B HacTtoswee Bpema B LIKI «BbuokocHble cuctemsbl kpuocdepbl» TiomHLL CO PAH umeeTcs pasBepHyTas U MNOCTOAHHO

obHoBrsAWaAca 6a3a gaHHbIX O Nogaep>KmBaemMoM (PoHAE MUKPOOPraHM3MOB M3 MHOTOMETHUX Mep3nblx Nopog 3anagHon n BoctouHom
Cnbupu, KoTopasi No3BoNAeT nony4vatb MHPOPMaLMo O NOAAEPKUBAOLLMXCSA KyNbTypax B HE06X0AMMOM A5 NONb3oBaTens BUAE.

Ha ocHoBe cos3gaHHOM 6a3sbl OaHHbIX cOPMMPOBAH KaTamnor [AaHHbIX MUKpoopraHuamoB. WHdopmauuss B kaTanore

npeacrtaBrneHa B TEKCTOBOM qupmaTe C BKIMHOYEeHUeM:

MopsagkoBbIn HOMED.
KaTanoxHbin Homep.
[aHHble NepBNUYHOIO CKPUHUHIA MUKPOOPraHMaMa C MOMOLLIbIO aHanm3a reHoB, kogupyowmx 16S PHK, no 6a3e gaHHbix GenBank

[MpnHagnexXHOCTb K cCUCTeMaTUYeCKON rpyrne MMKPOOpraHM3MoB

KonnyecTtBo npoaHanuM3npoBaHHbIX HYKIeOTUAHbIX NocnegoBaTenbsHOCTEN
KpuTtepuin oTHeCEHUS MMKPOOPraHnamMma K Tomy Uinu nHomy suay (romonorus, B %)
Hanuune cnpaBku HauMOHarNbHOIro NaTeHTHOro AenoHnposaHusa B BKIMNM
Hanunune npaBoBoM oxpaHbl Ha OO BbEKT.

Karanox- Max | Ne per. MATCHT
Ne HBIH No Total ident, | BKIIM
n/n mramMmma Accession Description score %
1| 4/25 EU252078.1 Acinetobacter sp. Epbas6 16S ribosomal RNA gene, partial sequence 647 99%
2 | 8/75-1 AY572486.1 Bacillus sp. R43S 16S ribosomal RNA gene, partial sequence 682 100%
B12405 ITarenT Ne 2607028
3 | 10/50 FJ613798.1 Achromobacter sp. F32 16S ribosomal RNA gene, partial sequence 743 100%
Staphylococcus saprophyticus subsp. saprophyticus strain PPB14 16S ribosomal
HM854828.1 RNA gene, partial sequence 734 100%
Uncultured Staphylococcus sp. clone Ggeomydis17 16S ribosomal RNA gene,
4 | 13/59,4 AF467414.1 partial sequence 734 100%
5| 9/47 EU275167.1 Achromaobacter sp. N2 16S ribosomal RNA gene, partial sequence 719 100%
6 | 13/59.3 EU252078.1 Acinetobacter sp. Epbas6 16S ribosomal RNA gene, partial sequence 691 100%
7| 3/15 EU252078.1 Acinetobacter sp. Epbas6 16S ribosomal RNA gene, partial sequence 678 99%



http://www.ncbi.nlm.nih.gov/nucleotide/160369997?report=genbank&log$=nucltop&blast_rank=4&RID=4F67BS0R01R
http://www.ncbi.nlm.nih.gov/nucleotide/160369997?report=genbank&log$=nucltop&blast_rank=4&RID=4F67BS0R01R
http://www.ncbi.nlm.nih.gov/nucleotide/50542757?report=genbank&log$=nucltop&blast_rank=10&RID=4F6S6Z1701R
http://www.ncbi.nlm.nih.gov/nucleotide/222430280?report=genbank&log$=nucltop&blast_rank=9&RID=4F75UW8T01P
http://www.ncbi.nlm.nih.gov/nucleotide/315139169?report=genbank&log$=nucltop&blast_rank=1&RID=4F7ANZRW01P
http://www.ncbi.nlm.nih.gov/nucleotide/21538959?report=genbank&log$=nucltop&blast_rank=12&RID=4F7ANZRW01P
http://www.ncbi.nlm.nih.gov/nucleotide/160222027?report=genbank&log$=nucltop&blast_rank=12&RID=4F7KABUH01P
http://www.ncbi.nlm.nih.gov/nucleotide/160369997?report=genbank&log$=nucltop&blast_rank=2&RID=4F7PF3F001P
http://www.ncbi.nlm.nih.gov/nucleotide/160369997?report=genbank&log$=nucltop&blast_rank=2&RID=4F7T5TXN01P

