Mycobacterium tuberculosis

NCBI
LOCUS NR_102810 1532 bp rRNA linear

>NR_102810.2 Mycobacterium tuberculosis strain H37Rv 16S ribosomal RNA, complete sequence
TGTTTGGAGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCTTAACACATGCAAGTCGAACGGA
AAGGTCTCTTCGGAGATACTCGAGTGGCGAACGGGTGAGTAACACGTGGGTGATCTGCCCTGCACTTCGG
GATAAGCCTGGGAAACTGGGTCTAATACCGGATAGGACCACGGGATGCATGTCTTGTGGTGGAAAGCGCT
TTAGCGGTGTGGGATGAGCCCGCGGCCTATCAGCTTGTTGGTGGGGTGACGGCCTACCAAGGCGACGACG
GGTAGCCGGCCTGAGAGGGTGTCCGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAG
CAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGGGGGATGACGGCCTTCGG
GTTGTAAACCTCTTTCACCATCGACGAAGGTCCGGGTTCTCTCGGATTGACGGTAGGTGGAGAAGAAGCA
CCGGCCAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCGAGCGTTGTCCGGAATTACTGGGCGTA
AAGAGCTCGTAGGTGGTTTGTCGCGTTGTTCGTGAAATCTCACGGCTTAACTGTGAGCGTGCGGGCGATA
CGGGCAGACTAGAGTACTGCAGGGGAGACTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGA
GGAACACCGGTGGCGAAGGCGGGTCTCTGGGCAGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAA
CAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGGTGGGTACTAGGTGTGGGTTTCCTTCCTTGGGAT
CCGTGCCGTAGCTAACGCATTAAGTACCCCGCCTGGGGAGTACGGCCGCAAGGCTAAAACTCAAAGGAAT
TGACGGGGGCCCGCACAAGCGGCGGAGCATGTGGATTAATTCGATGCAACGCGAAGAACCTTACCTGGGT
TTGACATGCACAGGACGCGTCTAGAGATAGGCGTTCCCTTGTGGCCTGTGTGCAGGTGGTGCATGGCTGT
CGTCAGCTCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTGTCTCATGTTGCCAGC
ACGTAATGGTGGGGACTCGTGAGAGACTGCCGGGGTCAACTCGGAGGAAGGTGGGGATGACGTCAAGTCA
TCATGCCCCTTATGTCCAGGGCTTCACACATGCTACAATGGCCGGTACAAAGGGCTGCGATGCCGCGAGG
TTAAGCGAATCCTTAAAAGCCGGTCTCAGTTCGGATCGGGGTCTGCAACTCGACCCCGTGAAGTCGGAGT
CGCTAGTAATCGCAGATCAGCAACGCTGCGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACG
TCATGAAAGTCGGTAACACCCGAAGCCAGTGGCCTAACCCTCGGGAGGGAGCTGTCGAAGGTGGGATCGG
CGATTGGGACGAAGTCGTAACAAGGTAGCCGTACCGGAAGGTGCGGCTGGATCACCTCCTTT

Primer 3 Output

No mispriming library specified

Using 1-based sequence positions

OLIGO startlen _ tm _gc% any 3'seq

LEFT PRIMER 185 20 59.97 45.00 6.00 0.00 ATGCATGTCTTGTGGTGGAA
RIGHT PRIMER 368 20 59.96 50.00 6.00 0.00 GTGCAATATTCCCCACTGCT
SEQUENCE SIZE: 1532

INCLUDED REGION SIZE: 1532

PRODUCT SIZE: 184, PAIR ANY COMPL: 6.00, PAIR 3' COMPL: 2.00
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TGTTTGGAGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCTTAACACATGCAA

GTCGAACGGAAAGGTCTCTTCGGAGATACTCGAGTGGCGAACGGGTGAGTAACACGTGGG

TGATCTGCCCTGCACTTCGGGATAAGCCTGGGAAACTGGGTCTAATACCGGATAGGACCA

CGGGATGCATGTCTTGTGGTGGAAAGCGCTTTAGCGGTGTGGGATGAGCCCGCGGCCTAT

SOODDDOODOEOIOEOESO>>

CAGCTTGTTGGTGGGGTGACGGCCTACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGT

GTCCGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAA

<L LLLLLLLL<LL

TATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGGGGGATGACGGCCTTCGG

<L L L L L

GTTGTAAACCTCTTTCACCATCGACGAAGGTCCGGGTTCTCTCGGATTGACGGTAGGTGG

AGAAGAAGCACCGGCCAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCGAGCGTT

GTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGTGGTTTGTCGCGTTGTTCGTGAAATCT

CACGGCTTAACTGTGAGCGTGCGGGCGATACGGGCAGACTAGAGTACTGCAGGGGAGACT

GGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGC

GGGTCTCTGGGCAGTAACTGACGCTGAGGAGCGAAAGCGTGCGGGAGCGAACAGGATTAGA

TACCCTGGTAGTCCACGCCGTAAACGGTGGGTACTAGGTGTGGGTTTCCTTCCTTGGGAT
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CCGTGCCGTAGCTAACGCATTAAGTACCCCGCCTGGGGAGTACGGCCGCAAGGCTAAAAC

TCAAAGGAATTGACGGGGGCCCGCACAAGCGGCGGAGCATGTGGATTAATTCGATGCAAC

GCGAAGAACCTTACCTGGGTTTGACATGCACAGGACGCGTCTAGAGATAGGCGTTCCCTT

GTGGCCTGTGTGCAGGTGGTGCATGGCTGTCGTCAGCTCGTGTCGTGAGATGTTGGGTTA

AGTCCCGCAACGAGCGCAACCCTTGTCTCATGTTGCCAGCACGTAATGGTGGGGACTCGT

GAGAGACTGCCGGGGTCAACTCGGAGGAAGGTGGGGATGACGTCAAGTCATCATGCCCCT

TATGTCCAGGGCTTCACACATGCTACAATGGCCGGTACAAAGGGCTGCGATGCCGCGAGG

TTAAGCGAATCCTTAAAAGCCGGTCTCAGTTCGGATCGGGGTCTGCAACTCGACCCCGTG

AAGTCGGAGTCGCTAGTAATCGCAGATCAGCAACGCTGCGGTGAATACGTTCCCGGGCCT

TGTACACACCGCCCGTCACGTCATGAAAGTCGGTAACACCCGAAGCCAGTGGCCTAACCC

TCGGGAGGGAGCTGTCGAAGGTGGGATCGGCGATTGGGACGAAGTCGTAACAAGGTAGCC

GTACCGGAAGGTGCGGCTGGATCACCTCCTTT

KEYS (in order of precedence):
>>>>>> |eft primer
<<<<<<right primer

Primer Show

Paste the raw or FASTA sequence into the text area below.

>NR_102810.2 Mycobacterium tuberculosis strain H37Rv 16S ribosomal RNA,
complete sequence
TGTTTGGAGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCTTAACACA
TGCAAGTCGAACGGA
AAGGTCTCTTCGGAGATACTCGAGTGGCGAACGGGTGAGTAACACGTGGGTGATC
TGCCCTGCACTTCGG P

Enter the patterns in the 5' to 3' direction. An example pattern is:
/ac[gt]lageet/ (My pattern's name). The two slashes mark the boundary
of the pattern and the round brackets surround the name of the pattern.
The square brackets surround possible bases at a degenerate site. You can
enter multiple patterns separated by commas. Primer Show automatically
constructs a reverse-complement version of each primer sequence so that
matches on the reverse strand can be shown. Incorrect entry of the
patterns may produce errors.

IGTGCAATATTCCCCACTGCT/ (Right primer),
GAA/ (Left primer),
C

Jattaacccteactaaag/ (T3 primer),
Jegaggtcgacggtatcg/ (KS primer), P

SUBMIT CLEAR

e Show 60 [ bases per line.
o Show the translation for none <]
o Show the DNA sequence as = single-stranded [5j DNA.



