SREMEEO NS L URERE

ASVH4E BEHY — R RHEE HRMEBREESR (16S_ribosomal_RNA Database) HHRERZERER (nt_prok Database)
ASV ID  |Feature ID|Confidence |5 il 0 B o) B [ E2% 5 (bp) | s @ s mms@ | s nim e [ naao [ s nim e s nmme [ see muno [sen s [ seenine [senimn® [senune [senune | B RE S AERIE (%) s/ ARENEby) [BERIE (Top HIY) | BERES AR (%) senmrrEnse | EiRE (Top Hit)
ASV0001 [000c45d5¢ 0.801426|Bacteria [Proteobac|AlphaprotdSphingomongSphingom{Altererythf TACGGAG 253 0 0 7 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_157782.1 100{253/253 AlterigipengydFN397673.1 100{253/253 Blastomonas sp. AMV5 partial 16S rRNA gene, strain AMV5
ASV0002 |00434dda( 0.999934|Bacteria [NB1-j NB1-j NB1-j NB1-j NB1-j TACGGAG 253 0 0 49 0 0 0 0.00% 0.00% 0.01% 0.00% 0.00% 0.00%|NR_044523.1 90.476(228/252 Phaselicystis {GU271652.1 95.652(242/253 Uncultured Bacillus sp. clone 4_45 16S ribosomal RNA gene, partia
ASV0003 |0074e3b27 0.999992|Bacteria [ChloroflexjAnaeroling SBR1031 Adb Adb AACGTAG 253 0 0 32 0 0 0 0.00% 0.00% 0.01% 0.00% 0.00% 0.00%|NR_181001.1 85.098|219/255 PhototrophicyGU326810.1 100{253/253 Uncultured marine bacterium clone SiDSep07M147 16S ribosomal
ASV0004 |00ae5c76€6 0.831981|Bacteria |Proteobac|AlphaprotdRhodospirillajunculturequncultured TACGAAG 253 0 0 15 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_042646.1 89.804(229/255 Kiloniella lamiMG801780.1 91.304(231/253 Uncultured Rickettsiales bacterium clone 3d_72073 16S ribosomal
ASV0005 |00c210a0 1[Archaea |Euryarcha{Methanob]Methanobact|Methanob{Methanob{CACCGGC| 254 0 0 0 0 0 10 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_115811.1 100(|254/254 MethanobactdJN020913.1 100(|254/254 Methanobacterium sp. GRAU-8 16S ribosomal RNA gene, partial se
ASV0006 |00dfca212| 0.920045|Bacteria |Planctomy|Planctomy|Pirellulales |Pirellulace|Pirellulacel CACGAAC 253 0 0 100 0 0 0 0.00% 0.00% 0.02% 0.00% 0.00% 0.00%|NR_173563.1 92.885(235/253 PirellulimonagLC071271.1 98.419(249/253 Uncultured Planctomycetia bacterium gene for 16S ribosomal RNA
ASV0007 |00f22fe0aq 0.834502|Bacteria |Proteobac|AlphaprotdRhizobiales |XanthobaqPseudorhq TACGAAG 253 0 0 220 0 0 0 0.00% 0.00% 0.05% 0.00% 0.00% 0.00%|NR_145909.1 98.814(250/253 PseudorhodogJF986069.1 100(253/253 Uncultured proteobacterium clone Upland_16_5367 16S ribosomal
ASV0008 (011862864 0.999995|Bacteria |BacteroiddBacteroidilSphingobactgSphingobalSphingobal TACGGAG 253 0 0 0 0 0 9 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_108120.1 98.024(248/253 Sphingobacte|OM142549.1 99.209(251/253 Sphingobacterium sp. strain DGG12 16S ribosomal RNA gene, parti
ASV0009 |014eeebbd 0.981263(Bacteria [ActinobactActinobactMicrococcale|Microbact{Pseudocla|TACGTAG 253 0 0 0 0 0 7 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_109073.1 100(253/253 PseudoclavibgNR_109073.1 100(253/253 Pseudoclavibacter caeni strain MJ28 16S ribosomal RNA, partial se
ASV0010 |0157856d9 0.902924|Bacteria |ActinobaciAcidimicro|Microtrichale|Microtrich{Sva0996_rfCACGTAG 254 0 0 20 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_171428.1 96.063(244/254 Actinomarinic{GU230449.1 99.213(252/254 Uncultured actinobacterium clone ARTE12_222 16S ribosomal RN/
ASV0011 (01922d744 0.911083|Bacteria [Planctomy|Planctomy|lsosphaeraleqlsosphaerduncultureGACGAAC 254 0 0 106 0 0 0 0.00% 0.00% 0.02% 0.00% 0.00% 0.00%|NR_122081.1 92.969(238/256 Aquisphaera gLR970399.1 94.922(243/256 uncultured Planctomycetaceae partial 16S rRNA gene
ASV0012 [019a8e93q 0.999999|Bacteria |Proteobac|AlphaprotdReyranellales|ReyranellajunculturedGACGAAG 253 0 0 5 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_180403.1 92.885(235/253 Vineibacter te] MW336926.1 100(253/253 Uncultured Rhodospirillales bacterium clone Otu1792 16S ribosom
ASV0013 [01a01681K 0.999941|Bacteria |Proteobac|AlphaprotdKiloniellales |Fodinicurvjuncultured TACGAAG 253 0 418 0 0 0 0 0.00% 0.16% 0.00% 0.00% 0.00% 0.00%|NR_158148.1 91.732(233/254 Marivibrio halfMG801737.1 96.838(245/253 Uncultured Kiloniellales bacterium clone 3b_93148 16S ribosomal |
ASV0014 |0laae7614 0.94949|Bacteria [ChloroflexiN9DO N9DO N9DO N9DO TACGTAG 253 0 0 10 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_180716.1 85.714|216/252 Tepidiforma b|OW750711.1 94.466(239/253 uncultured Chloroflexi bacterium DNA containing 16S-23S interger
ASV0015 [0lec69b9 1|Bacteria [Proteobac|AlphaprotqRhodospirillalRhodospirfuncultureq TACGAAG 253 0 0 62 0 0 0 0.00% 0.00% 0.01% 0.00% 0.00% 0.00%|NR_044175.1 90.272(232/257 CucumibacterfEF073383.1 99.605(252/253 Uncultured alpha proteobacterium clone GASP-WB1S2_A10 16S ril
ASV0016 |027a87edq 0.832126|Bacteria |Proteobac|AlphaprotdAcetobactera|Acetobact{Acetobact{ TACGAAG 253 4 0 0 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_118170.1 100/253/253 Acetobacter p|GQ332261.1 100(253/253 Uncultured Acetobacter sp. clone V45 16S ribosomal RNA gene, pa
ASV0017 (028222fbc| 0.761396|Bacteria |Firmicutes|Bacilli Paenibacillal{Paenibacil|Paenibacil| TACGTAG 252 0 19 0 0 0 0 0.00% 0.01% 0.00% 0.00% 0.00% 0.00%|NR_024752.1 94.882(241/254 Paenibacillus |OP915511.1 100{250/250 Uncultured Paenibacillus sp. clone New.CleanUp.ReferenceOTU16
ASV0018 |029chec8f| 0.735743|Bacteria |Proteobac|Alphaprot§RhodobacterdRhodobacteraceae |[TACGGAG 253 0 0 12 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_118031.1 97.233(246/253 MeinhardsimqOW761203.1 98.419(249/253 Alphaproteobacteria bacterium DNA containing 16S-23S intergenic
ASV0019 |02b2a2891 0.999986|Bacteria [Planctomy|Phycispha|PhycisphaergPhycispha|SM1A02 |TACGGAA 253 0 0 8 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%|NR_180448.1 80.4(201/250 Mucisphaera {KP988937.1 92.095(233/253 Uncultured Phycisphaerales bacterium clone MESOT266 16S ribos
ASV0020 (02dd75f97 0.999999|Bacteria |Proteobac|AlphaprotdRhizobiales |Xanthobacteraceae [TACGAAG 253 0 0 38 0 0 0 0.00% 0.00% 0.01% 0.00% 0.00% 0.00%|NR_113665.1 100(253/253 Xanthobacter|AB636292.1 100(253/253 Xanthobacter sp. NL127 gene for 16S rRNA, partial sequence |
ASV0021 [031be449q 0.830196|Bacteria |Acidobact{BlastocateBlastocatella|BlastocatgBlastocatq TACGTAG 253 0 0 46 0 0 0 0.00% 0.00% 0.01% 0.00% 0.00% 0.00%(NR_151987.1 92.8|232/250 Brevitalea ari¢GU271580.1 95.257(241/253 Uncultured Clostridium sp. clone 1_118 16S ribosomal RNA gene, ¢
ASV0022 [03599cdc 1|Bacteria |DadabactdDadabactqDadabacteria DadabactdDadabactd TACGGAG 253 0 2,868 0 0 0 0 0.00% 1.08% 0.00% 0.00% 0.00% 0.00%|NR_173516.1 84.064(211/251 Stagnimonas {AB491166.1 100(253/253 Bacterium Kaz2 gene for 16S rRNA, partial sequence |
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BmEY — N BEEE

HEMRAO |MEVEAQ |MEDHAG |[(MEDEF® (MEVEAO |HMEVEFO |HEVERAO |MEVEAQ |MEDEAQ |(MEHHEFO [(HMEVEFO |[HMEHEFO
Bacteria 156,989 263,360 359,553 152,400 277,162 210,351 99.99% 99.20% 80.99% 99.92% 100.00% 100.00%
Archaea 11 2,126 84,394 125 2 10 0.01% 0.80% 19.01% 0.08% 0.00% 0.00%
Total 157,000 265,486 443,947 152,525 277,164 210,361 100.00% 100.00% 100.00% 100.00% 100.00% 100.00%

ASV#L

HMEHEFO |MEDEFQ |MEVEAG (MEVEA® [(MEMEFAO |HEDEFG®
Bacteria 50 287 1,046 222 66 126
Archaea 2 2 17 11 1 1
Total 52 289 1,063 233 67 127
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*MITORE

