0 822 29|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGACGCAAGTCTGATGCAGCAACGCCGCGT(dk__Bacteria p__Proteobacteria c__Epsilonproteobacteria o__Campylobacterales f__Campylobacteraceae g__Arcobacter S__
OTU_NEM_288 20039 26742 23 30493 14250 38531 0 4443 354 0 286 0 6 0 0 0 0 0 0 0 0 1620 153 O[CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGAGGAAACTCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria
OTU_NEM_289 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 197 0 0 0 0 0 821 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGAGGAAACTCTGATGCAGCGACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae g__lLachnospira S__
OTU_NEM_290 0 0 21 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGAGGGAACTCTGATGCAGCGACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__[Tissierellaceae] g__ Peptoniphilus S__
OTU_NEM_291 0 0 0 0 0 0 0 0 0 0 0 0 0 0 287 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTYk__Bacteria p__Firmicutes c__ Clostridia o__Clostridiales f__[Mogibacteriaceae] g S__
OTU_NEM_292 0 0 0 0 0 1 0 0 0 0 1268 0 0 0 0 0 0 0 166 0 0 408 326 22|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g_ Vibrio S__
OTU_NEM_293 0 0 0 91 0 0 0 0 0 0 655 6 0 0 0 0 0 0 0 8 0 0 286 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f__Shewanellaceae g__Shewanella s__benthica
OTU_NEM_294 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 27 0 0 223 370 4|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGTdk __ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f _Colwelliaceae g__ Thalassomonas
OTU_NEM_295 0 0 89 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 47 0 221 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f__Alteromonadaceae g__Agarivorans S__
OTU_NEM_296 0 0 0 0 0 0 0 0 0 0 0 0 0 0 139 0 0 0 0 0 0 0 0 13|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Intrasporangiaceae
OTU_NEM_297 29945 13635 0 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTYk__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Mycobacteriaceae g__Mycobacterium S__
OTU_NEM_298 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 99 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTYk Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Actinomycetaceae g__Actinomyces s__
OTU_NEM_299 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 154|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTYk__Bacteria p__Actinobacteria c__Actinobacteria o__Bifidobacteriales f__Bifidobacteriaceae
OTU_NEM_300 0 0 74 14 0 11 90 0 395 0 0 151 0 0 55 0 16 18 3 4 95 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGT(k __ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Enterobacteriales f __Enterobacteriaceae g__ Escherichia s__coli
OTU_NEM_301 0 0 0 0 0 0 0 0 0 0 12 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__Photobacterium S__angustum
OTU_NEM_302 0 0 0 0 23 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGT(k _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Oceanospirillales f __Oceanospirillaceae g__ Oceanospirillum s__
OTU_NEM_303 0 0 108 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTqk__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Cellulomonadaceae g__Cellulomonas
OTU_NEM_304 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 268 435|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales
OTU_NEM_305 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 387|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f__Actinomycetaceae g__NO9 S__
OTU_NEM_306 3 0 0 62 62 17 175 675 0 44 0 0 206 1242 76 18 20 0 0 0 0 0 197 2868 |CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k__ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Corynebacteriaceae g__Corynebacterium s__
OTU_NEM_307 0 0 0 0 0 0 0 0 0 83 17 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTqk__Bacteria p__Actinobacteria c__Actinobacteria o__Bifidobacteriales f__Bifidobacteriaceae g__Bifidobacterium s__pseudolongum
OTU_NEM_308 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 65|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Clostridiaceae g__ Clostridium s__butyricum
OTU_NEM_309 0 0 0 0 0 1 0 0 0 0 660 0 0 0 0 0 0 0 0 0 0 0 0 4|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTQk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__Photobacterium S__
OTU_NEM_310 0 0 0 64 71 0 0 0 0 0 478 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGT(dk _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__ Photobacterium
OTU_NEM_311 0 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 95 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Aeromonadales f__Aeromonadaceae g S__
OTU_NEM_312 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 73 2|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGT(k _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Alteromonadales f __Alteromonadaceae g__ Glaciecola
OTU_NEM_313 0 0 0 0 0 0 0 0 0 0 20 0 0 0 168 490 0 0 166 0 157 0 0 95|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTYk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae g__Blautia S__




OTU_NEM_314 0 7 0 33 239 16 0 0 0 0 0 0 0 0 0 2 0 0 33 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTYk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae g__Blautia

