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Desciption Scientifﬁ Name S'ﬂ::e ST;ETL gz:g \raIEue I:zr:l Acc.'Len Accession
v h i v v v
Clostridiales genomosp. BVAB1 isolate UABOT1 chromosome, complete genome Clostridiales genomosp. BVAB1 1860 7431 100% 0.0 100.00% 1649642 CP049781.1
Uncultured bacterium clone ncd1853a08c1 165 ribosomal RNA gene,_partial sequence uncultured bacterium 1860 1860 100% 0.0 10000% 1352 JF160899.1
Uncultured bacterium clone nbu405d06c1 16S ribosomal RWA gene, partial sequence uncultured bacterium 1860 1860 100% 0.0 100.00% 1352 GQO37R321
Uncultured bacterium clone 123-f 57 165 ribosomal RNA gene,_partial sequence uncultured bacterium 1860 1860 100% 0.0 10000% 1007 AYT247391
Uncultured bacterium clone rRNA296 165 ribosomal RNA gene, partial sequence uncultured bacterium 1860 1860 100% 0.0 100.00% 1507  AY9590691
Uncultured bacterium clone nck189a08c1 165 ribosomal RNA gene_partial sequence uncultured bacterium 1855 1855 100% 0.0 9990% 1352 KF0942341
Uncultured bacterium clone 23.001-2 168 ribosomal RNA gene, partial sequence uncultured bacterium 1865 1855 100% 0.0 99.90% 1377  JXB8712851
Uncultured bacterium clone 22.001-2 16S ribosomal RNA gene, partial sequence uncultured bacterium 1855 1855 100% 0.0 99.90% 1377 JX8712841
Uncultured bacterium clone ncd1854c08c1 16S ribosomal RNA gens,_partial sequence uncultured bacterium 1855 1855 100% 0.0 9990% 1352 JE159356.1
Uncultured bacterium clone nbw1010h11c1 165 ribosomal RNA gene, partial sequence uncultured bacterium 1855 1855 100% 0.0 9990% 1352 GQO0472851
Uncultured bacterium clone nbu405e02¢1 16S ribosomal RNA gene, partial sequence uncultured bacterium 1855 1855 100% 0.0 99.90% 1352 GQO37635.1
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Clostridiales genomosp. BVAB1 isolate UABO0O71 chromosome, complete genome
Sequence ID: CP049781.1 Length: 1649642 Number of Matches: 4

Range 1: 9272 to 10278 |GenBank Graphics W Mext Match
Score Expect Identities Gaps Strand
1860 bits{1007) 0.0 1007/1007({100%0) 01007 (0% Plus/Plus
Query 1 TEEGEGEAATATTGCACAATOGGCGAAAGCCTGATGCAGCGACGCCGCGTGAGCGAAGALAGT &8

Sbjct Q272 TEEEEAATATTGCACAATGEGCEGAAAGCCTGATGCAGCGACGCCGOGTGAGOCGAAGAAGT 9231

Query 51 ATTTCGGTATGTAAAGCTCTATCAGAAGGGAAGAALMATGACGGTACCTTACTAAGAAGCT 12

[LLETEEEE et b e e et e e e e e e et e et
Sbjct 9332  ATTTCGGTATGTAAAGCTCTATCAGAAGGGAAGAAAATGACGGTACCTTACTAAGAAGCT 9391

Query 121 CCGGCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGAGCAAGCGTTATCCGGATTT 180
LTt e e b e et e e bbb e e e e er et

S5bjct 9392 COGGCTAAATACGTGCCAGCAGCCGCGGETAATACGTATGEGAGCAAGCGTTATCCGGATTT 9451

Query 181 ACTOEETETAAAGGGAGTGTAGGCGGCACTATAAGTCTGATGTGAAAACCTAAGGCTTAA 248

LTI e e e et et e et e et ettt et
Sbjct 9452  ACTGGGTGTAAAGGGAGTGTAGGCGGCACTATAAGTCTGATGTGAAAACCTAAGGCTTAA 9511

Query 241 CCATAGGATTGCATTEGAAACTGTAGAGCTGLRAGTATCGEGAGAGGCAAGCGGAATTCCTG  28a

LRt e et r et e et e r e ettt
Sbjct 9512 CCATAGGATTGCATTGGAAACTGTAGAGCTGGAGTATCGGAGAGGCAAGCGGAATTCCTG 9571