WY — F# RHEIE | P! WY — F# RHEIE

MEYMRAMEMEAME D RAME Y LUAMEDEAMEDRAME Y LUAMEDEAMEDHAME Y UAMEDEAMEDHF® 5 ] MEHHRHO |[MEDRFQ |MEHHAKQ |MEHRAO |MEDEAG |MEDEFE® |MEDEFDO MEVEFQ |[MEVRFO [MEDRFO® |MEHRFO |MEHRAOG
Bacteria;Firmicutes 156,618 460 242| 147,868] 91,780 207,898] 99.76%| 0.17%| 0.05%| 96.95%| 33.11%| 98.83% Archaea |Crenarcha 5 2,119 84,340 26 2 0 0.00% 0.80% 19.00% 0.02% 0.00% 0.00%
Bacteria;Proteobacteria 234] 133,041 130,701 3,651] 128,822 814|  0.15%| 50.11%| 29.44%| 2.39%| 46.48%| 0.39% Bacteria |Acidobact 10 2,568 14,859 38 0 8 0.01% 0.97% 3.35% 0.02% 0.00% 0.00%
Bacteria;Actinobacteriota 49| 17,468] 11,195 216] 56,552| 1,096 0.03%| 6.58%| 2.52%| 0.14%| 20.40%| 0.52% Bacteria |Actinobac 49 17,468 11,195 216 56,552 1,096 0.03% 6.58% 2.52% 0.14% 20.40% 0.52%
Archaea;Crenarchaeota 5[ 2119 84,340 26 2 o 000%| 0.80%| 19.00%| 0.02%| 0.00%| 0.00% Bacteria |Armatimo 7 18,909 206 14 3 0 0.00% 7.12% 0.05% 0.01% 0.00% 0.00%
Bacteria;Bacteroidota 23] 12,306] 75,023 312 0 345]  0.01%| 4.64%| 16.90%| 0.20%| 0.00%| 0.16% Bacteria |Bacteroid 23 12,306 75,023 312 0 345 0.01% 4.64% 16.90% 0.20% 0.00% 0.16%
Bacteria;Planctomycetota s 12578 40,979 12 0 37| 0.01%| 474%| 9.23%| 0.01%| 0.00%| 0.02% Bacteria |Chloroflex 7 19,644 25,266 122 2 109 0.00% 7.40% 5.69% 0.08% 0.00% 0.05%
Bacteria;Cyanobacteria 21| 22,694 37 39 3 7 0.01%| 855%| 0.01%| 003% 0.00% 0.00% Bacteria |Cyanobac 21 22,694 37 39 3 7 0.01% 8.55% 0.01% 0.03% 0.00% 0.00%
Bacteria;Chloroflexi 7| 19.644] 25266 122 2 109]  0.00%| 7.40%| 5.69%| 0.08%| 0.00%| 0.05% Bacteria |Dadabact 0 2,870 321 0 0 0 0.00% 1.08% 0.07% 0.00% 0.00% 0.00%
Bacteria;Armatimonadota 7| 18,909 206 14 3 of 000%| 7.12%| 0.05% 001%| 0.00% 0.00% Bacteria |Deinococd 5 10,880 162 3 0 15 0.00% 4.10% 0.04% 0.00% 0.00% 0.01%
Bacteria;Verrucomicrobiota of 5890 22659 33 0 of 000%| 222%| 510% 0.02% 0.00% 0.00% Bacteria |Firmicuteq 156,618 460 242 147,868 91,780 207,898 99.76% 0.17% 0.05% 96.95% 33.11% 98.83%
Bacteria;Nitrospirota 4 o 19115 4 0 of 000% 000%| 431%| 000% 0.00% 0.00% Bacteria |Myxococc 0 929 6,506 8 0 0 0.00% 0.35% 1.47% 0.01% 0.00% 0.00%
Bacteria;Deinococcota 5] 10,880 162 0 15]  0.00%| 4.10%| 0.04%| 0.00%| 0.00%| 0.01% Bacteria |Nitrospiro 4 0 19,115 4 0 0 0.00% 0.00% 431% 0.00% 0.00% 0.00%
Bacteria;Acidobacteriota 10 2,568] 14,859 38 0 8| 0.01%| 0.97%| 335%| 0.02%| 0.00%| 0.00% Bacteria |Planctom 8 12,578 40,979 12 0 37 0.01% 4.74% 9.23% 0.01% 0.00% 0.02%
Bacteria;Myxococcota 0 929] 6,506 8 0 of 000% 035%| 147% 0.01%| 0.00%| 0.00% Bacteria |Proteobad 234 133,041 130,701 3,651 128,822 814 0.15% 50.11% 29.44% 2.39% 46.48% 0.39%
Bacteria;Dadabacteria of 2870 321 0 0 0| 000% 1.08% 0.07% 000% 0.00% 0.00% Bacteria |Verrucomi 0 5,890 22,659 33 0 9 0.00% 2.22% 5.10% 0.02% 0.00% 0.00%
Bacteria;Gemmatimonadota of 2439 2773 11 0 of 000% 092% 0.62% 001% 000% 0.00% others(1% 9 3,130 12,336 179 0 23 0.01% 1.18% 2.78% 0.12% 0.00% 0.01%
Bacteria;Patescibacteria 0 2| 3200 11 0 5/ 0.00% 000%] 0.72% 001%] 0.00% 0.00% Total 157,000 265,486 443,947 152,525 277,164 210,361 100.00% 100.00% 100.00% 100.00% 100.00% 100.00%
Bacteria;Desulfobacterota 0 of 1665 0 0 of 000% 000% 038% 0.00% 0.00% 0.00%
Bacteria;NB1-j 0 of 1,069 0 0 of 0.00% 000%| 0.24% 0.00% 0.00% 0.00%
Bacteria;Calditrichota 0 0 879 0 0 of 000% 000% 020% 0.00% 000% 0.00% 100% _ _
Bacteria;Spirochastota 0 3 875 25 0 o 0.00%| 000%| 020% 002% 0.00% 0.00% w00 m Crenarchaeota | Acidobacteriota
Bacteria;Bdellovibrionota 0 408 644 0 0 of 000% 015%| 015% 0.00% 0.00% 0.00%
Bacteria;Dependentiae 0 269 140 0 0 of 000% 010%] 0.03% 000% 0.00% 0.00% 80%  Actinobacterion w Armatimonadot
Bacteria;Latescibacterota 0 0 424 0 0 0 0.00% 0.00% 0.10% 0.00% 0.00% 0.00%
Archaea;Halobacterota 0 0 7 97 0 o[ 000% 000%| 0.00% 006% 0.00% 0.00% 70%
Bacteria;Zixibacteria 0 0 259 0 0 of 000% 000% 0.06% 0.00% 0.00% 0.00% m Bacteroidota  Chloroflexi
Bacteria;Sumerlaeota 0 0 124 0 0 0| 0.00%| 0.00% 003% 000% 0.00% 0.00% “ 60%
Bacteria;Hydrogenedentes 0 0 93 0 0 0 0.00% 0.00% 0.02% 0.00% 0.00% 0.00% i 50%
Bacteria;MBNT15 0 0 65 0 0 0 0.00% 0.00% 0.01% 0.00% 0.00% 0.00% ?é m Cyanobacteria m Dadabacteria
Archaea;Nanoarchaeota 0 0 41 0 0 0 0.00% 0.00% 0.01% 0.00% 0.00% 0.00% - 40%
Bacteria;Cloacimonadota 0 0 0 13 0 0 0.00% 0.00% 0.00% 0.01% 0.00% 0.00%
Bacteria;Fusobacteriota 0 0 0 10 0 of 0.00%| 0.00% 0.00% 001% 0.00%| | 0.00% 30% m Deinococcota m Firmicutes
Bacteria;LCP-89 0 0 29 0 0 of 000% 000% 001% 0.00% 0.00%| | 0.00%
Bacteria;Campylobacterota 3 2 0 8 0 0| 0.00%| 0.00% 0.00%| 0.01%| 0.00%| | 0.00% 20% o

W Myxococcota H Nitrospirota

Archaea;Euryarchaeota 6 7 3 2 0 10 0.00% 0.00% 0.00% 0.00% 0.00% 0.00% 10% '
Bacteria;WS2 0 0 11 0 0 o 000%| 0.00% 000% 000% 0.00% 0.00%
Bacteria;FCPU426 0 0 11 0 0 of 000% 000% 0.00% 000% 0.00% 0.00% 0% = Planctomycetota = Proteobacteria
Bacteria;Thermotogota 0 0 0 0 0 5[ 0.00% 000%| 0.00% 0.00% 0.00% 0.00% O @ & ® 6 .©
Bacteria;Entotheonellaeota 0 0 8 0 0 o 000% 0.00%| 000% 000% 0.00%| 0.00% J%?\ *Zi%\ %ﬁ\ SR &j@\' %ﬁ%\
Bacteria;PAUC34f 0 0 7 0 0 of 0.00%| 0.00% 0.00% 000% 000% 0.00% ?5;“@ \Kﬁ K;“@ %;“& %;“@ ?5;@ m Verrucomicrobiota others(1%>)
Bacteria;Synergistota 0 0 0 0 0 3 0.00% 0.00% 000% 000% 0.00% 0.00% LU O O O
Bacteria;SAR324_clade(Marine_group_B) 0 0 6 0 0 of 000% 000% 0.00% 000% 0.00% 0.00%
Bacteria; WS4 0 0 0 2 0 of 0.00% 000% 0.00% 000% 0.00% 0.00%
Archaea;Thermoplasmatota 0 0 3 0 0 0 0.00% 0.00% 0.00% 0.00% 0.00% 0.00%
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SHTONE HEH TR BRI LEROSBEER
Y — N8 RHEIE 538 WY — N RHEE

