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Exercicios

1. Desenhar um conjunto de primers para amplificar a regiao constante do 16S rRNA
de quatro espécies de bacterias:

2. Determinar se o primer “universal” tem 100% homologia com os 5 procariotos:
Forward primer (5'-AGAGTTTGATCCTGGCTCAG-3') e
Reverse primers (5-ACTGCTACCTTGTTACGAACTT-3’)

3. Obter as informacgodes para a tabela abaixo:

Tamanho Homologia com
amplicon primer universal

sequéncia

Primer Forward
Primer reverse

Espécie escolhida: Clostridium

Clostridium butyricum strain KNU-L09 chromosome 1, complete sequence

NCBI Reference Sequence: NZ_CP013252.1
GenBank  Graphics

>NZ_CPB13252.1:c98265-88742 (Clostridium butyricum strain KNU-L@9 chromosome 1, complete
sequence
TTTTTATTGAGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCTTAACACATGCAAGTCGAGCG
ATGAAGCTCCTTCGGGAGTGGATTAGCGGCGGACGGGTGAGTAACACGTGGGTAACCTGCCTCATAGAGG
GGAATAGCCTTTCGAAAGGAAGATTAATACCGCATAAGATTGTAGTACCGCATGGTACAGCAATTAAAGG
AGTAATCCGCTATGAGATGGACCCGCGTCGCATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCGALG
ATGCGTAGCCGACCTGAGAGGGTGATCGGCCACAT TGGLACTGAGACACGGCCCAGACTCCTACGGGAGG
CAGCAGTGEGGAATATTGCACAATGGGERAAACCCTGATGCAGCAACGCCGCGTGAGTGATGACGGTCTT
COGATTETAAAGCTCTGTCTTTAGGGACGATAATGACGGTACCTAAGGAGGAAGCCACGGCTAACTACGT
GCCAGCAGCCGLGGTAATACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGGGAGCGTAGGT
GGATATTTAAGTGGGATGTGAAATACCCGGGCTTAACCTGGGTGCTGCATTCCAAACTGGATATCTAGAG
TGCAGGAGAGGAAAGGAGAATTCCTAGTGTAGCGGTGAAATGCGT AGAGAT TAGGAAGAATACCAGTGGC
GAAGGCGCCTTTCTGRACTGTAACTGACACTGAGGCTCGAAAGCGTGGGRAGCAAACAGGATTAGATACC
CTGGTAGTCCACGCCGTAAACGATGAATACTAGGTGTAGGGGTTGTCATGACCTCTGTGCCGCCGCTAALC
GCATTAAGTATTCCGCCTGORGEAGTACGGTCGCAAGAT TAAAACT CAAAGGAAT TGACGGGGGLCCGCALC
AAGCAGCGGAGCATGTGGTTTAATTCGAAGCAACGCGAAGAACCTTACCTAGACTTGACATCTCCTGAAT
TACTCTGTAATGGAGGAAGCCACTTCGETGGCAGGAAGACAGGTGGTGCATGGTTGTCGTCAGCTCGTGET
CGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATTGTTAGTTGCTACCATTTGGT TGAGCA
CTCTAGCGAGACTGCCCGGGTTAACCGGEAGGAAGGTGEGEATGACGTCAAATCATCATGCCCCTTATGT
CTAGGGCTACACACGTGCTACAATGGTCGGTACAATGAGATGCAACCTCGCGAGAGTGAGCAAAACTATA
AAACCGATCTCAGTTCGGATTGTAGGCTGAAACTCGCCTACATGAAGCTGGAGTTGCTAGTAATCGLGAA
TCAGAATGTCGCGGTGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACACCATGAGAGTTGGCAAT
ACCCAAAGTTCGTGAGCTAACGCGTAAGCGAGGCAGCGACCTAAGGTAGGGTCAGCGATTGGGGTGAAGT
CGTAACAAGGTAGCCGTAGGAGAACCTGCGGCTGGATCACCTCCTTTCTATGGRA



