EO0024234.1
KB976165.1:727954-732691
Bacillus cereus BAGIX1-1

ERI189397.1
KE993461.1:48282-53536

Clostridiales bacterium oral taxon 876 str. F0540

GBC99580.1
BEHT01000031.1:20473-26974
bacterium HR17 Bacteria.

HHY46898.1
DUS001000110.1:106-3699
Bacillota bacterium

KAB8314906.1
JXCB02000039.1:163876-170430

Tolypothrix campylonemoides VB511288

KIM02798.1
JQIR01000114.1:6692-10973
Sulfurovum sp. FS06-10

KRT76947.1
LDXQ01000025.1:16632-22559
Armatimonadetes bacterium CSP1-3

MBA2746678.1
JACCVIO10000533.1:1-4889
Flavisolibacter sp.

MBD1207299.1
JACVZY010000011.1:51890-58284
Ignavibacteria bacterium

MBD3225900.1
WJIP01000322.1:16075-23787
Caldithrix sp.

MBD3409700.1
WIMR01000167.1:2068-6943
Ignavibacteriales bacterium

MBE0447478.1
JACUUO010000029.1:267-7024
Actinomycetota bacterium

MBE?2185454.1
JACSSA010000038.1:1-5809
Rhodothermales bacterium

MBES5970992.1
SVDRO1000002.1:16286-40724
Lachnoclostridium sp.

MBE6620205.1
SVSH01000006.1:24464-40343
Oscillospiraceae bacterium

MBEG6812686.1
SV0J01000011.1:21469-29503
Oscillospiraceae bacterium

MBES8608598.1
RRYY01000002.1:226416-229907
Pseudomonas lundensis

MBF0986917.1
JABZIQ010000012.1:3066-10394
Clostridiales bacterium

MBI11387519.1
WGLVO1000008.1:4051-12826
bacterium Bacteria.

MBI5386705.1
JACRJIZ010000120.1:18517-26254
Verrucomicrobia bacterium

MBI15838529.1
JACRLCO10000003.1:10779-14175
Chloroflexi bacterium

MBI15853520.1
JACRLW010000144.1:368-6840
Planctomycetota bacterium

MBK6679552.1
JADICDO10000008.1:105010-108577
Ignavibacteriales bacterium

MBK7110623.1
JADJGEO10000008.1:189528-195404
Bacteroidetes bacterium

MBK9363191.1
JADJYX010000039.1:79446-84291
Rubrivivax sp.

MBL4686476.1
JAESSZ010000604.1:2772-8374
Nannocystaceae bacterium

MBL8058500.1
JAEURLO10000605.1:718-5385
Anaerolineales bacterium

MBL8187541.1
JAEUQP0O10000213.1:1-2575
Acidobacteria bacterium

MBL8615655.1
JAEUKK010000063.1:15280-19092
Deltaproteobacteria bacterium

MBL8929412.1
JAEUINO10000016.1:134-4920
Kineosporiaceae bacterium

MBN1629332.1
JAFGIH010000250.1:1-6138
Thermoleophilia bacterium

MBO4740543.1
JAFZUC010000161.1:648-4453
Bacteroidales bacterium

MBP6103575.1
JAGNYLO10000003.1:13242-19988
Gammaproteobacteria bacterium

MBQ2343300.1
JAFPDP010000155.1:1-3283
Acidaminococcaceae bacterium

MBQ3751321.1
JAFPVX010000016.1:156995-163482
Bacteroidales bacterium

MBQ7280888.1
JAFSPS010000047.1:106495-114786
Bacteroidales bacterium

MBQ8387895.1
JAFTOB010000052.1:1945-12364
Clostridia bacterium

MBQ8690465.1
JAFURR010000041.1:4613-8163
Phascolarctobacterium sp.

MBQ9618728.1
JAFSRB010000514.1:1-3600
Oscillibacter sp.

MBR1784815.1
JAFVBB010000010.1:153263-162221
Bacteroidales bacterium

MBR1811686.1
JAFVBH010000067.1:18447-28841
Clostridia bacterium

MBR5233301.1
JAFYVEO10000027.1:40002-49921
Clostridia bacterium

MBR5472243.1
JAFYQM010000093.1:218-5253
Oscillibacter sp.

MBS1812880.1
JAFDVL010000125.1:18564-23752
Acidobacteria bacterium

MBS3908028.1
JAGXSZ010000001.1:18672-26069
Actinomycetota bacterium

MBU6171564.1
JAGWXY010000061.1:6182-13757
Verrucomicrobia bacterium

MBX2836299.1
JAHQVR010000075.1:12339-15314
Gammaproteobacteria bacterium

MBY0478454.1
JAIEMPO10000010.1:164793-171367
Chitinophagaceae bacterium

MBZ4662217.1
JAIHAV010000060.1:1-6381
Thermotoga sp.

MCA9418941.1
JAGQK0010001538.1:1-1000
Candidatus Omnitrophota bacterium

MCA9608868.1
JAGQJB010000793.1:6714-12858
Myxococcales bacterium

MCB0510232.1
JAGQYF010000347.1:1-2129
Bacteroidetes bacterium

MCD7773957.1
JAJQHK010000002.1:1219-5486
Clostridiales bacterium

MCE2790147.1
JAJTEZ010000119.1:1-3229
Saprospiraceae bacterium

MCG3158139.1
JAJVIB0O10000027.1:78075-87492
bacterium Bacteria.