WEDRAD |[MEDRAQ [MEPDRAQ |[MEPEAD |MEDRAC |MEDRAC |[MEDEAD [MEPEAQ |[MEDEAG |MEDRAD |MEDRAC |[MEDEAE 5 ! # L HAEDRAD |[MEDRAQ |[HEDRAG |[MAEDRAD |[MEDRAG |[MEDRAE |[MEDRAD |MEDRAQ |[MEDRFG |[MEDEA@ |[MEDRAG |HMEHRHE
Bacteria;Firmicutes;Bacill 153,926 328 211 144,557 5,226 207,871 98.04% 0.12% 0.05% 94.78% 1.89% 98.82% Archaca |Crenarchaeota i ia Nitr ia 5 2,119 84,340 21 2 0 0.00% 0.80% 19.00% 0.01% 0.00% 0.00%
Bacteria;Proteobacteria;Alphaproteobacteria 111 17,534] 36273 180 128,441 181 0.07% 6.60% 817% 0.12% 16.34% 0.09% Bacteria criota_|B E i 3 0 9,239 2 0 0 0.01% 0.00% 2.08% 0.00% 0.00% 0.00%
Bacteria;Pr ia:Gammapr ia 123 114,869 94,425 3471 381 633 0.08% 4327% 21.21% 2.28% 0.14% 0.30% Bacteria |Acti iota cidimicrobiia cidimicrobiia 0 1,100 9,274 0 0 3 0.00% 0.41% 2.09% 0.00% 0.00% 0.00%
Bacteria;Actinobacteriota:Actinobacteria 19 16,102 1,500 213 56,552 1,088 0.03% 6.07% 0.34% 0.14% 20.40% 0.52% Bacteria |Actinobacteriota | Actinobacteria Actinobacteria 49 16,102 1,500 213 56,552 1,088 0.03% 6.07% 0.34% 0.14% 20.40% 0.52%
Archaea;Crenarchaeota;Nitrososphaeria 5 2119 84,340 21 2 0 0.00% 0.30% 19.00% 0.01% 0.00% 0.00% Bacteria |Armatimonadota _ |Fimbriimonadia Fimbrimonadia 7 18,909) 25 3 3 0 0.00% 712% 0.01% 0.00% 0.00% 0.00%
Bacteria;F irmicutes:Clostridia 2,660 7 28 3,148 51,339 10 1.69% 0.00% 0.01% 2.06% 18.52% 0.00% Bacteria |Bacteroidota Bacteroidia Bacteroidia 10 9,280 73,245 312, 0 345, 0.01% 3.50% 16.50% 0.20% 0.00% 0.16%
Bacteria;Bacteroidota;Bacteroidia 10 9,280 73,245 312 0 345 0.01% 3.50% 16.50% 0.20% 0.00% 0.16% Bacteria |Bacteroidota Kapabacteria Kapabacteria 0 3,026 668 0 0 0 0.00% 1.14%) 0.15% 0.00% 0.00% 0.00%
Bacteria;F irmicutes;Negativicutes 15 2 3 23 35212 0 0.01% 0.00% 0.00% 0.02% 12.70% 0.00% Bacteria |Chloroflexi Anacrolineae Anacrolineae 3 10,931 21,458 64 0 0 0.00% 4.12% 4.83% 0.04% 0.00% 0.00%
Bacteria;Cyanobacteria;Vampirivibrionia 21 22,694 37 19 3 7 0.01% 8.55% 0.01% 0.01% 0.00% 0.00% Bacteria |Chloroflexi Chloroflexia Chioroflexia 4 6,693 1579 47 2 109 0.00% 2.52% 0.36% 0.03% 0.00% 0.05%
Bacteria;Armatimonadota;Fimbriimonadia 7 18,909 25 3 3 0 0.00% 7.12% 0.01% 0.00% 0.00% 0.00% Bacteria |Cyanobacteria Vampirivibrionia Vampirivibrionia 21 22,694 37 19 3 7 0.01% 8.55% 0.01% 0.01% 0.00% 0.00%
Bacteria;Planctomycetota;Planctomycetes 3 5,520 29,208 5 0 37 0.00% 2.08% 6.58% 0.00% 0.00% 0.02% Bacteria |Dadabacteria Dadabacteriia Dadabacteriia 0 2,870 321 0 0 0 0.00% 1.08% 0.07% 0.00% 0.00% 0.00%
Bacteria;Chloroflexi;Anaerolineae 3 10,931 21,458 64 0 0 0.00% 112% 1.83% 0.04% 0.00% 0.00% Bacteria |Deinococcota Deinococci Deinococci 5 10,380) 162 3 0 15 0.00% 4.10% 0.04% 0.00% 0.00% 0.01%
Bacteria;Nitrospirota;Nitrospiria 4 0 19,115 4 0 0 0.00% 0.00% 131% 0.00% 0.00% 0.00% Bacteria |Firmicutes Bacili Bacili 153,926 328 211 144,557 5,226 207,871 98.04% 0.12% 0.05% 94.78% 1.89% 98.82%
Bacteria;Verrucomicrobiota;Verrucomicrobiae 0 5,890 18,290 33 0 9 0.00% 2.02% 112% 0.02% 0.00% 0.00% Bacteria |Firmicutes Clostridia Clostridia 2,660 7 28 3,148 51,339) 10 1.69% 0.00% 0.01% 2.06% 18.52% 0.00%
Bacteria;Deinococcota;Deinococei 5 10,380 162 3 0 15 0.00% 410% 0.04% 0.00% 0.00% 0.01% Bacteria |Firmicutes Negativicutes Negativicutes 15 2 3 23 35,212) 0 0.01% 0.00% 0.00% 0.02% 12.10% 0.00%
Bacteria;Planctomycetota;BD7-11 5 6,572 87 0 0 0 0.00% 2.59% 0.02% 0.00% 0.00% 0.00% Bacteria |Nitrospirota Nitrospiria Nitrospiria 4 0 19,115, 4 0 0 0.00% 0.00% 431% 0.00% 0.00% 0.00%
Bacteria;Chloroflexi;Chloroflexia 1 6,693 1579 47 2 109 0.00% 2.52% 0.36% 0.03% 0.00% 0.05% Bacteria |Planctomycetota  |BD7-11 Planctomycetota;BD7-11* 5 6,872 87 0 0 0 0.00% 2.59% 0.02% 0.00% 0.00% 0.00%
Bacteria;Actinobacteriota:Acidimicrobila 0 1,100 9.274] 0 0 3 0.00% 0.41% 2.09% 0.00% 0.00% 0.00% Bacteria |Planctomycetota _ |Ph: Ph 0 186 7,986 7 0 0 0.00% 0.07% 1.80% 0.00% 0.00% 0.00%
Bacteria;Acidobacteriota;Blastocatellia 3 0 9,239 2 0 0 0.01% 0.00% 2.08% 0.00% 0.00% 0.00% Bacteria |Planctomycetota _ |Planctomycetes Planctomycetes 3 5,520 29,208 5 0 37 0.00% 2.08% 6.58% 0.00% 0.00% 0.02%
Bacteria;Planctomycetota;Phycisphaerae 0 186 7,986 7 0 0 0.00% 0.07% 1.80% 0.00% 0.00% 0.00% Bacteria |Pr eria Alphaprot ia_ |Alphaprot ia 111 17,534 36,273 180 128441 181 0.07% 6.60% 817% 0.12% 46.34% 0.09%
Bacteria;Bacteroidota;Kapabacteria 0 3,026 668 0 0 0 0.00% 1.14% 0.15% 0.00% 0.00% 0.00% Bacteria |Pr eria Gammapr ia|Gammapr ia 123 114,869 94,425 3471 381 633 0.08% 43.21% 2121% 2.28% 0.14% 0.30%
Bacteria;Dadabacteria:Dadabacteriia 0 2,870 321 0 0 0 0.00% 1.08% 0.07% 0.00% 0.00% 0.00% Bacteria |Verrucomicrobiota |Verrucomicrobia Verrucomicrobiae 0 5,890 18,290) 33 0 9 0.00% 2.02% 4.12% 0.02% 0.00% 0.00%
Bacteria;Verrucomicrobiota;Chlamydiae 0 0 4,364 0 0 0 0.00% 0.00% 0.98% 0.00% 0.00% 0.00% others(1%>) others(1%>) a1 9,674 36,473 413, 3 18 0.03% 3.64% 8.02% 0.27% 0.00% 0.02%
Bacteria;Acidobacteriota;Vicinamibacteria 2 2,517 112 13 0 s 0.00% 0.95% 0.10% 0.01% 0.00% 0.00% Total 157,000 265,486 443,947 152,525 277,164 210,361 100.00% 100.00% 100.00% 100.00% 100.00% 100.00%
Bacteria;Myxococcota: Polyangia 0 925 4,018 2 0 0 0.00% 0.35% 0.91% 0.00% 0.00% 0.00%
Bacteria;Acidobacteriota;Acidobacteriae 0 51 3,768 23 0 0 0.00% 0.02% 0.85% 0.02% 0.00% 0.00%
Bacteria;Patescibacteria;Saccharimonadia 0 0 3,029 0 0 5 0.00% 0.00% 0.68% 0.00% 0.00% 0.00% 100% u Nitrososphaeria mBlastocatellia
Bacteria;Gemmatimonadota;Gemmatimonadetes 0 1402 2,638 0 0 0 0.00% 0.53% 0.59% 0.00% 0.00% 0.00% o
Bacteria;Myxococcota:Myxococcia 0 1 2,488 6 0 0 0.00% 0.00% 0.56% 0.00% 0.00% 0.00% u Acidimicrobita m Actinobacteria
Bacteria;Chloroflexi;)G30-KF-CM66 0 1,256 637 0 0 0 0.00% 0.47% 0.14% 0.00% 0.00% 0.00% 0%
Bacteria;Planctomycetota;OM190 0 0 1810 0 0 0 0.00% 0.00% 0.41% 0.00% 0.00% 0.00% u Fimbriimonadia u Bacteroidia
Bacteria;Gemmatimonadota;S0134 terrestrial_group 0 1,005 0 6 0 0 0.00% 0.38% 0.00% 0.00% 0.00% 0.00% 70%
Bacteria;Planctomycetota;Plad_lineage 0 0 1512 0 0 0 0.00% 0.00% 0.34% 0.00% 0.00% 0.00%  Kapabacteria W Anaerolineae
Bacteria;Chloroflexi;0LB14 0 12 1323 0 0 0 0.00% 0.27% 0.30% 0.00% 0.00% 0.00%
Bacteria;Desulfobacterota;uncultured 0 0 1,026 0 0 0 0.00% 0.00% 0.28% 0.00% 0.00% 0.00% | Chloroftexta | Vampirivibrionia
Bacteria;NB1-;NB1-j 0 0 1,069 0 0 0 0.00% 0.00% 0.24% 0.00% 0.00% 0.00% Dadabacteria wbenocoed
Bacteria;Proteobacteria; 0 638 3 0 0 0 0.00% 0.24% 0.00% 0.00% 0.00% 0.00%
Bacteria;Acidobacteriota;Subgroup 22 0 0 594, 0 0 0 0.00% 0.00% 0.20% 0.00% 0.00% 0.00% = Bacil = Clostridia
Bacteria;Bacteroidota;Rhodothermia 0 0 388, 0 0 0 0.00% 0.00% 0.20% 0.00% 0.00% 0.00% 30%
Bacteria;Calditrichota;Calditrichia 0 0 579 0 0 0 0.00% 0.00% 0.20% 0.00% 0.00% 0.00%  Negativicutes  Nitrospiria
Bacteria;Spirochaetota;Leptospirae 0 0 868 0 0 0 0.00% 0.00% 0.20% 0.00% 0.00% 0.00% 20%
Bacteria;Bdellovibrionota; ibrionia 0 404 642 0 0 0 0.00% 0.15% 0.14% 0.00% 0.00% 0.00% u Planctomycetota;BD7-11* m Phycisphaerae
Bacteria;Dependentiac;Babeliae 0 269 140 0 0 0 0.00% 0.10% 0.03% 0.00% 0.00% 0.00% o
Bacteria;Actinobacteriota; Thermoleophilia 0 266 121 0 0 0 0.00% 0.10% 0.09% 0.00% 0.00% 0.00% - u Planctomycetes  Alphaproteobacteria
Bacteria;Desulfobacterota;Desulfuromonadia 0 0 137 0 0 0 0.00% 0.00% 0.10% 0.00% 0.00% 0.00%
Bacteria;Latescibacterota;Latescibacterota 0 0 424 0 0 0 0.00% 0.00% 0.10% 0.00% 0.00% 0.00% » = Gammaproteobacteria m Verrucomicrobiae
Bacteria;Acidobacteriota;Holophagae 0 0 300) 0 0 0 0.00% 0.00% 0.07% 0.90% 0.00% 0.00% y;ﬁv sthers( 1000
Bacteria;Firmicutes;Limnochordia 0 119 0 100 0 0 0.00% 0.04% 0.00% 007% 0.00% 0.00%
Bacteria;Zixibacteria;Zixibacteria 0 0 259 0 0 0 0.00% 0.00% 0.06% 0100% 0.00% 0.00%
Bacteria;Planctomycetota; 0 0 240 0 0 0 0.00% 0.00% 0.05% 000% 0.00% 0.90°
Bacteria;Bacteroidota;lgnavibacteria 13 0 222 0 0 0 0.01% 0.00% 0.05% 000% 0.00% 0.00%

© 2026 Chugai Technos Corporation. All Rights Reserved.