OTU_NEM_315 0 89 0 222 220 48 0 0 0 215 8 0 0 0 0 177 15 92 26 99 237 0 0 33|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGT(k__ Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae g__[Ruminococcus] S__
OTU_NEM_316 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTYk__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Lachnospiraceae g__Coprococcus s__eutactus
OTU_NEM_317 0 0 0 2957 53 1992 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2|CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGT(k__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Kiloniellales f - S__
OTU_NEM_318 0 0 0 0 50 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGT{k__Bacteria p__Actinobacteria ¢__Actinobacteria o__Actinomycetales f__Geodermatophilaceae g__Blastococcus s__aggregatus
OTU_NEM_319 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21|CCTACGGGGGGCAGCAGTGGGGAATATTGCGCAATGGGCGGAAGCCTGACGCAGCGACGCCGCGT|k__ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f _Pseudonocardiaceae g__ Pseudonocardia

OTU_NEM_320 0 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGACCAAAAGTCTGATCCAGCAATTCTGTGT{k__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Alteromonadales f__Shewanellaceae g__Shewanella

OTU_NEM_321 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 71|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGACCAAAAGTCTGATCCAGCAATTCTGTGTk _ Bacteria p__Fusobacteria c__Fusobacteriia o__Fusobacteriales f__Fusobacteriaceae g__ Fusobacterium s__
OTU_NEM_322 0 0 0 0 0 0 0 0 0 0 1148 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCCACAAGCCTGATCCAGCAATTCTGTGT{k__Bacteria p__Fusobacteria ¢__Fusobacteriia o__Fusobacteriales f__Fusobacteriaceae g__Propionigenium S__
OTU_NEM_323 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales f __Sphingomonadaceae g__Sphingopyxis s__alaskensis
OTU_NEM_324 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 24|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales f__Sphingomonadaceae g__Sphingomonas s__wittichii
OTU_NEM_325 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 42|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales

OTU_NEM_326 0 0 14424 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 710 7091 74|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATACCGCAT(dk__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__Rickettsiales f__Anaplasmataceae g__Neorickettsia S__
OTU_NEM_327 1 83 125 13 0 0 0 302 317 0 0 123 0 0 0 93 0 17 4384 139 1260 1030 105 1|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__ Acinetobacter s__johnsonii
OTU_NEM_328 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGAAATCCTGATCCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Xanthomonadales f__Xanthomonadaceae g__Pseudoxanthomonas s__taiwanensis
OTU_NEM_329 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 27 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTdk _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Chromatiales f _Chromatiaceae g s__
OTU_NEM_330 0 0 38 0 0 0 0 0 0 0 0 0 0 0 170 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTdk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodospirillales f__Acetobacteraceae g S__
OTU_NEM_331 0 0 0 0 0 0 0 0 0 0 0 86 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(k _ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f __Brucellaceae g__ Ochrobactrum s__
OTU_NEM_332 34 0 673 72 0 19 164 850 239 0 0 124 223 0 0 4 0 7 54 50 0 463 0 12|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(Gk__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__Rhizobiales f__Bradyrhizobiaceae

OTU_NEM_333 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(k _ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Beijerinckiaceae g s__
OTU_NEM_334 0 0 158 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__Rhizobiales f__Bartonellaceae g S__
OTU_NEM_335 0 0 1847 0 0 0 0 0 0 0 0 0 59 0 207 0 0 0 0 0 0 0 204 21|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(k__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Methylobacteriaceae g__ Methylobacterium s__
OTU_NEM_336 0 72 2470 0 0 1 0 228 0 0 0 0 191 0 0 0 0 0 39 0 12 0 643 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Methylobacteriaceae g s
OTU_NEM_337 0 0 0 2 0 0 0 0 0 0 0 122 0 0 0 0 0 0 0 0 0 0 0 17|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGAAACCCTGATCCAGCGACGCCGCGT(k__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Xanthomonadales f _Sinobacteraceae g s__
OTU_NEM_338 0 0 0 0 0 0 0 0 0 0 0 0 0 0 263 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f__Methylocystaceae g Pleomorphomonas S__oryzae
OTU_NEM_339 0 0 0 0 0 0 0 0 0 0 0 114 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGT(k _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__ Psychrobacter s__celer
OTU_NEM_340 0 0 0 0 0 11 81 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 9167 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCGATGCCGCGT(qk__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__Rickettsiales f g S__
OTU_NEM_341 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 199 0 37 0 0 23|CCTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGGAACCCTGATCCAGCCATGCCGCGT(k__ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__ Psychrobacter s__pacificensis
OTU_NEM_342 0 0 0 0 0 0 0 0 0 0 0 0 463 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATATTGGGCAATGGACGCAAGTCTGACCCAGCAACGCCGCGT(k__Bacteria p__Firmicutes ¢__Clostridia o__Clostridiales f__Ruminococcaceae g__ Oscillospira s__guilliermondii
OTU_NEM_343 147 0 0 0 207 9 591 0 1026 0 0 0 1195 0 1013 0 0 65 0 0 86 2180 2785 O[CCTACGGGGGGCAGCAGTGGGGAATATTGGGCAATGGGCGAAAGCCTGACCCAGCGACGCCGCGT|k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Ruminococcaceae - S__
OTU_NEM_344 0 0 0 0 0 0 0 19604 322 0 10 987 0 0 469 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATATTTTACAATTTTCTCCCTCCTTCTCCCTCCCTTCCTCTTTCCCYk __Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Oceanospirillales

