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Chryseobacterium vietnamense strain GIMN1.005 16S ribosomal RNA gene, partial sequence
Sequence ID: refINR_117832.1| Length: 1390 Number of Matches: 1
> See 1 more title(s]

Range 1: 5 to 701 Genflank Grashics

Score Expect  Identities Gaps Strand
1182 bits(640) 0.0 676/698(97%) 7/698(1%) Plus/Plus

Related Information

Query 25 TGC-AGCCGAGCGGTAGAGATTCTTCGG-ATCTIGAGAGCGGCGTACGGGTGCGGARCAC 82
R
Sbjct 5 TGCAAGCCGAGCGGTAGAGATTCTICGGAATCTTGAGAGCGGCGTACGGGTGCGGAACAC 64

Query 83 GTGIGCARCCTGCCTTTATCAGGGGGATAGCCTTTCGARAGGARGATTAATACCCCATAA 142
VLT T T
Sbjct 65  GTGTGCAACCTGOCTTTATCAGGGGGATAGCCTTICGAARGGAAGATTAATACCCCATAA 124

Query 143 TATATTGRAATGGCATCATTTAATATTGARAACTCCGGTGGATAGAGATGGGCACGCGCAR 202
A FECULEEE LD LD LT
Sbjct 125 TATATTGAATGGCATCATTTGATATTGAAAACTCCGGTGGATAGAGATGGGCACGCGCAA 184

Query 203 GATTAGATAGTTGGTGAGGTAACGGCTCACCAAGICTACGATCTITAGGGGGCCTGAGAG 262
VLD DT
Sbjct 185 GATTAGATAGTTGGTGAGGTAACGGCTCACCAAGTCTACGATCTTTAGGGGGCCTGAGAG 244

Query 263 GGTGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAG 322
A N sy
Sbjct 245 GGTGATCCCCCACACTGGTACTGAGACACGGACCAGACTCCTACGGGAGGCAGCAGTGAG 304

Query 323 GARTATTGGACAATGGGTGCGAGCCTGATCCAGCCATCCCGCGTGAAGGACGACGGCCCT 382
VELECE L CEE UL
Sbjct 305 GAATATTGGACAATGGGTGCGAGCCTGATCCAGCCATCCCGCGTGRAGGACGACGECCCT 364

Query 383 ATGGGTTGTARACTTCTTTTGTATAGGGATARACCTAGATACGTGTATCTAGCTGARGGT 442
CLCECCECE DU
Sbjct 365 ATGGGTTGTAAACTICTTITGTATAGGGATARACCTAGATACGTGTATCTAGCTGRAGST 424

Query 443 ACTATACGAATAAGCACCGGCTAACTCCGTGCCAGCANCCGCGGTAATACGGAGGGTGCA 502
A FLCEEEL NP DL L DL
Sbjct 425 ACTATACGAATAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCA 484

Query 503 AGCGTTATCCGGATTTATTGGGTTTAAAGGGTCCGTA-GCGGATTTGTAAGTCAGTGNTG 561
PECECCCECCE U DT 1
Sbjct 485 AGCGITATCCGGATTTATIGGGTTTAAAGGGTCCGTAGGCGGATTTGTARGTCAGTGGIC 544

Query 562 ARATCTCACAGCTTAACTGTGAARACTGCCATTGATACTGCAAGTCTTGAGTGTTGITGA 621
A N N S N
Sbjct 545 ARATCTCACAGCTTAACTGTG-ARACTGCCATTGATACTGCAAGTCTTGAGTGTTGTTGA 603

Query 622 A-TANCTGGAATAANTAGTGTANCGGTGAAATGCATANATTTTACTTANAACACCNNTGG 680
L LD DU DL L T T 1
Sbjct 604 AGTAGCTGGAATAAGTAGTGTAGCGGTGARATGCATAGATATTACTTAGAACACCAATIC 663

Query 681 C-RAGGCNGGTTACTAANC-ACAACTGACGCTNATGGA 716
UL DU T T T
Sbjct 664 CGAAGGCAGGTTACTAAGCAACARCTGACGCTGATGGA 701