Karanox- Max | Ne per. MATCHT
No HEIIH Neo Total ident, | BKIIM
n/n mramMmma Accession Description score %
B12246

JN227670.1 Bacillus cereus strain SZ2 16S ribosomal RNA gene, partial sequence 579 100%

8 | 15/62.2 JN208196.1 Bacillus sp. DG5 16S ribosomal RNA gene, partial sequence 579 100%
9 | 3/07.2 AY572479.1 Arthrobacter sp. R47S 16S ribosomal RNA gene, partial sequence 695 99%

B12402 | 3asBka Ne 2016125604
10 | 2/06 HM771671.1 Bacillus megaterium strain PPB18 16S ribosomal RNA gene, partial sequence 689 100%
12 | 7/32 EU252078.1 Acinetobacter sp. Epbas6 16S ribosomal RNA gene, partial sequence 665 100%
13 | 4/20 AY572480.1 Bacillus sp. R21S 16S ribosomal RNA gene, partial sequence 693 100%
15 | 10/52,2 EU747696.1 Pseudomonas sp. S29(2008) 16S ribosomal RNA gene, partial sequence 1054 100%
16 | 3/09 GU124699.1 Pseudomonas putida strain CT363 16S ribosomal RNA gene, partial sequence 693 100%
17 | 15/73 CP002621.1 Enterococcus faecalis OG1RF, complete genome 3205 97%
18 | 6/23 HQ124332.1 Bacillus megaterium strain SW1:2 16S ribosomal RNA gene, partial sequence 693 100%
19 | 9/48k AY572480.1 Bacillus sp. R21S 16S ribosomal RNA gene, partial sequence 686 100%
20 | 4/18 FP929058.1 Enterococcus sp. 7L76 draft genome 689 100%
21 | 3/11 GU124699.1 Pseudomonas putida strain CT363 16S ribosomal RNA gene, partial sequence 701 100%
Staphylococcus saprophyticus subsp. saprophyticus strain PPB14 16S ribosomal
HM854828.1 RNA gene, partial sequence 686 100%
22 | 10/54,3 GQ222240.1 Staphylococcus xylosus strain 741 16S ribosomal RNA gene, partial sequence 684 100%