OTU_NEM_345 0 151 2911 0 0 6 75 62 85 0 0 0 153 0 116 0 0 0 0 0 24 0 157 0|CCTACGGGGGGCAGCAGTGGGGAATATTTTCCCCTTTTCTCCCTCCTTCCCCCGCAATGCCGCGTGG(k _Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodospirillales f __Acetobacteraceae g__Roseomonas S__mucosa
OTU_NEM_346 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 50|CCTACGGGGGGCAGCAGTGGGGAATCTTAGACAATGGGGGAAACCCTGATCTAGCCATGCCGCGT{k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodobacterales f__Rhodobacteraceae g__Rhodobacter S
OTU_NEM_347 0 0 0 0 0 0 0 0 0 30 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTGGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Veillonellaceae g_ Veillonella s__dispar
OTU_NEM_348 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25|CCTACGGGGGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCAACGCCGCGTYk__Bacteria p__Actinobacteria ¢__Acidimicrobiia o__Acidimicrobiales f g S__
OTU_NEM_349 0 0 0 0 0 0 93 0 0 0 0 0 0 0 0 0 0 16 0 0 0 0 24 57|CCTACGGGGGGCAGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGT(k__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Caulobacterales f __Caulobacteraceae g s__
OTU_NEM_350 0 0 0 0 0 0 0 0 0 0 0 0 0 0 115 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATCTTGCGCAATGGGCGGAAGCCTGACGCAGCAACGCCGCGT{k__Bacteria p__Actinobacteria ¢__Thermoleophilia o__Gaiellales f g S__
OTU_NEM_351 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 21|CCTACGGGGGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT(Gk__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodobacterales f _Hyphomonadaceae g s__
OTU_NEM_352 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 271 0| CCTACGGGGGGCAGCAGTGGGGAATCTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__Rhodobacterales f__Rhodobacteraceae g__Phaeobacter S__
OTU_NEM_353 0 0 0 0 60 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATCTTGGACAATGGGGGAAACCCTGATCCAGCGATGCCGCGT(k _ Bacteria p__Proteobacteria c__Gammaproteobacteria o__Legionellales f _Coxiellaceae g__ Rickettsiella s__
OTU_NEM_354 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1156{CCTACGGGGGGCAGCAGTGGGGAATCTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__Rhodobacterales f__Rhodobacteraceae g__Amaricoccus S__
OTU_NEM_355 0 0 0 0 0 0 0 0 0 7803 352 17289 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCAGCAGTGGGGAATTTTGCGCAATGGACGAAAGTCTGACGCAGCAACGCCGCGT(k__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Sva0853 f_JTB36 g S__
OTU_NEM_356 0 0 0 0 0 0 0 0 6 0 0 0 0 0 0 0 0 18 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f__Oxalobacteraceae g__Janthinobacterium

OTU_NEM_357 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 22 0 29 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k _ Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f _Comamonadaceae g__Comamonas s__
OTU_NEM_358 70 10 281 81 83 11 522 1757 71 0 0 162 49 251 154 9 39 9 329 59 6 511 41 18|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(Gk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f__Comamonadaceae

OTU_NEM_359 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 33|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT(Gk__ Bacteria p__Proteobacteria c__Betaproteobacteria o__Rhodocyclales f _Rhodocyclaceae g_ Zoogloea s__
OTU_NEM_360 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 82 0| CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Methylophilales f _Methylophilaceae g s
OTU_NEM_361 0 0 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT{k __Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f _Comamonadaceae g__ Acidovorax

OTU_NEM_362 0 0 0 0 0 0 0 0 0 0 0 144 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCGACGCCGCGT(Gk__Bacteria p__Gemmatimonadetes c__Gemm-6 o__ f g s__
OTU_NEM_363 0 0 0 0 0 0 0 0 0 0 0 0 0 0 404 0 0 0 0 0 0 0 0 7|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGT{k _ Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f _Comamonadaceae g__ Tepidimonas s__
OTU_NEM_364 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 17|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f g s
OTU_NEM_365 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGT({k __ Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f _Comamonadaceae g__ Acidovorax s
OTU_NEM_366 0 0 0 0 0 0 0 0 0 0 0 0 0 0 208 107 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCTATTCCGCGTG|k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f__Alcaligenaceae g__ Sutterella s
OTU_NEM_367 0 0 0 0 0 0 168 0 0 0 0 0 0 0 0 0 0 0 9 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGGGAAACCCTGATCCAGCCATGCCGCGT{k __Bacteria p__Proteobacteria c__Betaproteobacteria o__Neisseriales f __Neisseriaceae g s__
OTU_NEM_368 0 0 0 0 0 13 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0| CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGTJk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f__Oxalobacteraceae g S__
OTU_NEM_369 0 0 0 0 19 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCAATGCCGCGT{k _ Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f _Oxalobacteraceae g__ Ralstonia s__
OTU_NEM_370 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 381|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Rhodocyclales f__Rhodocyclaceae

