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Aula na sala multimidia, 25/9/2025

Atividades

1. Baixar e rodar programa que implementa o algoritmo basico de
comparacgao de sequéncias por programacao dindmica
a. Alunos devem realizar pelo menos 3 testes, inventando 3 pares de
sequéncias, que devem ter entre 10 € 30 bp

http://www.codeproject.com/Articles/304772/DNA-Sequence-Alignment-using-

Dynamic-Programming-A

2. Rodar BLAST
a. Blastn
i. comparar os mesmos 3 pares de sequéncias de (1) com
blastn para 2 sequéncias (Align two or more sequences)
ii. Escolha uma das sequéncias de (1) com 30 bp e fagcauma
busca com blastn
iii. fagcauma busca genérica com a sequéncia A, que se
encontra abaixo
iv. faca uma busca genérica com a sequéncia B, abaixo
b. Blastp
i. facaumabusca com a sequéncia C, que se encontra abaixo,
especificando que quer que a busca seja contra o organismo
Methanococcus jannaschi
ii. repita (i), mas especificando Escherichia coli
iii. repita (i), sem especificar organismo
c. Blastx
i. Execute blastx com a sequéncia B e compare o resultado
com aquele obtido em 2.a.iv

Prepare um relatério com os resultados obtidos, seguindo o seguinte formato:

e cologue os nomes e numeros USP dos membros da equipe

e Escreva um paragrafo descrevendo os resultados obtidos. Por exemplo, na
atividade 2.a.iii, vocé deve indicar qual foi o organismo do primeiro hit

e Copie e cole o primeiro alinhamento obtido em cada uma das atividades


http://www.codeproject.com/Articles/304772/DNA-Sequence-Alignment-using-Dynamic-Programming-A
http://www.codeproject.com/Articles/304772/DNA-Sequence-Alignment-using-Dynamic-Programming-A
http://www.codeproject.com/Articles/304772/DNA-Sequence-Alignment-using-Dynamic-Programming-A
http://www.codeproject.com/Articles/304772/DNA-Sequence-Alignment-using-Dynamic-Programming-A

Envie seu relatério para raunimarques@usp.br, ANTES de sair da aula! nao serao
aceitos relatdrios enviados fora da sala de aula

>A
gttgaaatccttcactgtagaaaaaggaatctatcaaacttctaactttagagtccaacc
aacagaatctattgttagatttcctaatattacaaacttgtgcceccttttggtgaagtttt
taacgccaccagatttgcatctgtttatgcttggaacaggaagagaatcagcaactgtgt
tgctgattattctgtcctatataattccgecatcattttccacttttaagtgttatggagt
gtctcctactaaattaaatgatctctgctttactaatgtctatgcagattcatttgtaat
tagaggtgatgaagtcagacaaatcgctccagggcaaactggaaagattgctgattataa
ttataaattaccagatgattttacaggctgcgttatagcttggaattctaacaatcttga
ttctaaggttggtggtaattataattacctgtatagattgtttaggaagtctaatctcaa
accttttgagagagatatttcaactgaaatctatcaggccggtagcacaccttgtaatgg
tgttgaaggttttaattgttactttcctttacaatcatatggtttccaacccactaatgg
tgttggttaccaaccatacagagtagtagtactttcttttgaacttctacatgcaccagc
aactgtttgtggacctaaaaagtctactaatttggttaaaaacaaatgtgtcaatttcaa
cttcaatggtttaacaggcacaggtgttcttactgagtctaacaaaaagtttctgccttt
ccaacaatttggcagagacattgctgacactactgatgctgtccgtgatccacagacact
tgagattcttgacattacaccatgttcttttggtggtgtcagtgttataacaccaggaac
aaatacttctaaccaggttgctgttctttatcaggatgttaactgcacagaagtccctgt
tgctattcatgcagatcaacttactcctacttggcgtgtttattctacaggttctaatgt
ttttcaaacacgtgcaggctgtttaataggggctgaacatgtcaacaactcatatgagtg
tgacatacccattggtgcaggtatatgcgctagttatcagactcagactaattctceccteg
gcgggcacgtagtgtagctagtcaatccatcattgcctacactatgtcacttggtgcaga
aaattcagttgcttactctaataactctattgccatacccacaaattttactattagtgt
taccacagaaattctaccagtgtctatgaccaagacatcagtagattgtacaatgtacat
ttgtggtgattcaactgaatgcagcaatcttttgttgcaatatggcagtttttgtacaca
attaaaccgtgctttaactggaatagctgttgaacaagacaaaaacacccaagaagtttt
tgcacaagtcaaacaaatttacaaaacaccaccaattaaagattttggtggttttaattt
ttcacaaatattaccagatccatcaaaaccaagcaagaggtcatttattgaagatctact
tttcaacaaagtgacacttgcagatgctggcttcatcaaacaatatggtgattgccttgg
tgatattgctgctagagac