SETOHE
B — N RHEE

R BA A YA P M A B Y A A M A B A A M A B M RA M M A A D RA M M RA R E YR
Bacteria;F 165 35 80[ 142,403 4,326 207,865 0.11% 0.01% 0.02%| 93.36% 1.56%| 98.81%
Bacteria;F| 153,720 6 26 2,127 6 0f 97.91% 0.00% 0.01% 1.39% 0.00% 0.00%
Bacteria;P 61 7,401 1,841 32| 122,381 72 0.04% 2.79% 0.41% 0.02%| 44.15% 0.03%
Bacteria;P 106| 103,943| 56,047 201 88 80 0.07%| 39.15%| 12.62% 0.13% 0.03% 0.04%
Bacteria;A 37 34 839 7| 56,552 245 0.02% 0.01% 0.19% 0.00%| 20.40% 0.12%
Archaea;C 5 0| 75519 0 2 0 0.00% 0.00%| 17.01% 0.00% 0.00% 0.00%
Bacteria;B| 10 486 63,172 10 0 0 0.01% 0.18%| 14.23% 0.01% 0.00% 0.00%
Bacteria;F| 2,637 7 12 26| 39,161 7 1.68% 0.00% 0.00% 0.02%| 14.13% 0.00%
Bacteria;F 15 2 3 23| 32,716 0 0.01% 0.00% 0.00% 0.02%| 11.80% 0.00%
Bacteria;C| 21| 22,694 37 19 3 7 0.01% 8.55% 0.01% 0.01% 0.00% 0.00%
Bacteria;A 71 18,909 25 3 3 0 0.00% 7.12% 0.01% 0.00% 0.00% 0.00%
Bacteria;A 7| 16,006 550 131 0 574 0.00% 6.03% 0.12% 0.09% 0.00% 0.27%
Bacteria;P 10 7,117\ 23,163 8 12 178 0.01% 2.68% 5.22% 0.01% 0.00% 0.08%
Bacteria;N 4 0f 19,115 4 0 0 0.00% 0.00% 4.31% 0.00% 0.00% 0.00%
Bacteria;P 0 759| 19,004 0 0 8 0.00% 0.29% 4.28% 0.00% 0.00% 0.00%
Bacteria;D| 5/ 10,880 162 3 0 15 0.00% 4.10% 0.04% 0.00% 0.00% 0.01%
Bacteria;C| 3 5,524 16,399 9 0 0 0.00% 2.08% 3.69% 0.01% 0.00% 0.00%
Bacteria;V 0 3,306| 12,721 0 0 0 0.00% 1.25% 2.87% 0.00% 0.00% 0.00%
Bacteria;F 0 0 0 0 7,241 0 0.00% 0.00% 0.00% 0.00% 2.61% 0.00%
Bacteria;P 5 6,872 87 0 0 0 0.00% 2.59% 0.02% 0.00% 0.00% 0.00%
Bacteria;C| 4 6,693 1,579 24 2 109 0.00% 2.52% 0.36% 0.02% 0.00% 0.05%
Bacteria;P 0 0 10,940 0 0 0 0.00% 0.00% 2.46% 0.00% 0.00% 0.00%
Bacteria;A 0 0 9,090 2 0 0 0.00% 0.00% 2.05% 0.00% 0.00% 0.00%
Bacteria;P 3 929 9,056 3 0 0 0.00% 0.35% 2.04% 0.00% 0.00% 0.00%
Bacteria;F 12 0 10 3,073 3,920 0 0.01% 0.00% 0.00% 2.01% 1.41% 0.00%
Bacteria;P 0 0 62 3,065 0 0 0.00% 0.00% 0.01% 2.01% 0.00% 0.00%
Bacteria;P 7 2,397 5,449 0 5,522 7 0.00% 0.90% 1.23% 0.00% 1.99% 0.00%
Archaea;C| 0 2,119 8,821 21 0 0 0.00% 0.80% 1.99% 0.01% 0.00% 0.00%
Bacteria;P 3 5,209 4,887 27 538 98 0.00% 1.96% 1.10% 0.02% 0.19% 0.05%
Bacteria;B| 0 5,195 941 111 0 46 0.00% 1.96% 0.21% 0.07% 0.00% 0.02%
Bacteria;C| 0 4,742 2,354 0 0 0 0.00% 1.79% 0.53% 0.00% 0.00% 0.00%
Bacteria;A 0 45 6,732 0 0 0 0.00% 0.02% 1.52% 0.00% 0.00% 0.00%
Bacteria;B| 0 3,481 4,201 19 0 71 0.00% 1.31% 0.95% 0.01% 0.00% 0.03%
Bacteria;B| 0 3,026 668 0 0 0 0.00% 1.14% 0.15% 0.00% 0.00% 0.00%
Bacteria;B| 0 118 4,927 7 0 228 0.00% 0.04% 1.11% 0.05% 0.00% 0.11%
Bacteria;D| 0 2,870 321 0 0 0 0.00% 1.08% 0.07% 0.00% 0.00% 0.00%
Bacteria;P 0 0 4,468 0 0 0 0.00% 0.00% 1.01% 0.00% 0.00% 0.00%
Bacteria;V 0 0 4,364 0 0 0 0.00% 0.00% 0.98% 0.00% 0.00% 0.00%
Bacteria;A 2 2,517 419 11 0 8 0.00% 0.95% 0.09% 0.01% 0.00% 0.00%
Bacteria;P| 0 A7 4,199 0 0 0 0.00% 0.02% 0.95% 0.00% 0.00% 0.00%
Bacteria;P 0 2,502 639 0 0 0 0.00% 0.94% 0.14% 0.00% 0.00% 0.00%
Bacteria;F 0 0 0 0 2,496 0 0.00% 0.00% 0.00% 0.00% 0.90% 0.00%
Bacteria;P 0 0 3,901 0 0 0 0.00% 0.00% 0.88% 0.00% 0.00% 0.00%
Bacteria;V 0 0 3,399 0 0 0 0.00% 0.00% 0.77% 0.00% 0.00% 0.00%
Bacteria;P 0 59 3,346 0 0 0 0.00% 0.02% 0.75% 0.00% 0.00% 0.00%
Bacteria; 0 925 3,064 2 0 0 0.00% 0.35% 0.69% 0.00% 0.00% 0.00%
Bacteria;P 0 0 3,029 0 0 5 0.00% 0.00% 0.68% 0.00% 0.00% 0.00%
Bacteria;P 0 156 2,808 108 0 4 0.00% 0.06% 0.63% 0.07% 0.00% 0.00%
Bacteria;V 0 1,670 1,931 7 0 0 0.00% 0.63% 0.43% 0.00% 0.00% 0.00%
Bacteria;G 0 1,402 2,638 0 0 0 0.00% 0.53% 0.59% 0.00% 0.00% 0.00%
Bacteria;P 0 0 2,611 8 0 0 0.00% 0.00% 0.59% 0.01% 0.00% 0.00%
Bacteria;P 0 0 2,522 0 0 0 0.00% 0.00% 0.57% 0.00% 0.00% 0.00%
Bacteria;A 0 0 2,511 0 0 0 0.00% 0.00% 0.57% 0.00% 0.00% 0.00%
Bacteria; 0 4 2,488 6 0 0 0.00% 0.00% 0.56% 0.00% 0.00% 0.00%
Bacteria;A 0 418 2,337 0 0 8 0.00% 0.16% 0.53% 0.00% 0.00% 0.00%
Bacteria;P 0 0 2,250 0 0 0 0.00% 0.00% 0.51% 0.00% 0.00% 0.00%
Bacteria;C| 0 1,256 637 0 0 0 0.00% 0.47% 0.14% 0.00% 0.00% 0.00%
Bacteria;P 0 1,155 456 0 0 0 0.00% 0.44% 0.10% 0.00% 0.00% 0.00%
Bacteria;P 0 0 1,810 0 0 0 0.00% 0.00% 0.41% 0.00% 0.00% 0.00%
Bacteria;G 0 1,005 0 6 0 0 0.00% 0.38% 0.00% 0.00% 0.00% 0.00%
Bacteria;C| 0 43 1,624 0 0 0 0.00% 0.02% 0.37% 0.00% 0.00% 0.00%
Bacteria;P 0 964 18 0 0 2 0.00% 0.36% 0.00% 0.00% 0.00% 0.00%
Bacteria;V 0 914 0 26 0 9 0.00% 0.34% 0.00% 0.02% 0.00% 0.00%
Bacteria;P 0 0 1,512 0 0 0 0.00% 0.00% 0.34% 0.00% 0.00% 0.00%
Bacteria;P 0 894 0 0 0 0 0.00% 0.34% 0.00% 0.00% 0.00% 0.00%
Bacteria;P 0 883 509 2 0 29 0.00% 0.33% 0.11% 0.00% 0.00% 0.01%
Bacteria;F 25 88 0 7 889 0 0.02% 0.03% 0.00% 0.00% 0.32% 0.00%
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5t 3 8 B JUB HBEVHAD [HEVHAQ |[HMEVHAQ |[HMAEMKAD |HAEYEAG |HAYRAG |HAEYRAD |HMEYRAQ |HMAEYRAC |HMAPNAO |HMAEPEAC |HMEDEAEG
Archaea |Crenarchaeota Nitrososphaeria Nitrosopumilales Nitrosopumilales 5 0 75,519 0 2 0 0.00% 0.00% 17.01% 0.00% 0.00% 0.00%
Archaea |Crenarchaeota Nitrososphaeria Nitrososphaerales Nitrososphaerales 0 2,119 8,821 21 0 0 0.00%! 0.80% 1.99% 0.01% 0.00% 0.00%
Bacteria |Acidobacteriota Blastocatellia 11-24 Blastocatellia;11-24* 0 0 9,090 2 0 0 0.00%: 0.00%: 2.05% 0.00% 0.00% 0.00%
Bacteria [Actinobacteriota Acidimicrobiia Actinomarinales Actinomarinales 0 45 6,732 0 0 0 0.00% 0.02% 1.52% 0.00% 0.00% 0.00%
Bacteria |Actinobacteriota Actinobacteria Corynebacteriales Corynebacteriales 37 34! 839 7 56,552 245 0.02%! 0.01%! 0.19%! 0.00% 20.40% 0.12%
Bacteria [Actinobacteriota Actinobacteria Micrococcales Micrococcales 7 16,006 550 131 0 574 0.00% 6.03% 0.12% 0.09% 0.00%] 0.27%]
Bacteria |Armatimonadota Fimbriimonadia Fimbriimonadales Fimbriimonadales 7 18,909 25 3 3 0 0.00% 7.12% 0.01% 0.00% 0.00% 0.00%
Bacteria |Bacteroidota Bacteroidia Chitinophagales Chitinophagales 0 3,481 4,201 19 0 71 0.00%! 1.31% 0.95% 0.01% 0.00% 0.03%
Bacteria |Bacteroidota Bacteroidia Cytophagales Cytophagales 10 486 63,172 10 0 0 0.01% 0.18% 14.23% 0.01% 0.00% 0.00%
Bacteria |Bacteroidota Bacteroidia Flavobacteriales Flavobacteriales 0 5,195 941 111 0 46 0.00% 1.96% 0.21% 0.07% 0.00% 0.02%
Bacteria |Bacteroidota Bacteroidia Sphingobacteriales Sphingobacteriales 0 118 4,927 7 0 228 0.00% 0.04% 1.11% 0.05% 0.00% 0.11%
Bacteria |Bacteroidota Kapabacteria Kapabacteriales Kapabacteriales 0 3,026 668 0 0 0 0.00% 1.14% 0.15% 0.00% 0.00%! 0.00%!
Bacteria |Chloroflexi Anaerolineae Caldilineales Caldilineales 0 4,742 2,354 0 0 0 0.00% 1.79% 0.53% 0.00% 0.00% 0.00%
Bacteria [Chloroflexi Anaerolineae SBR1031 Anaerolineae;SBR1031 3 5,524 16,399 9 0 0 0.00% 2.08% 3.69% 0.01% 0.00% 0.00%
Bacteria |Chloroflexi Chloroflexia Thermomicrobiales Thermomicrobiales 4 6,693 1,579 24 2 109 0.00% 2.52% 0.36% 0.02% 0.00%: 0.05%
Bacteria |Cyanobacteria Vampirivibrionia Obscuribacterales Obscuribacterales 21 22,694 37 19 3 7 0.01% 8.55% 0.01% 0.01% 0.00% 0.00%
Bacteria |Dadabacteria Dadabacteriia Dadabacteriales Dadabacteriales 0 2,870 321 0 0 0 0.00% 1.08% 0.07% 0.00% 0.00% 0.00%:
Bacteria [Deinococcota Deinococci Deinococcales Deinococcales 5 10,880 162 3 0 15 0.00% 4.10%| 0.04% 0.00% 0.00% 0.01%!
Bacteria |Firmicutes Bacilli Bacillales Bacillales 165 35 80 142,403 4,326 207,865 0.11%! 0.01%; 0.02% 93.36% 1.56% 98.81%
Bacteria |Firmicutes Bacilli Lactobacillales Lactobacillales 153,720 6 26 2,127 6 0 97.91% 0.00% 0.01% 1.39% 0.00% 0.00%
Bacteria |Firmicutes Clostridia Clostridia Clostridia 0 0 0 0 7,241 0 0.00%: 0.00%: 0.00% 0.00% 2.61% 0.00%
Bacteria |Firmicutes Clostridia Clostridiales Clostridiales 12 0 10 3,073 3,920 0 0.01%; 0.00%! 0.00%! 2.01% 1.41% 0.00%;
Bacteria |Firmicutes Clostridia Oscillospirales Oscillospirales 2,637 7 12 26 39,161 7 1.68% 0.00%: 0.00%: 0.02% 14.13% 0.00%:
Bacteria |Firmicutes Negativicutes Veillonellales-SelenomonalVeillonellales-Selenomd 15 2 3 23 32,716 0 0.01% 0.00% 0.00% 0.02% 11.80% 0.00%
Bacteria |[Nitrospirota Nitrospiria Nitrospirales Nitrospirales 4 0 19,115 4 0 0 0.00% 0.00% 4.31% 0.00% 0.00% 0.00%
Bacteria |Planctomycetota BD7-11 BD7-11 Planctomycetota;BD7-1] 5 6,872 87 0 0 0 0.00% 2.59% 0.02% 0.00% 0.00% 0.00%
Bacteria |Planctomycetota Planctomycetes Pirellulales Pirellulales 3 929 9,056 3 0 0 0.00% 0.35% 2.04% 0.00% 0.00% 0.00%
Bacteria |Planctomycetota Planctomycetes Planctomycetales Planctomycetales 0 759 19,004 0 0 8 0.00% 0.29% 4.28%! 0.00% 0.00% 0.00%
Bacteria |Proteobacteria Alphaproteobacteria Caulobacterales Caulobacterales 7 2,397 5,449 0 5,522 7 0.00% 0.90% 1.23% 0.00% 1.99% 0.00%
Bacteria [Proteobacteria Alphaproteobacteria Dongiales Dongiales 0 0 4,468 0 0 0 0.00% 0.00% 1.01%: 0.00% 0.00% 0.00%
Bacteria |Proteobacteria Alphaproteobacteria Rhizobiales Rhizobiales 3 5,209 4,887 27 538 98 0.00% 1.96% 1.10% 0.02% 0.19% 0.05%
Bacteria |Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadales 61 7,401 1,841 32 122,381 72 0.04% 2.79% 0.41% 0.02% 44.15%! 0.03%
Bacteria |Proteobacteria Gammaproteobacteria Burkholderiales Burkholderiales 106 103,943 56,047 201 88 80 0.07% 39.15% 12.62% 0.13% 0.03% 0.04%
Bacteria |Proteobacteria Gammaproteobacteria Enterobacterales Enterobacterales 0 0 62 3,065 0 0 0.00%! 0.00%! 0.01%! 2.01% 0.00%! 0.00%!
Bacteria |Proteobacteria Gammaproteobacteria Nitrococcales Nitrococcales 0 0 10,940 0 0 0 0.00% 0.00% 2.46% 0.00% 0.00% 0.00%:
Bacteria [Proteobacteria Gammaproteobacteria  |Xanthomonadales Xanthomonadales 10 7,117 23,163 8 12 178 0.01% 2.68% 5.22% 0.01% 0.00% 0.08%
Bacteria |Verrucomicrobiota [Verrucomicrobiae Opitutales Opitutales 0 3,306 12,721 0 0 0 0.00% 1.25% 2.87% 0.00% 0.00% 0.00%