OTU_NEM_371 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 6|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATTCCGCGTG|k _Bacteria p__Proteobacteria c__Betaproteobacteria o__Rhodocyclales f _Rhodocyclaceae g__ Methyloversatilis s__
OTU_NEM_372 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATTCCGCGTG|k__Bacteria p__Proteobacteria c__Betaproteobacteria o__ f g s__
OTU_NEM_373 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 12|CCTACGGGGGGCAGCAGTGGGGAATTTTGGACAATGGGGGGAACCCTGATCCAGCCATGCCGCGT(Gk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Procabacteriales f _Procabacteriaceae g__ Procabacter s__
OTU_NEM_374 0 0 0 0 0 0 0 0 0 0 0 0 0 0 163 0 0 0 0 0 0 0 0 204|CCTACGGGGGGCAGCAGTGGGGGATATTGCACAATGGAGGAAACTCTGATGCAGCGACGCCGCGT(k__Bacteria p__Firmicutes ¢__Clostridia o__Clostridiales f__Ruminococcaceae g__Ethanoligenens S__
OTU_NEM_375 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 47|CCTACGGGGGGCAGCAGTGGGGGATATTGCACAATGGGCGAAAGCCTGATGCAGCGATGCCGCGTYk _Bacteria p__Firmicutes c__Clostridia o__Clostridiales f _Ruminococcaceae g__ Clostridium s__islandicum
OTU_NEM_376 25 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCAGCAGTTAGGAATCTTCCGCAATGGACGGAAGTCTGACGGAGCGACGCCGCTTHk__Bacteria p__[Thermi] ¢__Deinococci o__Thermales f _Thermaceae g__Thermus S__
OTU_NEM_377 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27|CCTACGGGGGGCAGCAGTTGGGAATCTTGGACAATGGGGGAAACCCTGATCCAGCCATGCCGCGTQk__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Ellin329 f g S__
OTU_NEM_378 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 43|CCTACGGGGGGCTGCAGTAACGAATCTTCCGCAATGCACGAAAGTGTGACGGAGCGACGCCGCGTHk__Bacteria p__Planctomycetes ¢__Phycisphaerae o__WD2101 f g S__
OTU_NEM_379 104 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCTGCAGTAGGGAATCTTCCACAATGGACGAAAGTCTGATGGAGCAACGCCGCGTHk__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Leuconostocaceae g S__
OTU_NEM_380 0 0 36 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 58| CCTACGGGGGGCTGCAGTCGAGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCGACGCCGCGTdk__Bacteria p__Planctomycetes c__Planctomycetia o__Planctomycetales f__Planctomycetaceae g__Planctomyces S__
OTU_NEM_381 0 0 28 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCTGCAGTCGAGAATCTTCGGCAATGGACGAAAGTCTGACCGAGCGACGCCGCGT(Jk__Bacteria p__Planctomycetes c__Planctomycetia o__Pirellulales f__Pirellulaceae

OTU_NEM_382 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTCGAGGATCTTTCGCAATGGGCGAAAGCCTGACGAAGCGACGCCGTGT({k__Bacteria p__Chlamydiae ¢__Chlamydiia o__Chlamydiales f g S__
OTU_NEM_383 0 0 0 0 0 0 0 0 0 0 0 0 142 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGGGGCTGCAGTGAGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGT(k__Bacteria p__TM6 c__SIA-4 o__ f - S__
OTU_NEM_384 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 308 0 0 0 0 0|CCTACGGGGGGCTGCAGTGAGGAATATTGGTCAATGGGCGAGAGCCTGAACCAGCCAAGTAGCGT(dk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Prevotellaceae g__ Prevotella s__stercorea
OTU_NEM_385 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 82|CCTACGGGGGGCTGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTdk _ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Microbacteriaceae g__ Salinibacterium s__
OTU_NEM_386 0 0 0 0 93 0 0 0 0 0 0 0 0 0 0 0 0 0 125 0 0 0 207 13|CCTACGGGGGGCTGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Alteromonadales f__Colwelliaceae g__Thalassomonas S__
OTU_NEM_387 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 50|CCTACGGGGGGCTGCAGTGGGGAATATTGCGCAATGGGCGGAAGCCTGACGCAGCGACGCCGCGTIk __ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Geodermatophilaceae g__Geodermatophilus s__
OTU_NEM_388 0 0 0 0 208 6 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 50|CCTACGGGGGGCTGCAGTGGGGAATATTGCGCAATGGGGGCAACCCTGACGCAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Ruminococcaceae g__Butyricicoccus s__pullicaecorum
OTU_NEM_389 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 26|CCTACGGGGGGCTGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGT(Gk__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f __Hyphomicrobiaceae g__ Rhodoplanes s__
OTU_NEM_390 0 0 0 0 0 0 0 0 0 0 0 0 0 0 254 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Caulobacterales f__Caulobacteraceae g__Asticcacaulis S__
OTU_NEM_391 0 0 0 55 1 0 0 1 0 0 0 0 57682 21730 36353 0 0 0 0 0 0 323 0 O[CCTACGGGGGGCTGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGk__Bacteria p__Proteobacteria c__Betaproteobacteria