Query =1 GTGTAGTGGTGAAATACGTAGATAT CAGGAAGAACATCGETGGCGAAGGCGGCTTGCTGG 26

S5bjct 9572 GTGTAGTGGETGAAATACGTAGATAT CAGGAAGAACATCGGETGGCGAAGGCGGCTTGCTGG 9631

Query 361 ACGATAACTGACGCTAAGGCTCGAAAGCGTEEGAAGCGAACAGGATTAGATACCCTGGTA 42

LLETLELL et e et e e e et e e ettt et
Sbjct 9632  ACGATAACTGACGCTAAGGCTCGAAAGCGTGGGAAGCGAACAGGATTAGATACCCTGGTA 9691

Query 421 GTCCACGCTGTAAACGAT GAACACTAGGTGT TGEGEAGGCTAAGCCTTTCAGTGCCGCAGC A3

S5bjct Se92 GTCCACGCTGTAAACGAT GAACACTAGGTGT TGEEAGGC TAAGCCTTTCAGTGCCGCAGC 9751

e nintitiimthnniinitiinmatinntisyni e
Sbjct 9752 AAACGCAATAAGTGTTCCACCTGGEEEAGTACGTTCGCAAGAATGAAACTCALAAGGAATTG 9811
G

Query 541 ACGGGGACCCGCACAAGCGGTGGAGCATGTGGTTTAATTCGAAGCAACGCGAAGAACCTT 6ee
Lerrrrererrrrererrrrrrrrrrrerrrrerrrrrrrrrrrrrrrrrrrrrrrrend
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v b b b v b
Uncultured bacterium clone ncd989g05¢1 16S ribosomal RNA gene, partial sequence uncultured bacte... 1864 1864 100% 0.0 100.00% 1358 HM334697.1
Uncultured bacterium clone ned997d08c1 16S ribosomal RNA gene, partial sequence uncultured bacte... 1864 1864 100% 0.0 100.00% 1358 HM332642 1
Uncultured bacterium clone 123-f 23 165 ribosomal RNA gene, partial sequence uncultured bacte .. 1864 1864 100% 0.0 100.00% 1009 AYT7247401
Uncultured bacterium clone rRNA115 16S ribosomal RNA gene, partial sequence uncultured bacte... 1864 1864 100% 0.0 100.00% 1513 AYS958888.1
Oscillospiraceae bacterium strain CHIC02 1186E3-8 16S ribosomal RNA gene, partial sequence Oscillospiraceae ... 1858 1858 100% 0.0 9990% 1450 OP5402731
Uncultured bacterium clone ncd1058g03c1 163 ribosomal RNA gene, partial sequence uncultured bacte... 1858 1858 100% 0.0 99.90% 1358 HM344558 .1
Uncultured bacterium clone ned1008g01¢c1 16S ribosomal RNA gene, partial sequence uncultured bacte .. 1858 1858 100% 0.0 99.90% 1358 HM3412231
Uncultured bacterium clone ned988h05c1 165 ribosomal RNA gene, partial sequence uncultured bacte... 1858 1858 100% 0.0 99.90% 1358 HM334584.1
Uncultured bacterium clone rRNA164 16S ribosomal RNA gene, partial sequence uncultured bacte... 1858 1858 100% 0.0 99.90% 1514 AY958937.1
Oscillospiraceae bacterium strain UPII 6§10-J 165 ribosomal RNA gene, partial sequence Oscillospiraceae ... 1855 1855 100% 0.0 99.80% 1455 OP540270.1
Uncultured bacterium clone ncd1060a10c1 16S ribosomal RNA gene, partial sequence uncultured bacte_.. 1853 1853 100% 0.0 99.80% 1358 HM344624 1
Uncultured bacterium clone ncd1005h09¢1 16S ribosomal RNA gene, partial sequence uncultured bacte... 1853 1853 100% 0.0 99.80% 1358 HM341026.1
Uncultured bacterium clone ned998a04ci 165 ribosomal RNA gene, partial sequence uncultured bacte... 1853 1853 100% 0.0 99.80% 1358 HM332641.1
Uncultured bacterium partial 165 rRNA gene, isolate BFO002B065 uncultured bacte... 1853 1853 100% 0.0 99.80% 1490 AMG9T115.1
Uncultured bacterium clone nck198e03c1 165 ribosomal RNA gene, partial sequence uncultured bacte... 1847 1847 100% 0.0  9970% 1358 KF094825 1
Uncultured bacterium clone ned1057f07c1 16S ribosomal RNA gene.partial sequence uncultured bacte... 1847 1847 100% 0.0 99.70% 1358 HM340507.1
Uncultured bacterium clone rRNA351 16S ribosomal RNA gene, partial sequence uncultured bacte... 1847 1847 100% 0.0 99.70% 1510 AY959124.1
Uncultured bacterium clone ncd1008a01c1 16S ribosomal RNA gene. partial sequence uncultured bacte... 1845 1845 100% 0.0 99.70% 1357 HM341161.1
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Oscillospiraceae bacterium strain CHIC02 1186E3-8 16S ribosomal RNA gene, partial sequence
Sequence ID: OP540273.1 Length: 1450 Number of Matches: 1