http://www.ncbi.nlm.nih.gov/nucleotide/342359997?report=genbank&log$=nucltop&blast_rank=1&RID=4F7W5NV101P
http://www.ncbi.nlm.nih.gov/nucleotide/342359567?report=genbank&log$=nucltop&blast_rank=2&RID=4F7W5NV101P
http://www.ncbi.nlm.nih.gov/nucleotide/50542750?report=genbank&log$=nucltop&blast_rank=7&RID=4F8W401201P
http://www.ncbi.nlm.nih.gov/nucleotide/313665965?report=genbank&log$=nucltop&blast_rank=7&RID=4F947VK301P
http://www.ncbi.nlm.nih.gov/nucleotide/160369997?report=genbank&log$=nucltop&blast_rank=2&RID=4F9A0XKX01P
http://www.ncbi.nlm.nih.gov/nucleotide/50542751?report=genbank&log$=nucltop&blast_rank=1&RID=4F9D9YMX01P
http://www.ncbi.nlm.nih.gov/nucleotide/202072087?report=genbank&log$=nucltop&blast_rank=6&RID=4F9NKHKW01P
http://www.ncbi.nlm.nih.gov/nucleotide/269799042?report=genbank&log$=nucltop&blast_rank=1&RID=4F9U578R01R
http://www.ncbi.nlm.nih.gov/nucleotide/327533853?report=genbank&log$=nucltop&blast_rank=1&RID=4F9YX7DY01P
http://www.ncbi.nlm.nih.gov/nucleotide/306029937?report=genbank&log$=nucltop&blast_rank=1&RID=4FA1XWNJ01P
http://www.ncbi.nlm.nih.gov/nucleotide/50542751?report=genbank&log$=nucltop&blast_rank=1&RID=4FA5DUZK01P
http://www.ncbi.nlm.nih.gov/nucleotide/295112306?report=genbank&log$=nucltop&blast_rank=3&RID=4FA8UGU601P
http://www.ncbi.nlm.nih.gov/nucleotide/269799042?report=genbank&log$=nucltop&blast_rank=1&RID=4FACPS9D01P
http://www.ncbi.nlm.nih.gov/nucleotide/315139169?report=genbank&log$=nucltop&blast_rank=1&RID=4FAFWPV501P
http://www.ncbi.nlm.nih.gov/nucleotide/254803147?report=genbank&log$=nucltop&blast_rank=19&RID=4FAFWPV501P
http://www.ncbi.nlm.nih.gov/nucleotide/315139169?report=genbank&log$=nucltop&blast_rank=1&RID=4FAK5HG201P

Karanox- Max | Ne per. MATCHT
No HEIIH Neo Total ident, | BKIIM
n/n mramMmma Accession Description score %
Staphylococcus saprophyticus subsp. saprophyticus strain PPB14 16S ribosomal
HM854828.1 RNA gene, partial sequence 689 100%
25 | 10/34,2 AF004219.1 Staphylococcus succinus 16S ribosomal RNA gene, complete sequence 686 100%
26 | 3/07 FP929058.1 Enterococcus sp. 7L76 draft genome 678 100%
B12244
27 | 3/12 JN082514.1 Uncultured Bacillus sp. clone 405 16S ribosomal RNA gene, partial sequence 689 100%
Uncultured Enterobacter sp. clone BacS1E164 16S ribosomal RNA gene, partial
28 | 2/03 HQ912144.1 sequence 682 100%
29 | 14/60 JF277917.1 Uncultured Pseudomonas sp. clone 44PP 16S ribosomal RNA gene, partial sequence 686 100%
32 | 10/56,1 EU545406.1 Enterobacter sp. XW122 16S ribosomal RNA gene, partial sequence 686 100%
B12245
33 | 9/48n AY572480.1 Bacillus sp. R21S 16S ribosomal RNA gene, partial sequence 693 100%
34 | 3/69 EU545406.1 Enterobacter sp. XW122 16S ribosomal RNA gene, partial sequence 686 100%
35 | 4/66 FJ815434.1 Enterobacter sp. 16A 16S ribosomal RNA gene, partial sequence 682 100%
Bacillus sp. NZT-14-84 16S ribosomal RNA gene and 16S-23S ribosomal RNA
37 | 1/04 GU269614.1 intergenic spacer, partial sequence 689 100%
38 | 13/59.2 JN082554.1 Uncultured Acinetobacter sp. clone 155 16S ribosomal RNA gene, partial sequence 686 100%
B12242 | 3asBka Ne 2016114388
JN082514.1 Uncultured Bacillus sp. clone 405 16S ribosomal RNA gene, partial sequence 739 99%
39 | 8/75 HQ124332.1 Bacillus megaterium strain SW1:2 16S ribosomal RNA gene, partial sequence 739 99%
41 | 11/70 HQ124332.1 Bacillus megaterium strain SW1:2 16S ribosomal RNA gene, partial sequence 752 100%