OTU_NEM_392 0 0 19 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Neisseriales f__Neisseriaceae g__Neisseria

OTU_NEM_393 0 0 0 0 0 0 754 0 0 0 0 0 0 0 0 174 0 0 0 0 81 0 0 O[CCTACGGGGGGCTGCAGTGGGGGATATTGGACAATGGGGGCAACCCTGATCCAGCGACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f__Ruminococcaceae

OTU_NEM_394 0 0 0 0 3 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGGGGCTGCAGTTAGGGATATTGGGCAATGGAGGAAACTCTGACCCAGCAATGCCGCGTHk__Bacteria p__Tenericutes ¢__Mollicutes o__ f g s__
OTU_NEM_395 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 30|CCTACGGGGTGCAGCAGTGGGGAATTTTGGACAATGGGCGCAAGCCTGATCCAGCAATGCCGCGTGEk__ Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f _Comamonadaceae g__ Hydrogenophaga s__
OTU_NEM_396 0 41 332 100 493 559 0 1596 0 0 10318 0 0 0 0 331 0 42 5682 630 855 25844 25896 1503 |CCTACGGGGTTCCTCCTTTTTTCCTCCCGCCAAATGGGCGAAAGCCTGATGCAGCCATGCCGCGTGTAkK __Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Vibrionales f__Vibrionaceae

OTU_NEM_397 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2|CCTACGGGTGGCAGCAGTAAGGAATATTGGACAATGCCCGCAAGGGTGATCCAGCCATGCCGCGTG|k__Bacteria p__Bacteroidetes c__Sphingobacteriia o__Sphingobacteriales f - S__
OTU_NEM_398 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 52|CCTACGGGTGGCAGCAGTAAGGAATATTGGTCAATGGACGCAAGTCTGAACCAGCCATGCCGCGTG(k__Bacteria p__Bacteroidetes c¢__BME43 o__ f g s__
OTU_NEM_399 0 0 51 0 0 8 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1321 0 0|CCTACGGGTGGCAGCAGTAGGGAATCTTAGACAATGGGGGCAACCCTGATCTAGCCATGCCGCGTG]|k__ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhodobacterales f __Rhodobacteraceae g__ Octadecabacter s__
OTU_NEM_400 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 25|CCTACGGGTGGCAGCAGTAGGGAATCTTCCACAATGGACGAAAGTCTGATGGAGCAATGCCGCGTG|k__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Planococcaceae

OTU_NEM_401 80 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTAGGGAATCTTCCACAATGGACGCAAGTCTGATGGAGCAACGCCGCGTG|k _Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f _Lactobacillaceae g__ Pediococcus s__
OTU_NEM_402 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 83|CCTACGGGTGGCAGCAGTAGGGAATCTTCCACAATGGGCGAAAGCCTGATGGAGCAACGCCGCGTHk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Planococcaceae g__Lysinibacillus

OTU_NEM_403 1 0 0 0 0 0 36 0 0 0 0 0 0 153 108 0 0 0 0 0 0 0 0 O[CCTACGGGTGGCAGCAGTAGGGAATCTTCCACAATGGGCGCAAGCCTGATGGAGCAACACCGCGTGk__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Lactobacillaceae g__lactobacillus

OTU_NEM_404 0 0 0 0 0 0 200 1 0 0 0 0 0 1 1 0 0 0 0 0 0 0 156 33|CCTACGGGTGGCAGCAGTAGGGAATCTTCCACAATGGGCGCAAGCCTGATGGAGCAACGCCGCGTQk__Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f__Leuconostocaceae g__ Weissella