Range 1: 358 to 13266 GenBank Graphics

Score Expect Identities Gaps Strand
1858 bits{10067% 0.0 1008,/1009(99%:) 0/ 1009 0% ) Plus/Plus
Query 1 TEGGEAATATTGGGECAATGEGEGCEGAAAGCC TGACCCAGCAACGCCEGCGTGAGTGATGAMAGG =15}
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbijct 358 GEAATAT CAATGEGECEAAAGCC TGAC CGTGAGTGAT GAL 417
Query 51 CCTTCGEGTTGTAAMACTCTT TGGACAGEGACGAACAANGTGACGGTACCTGTAGAACAA 126
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 418 TTCGGGT TALAMACTCTTTGGACAGG CEGETACCTGETAGALA ATFT
e T T TP T T T T T T e 2
Sbijct AT S CCACGGECTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGEGCGAGCGTTATCCGGA 537
Query 181 TTTACTGGGCGTAAAGGGCGTGTAGGCGGC TAGATAAGTGTGATGTTTALAATCCAAGGCT 2496
LRTErrr et er ettt e ettt errrrrrnl
Sbijct 538 TTTACTGEGCGTAAAGGGCGTGTAGGCGGC TAGATAAGTGTGATGTTTAAATCCAAGGCT 597
e niintnaniiniinitinihshnnh i
Sbjct 598 TAACCTTGGGEGETTCATTACAAACTGT TTAGCTTGAGTGC TGGAGAGGATAGTGGAATTCC 657
Query 31 TAGTGTAGCGGTAALAATGCGTAGATAT TAGGAGGAACACCGETGLECGAAGGCGGCTATCT 368
FCTTrern ettt et ettt ettt et et rrtitnl
Sbijct 658 TAGTGTAGOGGTAALMATGCGTAGATAT TAGGAGGALACACCGETGECGAAGGCGGCTATCT FA17
e T T T T T T T T T L LTI 222
Sbijct 718 GEACAGTAACTGACGCTGAGGCGCGAAAGCGTGGEEEAGCALAACAGGAT TAGATACCCTGG FF7
Query 4271 TAGTCCACGCCGTAAACGATGAATACTAGCTGTAGCAGGTATCGACCCCTTCTGTGGCGC A8
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct Fr8 GTCCACGC TCTGTGGC B37
e it Nt .
Sbijct 838 AGTTAACACAATAAGTATTCCGCCTEEEEAGTACGECCGCAMAGET TAALAAC TCALAAGGAA 897
Query S41 TTGACGGEGACCCGCACAAGCAGTGEGATTATGTGGTTTAAT TCGAAGC AACGCGEAAGANC cae
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 898 GACGEGEGACCCGCACAAGCAGTGGATTATGTG CECEAAG S957
e T T T T T T T T T U T T T T 27
Sbjct 958 CTTACCAGGACTTGACATCCTCTGACGAT TCAGGAGACTGAATTTTCTCTTCGGAGACAG 1817
Query 661 AGAGACAGGTGGTGCATGGTTGTCGTCAGCTCGTGTCGTGAGATGTTGGGET TAAGTCCCG T2e
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Desciption Scientifs Name Shn:::{e ST::L 23:2: vafue I:Zr:t Ach_en Accession
- - - - -
Clostridiales genomosp. BVAB3 16S ribosomal RNA gene,_partial sequence Mageeibacillus indolicus 1866 1866 100% 0.0 100.00% 1382 KC311734.1
Bacterium BWAG3-Strain 4 165 ribosomal RNA gene,_partial sequence bacterium BVAB3-Strain4 1866 1866 100% 0.0 100.00% 1480 GQ900634.1
Mageeibacillus indolicus strain 0009-5 165 ribosomal RNA,_partial sequence Magesibacillus indolicus 1866 18866 100% 0.0 100.00% 1480 NR_146693.1
Uncultured bacterium clone 1123b-55-f 165 ribosomal BENA gene,_partial sequence uncultured bacterium 1866 1866 100% 0.0 100.00% 1503 GQY900E29 1
Mageeibacillus indolicus UPII9-5 chromesome, complete genome Mageeibacillus indolicus ... 1866 3732 100% 0.0 100.00% 1809746 CP001850.2
Uncultured bacterium clone nbw1012c09c1 16S ribosomal RNA gene, partial sequence uncultured bacterium 1866 1866 100% 0.0 100.00% 1349 GQO0430251