others(1%>) others(1%>) 153 24,681 80,639 1,097 4,691 751 0.10% 9.30% 18.16% 0.72% 1.69% 0.36%

Total 157,000 265,486 443,947 152,525 277,164 210,361 100.00% 100.00% 100.00% 100.00% 100.00% 100.00%
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BEPRAD |BEVUAQ [HEYUFG [HEYNFO [HEYNFE |MEYNAC |BEYNAD |BEYRAD [BEYUAG (HEYNAQ [HEYNFE |HEYNFE |BATE F ] k] A s A8 HEPRAD |MEDRAQ |[MEHRAG |b ) |# ) |# HEPRAD |MEDRAQ |[MEHRAG |b ) |# ) |# )
Bacteria;Firmicutes;Bacilli;Baci i 129 35 80 141321 4,326, 207,855 0.08% 0.01% 0.02% 92.65% 1.56% 98.81%| 98.81% Archaea |C i phaeri i i 5 0 75,519 0 2 0 0.00% 0.00% 17.01% 0.00% 0.00% 0.00%
Bacteria;Firmi ill i i 153,720 6 26 1,433 6 0 97.91% 0.00% 0.01% 0.94% 0.00% 0.00%| 97.91% Archaea |C o Nit 0 2,119 8,821 21 0 0 0.00% 0.80% 1.99% 0.01% 0.00% 0.00%
Bacteria; ia; ia;Sphi i 61 7,401 1,841 32 122,381 72 0.04% 2.79% 0.41% 0.02% 44.15% 0.03%| 44.15% Bacteria |Aci i i 11-24 11-24 Blastocatellia;11-24* 0 0 9,090) 2 0 0 0.00% 0.00% 2.06% 0.00% 0.00% 0.00%
i i iales;Ni 93 103,721 51,837) 53 21 34 0.06% 39.07% 11.68% 0.03% 0.01% 0.02%| 39.07% Bacteria i icrobi i al [Actinomarinales;uncultured® 0 45 6,730 0 0 0 0.00% 0.02% 1.52% 0.00% 0.00% 0.00%
Bacteria;Acti fotaiActi ; i i 26 17 131 7 56,410) 61 0.02% 0.01% 0.03% 0.00% 20.35% 0.03%| 20.35% Bacteria |Acti iota i ia Cory i i i 26 17 131 7 56,410 61 0.02% 0.01% 0.03% 0.00% 20.36% 0.03%
Archaea;C iNi phaeria;Ni i i i 5 0 75,519) 0 2 0 0.00% 0.00% 17.01% 0.00% 0.00% 0.00%| 17.01% Bacteria i i i i i i 7 16,004] 455 17 0 36 0.00% 6.03% 0.10% 0.01% 0.00% 0.02%
Bacteria; i idia; icrosci 10 436, 62,371 4 0 0 0.01% 0.16% 14.06% 0.00% 0.00% 0.00%| 14.06% Bacteria |Armati imbriimonadi Fimbrii Fimbrii imbrii 7 18,909) 25 3 3 0 0.00% 7.12% 0.01% 0.00% 0.00% 0.00%
iaiFin lostridia;Oscillospi iclostridi 23 7 12 2 36,926 7 0.01% 0.00% 0.00% 0.02% 13.32% 0.00%| 13.32% Bacteria Chi Chiti Chiti 0 3481 3,787 19 0 71 0.00% 1.31% 0.85% 0.01% 0.00% 0.03%
a;Vampiri i i i 21 22,694 37 19 3 7 0.01% 8.56% 0.01% 0.01% 0.00% 0.00%|  8.55% Bacteria i idi c i i 10 436) 62,371 4 0 0 0.01% 0.16% 14.05% 0.00% 0.00% 0.00%
Bacteria;Armati Fimbrii ja;Fimbrii imbrii 7 18,909) 25 3 3 0 0.00% 7.12% 0.01% 0.00% 0.00% 0.00%|  7.12% Bacteria idi i i teri 0 3871 336) 40| 0 4] 0.00% 1.46% 0.08% 0.03% 0.00% 0.02%
ia;Firmicutes; icutes; Ve 0 2 3 23 17,048] 0 0.00% 0.00% 0.00% 0.02% 6.15% 0.00%|  6.15% Bacteria i K i K i K i K 0 3,026 668 0 0 0 0.00% 1.14% 0.15% 0.00% 0.00% 0.00%
Bacteria;Acti fotaiActi iaMi i i 7 16,004 455, 17 0 36 0.00% 6.03% 0.10% 0.01% 0.00% 0.02%|  6.03% Bacteria |Chloroflexi i il il Caldili 0 4,782 2,354] 0 0 0 0.00% 1.79% 0.53% 0.00% 0.00% 0.00%
ia;Firmicutes; icutes; Ve 15 0 0 0 15,668] 0 0.01% 0.00% 0.00% 0.00% 5.65% 0.00%|  5.65% Bacteria |Chloroflexi Anaerolineae SBRL03L Adb [Anaerolineae;Adb* 3 5,524 15,920 9 0 0 0.00% 2.08% 3.59% 0.01% 0.00% 0.00%
Bacteria; i ia; 7 182 22,286) 3 12 178 0.00% 0.07% 5.02% 0.00% 0.00% 0.08%| 5.02% Bacteria |Chloroflexi C i Thermomicrobi: 1G30-KF-CMd5 Thermomicrobiales;JG30-KF-CM4 4 5,655 1,036 20 2 106) 0.00% 2.13% 0.23% 0.01% 0.00% 0.05%
Bacteria;Nitrospirota;Nitrospiria;Nitrospirales;Nit 4 0 19,115) 4 0 0 0.00% 0.00% 4.31% 0.00% 0.00% 0.00%|  431% Bacteria |C i i i Obscuri Obscuri Obscuri 21 22,694 37 19 3 7 0.01% 8.55% 0.01% 0.01% 0.00% 0.00%
i D D T 5 10,880) 162 3 0 6 0.00% 4.10% 0.04% 0.00% 0.00% 0.00%|  4.10% Bacteria |D i D i D D i [ 0 2,870 321 0 0 0 0.00% 1.08% 0.07% 0.00% 0.00% 0.00%
Bacteria;Chloroflexi;Anaerolineae;SBR1031;Adb 3 5,524 15,920) 9 0 0 0.00% 2.08% 3.59% 0.01% 0.00% 0.00%|  3.59% Bacteria | Deinococcota Deinococei Dei Truep Tr 5 10,880) 162 3 0 6 0.00% 4.10% 0.04% 0.00% 0.00% 0.00%
i : 0 3 15,142 0 0 g 0.00% 0.00% 3.41% 0.00% 0.00% 0.00%|  3.41% Bacteria |Firmicutes Bacilli i i 129) 35 80 141,321 4,326 207,855 0.08% 0.01% 0.02% 92.65% 1.56% 98.81%
Bacteria;Verrucomicrobiota; icrobiae; 0 395, 12,686) 0 0 0 0.00% 0.15% 2.86% 0.00% 0.00% 0.00%|  2.86% Bacteria |Firmicutes Bacill L i i 153,720 6 26 1433 6 0 97.91% 0.00% 0.01% 0.94% 0.00% 0.00%
Bacteria;Firmicutes;Clostridia;Clostridia;Gracili 0 0 0 0 7,241 0 0.00% 0.00% 0.00% 0.00% 2.61% 0.00%  2.61% Bacteria |Firmicutes Clostridia Clostridia i il 0 0 0 0 7,241 0 0.00% 0.00% 0.00% 0.00% 2.61% 0.00%
Bacteria; i ia; 3 6,935 871 5 0 0 0.00% 2.61% 0.20% 0.00% 0.00% 0.00%  2.61% Bacteria |Firmicutes Clostridia Clostridiales Clostridiaceae Clostridiaceae 12 0 8 3,070) 3,920) 0 0.01% 0.00% 0.00% 2.01% 1.41% 0.00%
Bacteria;Planctomycetota;3D7-11;8D7-11;8D7-11 5 6,872 87 0 0 0 0.00% 2.59% 0.02% 0.00% 0.00% 0.00%|  2.59% Bacteria |Firmicutes Clostridia o E i 2,612 0 0 0 482 0 1.66% 0.00% 0.00% 0.00% 0.17% 0.00%
Bacteria; i iaiNit it 0 0 10,940) 0 0 0 0.00% 0.00% 2.46% 0.00% 0.00% 0.00%|  2.46% Bacteria |Firmicutes Clostridia Oscillospi idi iclostridi 23] 7 12 24| 36,926 7 0.01% 0.00% 0.00% 0.02% 13.32% 0.00%
ia;T 1JG30-KF-CM45 4 5,655 1,036 20| 2 106 0.00% 2.13% 0.23% 0.01% 0.00% 0.05%|  2.13% Bacteria |Firmicutes Negativicutes i 0 2 3 23 17,048] 0 0.00% 0.00% 0.00% 0.02% 6.15% 0.00%
Bacteria;Aci i ia;'11-24;11-24 0 0 9,090 2 0 0 0.00% 0.00% 2.05% 0.00% 0.00% 0.00%|  2.05% Bacteria icut i i v S 15 0 0 0 15,668] 0 0.01% 0.00% 0.00% 0.00% 5.65% 0.00%
Bacteria; P i : 3 929) 9,056 3 0 0 0.00% 0.35% 2.04% 0.00% 0.00% 0.00%|  2.04% Bacteria |Nitrospi itrospi 4 0 19,115 4 0 0 0.00% 0.00% 4.31% 0.00% 0.00% 0.00%
Fin lostridia:Clostridi idi 12 0 g 3,070 3,920 0 0.01% 0.00% 0.00% 2.01% 1.41% 0.00%|  2.01% Bacteria |Planctomycetota_ |BD7-11 BD7-11 BD7-11 Planctomycetota;BD7-11% 5 6,872 87 0 0 0 0.00% 2.59% 0.02% 0.00% 0.00% 0.00%