OTU_NEM_405 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 29|CCTACGGGTGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTdk__ Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Paenibacillaceae g__Paenibacillus s__barengoltzii
OTU_NEM_406 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 84|CCTACGGGTGGCAGCAGTAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCCACGCCGCGTYk__Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Bacillaceae g__Bacillus s__muralis
OTU_NEM_407 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 115|CCTACGGGTGGCAGCAGTAGGGAATCTTCCGCAATGGACGCAAGTCTGACGGAGCAACGCCGCGTJk__ Bacteria p__Firmicutes c__Bacilli o__Bacillales f__Paenibacillaceae g__Paenibacillus S__
OTU_NEM_408 0 65 0 98 0 0 0 0 0 0 0 0 0 0 0 176 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTAGGGAATTTTCGGCAATGGGCGAAAGCCTGACCGAGCAACGCCGCGTJk__Bacteria p__Firmicutes c__Erysipelotrichi o__Erysipelotrichales f__Erysipelotrichaceae g__Coprobacillus S__
OTU_NEM_409 0 0 0 0 0 0 0 0 1528 0 0 31427 0 0 0 245 0 0 0 0 0 0 0 93|CCTACGGGTGGCAGCAGTAGGGAATTTTCGTCAATGGGGGAAACCCTGAACGAGCAACGCCGCGTdk__ Bacteria p__Firmicutes c__Erysipelotrichi o__Erysipelotrichales f__Erysipelotrichaceae - S__
OTU_NEM_410 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 41 0 0 0 0[CCTACGGGTGGCAGCAGTAGGGAATTTTGCGCAATGGGGGAAACCCTGACGCAGCAACACCGCGT(Jk__Bacteria p__Cyanobacteria c__4C0d-2 o__YS2 f g s__
OTU_NEM_411 0 0 0 0 0 0 0 0 0 134 0 0 0 0 0 188 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTCGAGAATCATTCACAATGGGGGAAACCCTGATGGTGCGACGCCGCGTEk __ Bacteria p__Verrucomicrobia c__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g__Akkermansia s__muciniphila
OTU_NEM_412 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTCGAGAATCTTCGGCAATGGGCGCAAGCCTGACCGAGCGACGCCGCGTHk__Bacteria p__Planctomycetes c__Planctomycetia o__Pirellulales f__Pirellulaceae g__ Pirellula S__
OTU_NEM_413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 28|CCTACGGGTGGCAGCAGTGAGGAATATTGCCCAATGGACGCAAGTCTGAGGCAGCGACGCCGCGT(k__Bacteria p__Chloroflexi c__Anaerolineae o__SBR1031 f__Adb - S__
OTU_NEM_414 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 319 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGAGGAATATTGGGCAATGGAGGAAACTCTGACCCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__RF32 f g S__
OTU_NEM_415 0 0 0 0 0 0 0 0 263 0 3 0 0 0 0 0 0 0 718 9541 1818 0 0 O[CCTACGGGTGGCAGCAGTGAGGAATATTGGTCAATGGACGAAAGTCTGAACCAGCCATGCCGCGTG|k__Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f - S__
OTU_NEM_416 0 0 0 0 0 0 0 0 0 0 0 0 0 0 563 0 0 0 79 0 0 0 0 0|CCTACGGGTGGCAGCAGTGAGGAATATTGGTCAATGGCCGAGAGGCTGAACCAGCCAAGTCGCGTJk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Porphyromonadaceae g__Parabacteroides S__
OTU_NEM_417 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3|CCTACGGGTGGCAGCAGTGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCATGCCGCGTEk _ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f __Cryomorphaceae g__ Fluviicola s__
OTU_NEM_418 0 0 0 0 0 0 0 0 0 0 0 0 0 0 293 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGAGGGAACTCTGATGCAGCGACGCCGCGT(k__Bacteria p__Firmicutes ¢__Clostridia o__Clostridiales f__[Tissierellaceae] g__Sporanaerobacter S__
OTU_NEM_419 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGT{k __Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__Aliivibrio s__
OTU_NEM_420 0 0 0 0 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Oceanospirillales f__Oceanospirillaceae g__ Oleispira S__
OTU_NEM_421 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2866|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAACGCCGCGT(k__ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Microbacteriaceae

OTU_NEM_422 0 0 0 0 0 0 0 0 0 0 59 0 0 0 0 0 0 0 0 0 0 0 58 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTHk__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Vibrionales f__Pseudoalteromonadaceae