http://www.ncbi.nlm.nih.gov/nucleotide/2197117?report=genbank&log$=nucltop&blast_rank=22&RID=4FAK5HG201P
http://www.ncbi.nlm.nih.gov/nucleotide/295112306?report=genbank&log$=nucltop&blast_rank=3&RID=4FATY28P01P
http://www.ncbi.nlm.nih.gov/nucleotide/341831776?report=genbank&log$=nucltop&blast_rank=1&RID=4FAWM89601P
http://www.ncbi.nlm.nih.gov/nucleotide/325515106?report=genbank&log$=nucltop&blast_rank=1&RID=4FB03T8M01P
http://www.ncbi.nlm.nih.gov/nucleotide/326663271?report=genbank&log$=nucltop&blast_rank=11&RID=4FB5E7A901R
http://www.ncbi.nlm.nih.gov/nucleotide/188529528?report=genbank&log$=nucltop&blast_rank=4&RID=4FB95P1601P
http://www.ncbi.nlm.nih.gov/nucleotide/50542751?report=genbank&log$=nucltop&blast_rank=1&RID=4FBC0SCU01R
http://www.ncbi.nlm.nih.gov/nucleotide/188529528?report=genbank&log$=nucltop&blast_rank=4&RID=4FBETK8H01P
http://www.ncbi.nlm.nih.gov/nucleotide/341831816?report=genbank&log$=nucltop&blast_rank=2&RID=4FBY1D2K01P
http://www.ncbi.nlm.nih.gov/nucleotide/306029937?report=genbank&log$=nucltop&blast_rank=9&RID=4FC0JUP801P
http://www.ncbi.nlm.nih.gov/nucleotide/306029937?report=genbank&log$=nucltop&blast_rank=1&RID=4FC5XXWJ01P
http://www.ncbi.nlm.nih.gov/nucleotide/342359567?report=genbank&log$=nucltop&blast_rank=2&RID=4FC8XV5R01P

Karanox- Max | Ne per. MATCHT
No HEIIH Neo Total ident, | BKIIM
n/n mramMmma Accession Description score %
42 | 6/30 JN208196.1 Bacillus sp. DG5 16S ribosomal RNA gene, partial sequence 521 100%
Kocuria carniphila strain CCM 132 16S ribosomal RNA, partial sequence
43 | 4/22,2 NR 027193.1 | >emb|AJ622907.1| Kocuria carniphila partial 16S rRNA gene, strain CCM 132T 752 100%
Uncultured bacterium clone 1209-M13F-1 16S ribosomal RNA gene, partial -
G0476343.1 sequence 758 100%
47 | 7/03 EU753139.1 Marine bacterium MSC32 16S ribosomal RNA gene, partial sequence 758 100%
48 | 7/11 EU934227.1 Pseudomonas sp. RKS7-4 16S ribosomal RNA gene, partial sequence 754 100%
B12401
49 | 9/08 CP001982.1 Bacillus megaterium DSM319, complete genome 8276 100%
B12243
50 | 12/57 Bacillus cereus
GQA476501.1 Uncultured bacterium clone 717-M13F 16S ribosomal RNA gene, partial sequence 732 100%
51 | 1/03 AY635871.1 Comamonas sp. BM-9 6 16S ribosomal RNA gene, partial sequence 712 100%
52 | 6/02 EU099412.1 Pseudomonas sp. WBF19 16S ribosomal RNA gene, partial sequence 741 100%
53 | 7/02 HM771659.1 Bacillus sp. PPB4 16S ribosomal RNA gene, partial sequence 754 100%
54 | 7/13 HM771671.1 Bacillus megaterium strain PPB18 16S ribosomal RNA gene, partial sequence 750 100%
Uncultured Pseudomonas sp. clone Plot18-D02 16S ribosomal RNA gene, partial
FJ889294.1 sequence 756 100%
55 | 10/09 EU753139.1 Marine bacterium MSC32 16S ribosomal RNA gene, partial sequence 756 100%
Uncultured Pseudomonas sp. clone t302f06 16S ribosomal RNA gene, partial -
56 | 03/7 HMA438577.1 | sequence 758 100%