Bacteria; ia; ia; 7 128 4,961 0 5,522 7 0.00% 0.05% 1.12% 0.00% 1.99% 0.00%|  1.99% Bacteria Pirellulales Pi i 3 929 9,056] 3 0 0 0.00% 0.35% 2.04% 0.00% 0.00% 0.00%
Archaea;C Ni phaeria;Ni ; 0 2,119 8,821 21 0 0 0.00% 0.80% 1.99% 0.01% 0.00% 0.00%|  1.99% Bacteria Planctomycetales;uncultured® 0 3 15,142 0 0 8 0.00% 0.00% 3.41% 0.00% 0.00% 0.00%
Bacteria;Chloroflexi; ineae;Caldili il 0 4,742) 2,354 0 0 0 0.00% 1.79% 0.53% 0.00% 0.00% 0.00%  1.79% Bacteria i ia |c C C 7 128 4,961 0 5,522 7 0.00% 0.05% 1.12% 0.00% 1.99% 0.00%
a;Firmicutes;Clostridia;Oscillospi i 2,612 0 0 0 482, 0 1.66% 0.00% 0.00% 0.00% 0.17% 0.00%|  1.66% Bacteria i i Dongiales Dongiaceae Dongiaceae 0 0 4,468| 0 0 0 0.00% 0.00% 1.01% 0.00% 0.00% 0.00%
Bacteria;Acti fota;AcidimicrobiiazActinomari d 0 45 6,730 0 0 0 0.00% 0.02% 1.52% 0.00% 0.00% 0.00%|  152% Bacteria i ia i i i 61 7,401 1,841 32 122,381 72 0.04% 2.79% 0.41% 0.02% 44.16% 0.03%
Bacteria;B idota;B idia;F ales;F iacea 0 3871 336) 40 0 46 0.00% 1.46% 0.08% 0.03% 0.00% 0.02%|  1.46% Bacteria i ia_[Bur i i 93 103,721 51,837 53 21 34 0.06% 39.07% 11.68% 0.03% 0.01% 0.02%
0 3,481 3,787 19 0 71 0.00% 1.31% 0.85% 0.01% 0.00% 0.03%| 131% Bacteria i i i i 0 0 0 1,542 0 0 0.00% 0.00% 0.00% 1.01%) 0.00% 0.00%
Bacteria; 0 3,026 668 0 0 0 0.00% 1.14% 0.15% 0.00% 0.00% 0.00%|  1.14% Bacteria i ia_[Nit Nit 0 0 10,940) 0 0 0 0.00% 0.00% 2.46% 0.00% 0.00% 0.00%
Bacteria;Verrucomicrobiota; Opitutales; 0 2,911 21 0 0 0 0.00% 1.10% 0.01% 0.00% 0.00% 0.00%|  1.10% Bacteria i i 3 6,935 871 5 0 0 0.00% 2.61% 0.20% 0.00% 0.00% 0.00%
Bacteria;D ia;D fia;D iales;D ial 0 2,870 321 0 0 0 0.00% 1.08% 0.07% 0.00% 0.00% 0.00%|  1.08% Bacteria i 2 |Xant antl 7 182 22,286 3 12 178] 0.00% 0.07% 5.02% 0.00% 0.00% 0.08%
i : : 0 0 0 1,542 0 0 0.00% 0.00% 0.00% 1.01% 0.00% 0.00%|  1.01% Bacteria | Verrucomicrobiota | Verrucomicrobiae Opitutales Opitutaceae Opitutaceae 0 395 12,686 0 0 0 0.00% 0.15% 2.86% 0.00% 0.00% 0.00%
Bacteria; ia; ia;Dongiales;D 0 0 4,468 0 0 0 0.00% 0.00% 1.01% 0.00% 0.00% 0.00%  1.01% Bacteria |Verrucomicrobiota |Verrucomicrobiae Opitutales Punicei icei 0 2,911 27 0 0 0 0.00% 1.10% 0.01% 0.00% 0.00% 0.00%
i : idia;Sphi iales;NS11-12_marine_group 0 0 4,439 0 0 0 0.00% 0.00% 1.00%) 0.00% 0.00% 0.00%|  1.00% others(1%>) others(1%>) 218 35,686 102,738 4,848 7,191 1,867 0.14% 13.44% 23.14% 3.18% 2.59% 0.89%
Bacteria; i a;E 0 0 0 1,462 0 0 0.00% 0.00% 0.00% 0.96% 0.00% 0.00%|  0.96% Total 157,000 265,486 443,947 152,525 277,164 210,361 100.00% 100.00% 100.00% 100.00% 100.00% 100.00%
Bacteria; ;Phyci i L 0 47 4,199) 0 0 0 0.00% 0.02% 0.95% 0.00% 0.00% 0.00%|  0.95%
; 0 2,502 639 0 0 0 0.00% 0.94% 0.14% 0.00% 0.00% 0.00%|  0.94%
Bacteria;Aci ota;Vicinami ia;Vicinami ici 2 2,483 415, 5 0 8 0.00% 0.94% 0.09% 0.00% 0.00% 0.00%|  0.94% J00%
‘Negativi 0 0 0 0 2,496 0 0.00% 0.00% 0.00% 0.00% 0.90% 0.00% 0.90% m Nitrosopumilaceae m Nitrososphaeraceae m Blastocatellia;11-24*
i arer 9 9 3,901 9 9 9 0.00% 0.00% 0.88% 0.00% 0.00% 0.00%|  0.88% 90% m Actinomarinales;uncultured* m Nocardiaceae m Microbacteriaceae
Bacteria;f ia;Alphap; ia; I 0 2,269) 362, 0 0 0 0.00% 0.85% 0.08% 0.00% 0.00% 0.00%|  0.85%
Bacteria; i ia;Burkholderiales; 8 19 3,608 130 67 4 0.01% 0.01% 0.81% 0.09% 0.02% 0.00%  0.81% 80% W Fimbriimonadaceae u Chitinophagaceae m Microscillaceae
Bacteria; 0 0 3,393 0 0 0 0.00% 0.00% 0.76% 0.00% 0.00%] B.00%| " 0.76%
70% m Flavobacteriaceae m Kapabacteriales m Caldilineaceae
phap 0 59 3,346) 0 0 0 0.00% 0.02% 0.75% 0.00% 0.0 0.00%|  0.75%
rmicutes;Bacilli;Bacillales; 0 0 0 1,029 0 6 0.00% 0.00% 0.00% 0.67% 0.0 0.00% m Anaerolineag;Adb*  Thermomicrobiales; G30-KF-CM45 * m Obscuribacteraceae
Bacteria; i ia;Sacchari 0 0 2,972 0 0 0 0.00% 0.00% 0.67% 0.00% 0.0 0.00%
" ’ 0 156 2,808 108 0 ] 0.00% 0.06% 0.63% 0.07% 0.0 0.00% m Dadabacteriales* m Trueperaceae m Bacillaceae
BacteriaFirmicutesiClostridia;Oscillospirales; 2 9 9 9 1,753 9 0.00% 0.00% 0.00% 0.00% 06 0.00% mLactobacillaceae u Gracilibacteraceae m Clostridiaceae
Bacteria; icrobiota;Verrucomicrobiae; : 0 1,670 1,931 7 0 0 0.00% 0.63% 0.43% 0.00% 0.0 0.00%
Bacteria;| F 0 409 2,675/ 0 0 0 0.00%| 0.15%| 0.60%| 0.00%! 0.00% 0.00% m Ethanoligenenaceae m Hungateiclostridiaceae W Sporomusaceae
0 1,402 2,638| 0 0 0 0.00% 0.53% 0.59% 0.00% 0.00% 0.00%
L] ) m Planctomycetota;BD7-11*
phap ia;Tistr 0 0 2,611 B 0 0 0.00% 0.00% 0.59% 0.01% 0.00% 0.00%
Bacteria;Aci iotaiAci iae;Aci iae;Aci ial 0 0 2,511 0 0 0 0.00% 0.00% 0.57% 0.00% 0.00% 0.00%  Pirellulaceae = Planctomycetales;uncultured* = Caulobacteraceae
Bacteria; i a; 0 1,500 1,477 14 489 64 0.00% 0.57% 0.33% 0.01% 0.18% 0.03%
0| 0| 2483 5 0| 0| 0.00% 0.00% 0.56% 0.00% 0.00% 0.00% m Dongiaceae | Sphingomonadaceae m Nitrosomonadaceae
Bacteria;f ia;Alphap! ia;Micavibri ; ured 0 0 2,449) 0 0 0 0.00% 0.00% 0.55% 0.00% 0.00% 0.00%|  0.55% 0% W Enterobacteriaceae u Nitrococcaceae W Rhodanobacteraceae
Bacteria;Verrucomicrobiota; i iales;F i 0 0 2,346 0 0 0 0.00% 0.00% 0.53% 0.00% 0.00% 0.00%|  0.53% O
Bacteria; ;Phyci :Plal_lineage;Plal_lineage 0 0 2,250 0 0 0 0.00% 0.00% 051% 0.00% 0.00% 0.00%|  0.51% ,@25’ | Xanthomonadaceae u Opitutaceae m Puniceicoccaceae
i ia; i 0 1,307 659 0 0 0 0.00% 0.49% 0.15% 0.00% 0.00% 0.00%|  0.49% sthers(15)
Bacteria;Chloroflexi;G30-KF-CM66;G30-KF-CM66;G30-KF-CM66 0 1,256 637 0 0 0 0.00% 0.47% 0.14% 0.00% 0.00% 0.00%|  0.47%
Bacteria; ia; ia;Rhizobi: yphomi 0 1,169 542) 0 0 8 0.00% 0.44% 0.12% 0.00% 0.00% 0.00%|  0.44%
Bacteria; ; 0 1,155 150 0 0 0 0.00% 0.44% 0.03% 0.00% 0.00% 0.00%|  0.44%
Bacteria;Planctomycetota;0M190;0M190;0M190 0 0 1,810 0 0 0 0.00% 0.00% 0.41% 0.00% 0.00% 0.00%|  0.41%
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SETOSH HiLHE, ABRESOTABEL LTAES NI HER