OTU_NEM_423 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGT(k _ Bacteria p__Actinobacteria c__Actinobacteria o__Actinomycetales f __Micrococcaceae g__ Nesterenkonia s__
OTU_NEM_424 0 0 0 0 0 4 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGCGGAAGCCTGATGCAGCGACGCCGCGT(Gk__Bacteria p__Actinobacteria ¢__Actinobacteria o__Actinomycetales f__Corynebacteriaceae g__Corynebacterium s__simulans
OTU_NEM_425 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 138 0 0 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGT(dk _Bacteria p__Firmicutes c__Clostridia o__Clostridiales f __Lachnospiraceae g__Coprococcus s__
OTU_NEM_426 0 0 0 0 0 21 0 0 0 0 0 0 0 0 0 0 0 0 0 110 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTdk__Bacteria p__Firmicutes ¢__Clostridia o__Clostridiales f__Lachnospiraceae g S__
OTU_NEM_427 0 0 0 15 0 0 0 0 0 0 0 0 0 0 246 1066 0 0 0 0 144 0 0 205|CCTACGGGTGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGT(k__ Bacteria p__Firmicutes c__Clostridia o__Clostridiales f _Ruminococcaceae g__Faecalibacterium S__prausnitzii
OTU_NEM_428 0 0 287 0 0 40 0 1712 0 0 0 0 0 0 0 0 0 0 65 0 0 0 280 0|CCTACGGGTGGCAGCAGTGGGGAATATTGCGCAATGGGGGAAACCCTGACGCAGCAACGCCGCGT(Gk__Bacteria p__Firmicutes ¢__Clostridia o__Clostridiales f__Clostridiaceae g__ Clostridium S__
OTU_NEM_429 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 53|CCTACGGGTGGCAGCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGT(k__Bacteria p__Proteobacteria c__Alphaproteobacteria o__Sphingomonadales f - S__
OTU_NEM_430 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2|CCTACGGGTGGCAGCAGTGGGGAATATTGGACAATGGGCGGAAGCCTGATCCAGCAACGCCGCGTdk__Bacteria p__Actinobacteria ¢__Actinobacteria o__Actinomycetales f __Nocardioidaceae

OTU_NEM_431 0 0 0 0 14 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 O[CCTACGGGTGGCAGCAGTGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCAATACCGCGTHk__Bacteria p__Proteobacteria c__Gammaproteobacteria o__Legionellales

OTU_NEM_432 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 36 0|CCTACGGGTGGCAGCAGTGGGGAATCTTAGACAATGGGCGCAAGCCTGATCTAGCCATGCCGCGTG|k__Bacteria p__Proteobacteria ¢__Alphaproteobacteria o__Rhodobacterales f__Rhodobacteraceae g__Pseudoruegeria S__
OTU_NEM_433 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 130 0 0 0 0 O[CCTACGGGTGGCAGCAGTGGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGT(k__Bacteria p__Firmicutes c__Clostridia o__Clostridiales f_ Veillonellaceae g__Megamonas S__
OTU_NEM_434 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATCTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTEk__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Oceanospirillales f__Alcanivoracaceae g__Alcanivorax s__venustensis
OTU_NEM_435 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 20|CCTACGGGTGGCAGCAGTGGGGAATTTTACGCAATGGGGGAAACCCTGACGTAGCGACACCGCGTdk__Bacteria p__Cyanobacteria c__4C0d-2 o__MLE1-12 f - S__
OTU_NEM_436 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3|CCTACGGGTGGCAGCAGTGGGGAATTTTCCGCAATGGGCGAAAGCCTGACGGAGCAAGACCGCGTdk__Bacteria p__Cyanobacteria ¢__Oscillatoriophycideae o__Oscillatoriales f__Phormidiaceae g__Phormidium S__
OTU_NEM_437 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 0 0 0 0|CCTACGGGTGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTG|k _Bacteria p__Proteobacteria c__Betaproteobacteria o__Rhodocyclales f _Rhodocyclaceae g__ Azospira s__
OTU_NEM_438 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 27|CCTACGGGTGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTGk__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f __Comamonadaceae g__Methylibium S__
OTU_NEM_439 0 0 0 0 0 0 1 3 0 0 0 8 0 0 1 0 0 27 11 1 0 1 3 2|CCTACGGGTGGCTGCAGGTGCGGCAGGTGCATTTAGTCGATATGATTTACACAAAATTTAAATAAAAlk _ Bacteria p__0OD1