http://www.ncbi.nlm.nih.gov/nucleotide/224581412?report=genbank&log$=nucltop&blast_rank=1&RID=4FCCNZDP01P
http://www.ncbi.nlm.nih.gov/nucleotide/306032095?report=genbank&log$=nucltop&blast_rank=3&RID=4FCMMVJZ01P
http://www.ncbi.nlm.nih.gov/nucleotide/190352198?report=genbank&log$=nucltop&blast_rank=8&RID=4FCMMVJZ01P
http://www.ncbi.nlm.nih.gov/nucleotide/197313042?report=genbank&log$=nucltop&blast_rank=5&RID=4FD1E0B501P
http://www.ncbi.nlm.nih.gov/nucleotide/294799901?report=genbank&log$=nucltop&blast_rank=4&RID=4FD74C3Z01R
http://www.ncbi.nlm.nih.gov/nucleotide/306032253?report=genbank&log$=nucltop&blast_rank=4&RID=4FDBK1GK01P
http://www.ncbi.nlm.nih.gov/nucleotide/49617309?report=genbank&log$=nucltop&blast_rank=41&RID=4FDBK1GK01P
http://www.ncbi.nlm.nih.gov/nucleotide/156630371?report=genbank&log$=nucltop&blast_rank=1&RID=4FDG9EYZ01P
http://www.ncbi.nlm.nih.gov/nucleotide/313665953?report=genbank&log$=nucltop&blast_rank=1&RID=4FJ7KE2B014
http://www.ncbi.nlm.nih.gov/nucleotide/313665965?report=genbank&log$=nucltop&blast_rank=4&RID=4FJAT0PK014
http://www.ncbi.nlm.nih.gov/nucleotide/269113477?report=genbank&log$=nucltop&blast_rank=4&RID=4FJMCSV1014
http://www.ncbi.nlm.nih.gov/nucleotide/190352198?report=genbank&log$=nucltop&blast_rank=8&RID=4FJMCSV1014
http://www.ncbi.nlm.nih.gov/nucleotide/307713727?report=genbank&log$=nucltop&blast_rank=3&RID=4FJPRRUS01P
http://www.ncbi.nlm.nih.gov/nucleotide/341831776?report=genbank&log$=nucltop&blast_rank=1&RID=4FJT1Y49011
http://www.ncbi.nlm.nih.gov/nucleotide/313665965?report=genbank&log$=nucltop&blast_rank=4&RID=4FJT1Y49011

Karanox- Max | Ne per. MATCHT
No HEIIH Neo Total ident, | BKIIM
n/n mramMmma Accession Description score %

JN082514.1 Uncultured Bacillus sp. clone 405 16S ribosomal RNA gene, partial sequence 741 100%
58 | 1/06 HM771671.1 Bacillus megaterium strain PPB18 16S ribosomal RNA gene, partial sequence 741 100%
JF799954.1 Pseudomonas sp. K7SC-3A 16S ribosomal RNA gene, partial sequence 673 100%

Uncultured Pseudomonas sp. clone t302f06 16S ribosomal RNA gene, partial
HMA438577.1 sequence 673 100%
61 | 1/07 DQ535029.1 Gamma proteobacterium LH197 16S ribosomal RNA gene, partial sequence 671 100%
HQ588832.1 Pseudomonas sp. BZ21 16S ribosomal RNA gene, partial sequence 752 100%

Uncultured Pseudomonas sp. clone t302f06 16S ribosomal RNA gene, partial
HM438577.1 sequence 752 100%
62 | 2/10 AY538264.1 Pseudomonas fluorescens strain PC20 16S ribosomal RNA gene, complete sequence 752 100%
63 | 6/010 JN084146.1 Bacillus megaterium strain Y6 16S ribosomal RNA gene, partial sequence 460 100%
64 | 10/09 JN208188.1 Pseudomonas sp. TS1 16S ribosomal RNA gene, partial sequence 523 100%
HQ588832.1 Pseudomonas sp. BZ21 16S ribosomal RNA gene, partial sequence 680 99%

