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Klebsiella quasipneumoniae subsp. similipneumoniae strain 07A044 16S ribosomal RNA, partial sequence

Sequence ID: ref[NR_134063.1| Length: 1462 Number of Matches: 1

Range 1: 502 to 897 GenBank Graphics

Score

726 bits(393) 0.0

Expect Identities Gaps
395/396(99%) 0/396(0%)

Strand

Plus/Plus

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query

Shjct

Enterobacter cloacae subsp. dissolvens strain ATCC 23373 16S ribosomal RNA gene, partial sequence

1
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61

862

TAATACGGAGGGTGCAAGOGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTC
TAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTC
TGTCAAGTCGGATGTGAAA TCOCCGGCCTCAACCTGGGAACTGCATTCGAMA CTGGCAGG
TGTCAAGTCGGATGTGAAA TCOCCGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGG
CTAGAGTCTIGTAGAGGGGGGTAGAA TTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
CTAGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
GAGGAATACCGGTGGCGAAGGOGGOCCCCTGEACARAGACTGACGCTCAGGTGCGAAAGC
GAGGAATACCGGTGGCGAAGGOGGCCCCCTGGACAAAGACTGACGCT CAGGTGCGAAAGC
GTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGATTTGG
GTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACCATGTCGATTTGG
AGGTTGTGCOCTTGAGGCGTGGCT TCCGGAGCTAACGOGTTAAATCGACCGCCTGGGGAG
AGGTTGTGCCCTTGAGGCGTGGCT TCCGGAGCTAACGCGTTAAATCGACCGCCTGGGGAG
TACGGOCGCAAGGTTAAAACTTAAATGAATTGACGG 396

TACGGCCGCAAGGTTAAAACTCAAATGAATTGACGG 897

Sequence ID: ref[NR_118011.1| Length: 1507 Number of Matches: 1

Range 1: 520 to 915 GenBank Graphics

60

Score

726 bits(393) 0.0

Expect Identities Gaps
395/396(99%) 0/396(0%)

Strand
Plus/Plus

Query
Shjct
Query
Shjct
Query
Shjct
Query
Sbjct
Query
Sbjct
Query
Shjct
Query

Sbjct

1
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181
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301

361
880

TAATACGGAGGGTGCAAGCGT TAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCCGTC
TAATACGGAGGGTGCAAGCGT TAATCGGAATTACTGGGCGTAAAGCGCACGCAGGOGGTC
TOTCAAGTCGGATGTGAMTCCOCGGGCTCAACC TGGCAACTGCATTCGAAACTGGCAGG
TGTCAAGTCGGATGTGAAATCCOCGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGG
CTAGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
CTAGAGTCTIGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
GAGGAATACCGGTGGCGAAGGCGGCOCCCTGGACAAAGACTGACGCTCAGGTGOGAAAGC
GAGGAATACCGGTGGCGAAGGCCGOCCOCTGGACAM GACTGACGCTCAGGTCCGAAAGE
GTGGOGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCCATTTCG
GTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGATTTGG
AGGTTGTGCOCTTGAGGCGTGGCTTCCGGAGC TAACGCGTTAAATCGACCGCCTGGGGAG
AGGTTGTGCCCTTGAGGCGTGGCT TCCGGAGCTAACGCGTTAAATCGACCGCCTGGCEAG
TACGGCCGCAAGGTTAAMACTTAAATGAATTGACGG 396

TACGGCCGCAAGGTTAAAACTCAAATGAATTGACGG 915
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B

Shigella sonnei Ss046 strain Ss046 16S ribosomal RNA, complete sequence

Sequence ID: ref|[NR_074894.1] Length: 1542 Number of Matches: 1

Range 1: 531 to 926 GenBank Graphics

Score Expect
726 bits(393) 0.0

Identities Gaps
395/396(99%) 0/396(0%)

Strand
Plus/Plus

Query 1 TAATACGGAGGGTGCAAGCGT TAATCGGAATTAC TGGGCGTAAAGCGCACGCAGGCGGTT
Sbjct 531 TAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTT
Query 61  TGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATCTGATACTGGCAAG
Sbjct 591 TGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATCTGATACTGGCAAG
Query 121 CTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
Sbjct 651 CTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
Query 181 GAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCT CAGGTGCGAAAGC
Sbjet 711 GAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCT CAGGTGCGAAAGC
Query 241 GTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGG
Sbjct 771 GTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGG
Query 301 AGGTTGTGCCCTTGAGGCGTGGCTTCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAG
Sbjct 831 AGGTTGTGCCCTTGAGGUGTGGCTTCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAG
Query 361 TACGGCCGCAAGGTTAAAACTTAAATGAATTGACGG 396

Sbjet 891 TACGGCCGCAA GGTTAAAACTCAAATGAATTGACGG 926
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Cronobacter turicensis strain z3032 16S ribosomal RNA gene, complete sequence

Sequence ID: ref|NR_102802.1| Length: 1543 Number of Matches: 1

Range 1: 531 to 926 GenBank Graphics

Identities Gaps
393/396(99%) 0/396(0%)

Score Expect

715 bits(387) 0.0

Strand
Plus/Plus

Query 1  TAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGOGCACGCAGGCGGTT
Sbjct 531 TAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGOGCACGCAGGCGGTT
Query 61  TGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATCTGATACTGGCAAG
Sbjct 591 TGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGAAACTGGCAAG
Query 121 CTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
Sbjet 651 CTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTG
Query 181 GAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGTGCGAAAGC
Sbjet 711 GAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGTGCGAAAGC
Query 241 GTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGG
Sbjet 771 GTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGTCGACTTGG
Query 301 AGGTTGTGCCCTTGAGGCGTGGCT TCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAG
Sbjet 831 AGGTTGTGCCCTTGAGGCGTGGCT TCCGGAGCTAACGCGTTAAGTCGACCGCCTGGGGAG
Query 361 TACGGCCGCAAGGTTAAAACTTAAATGAATTGACGG 396

Sbjet 891 TACGGCCGCAAGGTTAAAACTCAAATGAATTGACGG 926
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