OTU_NEM_440 0 0 0 0 0 0 0 0 0 238 0 0 0 0 0 0 0 0 0 0 0 0 0 59|CCTACGGGTGGCTGCAGTAGGGAATATTGCACAATGGAGGAAACTCTGATGCAGCGACGCCGCGTGEk__Bacteria p__Proteobacteria c__Deltaproteobacteria o__Bdellovibrionales f__Bdellovibrionaceae g__Bdellovibrio S__
OTU_NEM_441 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCTGCAGTAGGGAATCTTCCACAATGGACGCAAGTCTGATGGAGCAACGCCGCGTG|k _ Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f _Lactobacillaceae g__lLactobacillus s__salivarius
OTU_NEM_442 0 0 0 0 0 0 0 0 0 0 7 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCTGCAGTCGAGAATAATTCACAATGGACGAAAGTCTGATGGTGCAACGCCGCGTGYk__Bacteria p__Verrucomicrobia ¢__Verrucomicrobiae o__Verrucomicrobiales f__Verrucomicrobiaceae g__Haloferula S__rosea
OTU_NEM_443 0 0 0 0 114 3 0 0 0 0 0 30 0 0 0 0 0 0 0 0 0 0 0 1654|CCTACGGGTGGCTGCAGTGAGGAATATTGGGCAATGGAGGCAACTCTGACCCAGCCATGCCGCGTG|k _ Bacteria p__Bacteroidetes c__Flavobacteriia o__Flavobacteriales f __Flavobacteriaceae g__ Polaribacter s__
OTU_NEM_444 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 18 0 0 146 0 0 0 0 0|CCTACGGGTGGCTGCAGTGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTAGCGTGEk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Bacteroidaceae g__Bacteroides s__uniformis
OTU_NEM_445 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 190 O[CCTACGGGTGGCTGCAGTGAGGAATATTGGTCAATGGTCGGAAGACTGAACCAGCCAAGTAGCGTGk__Bacteria p__Bacteroidetes c__Bacteroidia o__Bacteroidales f__Bacteroidaceae g_ 5-7N15 S__
OTU_NEM_446 0 0 0 0 0 20 0 0 0 0 433 0 0 0 0 0 0 0 157 24 2 2544 425 142|CCTACGGGTGGCTGCAGTGGGGAATATTGCACAATGGAGGAAACTCTGATGCAGCCATACCGCGTG]k__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Alteromonadales f__Moritellaceae g__Moritella S__
OTU_NEM_447 0 0 0 0 0 8 0 0 0 0 15 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCTGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCCATGCCGCGTEk __Bacteria p__Proteobacteria c__Gammaproteobacteria o__Vibrionales f__Vibrionaceae g__ Photobacterium s__rosenbergii
OTU_NEM_448 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCTGCAGTGGGGAATATTGCGCAATGGGCGGAAGCCTGACGCAGCAACGCCGCGT(k__Bacteria p__Proteobacteria c__Deltaproteobacteria o__PB19 f g S__
OTU_NEM_449 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 11 0 0 0 0 0|CCTACGGGTGGCTGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTG|k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__Pseudomonadales f __Moraxellaceae g__ Acinetobacter s__rhizosphaerae
OTU_NEM_450 0 0 0 0 0 0 0 0 0 0 0 0 0 0 245 0 0 0 0 0 0 0 0 0|CCTACGGGTGGCTTCAGTGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAACGCCGCGTG|k__Bacteria p__Actinobacteria ¢__Actinobacteria o__Actinomycetales f__Nocardioidaceae g__Aeromicrobium S__
OTU_NEM_451 1381 0 450 0 0 0 6099 2304 3083 0 0 0 189 1868 956 0 0 0 0 0 0 1718 27 0|CCTACGGGTTTCCGCAGTAGGGACTCTTCCCCCCTTTTCTCCCTCCTTCTGGCCCAACGCCGCGTGTGTk__ Bacteria p__Firmicutes c__Bacilli o__Lactobacillales f _Leuconostocaceae g__Leuconostoc s__mesenteroides
OTU_NEM_452 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0|CTACGGGTGGCAGCAGTGGGGAATTTTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTGT|k__Bacteria p__Proteobacteria c__Betaproteobacteria o__Burkholderiales f__Oxalobacteraceae

OTU_NEM_453 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3|CTACGGGTGGCAGCATTGGGGAATATTGGACAATGGGCGCAAACCTGATCCAGCCATACCGCGTGG|k _Bacteria p__Proteobacteria c__Gammaproteobacteria o__Xanthomonadales f _Xanthomonadaceae g__ Stenotrophomonas

OTU_NEM_454 29 275 7962 1 0 21 285 1099 10341 33 4 0 143 0 124 0 0 0 455 0 268 70 4252 5|CTTACGGGGGGCAGCAGTGGGGAATATTGGACAATGGGGGGAACCCTGATCCAGCCATGCCGCGTdk__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__Acinetobacter S__
OTU_NEM_455 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 163|GCTGCAGTGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAdk _ Bacteria p__Proteobacteria c__Alphaproteobacteria o__Rhizobiales f __Hyphomicrobiaceae g__ Hyphomicrobium s
OTU_NEM_456 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 1 0 0 O|TCCTCCTTTTTTCATCTTTTCCAATTTTCGAAATCCTTATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTk__Bacteria p__Proteobacteria ¢__Gammaproteobacteria o__Pseudomonadales f__Moraxellaceae g__Acinetobacter

OTU_NEM_457 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4[TGCAGTCGAGGATCTTCCGCAATGGGCGAAAGCCTGACGGAGCGACGCCGCGTGGAGGACGAAGG|k__Bacteria p__Planctomycetes c__OM190 o__CL500-15 f - s
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