Uncultured Pseudomonas sp. clone t302f06 16S ribosomal RNA gene, partial
65 | 3/09 HMA438577.1 sequence 680 99%
66 | 2/09 HM771659.1 Bacillus sp. PPB4 16S ribosomal RNA gene, partial sequence 689 100%
HQ882804.1 Alcaligenaceae bacterium W36 16S ribosomal RNA gene, partial sequence 671 100%
67 | 01/3 EU727196.1 Achromobacter sp. MT-E3 16S ribosomal RNA gene, partial sequence 656 99%
68 | 2/07 JF309235.1 Bacillus sp. 3408ABRRJ 16S ribosomal RNA gene, partial sequence 647 100%



http://www.ncbi.nlm.nih.gov/nucleotide/334361513?report=genbank&log$=nucltop&blast_rank=1&RID=4FJVBM9T015
http://www.ncbi.nlm.nih.gov/nucleotide/307713727?report=genbank&log$=nucltop&blast_rank=4&RID=4FJVBM9T015
http://www.ncbi.nlm.nih.gov/nucleotide/108864751?report=genbank&log$=nucltop&blast_rank=37&RID=4FJVBM9T015
http://www.ncbi.nlm.nih.gov/nucleotide/315142967?report=genbank&log$=nucltop&blast_rank=2&RID=4FJXZAUB011
http://www.ncbi.nlm.nih.gov/nucleotide/307713727?report=genbank&log$=nucltop&blast_rank=3&RID=4FJXZAUB011
http://www.ncbi.nlm.nih.gov/nucleotide/44888961?report=genbank&log$=nucltop&blast_rank=23&RID=4FJXZAUB011
http://www.ncbi.nlm.nih.gov/nucleotide/341832447?report=genbank&log$=nucltop&blast_rank=9&RID=4FK0CYU7015
http://www.ncbi.nlm.nih.gov/nucleotide/342359559?report=genbank&log$=nucltop&blast_rank=1&RID=4FK352EW011
http://www.ncbi.nlm.nih.gov/nucleotide/315142967?report=genbank&log$=nucltop&blast_rank=2&RID=4FK6A3XB011
http://www.ncbi.nlm.nih.gov/nucleotide/313665953?report=genbank&log$=nucltop&blast_rank=1&RID=4FK94J8P011
http://www.ncbi.nlm.nih.gov/nucleotide/325127089?report=genbank&log$=nucltop&blast_rank=1&RID=4FKBCXSX01P
http://www.ncbi.nlm.nih.gov/nucleotide/190349622?report=genbank&log$=nucltop&blast_rank=3&RID=4FKBCXSX01P
http://www.ncbi.nlm.nih.gov/nucleotide/326580985?report=genbank&log$=nucltop&blast_rank=8&RID=4FKE1VYT014
http://www.ncbi.nlm.nih.gov/nucleotide/313665965?report=genbank&log$=nucltop&blast_rank=20&RID=4FKE1VYT014
http://www.ncbi.nlm.nih.gov/nucleotide/325127089?report=genbank&log$=nucltop&blast_rank=1&RID=4FKK0H0H011

Karanox- Max | Ne per. MATCHT
No HEIIH Neo Total ident, | BKIIM
n/n mramMmma Accession Description score %
HM771671.1 Bacillus megaterium strain PPB18 16S ribosomal RNA gene, partial sequence 647 100%
Uncultured Staphylococcus sp. clone 87-7 16S ribosomal RNA gene, partial -
69 | 6/03 AF467428.1 sequence 734 99%
HQ882804.1 Alcaligenaceae bacterium W36 16S ribosomal RNA gene, partial sequence 368 100%
Alcaligenes sp. DRE-2009-C5 partial 16S rRNA gene, from phenol-degrading
FM956659.1 microcosm, isolate C5 363 99%
Uncultured soil bacterium clone DLQBHT6C7 16S ribosomal RNA gene, partial
70 | F2 JN099470.1 sequence 357 98%



http://www.ncbi.nlm.nih.gov/nucleotide/226815620?report=genbank&log$=nucltop&blast_rank=4&RID=4FKK0H0H011
http://www.ncbi.nlm.nih.gov/nucleotide/341832923?report=genbank&log$=nucltop&blast_rank=9&RID=4FKK0H0H011