Uncultured bacterium clone 123f 17 165 ribosomal RNA gene,_partial sequence uncultured bacterium 1866 1866 100% 0.0 100.00% 1010 AY7247411
Mageeibacillus indolicus strain 0015-0 165 ribosomal RNA gene,_partial sequence Mageeibacillus indolicus 1862 1862 100% 0.0 99.90% 1480 GQY00633 1
Mageeibacillus indolicus strain 0004-9 165 ribosomal RNA gene,_partial sequence Mageeibacillus indolicus 1862 1862 100% 0.0 99.90% 1480 GQYS00631.1
Uncultured bacterium clone 8.001-2 165 ribosomal ENA gene, partial sequence uncultured bacterium 1860 1860 100% 0.0 99.90% 1297 JX871279.1
Uncultured bacterium clone nbud407b07c1 165 ribosomal RNA gene, partial sequence uncultured bacterium 1855 1855 100% 0.0 99.80% 1349 GQO033494.1
Uncultured bacterium clone FX93B4-11 165 ribosomal BMNA gene, _partial sequence uncultured bacterium 1820 1820 98% 0.0 99.80% 1323 AY9952731
Uncultured bacterium clone WDoral5F08 165 ribosomal RMNA gene, partial sequence uncultured bacterium 1666 1666 100% 0.0 96.44% 1350 KC259695.1
Uncultured bacterium clone 112Q-85 165 ribosomal RMNA gene, partial sequence uncultured bacterium 1663 1663 89% 0.0 100.00% 900 GQY00E36.1
Uncultured bacterium clone 2BY-25 16S ribosomal RNA gene, partial sequence uncultured bacterium 1663 1663 689% 0.0 100.00% 500 EU188578.1
Uncultured bacterium clone WD9oral2D09 165 ribosomal RMA gene. partial sequence uncultured bacterium 1661 1661 100% 0.0 96.34% 1350 KC260938.1
Uncultured bacterium clone WD9aral2A05 165 ribosomal RMNA gene, partial sequence uncultured bacterium 1661 1661 100% 0.0 96.34% 1350 KC260907 1
Uncultured bacterium clone WDZoralAB03 165 ribosomal RNA gene. partial sequence uncultured bacterium 1661 1861 100% 0.0 96.34% 1350 KC260805.1
Uncultured bacterium clone WD9oralEH0E 165 ribosomal RNA gene,_ partial sequence uncultured bacterium 1661 1661 100% 0.0 96.34% 1350 KC260441.1
Uncultured bacterium clone WD1oralAHO04 165 ribosomal RNA gene, partial sequence uncultured bacterium 1661 1661 100% 0.0 96.34% 1351 KC260194.1
Uncultured bacterium clone WDoral5G03 165 ribosomal RNA gene, partial sequence uncultured bacterium 1661 1661 100% 0.0 96.34% 1351 KC259699.1
Uncultured bacterium clone WDoral3G06 16S ribosomal RNA gene. partial sequence uncultured bacterium 1661 1661 100% 0.0 96.34% 1350 KC259558.1
Uncultured bacterium clone WD9oral2A07 165 ribosomal RMA gene, partial sequence uncultured bacterium 1655 1655 100% 0.0 96.24% 1350 KC260908.1
Uncultured bacterium clone WDZ2oralBG02 16S ribosomal RMA gene, partial sequence uncultured bacterium 1655 1655 100% 0.0 96.24% 1350 KC260241.1
Uncultured bacterium clone WD1oralADO1 165 ribosomal RNA gene, partial sequence uncultured bacterium 1655 1655 100% 0.0 96.24% 1350 KC260162 1
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Mageeibacillus indolicus UPII9-5 chromosome, complete genome
Sequence ID: CP001850.2 Length: 1809746 Number of Matches: 2