BHY - FH# BHEE NI Y — F# BHEE
HEDUAD |WEDVRAQ |BEDUAG |MEDRAD |[HEDUA A P B HEDUAD |MEDRAD |[HEDUA GESETo) WEHBAE |BAZE 7 P 8 # = A HEHRHD | RENWAD | HEHUNC | MEHUAO | HEHUHE | REDUAE | #HEDVAD | REVUHD | HEDUAO | MEDWAD | HEHUHG | Rt DIWA
ia; il i 129 35 76| 141,321 4,326 207,855, 0.08% 0.01%) 0.02% 92.65% 1.56% 98.81%| 98.81% [Archaca_|Ci i i i i Nitrosopumilaceae Candidatus_Nitrosotenuis Candidatus_Nitrosotenuis 5 of 73300 0| 2 of 000%| o000%| 1651% o000%] 0.00% 000%
ia; il i i iquoril i 153,711 6 26| 0 6 0 97.91% 0.00%) 0.01% 0.00%) 0.00% 0.00%| 97.91% [Archaca_|Ci i Candidatus_Ni i Candidatus_Nitrocosmicus of 2119] ss21 6 0 of 0o00%| o080%| 199%| o000%| 0.00% 000%
ia; i i i ingobi 56 33 38| 2 120,735 27 0.04% 0.01%) 0.01% 0.02%) 1356% 0.01%| 43.56% Bacteria_|Aci i i 1124 11-24 11-24 Blastocatellia;11-24* 0 of 9,000 2 0 of 000%| 000%| 205%| 0.00%] 000% 0.00%
ia; i i i i 81 103,446, 72 43 21 34 0.05% 38.96% 0.02% 0.03%) 0.01% 0.02%| 38.96% Bacteria_|Acti i idimicrobii inomari Actinomarinales;uncultured* 0 45| 6,730 0 0 of 000%| o002%] 152% o000%| 0.00% 0.00%
26| 17 17 7 56,393 57 0.02% 0.01%) 0.00% 0.00%) 20.35% 0.03%| 20.35% Bacteria_|Acti i i i c i i Gordonia Gordonia 2 17 17 7| 56393 57 002% 001%] 000%| 000%| 2035%| 003%
rchacaiC) i i i ndidatus_Ni i 5 0 73,300) 0 2 0 0.00% 0.00%) 16.51% 0.00%) 0.00% 0.00%| 1651% Bacteria_|Acti i i i i Microbacteriaceae Microbacteriaceae® 7| 16,004 455, 0 0 o o00%| 603% 010% 0.00% 000% 0.00%
ia; i i i 12 169 50,339 5 0 0 0.01% 0.06% 11.34% 0.00%) 0.00% 0.00%| 11.34% Bacteria i Fimbrii imbrii imbrii F 7| 18900 25) 3 3 of 0o00%| 7.a2%] 001% o000%] 000% 0.00%
10 0 48,438 0 0 0 0.01% 0.00%) 10.91% 0.00%) 0.00% 0.00%| 1091% Bacteria i Cytophagales Hassallia Hassallia 0 o| 10,946 4 0 of 000%| 0.00%] 247% o000%] 000% 0.00%
teriaiF I 0 i di 17 7 12 0 26,167 7 0.01% 0.00%) 0.00% 0.00%) 9.44% 0.00%|  9.44% Bacteria i idi Cytophagales icrosci Microscillaceag;uncultured* 10 of 48438 0 0 of 001% 000%| 1091% o000%| 0.00% 000%
BacteriaiC, i irivibrion i i 21 22,604 37 19 3 7 0.01% 8.55% 0.01% 0.01%) 0.00% 0.00%|  855% Bacteria i Flavobacteriales Arenibacter of 3s21 142 0 0 o oo00%| 133% 003% 0.00% 000% 0.00%
i i 7 18,909 25 3 3 0 0.00% 7.12%) 0.01% 0.00%) 0.00% 0.00%|  7.12% Bacteria i K i K i i Kapabacteriales® o 302 668, 0 0 of 000%| 114%| 015%| o0.00%] 000%| 0.00%
: 7 16,004 1455 0 0 0 0.00% 6.03%) 0.10% 0.00% 0.00% 0.00%| 6.03% Bacteria_|Chloroflexi i Caldil Caldili Caldilineaceac;uncultured* of 4500|2200 0 0 o oo0o%| 173% 050% 0.00%| 000% 0.00%
15 0 0 0 15,668] 0 0.01% 0.00%) 0.00% 0.00%) 5.65% 0.00%|  5.65% Bacteria_|Chloroflexi Anaerolineae SBR1031 Adb Adb Anaerolincae* 3] 5524 15920 9 0 o| 000%| 208%| 350%| o001%] 000% 0.00%
7 2 22,127 0 2 0 0.00% 0.00%) 4.98% 0.00%) 0.00% 0.00%|  4.98% Bacteria_|Chloroflexi Chioroflexia Thermomicrobiales 1G30-KF-CM45 1630-KF-CM45 1G30-KF-CM45* 4| 5685 1036 20 2 106]  000%| 213%] 023% 001%] 000%| 005%
4 0 19,115 4 0 0 0.00% 0.00%) 4.31% 0.00%) 0.00% 0.00%|  431% Bacteria i wibri Obscuri o o Obscuribacteraceae® 21| 22,694 37 19 3 7| 001%| 855%| 001% 001%] 000%] 0.00%
Bacteri T Truepera 5 10,880 162 3 0 6 0.00% 4.10%) 0.04% 0.00%) 0.00% 0.00%|  4.10% Bacteria_|D: i D ia Dadabacteriales D i D i Dadabacteriales” o 2810 321 0 0 of 000%| 1.08%| 007% o000%] 000% 0.00%
teriaiF I o idi 6 0 0 10 10,723 0 0.00% 0.00%) 0.00% 0.01%) 3.87% 0.00%| 3.87% Bacteria_|Deinococcota Deinococci Deinococcales Trueperaceae Truepera Truepera 5| 10880 162 3 0 6| 000%| 410% 004% 0.00% 000% 0.00%
Bacteria;Chloroflexi;Anaerolincae;SBR103L;Adb;AdD 3 5,524 15,920 9 0 0 0.00% 2.08%) 3.59% 0.01%) 0.00% 0.00%|  359% Bacteria_|Firmicutes Bacilli Bacillales Bacillaceae Bacillus Bacillus 129 35 76| 141,321 4326] 207.855] 0.08%| 0.01%| 0.02%| 92.65%] 156%| 98.81%
ia; 0 3 15,142 0 0 8 0.00% 0.00%) 3.41% 0.00%) 0.00% 0.00%| 341% Bacteria_|Firmicutes Bacilli [ i L i Liquori i Liquori i 153,711 6 26) 0| 6 of 97.91% o000%] 001% o000%] 0.00% 000%
Opitutales;Opi 0 0 12,413 0 0 0 0.00% 0.00%) 2.80% 0.00%) 0.00% 0.00%|  2.80% Bacteria_|Firmicutes Clostridia Clostridia Gracilibacteraceae Lutispora Lutispora 0 0 0 of 72a1 of 000%| 000%] 000%| o000%| 261% 0.00%
; 5 7,015 8 0 0 0 0.00% 2.64%) 0.00% 0.00% 0.00% 0.00%|  2.64% Bacteria_|Firmicutes Clostridia Clostridiales Clostridiaceae Clostridiaceac® 0 0 0 o 2978 o 000%| 000%| 000%| 0.00% 107%| 0.00%
teriasF I Clostridi utispora 0 0 0 0 7,241 0 0.00% 0.00%) 0.00% 0.00%) 2.61% 0.00%|  261% Bacteria_|Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium_sensu_stricto_L __|Clostridium_sensu_stricto_1 0 0 8 3064 717, of 000%| 0.00%] 000%| 201%| 026%| 0.00%
Bacteria;P 3 6,935 8 5 0 0 0.00% 2.61%) 0.00% 0.00%) 0.00% 0.00%|  261% Bacteria_|Firmicutes Clostridia i Ethanoli 2,612, 0 0 0 0 of 166%| 0.00%] 000%| o000%] 000% 0.00%
Bacteria;Planctomycetota;BD7-11;BD7-11;8D7-11;BD7-11 5 6,872 87 0 0 0 0.00% 2.59%) 0.02% 0.00%) 0.00% 0.00%|  259% Bacteria_|Firmicutes Clostridia i i Hungat diaceae* 17 7 12 of 26,167 7| oo01%| 000%| 000%| 0.00%| 9.44%| 0.00%
i i idi 0 0 10,946] 4 0 0 0.00% 0.00%) 2.47% 0.00%) 0.00% 0.00%|  247% Bacteria_|Firmicutes Clostridia Oscillospirales ini 6 0 0 10[ 10723 of 000%| 000%| 000%| o001%| 387% 000%
: 0 0 10,940 0 0 0 0.00% 0.00%) 2.46% 0.00% 0.00% 0.00%|  2.46% Bacteria_|Firmicutes i |Anacrospora 0 0 0 of 433 o] 000%| 000%| 000% 0.00%| 156% 0.00%
0 0 3 4 6,369 0 0.00% 0.00%) 0.00% 0.00%) 2.30% 0.00%|  230% Bacteria_|Firmicutes i 0 2 0 of 4183 of 000%| 0.00%] 000%| o000%| 151% 0.00%
Bacteria;Chloroflexi;C ia;T icrobi 0-KF-CM45;1G30-KF-CM45 4 5,655 1,036 20 2 106 0.00% 2.13% 0.23% 0.01% 0.00% 0.05%| 2.13% Bacteria_|Firmicutes i i Sporomusa 0 0 3 2| 6369 of 000%| 000%| 000%| o000%| 230% 0.00%