The Sequence Manipulation Suite: Primer Show
Results for 1524 residue sequence "mRNA /gene="fem-2" (exons in uppercase)” starting "TTTTTATTGA".
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AGAGTTTGATCCTGECTCAG 3° PFU
TTTTTATTGAGAGTTTGATCCTAGACT CAGGACGAACGC TGECGGLGTGCTTAACACATGE
AAGTCGAGCGATGAAGCTCCTTCGGGAGTGEAT TAGCGGECGGACGGOTGAGTAACACGTG
GATAACCTGLCTCATAGAGGRGAATAGCCTTTCGAAAGGAAGATTAATACCGCATAAGAT
TATAGTACCGCATGGETACAGCAATTAAAGGAGTAATCCGCTATGAGATGGACCCGOGTCG
CATTAGCTAGTTGGTGAGGTAACGGCTCACCAAGGCGACGATAGLGTAGCCGACCTGAGAG
GATGATCGECCACATTGGOACTGAGACACGECCCAGACTCCTACGGGAGGCAGCAGTGEEG
GAATATTGCACAATGGGGEAAACCCTGATGCAGCAACGCCGUATGAGTGATGACGATLTT
COGATTGTAAAGCTCTGTCTTTAGGGACGATAATGACGETACCTAAGGAGGAAGCCACEE
CTAACTACGTGCCAGCAGCCACGATAATACGTAGGTGGCAAGCGTTGTCCOGGATTTALTG
GaCGTAAAGGEAGCGTAGGTGGATATTTAAGTGGGATGTGAAATACCCGGGCTTAACCTG
GATGCTGCATTCCAAACTGRATATCTAGAGTGCAGGAGAGGAAAGGAGAATTCCTAGTGET
AGCOGT GARATGCGTAGAGATTAGEAAGAATACCAGTGECGAAGGCGCCTTTCTGGACTG
TAACTGACACTGAGGC TCGARAGCGT GGGGAGCAAACAGGATTAGATACCCTGGTAGTCC

AGEGGTTGTCATGACCTCTG 3" PF
ACGCCOTAAACGATGAATACTAGGTGTAGGGGTTGTCATGACCTCTGTGCCGCCGCTAAL
GCATTAAGTATTCCGCCTGGGGAGTACGATCGCAAGAT TARAACTCAAAGGAATTGACEG

TTCGTTGCGCTTCTTGGAAT 5°
GEGCCCECACAAGCAGCGEAGCATATGGTT TAATTCGAAGCAACGCGAAGAACCTTACCT

PR
AGACTTGACATCTCCTGAATTACTCTGTAATGEAGGAAGCCACTTCOGTGGCAGGAAGAC
AGGTGETGCATGGTTGTCGTCAGCTCAGTAGTCGTGAGATGT TGAGT TAAGTCCCGCAALGA
GCECAACCCTTATTGTTAGTTGCTACCATTTGGTTGAGCACTCTAGCGAGACTGCCCGEE
TTAACCGGGAGGAAGGTEEEEATGACGTCAAATCATCATGCCCCTTATGTCTAGGGCTAC
ACACGTGCTACAATGGTCOGTACAATGAGATGCAACCTCGCGAGAGTGAGCAAAACTATA
AAACCOATCTCAGTTCGGATTATAGGCTGAAACTCGCCTACATGAAGCTGRAGTTGCTAG
TAATCGCGAATCAGAATGTCGCGATGAATACGT TCCCGEECCTTATACACACCGCCCGTC
ACACCATGAGAGT TGGCAATACCCARAGTTCOTGAGCTAACGCGTAAGCGAGGCAGCGALC
TTCAGCATTGTTCCATCGGCA 5° PRU

CTAAGGTAGGGTCAGCGAT TEAAGTGAAGTCOTAACAAGGTAGCCGTAGGAGAACCTGLG
GCTGGATCACCTCCTTTCTATGGA
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Forward TGTCATG

AGGGGT | 190pb 62 67

ACCTCTG

58

Primer

Reverse CTTCGC

TAAGGTT | 190pb 58 64

GTTGCTT

54

Primer

Foward
Universal GGCTCA

AGAGTTT | 1477pb 60 64
GATCCT

G

56

Primer

Reverse TTGTTCC
Universal [ ATCGGC

TTCAGCA | 1477pb 62 67

A

58