Range 1: 255893 to 256902 GenBank Graphics

V¥ Next Mmatch

Score Expect Identities Gaps Strand
1866 bits(1010) 0.0 1010/1010(100%) 0/1010(0%) Plus/Plus
Query 1 TGGGGAATATTGGGCAATGGGCGAAAGCCTGACCCAGCAACGCCGCGTGAAGTATGAAGG 60
PREEERT BRI VR ERE L L R B R DL LR T h A T B
Sbjct 255893 TGGGGAATATTGGGCAATGGGCGAAAGCCTGACCCAGCAACGCCGCGTGAAGTATGAAGG 255952
Query 61 CCTTCGGGTTGTAAACTTCTTTGATCAGGGAAGAAACAAATGACGGTACCTGAAAAACAA 120
L CECT 0 750 00T A T A o 0 1 G N 0 0 O
Sbjct 255953 CCTTCGGGTTGTAAACTTCTTTGATCAGGGAAGAAACAAATGACGGTACCTGAAAAACAA 256012
Query 123 GCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCGAGCGTTATCCGGA 180
PEEEELEEE L BRI R PR i DA R e L B e ey v kil
Sbjct 256013 GCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCGAGCGTTATCCGGA 256072
Query 181 TTTACTGGGTGTAAAGGGCGTGCAGGCGGGCTGATAAGTCAGATGTGAAATCCCCGAGCT 240
0 ) 00 OO
Sbjct 256073 TTTACTGGGTGTAAAGGGCGTGCAGGCGGGCTGATAAGTCAGATGTGAAATCCCCGAGCT 256132
Query 241 TAACTCGGGAACTGCATCTGATACTGTTGGTCTTGAGTGCTGGAGAGGATAGTGGAATTC 300
IIIIIIIIIIIIIIIIIIIIIIIIlIII|IIIIIIIIIIIIIIIII|IIIIIIIIIIIII
Sbjct 256133 CGGGAACTGCATCTGATACTGTTGGTCTTGAGTGCTGGAGAGGATAGTGGAATT 256192
Query 301 CTAGTGTAGCGGTAAAATGCGCAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTATC 360
LR RV VR R LR VLR LR LR VLR LY R v
Sbjct 256193 CTAGTGTAGCGGTAAAATGCGCAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTATC 256252
Query 361 TGGACAGTAACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGATTAGATACCCTG 420
0N A0 000 0O O
Sbjct 256253 TGGACAGTAACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGATTAGATACCCTG 256312
Query 421 GTAGTCCACGCCGTAAACGATGATTACTAGGTGTAGGAGGTATCGACCCCTTCTGTGCCG 4809
O 1 0 (L I I B 4 I N
Sbjct 256313 GTAGTCCACGCCGTAAACGATGATTACTAGGTGTAGGAGGTATCGACCCCTTCTGTGCCG 256372
Query 481 GAGTTAACACAATAAGTAATCCACCTGGGGAGTACGGCCGCAAGGTTGAAACTCAAAGGA 540
IIIIIIIIIIIIIIIIIIIIIIIIIllIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 256373 AGTTAACA AATCCACCTGGGGAGTACGGCCGCAAGG 256432
Query 541 ATTGACGGGGGCCCGCACAAGCAGTGGAGTATGTGGTTTAATTCGACGCAACGCG 5600
60 500 ] oo ] O 0 g III
Sbjct 256433 ATTGACGGGGGCCCGCACAAGCAGTGGAGTATGTGGTTTAATTCGACGCAACGCGAAG 256492
Query 601 CCTTACCAGGGTTTGACATCCCTTGAACGATGTAGAGATACATAATTCCCTTCGGGGACA 660
LLELET VRS LR B E RV LB EL W LR L LN L PR LU LA
Sbjct 256493 CCTTACCAGGGTTTGACATCCCTTGAACGATGTAGAGATACATAATTCCCTTCGGGGACA 256552
Query 661 AGGAGACAGGTGGTGCATGGTTGTCGTCAGCTCGTGTCGTGAGATGTTGGGTTAAGTCCC 720
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