The Sequence Manipulation Suite: Primer Show
Results for 1532 residue sequence "NR_102810.2 Mycobacterium tuberculosis strain H37Rv 16S ribosomal RNA, complete sequence" starting
"TGTTTGGAGA" .
1 AGAGTTTGATCCTGGCTCAG 3' Forward primer

TGTTTGGAGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCTTAACACATGCAA

61 GTCGAACGGAAAGGTCTCTTCGGAGATACTCGAGTGGCGAACGGGTGAGTAACACGTGGG
121 TGATCTGCCCTGCACTTCGGGATAAGCCTGGGAAACTGGGTCTAATACCGGATAGGACCA
181 ATGCATGTCTTGTGGTGGAA 3' Left primer

181 CGGGATGCATGTCTTGTGGTGGAAAGCGCTTTAGCGGTGTGGGATGAGCCCGCGGCCTAT
241 CAGCTTGTTGGTGGGGTGACGGCCTACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGT
301 TCGTCACCCCTT
301 GTCCGGCCACACTGGGACTGAGATACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAA
361 ATAACGTG 5' Right primer

361 TATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGGGGGATGACGGCCTTCGG
421 GTTGTAAACCTCTTTCACCATCGACGAAGGTCCGGGTTCTCTCGGATTGACGGTAGGTGE
481 AGAAGAAGCACCGGCCAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCGAGCGTT
541 GTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGTGGTTTGTCGCGTTGTTCGTGAAATCT
601 CACGGCTTAACTGTGAGCCTGCGCCCCGATACGCCCAGACTAGAGTACTCCAGGCCGAGACT
661 GGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGC
721 GGGTCTCTGGGCAGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGGATTAGA
781 TACCCTGGTAGTCCACGCCGTAAACGGTGGGTACTAGGTGTGGGTTTCCTTCCTTGGGAT
841 CCGTGCCGTAGCTAACGCATTAAGTACCCCGCCTGGGGACTACGCGCCGCAAGGCTAAAAC
901 TCAAAGGAATTGACGGGGGCCCGCACAAGCGGCGGAGCATGTGGATTAATTCGATGCAAC
961 GCGAAGAACCTTACCTGGGTTTGACATGCACAGGACGCGTCTAGAGATAGGCGTTCCCTT
1021 GTGGCCTGTGTGCAGGTGGTGCATGGCTGTCGTCAGCTCGTGTCGTGAGATGTTGGGTTA
1081 AGTCCCGCAACGAGCGCAACCCTTGTCTCATGTTGCCAGCACGTAATGGTGGGGACTCGT
1141 GAGAGACTGCCGGGGTCAACTCGGAGGAAGGTGGGGATGACGTCAAGTCATCATGCCCCT
1201 TATGTCCAGGGCTTCACACATGCTACAATGGCCGGTACAAAGGGCTGCGATGCCGCGAGG
1261 TTAAGCGAATCCTTAAAAGCCGGTCTCAGTTCGGATCGGGGTCTGCAACTCGACCCCGTG
1321 AAGTCGGAGTCGCTAGTAATCGCAGATCAGCAACGCTGCGGTGAATACGTTCCCGGGCCT
1381 TGTACACACCGCCCGTCACGTCATGAAAGTCGGTAACACCCGAAGCCAGTGGCCTAACCC
1441 TTCAGCATTGTTCCATCGG
1441 TCGGGAGGGAGCTGTCGAAGGTGGCATCGGCGATTGGGACGAACTCGTAACARGGTAGCC
1501 CA 5' Reverse primer
1501 GTACCGGAAGGTGCGGCTGGATCACCTCCTTT

-

Sequéncia Tamanho Tm Ta
Amplicon
Primer AGAGTTTGATCCTGGCTCAG 8 - 1502 600C (56°C) 56°C
Forward
Primer ACGGCTACCTTGTTACGACTT 8 - 1502 62°C (60°C) 58°C
Reverse
Right Primer | GTGCAATATTCCCCACTGCT 185 - 368 56°C (58°C) 52°C
Left Primer ATGCATGTCTTGTGGTGGAA 185 - 368 58°C (56°C) 54°C

— tamanho do gene que codifica 0 16S ribossomal do procarioto selecionado: 1532bp
— 0S primers universais apresentam homologia
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