Bacteria;Acidobacteriota:Blastocatellia; 11-24; 11-24;11-24 0 0 9,090] 2 0 0 0.00% 0.00%) 2.05% 0.00%) 0.00% 0.00%|  2.05% Bacteria_|Firmicutes i Veillonellales-Selenomonadales:| 15 0 0 o] 15668 o 001%| 000% 000% 0.00% 565% 0.00%
Bacteria;F lostridia;Clostridi lostridium_sensu_stricto_1 0 0 8 3,064 7 0 0.00% 0.00%) 0.00% 2.01%) 0.26% 0.00%|  2.01% Bacteria_|Nitrospi itrospiri Nitrospirales Nitrospiraceae Nitrospira Nitrospira 4 of 19,115 4 0 of 0o00%| o000%| 431% o000%] 0.00% 000%
rchacaiC i i ndidatus_ 0 2,119 8,821 6 0 0 0.00% 0.80%) 1.99% 0.00% 0.00% 0.00%|  1.99% Bacteria_|Planctomycetota __ |BD7-11 BD7-11 BD7-11 BD7-11 Planctomycetota;BD7-11% 5| esn2 87 0 0 o 000%| 259%| 002%| 0.00% 000% 0.00%
BacteriaiCl 0 4,590 2,200 0 0 0 0.00% 1.73%) 0.50% 0.00%) 0.00% 0.00%|  1.73% Bacteria B Planctomycetales;uncultured* 0 3] 15142 0 0 8] 000% 000%| 341% o000%| 0.00% 000%
teriasF 0. 2,612 0 0 0 0 0 1.66% 0.00%) 0.00% 0.00%) 0.00% 0.00%|  166% Bacteria i i C C Caulobacter Caulobacter 3 0 94 of 4070 of 000%| o000%| 002% o000%| 147%| 0.00%
i 0 0 0 0 4,336 0 0.00% 0.00%) 0.00% 0.00% 156% 0.00%|  1.56% Bacteria i Dongiales Dongiaceae Dongia Dongia 0 of 4468 0 0 of 000%| 0.00%] 101%| o0.00%] 000%| 0.00%
; 0 45 6.730) 0 0 0 0.00% 0.02%) 1.52% 0.00%) 0.00% 0.00%|  152% Bacteria i i i i Ellin6055 Sphingomonadaceae;Ellin6055* 5| 7015 8 0 0 of 000%| 264%] 000% o000%] 000% 000%
; 0 2 0 0 4,183 0 0.00% 0.00%) 0.00% 0.00%) 151% 0.00%| 151% Bacteria i i ingobi ingobi 56 33 38 24| 120,735 27] 0.04%| 001%| 001%] o002%| 4356%| 0.01%
Bacteria i i lobact 3 0 94 0 4,070) 0 0.00% 0.00%) 0.02% 0.00%) 1.47% 0.00%|  147% Bacteria i i i i i Nitrosomonas 12 169| 50,339 5 0 o 001%| o006%| 1134% o000%] 000% 000%
0 3521 142 0 0 0 0.00% 1.33%) 0.03% 0.00%) 0.00% 0.00%|  1.33% Bacteria i i i i i i Nitrosospira 81| 103,446 72| 43 21 34| 005%| 3896%| 002% 003%] 001% 002%
0 3,026 668| 0 0 0 0.00% 1.14%) 0.15% 0.00%) 0.00% 0.00%| 1.14% Bacteria i i i i i Nitrococcus. 0 o] 10,940 0 0 of 000%| o000%| 246% o000%] 0.00% 000%
0 2,911 0 0 0 0 0.00% 1.10%) 0.00% 0.00%) 0.00% 0.00%|  1.10% Bacteria 3[ 693 8 5 0 of 000%| 261%] 000%| o0.00%] 000% 0.00%
Bacteria;D. i ales 0 2,870 321 0 0 0 0.00% 1.08%) 0.07% 0.00% 0.00% 0.00%|  1.08% Bacteria i Xanthomonadaceae* 7 2| 22127 0 2 0| 000%| 000%| 498% 0.00% 000% 0.00%
toriasFi Cl :Cl 0 0 0 0 2,978] 0 0.00% 0.00%) 0.00% 0.00%) 1.07% 0.00%|  1.07% Bacteria icrobi icrobi Opitutales Opi L Lacunisphaera 0 of 12413 0 0 of 000%| 000%| 280%| o000%| 000% 0.00%
Bacteria; i ia:Dongiales;Dongi Dongia 0 0 4,468 0 0 0 0.00% 0.00%) 1.01% 0.00%) 0.00% 0.00%|  1.01% Bacteria icrobi icrobi Opitutales Punicei Pelagicoccus, o 2011 0 0 0 o 000%| 110%| 000%| o000%] 000% 0.00%
:NS11-12_marine_group;NS11-12_marine_group 0 0 4,439 0 0 0 0.00% 0.00%) 1.00% 0.00% 0.00% 0.00%|  1.00% others(1%>) others(1%>) 246] 42,190] 130663 7.972] 13219 2254] 0.16%| 15.89%| 2043%| 5.23%| 477%| L07%
Bacteria;P i i iaceae; 0 0 0 1511 0 0 0.00% 0.00%) 0.00% 0.99%) 0.00% 0.00%|  0.99% Total 157,000] 265,486| 443947| 152,525 277.164| 210,361| 100.00%| 100.00%| 100.00%| 100.00%| 100.00%| 100.00%
; 0 0 0 0 2,49 0 0.00% 0.00%) 0.00% 0.00%) 0.90% 0.00%|  0.90%
Taonella 0 0 3,894 0 0 0 0.00% 0.00%) 0.88% 0.00%) 0.00% 0.00%|  0.88%
0 2,269 20 0 0 0 0.00% 0.85% 0.07% 0.00% 0.00% 0.00%|  085%  Candidatus_Nitrosotenuis  Candidatus_Nitrocosmicus mBlastocatellia;11-24*
0 0 3684 0 o 0 0.00% 0.00% 083% 0.00% 0.00% 083%  Actinomarinales;uncultured*  Gordonia mMicrobacteriaceae*
; 4 128 3442 0 1452 7 0.00% 0.05% 0.78% 0.00% 0.52% 0.78%
; 0 0 0 17 2,144 0 0.00% 0.00% 0.00% 0.01% 0.77% 0.77%  Fimbriimonadaceae* u Hassallia mMicroscillaceag;uncultured*
: 0 0 3,391 0 0 0 0.00% 0.00%) 0.76% 0.00%) 0.00% 0.76%
o — o 7020 e o 5 o 000% 076% 003 000% : mArenibacter  Kapabacteriales* mCaldilineaceae;uncultured*
Bacteria;P 0 0 3341 0 0 0 0.00% 0.00% 0.75% 0.00% 0.00% 0.75% m Anaerolineae* JG30-KF-CM45* mObscuribacteraceae*
Bacteria;P 0 14 3301 130 67 0 0.00% 0.01%) 0.74% 0.09%) 0.02% .74%
0 1,873] 0 2 0 0 0.00% 0.71% 0.00% 0.00% 0.00% 0. 0.71% m Dadabacteriales* mTruepera = Bacillus
: 0 o 3003 o 0 o 0.00% 0.00% 069% 0.00% 0.00% oL g% u Liquorilactobacillus w Lutispora mClostridiaceae*
BacteriaiFi 0 0 0 1,029 0 6 0.00% 0.00% 0.00% 0.67% 0.00% 0.0 0.67%
; 2 1,787 415 5 0 0 0.00% 0.67%) 0.09% 0.00%) 0.00% 0.00%|  067% B Clostridium_sensu_stricto_1 u Ethanoligenens mHungateiclostridiaceae*
; 0 0 2,972 0 0 0 0.00% 0.00% 0.67% 0.00%
0 1,670 330 2 0 0 0.00% 0.63% 0.07% 0.00% 0.00% 0.00%| 0.63% = Ruminiclostridium Anagrospora = Propionispora
BacteriaiFi Clostridia;O 2 0 9 9 1734 0 0.00% 0.00% 0.00% 0.00%) 0.63% 0.00%|  0.63% mSporomusa m Veillonellales-Selenomonadales;uncultured* m Nitrospira
ia; : 0 6 2,745 0 0 0 0.00% 0.00%) 0.62% 0.00%) 0.00% 0.00%|  0.62%
; ) 0 ) 5 1646 0 0.00% 0.00% 0.00% 0.00% 0.59% 0.00%|  0.59% mPlanctomycetota;BD7-11*  Planctomycetales;uncultured* m Caulobacter
Bacteria P L faiTt 0 o 26 o 0 o 000% 0.00% 05%% 0.00% 000% 000%]  059% mDongia  Sphingomonadaceae;Ellin6055* mNovosphingobium
; ota; 0 0 2511 0 0 0 0.00% 0.00%) 0.57% 0.00%) 0.00% 0.00%|  057% 4 )
0B-42 0 0 2,486 0 0 0 0.00% 0.00%) 0.56% 0.00%) 0.00% 0.00%|  0.56%  Nitrosomonas u Nitrosospira mNitrococcus
Bacteria;P 0 0 2,449 0 0 0 0.00% 0.00% 0.55% 0.00% 0.00% 0.00%| 0.55%
- — o e oY) o o o 000% o6 055 0.00% 000% o00%  0.55%  Pseudofulvimonas  Xanthomonadaceae* m Lacunisphaera
0 1,39 1559 0 0 0 0.00% 0.53%) 0.35% 0.00%) 0.00% 0.00%|  053% wPelagicoccus others(1%3)
ia; i 1 Plal_ Plal_lineage 0 0 2,250, 0 0 0 0.00% 0.00%) 0.51% 0.00%) 0.00% 0.00%| 051%
rchacaiC i i i i i ndidatus_ 0 0 2,216 0 0 0 0.00% 0.00%) 0.50% 0.00% 0.00% 0.00%]  0.50%
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