MCH4158398.1
JAKVKY010000045.1:1-4232
Acidaminococcaceae bacterium

MC16096969.1
JALFCRO10000171.1:1-2689
Clostridiales bacterium

MCL2058091.1
WRLRO1000013.1:18988-29704
Oscillospiraceae bacterium

MCM4084185.1
JAMQOL0O10000073.1:315-7250
Actinoplanes hotanensis

MCQ2260413.1
JAKSMM010000012.1:46359-56425
Bacteroidales bacterium

MCQ2359489.1
JAKS0J010000132.1:152-4381
Phascolarctobacterium sp.

MSS81683.1
VULNO1000004.1:40247-46555
Acidaminococcus fermentans

MST94547.1
SIBHO1000038.1:202-6388
Pedosphaera sp.

MY194285.1
VYANO1000412.1:1-3353
Candidatus Poribacteria bacterium

NCC37726.1
RZ7ZQ01003739.1:33-1012
Chloroflexia bacterium

NCO065063.1
JAACTV010000008.1:10324-18588
Candidatus Aquicultor secundus

NIM05989.1
WWBV01000346.1:9674-16795
Armatimonadota bacterium

NNM43773.1
JABEVM010000150.1:4092-7668
Chlamydiae bacterium

NOJ92184.1
JABFJY010000011.1:36611-40515
Corallococcus coralloides

NPV30445.1
JABLXW010000020.1:147852-151397
Bacillota bacterium

OGB67429.1
MESS01000044.1:5583-8929
Caldithrix sp. RBG_13 44 9

PCJ20376.1
NVVD01000003.1:140454-144906
Candidatus Cloacimonadota bacterium

QTX33359.1
CP072943.1:1246174-1252565
Aminithiophilus ramosus

RMB11996.1
REFR01000009.1:325583-334450
Eilatimonas milleporae

RMG25532.1
RFHNO1000092.1:1-3240
Armatimonadetes bacterium

TDR27024.1
SNZE01000053.1:25-2190
Hydromonas duriensis

TMP97177.1
VBQD01000352.1:3589-6481
Verrucomicrobia bacterium

WP_111916268.1
NZ JACYYA010000024.1:43-2262
Acinetobacter baumannii

WP_015349852.1
NC 020126.1:5478985-5482795
Myxococcus stipitatus DSM 14675

WP_231571219.1
NZ JXAK01000023.1:63930-69294
Gordoniibacillus kamchatkensis

WP_055089479.1
NZ CZAHO01000011.1:19110-26295
Intestinibacter bartlettii

WP_062501127.1
NZ BCUKO1000234.1:1883-4300
Moraxella lacunata NBRC 102154

WP_066865210.1
NZ CABKVV010000014.1:353717-357915
Neglectibacter timonensis

WP_213621112.1
NZ BOSFO01000008.1:227468-231562
Paenibacillus sp. J22TS3

WP_075066086.1
NZ LKAJ02000001.1:1138977-1142583
Candidatus Berkiella aquae

WP_076715270.1
NZ MIEQ01000022.1:113119-116740
Motiliproteus sp. MSK22-1

WP_228144369.1
NZ LFZQ01000013.1:60361-68681
Acinetobacter genomosp. 33YU

WP_087460491.1
NZ CP021425.1:1459866-1463417
Oleiphilus messinensis

WP_093311344.1
NZ FNPV01000002.1:380772-386333
Tindallia californiensis

WP_093583823.1
NZ FPBA01000027.1:54332-59546
Geodermatophilus amargosae

WP_094709693.1
NZ MRYI01000011.1:14005-19104
Hahella sp. CCB-MM4

WP_099370558.1
NZ PEBA01000012.1:23514-27852
Sphingobacterium sp. 1.A.5

WP_109615356.1
NZ QGD001000001.1:222369-230245
Sediminitomix flava

WP_110462548.1
NZ QKMRO1000015.1:27753-33727

Ruminiclostridium sufflavum DSM 19573

WP_111844870.1
NZ UEGIO1000010.1:45264-49820
Aequorivita antarctica

WP_174658986.1
NZ MTCY01000124.1:1-1624
Flavobacterium oreochromis

WP_127823327.1
NZ RQSMO01000003.1:1130749-1135416
Flavobacterium columnare

WP_129223437.1
NZ SD0Z01000002.1:308359-320831

Candidatus Borkfalkia ceftriaxoniphila

WP_166437314.1
NZ STFF01000015.1:99253-116516
Niastella caeni

WP_138730826.1
NZ SRMP02000017.1:43597-48828
Pedobacter helvus

WP_178130487.1
NZ VOHA01000004.1:68144-73291
Reyranella sp. CPCC 100927

WP_149624695.1
NZ VTZU01000023.1:73149-79547
Aquimarina sp. RZO

WP_192383794.1
NZ JACVBWO20000001.1:153493-158478
Pseudomonas sp. PDM20

WP_156536987.1
NZ JACXXJ020000005.1:637772-643002
Agrobacterium vitis

WP_160908589.1
NZ WVHS01000005.1:272524-276138
Hufsiella ginkgonis

WP_171959929.1
NZ JABLUB010000062.1:7218-11623
Pseudomonas aeruginosa

WP_174467903.1
NZ JABUMQ010000296.1:7375-14193
Myxococcus sp. CAO39A

WP_193009430.1
NZ JABUYUO10000004.1:125408-128899
Psychrobacter sp. FME60O

WP_255754164.1
NZ CP053748.1:3854598-3881977
Massilia sp. erpn
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