>B

CGGCCTGCGCGAGCTTGACGACCTCGGCTTTGCTCTTGCCGGTGGCCTTGGCCAGCAGGT
CGTAGACGGGGATGCCGGCGTCGCGGAGCTGGTTGAGGTCTTCGCCGGTGATGCGGCCGG
CGGCACTCATCTGTTGCAGGGCGACGGTGGCCCGCTGGACGCCTTCCGAGCCGGTGCCCA
TGCCTGAGGTGACATCGCCCAAGGTGCGCATGATGGGGATGACCTTTGACGACTCAATGC
CTGCCGAGATCAGGGAGGATGCGGCGGTCTGCAACTCGGGGAACTCAAACGGGGTCGTGG
CGGCGAACTTCTGCATCTCCCGCAGGAACGAGTCGGCCCTTTCCGCTGAGCCCAGCATGG
TCGTGAACGAGATGCGGGCCTGTTCGTTGCCGCTAGCAACCTCTAGTCCCATCGCGCCAC
CGGCCACACCGACCGCAGCGAGCCCTAGAGCGCCCGCTGCGCCGAGGLCCCAGGGLCLGLCT
TGCCCAAGAACCCGCCTGCCCTGCCCGCGGCGCTCAGCGTCGATCCTGCGGCCCGTGACA
TGCCGGTGCCCATACGTCGCCCGATGGACTGCGCCTGCCGCTCCAACCCAGCGLCLCGLLCGL
GCTTGATGGAGTCCTCGGCGGCATCAGCGAAACCCTCGCCCAACCCCTTGLCCCGLCCCGCT
CACCCTGCCGCTGCGTCAGATCAGCAAACCCGCGGACCCGCCGCTCAAACCCGGCCAGLCG
TCCGCTCAGCGGGGCCAGCATCCATCGTCAGGGTGCCGCTGAGGGTGCCGAGGTCCAACA
AGGGTCAGTCCTCTCGGCTTGGCGGGGCCGCAGGTTCGATGATCGTTAACGGCTTCAACG
CCAATCCTAGCCGAGTGGACGGCTGGAAGATGAGCGCACCGCTAGGCGCAACCACCAGAG
TCGGCGGCCGGTTCAACAGTTGCTCAATATGCCAGCGCAACCAAAACCAGGACCGGGLCG
CCATCAGCTCACGATTGCCGAGGTCGAGACCGTACACCTCCAGTAGGTCGGAGGCTACGA
GGACTCGGTGCCGGATGAGTCCTCGCCAGTCGATGCGGTCGGTTTCGTCGCCCGTGTCGG
GGGCTTCCTCCCAGCGGCGGATGCCCGCTTGGCCGGTTGGGTTGTCTTCCTCGCGGTCTT
CGGCTTGTGGTCCTGAGGTGCCTTCGCCGGCCCCAACGCTTTTGGGTCAACGCTGGTCCA
CCATCGTTCCGCGTAGTCCTCGGAGATGGTCAGCCAGTAGAAGATGGTGAGGGAGGCATG
TTTGATCCACAGCCATTGGAGACCGTCCGCCACCATTTCGGCGTAGGTGTCGCCCAGCAG
GGATGCGTAGAAGTCGCGTTCCTCGTCGTCGGTCAGTTTCAGCCGGGCGAGCTGGGTTTC
GCTGAGCGTTTTGCCTTCGGATGCGGCAACCATCAGGTCTGCGATGTCTTGGAATGCTTG
CCCGGTGGCTGCGGAGGGCGACTGGATTTCGTAAGTCTTGCCGCCGATGGGCAGGGGGAG
GGTTGGGTTGTAGAAGTCGGCCAGGTCACGCCACGCCATTAGGACTCAACCCCCAGAGCC



>C
MTGQLVQYGRHRQRRSYARISEVLELPNLIEIQTSSYQWEFLDEGLREMFQODISPIEDFTGNLSLEFIDYS
LGEPKYPVEESKERDVTYSAPLRVKVRLINKETGEVKDODVEMGDFPIMTDTGTEFIINGAERVIVSQLVR
SPSVYFSGKVDKNGKKGFTATVIPNRGAWLEYETDAKDVVYVRIDRTRKLPVTVLLRALGFGSDQEILDL
IGENEYLRNTLDKDNTENSDKALLEIYERLRPGEPPTVENAKSLLDSRFFDPKRYDLANVGRYKINKKLH
IKNRLENQRLAETLVDPETGEILAEKGQILDRRTLDKVLPYLENGIGFRKLYPNGGVVEDEVTLQSIKIF
APTDOEGEQVINVIGNAYIEEEIKNITPADIISSISYFFNLLHGVGDTDDIDHLGNRRLRSVGELLONQEF
RIGLSRMERVVRERMSIQDTNTITPQOQLINIRPVIASIKEFFGSSQLSQFMDOQTNPLAELTHKRRLSALG
PGGLTRERAGMEVRDVHYSHYGRMCPIETPEGPNIGLINSLSSYAKVNRFGEFIETPYRRVDPETGKVTGR
IDYLTADEEDNYVVAQANARLDDEGAFIDDSIVARFRGENTVVSRNRVDYMDVSPKQVVSAATACIPFLE
NDDSNRALMGANMQROAVPLMQPEAPFVGTGMEYVSGKDSGAAVICKHPGIVERVEAKNVWVRRYEEVDG
QKVKGNLDKYSLLKEVRSNQGTCYNQRPIVSVGDEVVKGEILADGPSMELGELALGRNVMVGEFMTWDGYN
YEDAIIMSERLVKDDVYTSIHIEEYESEARDTKLGPEEITRDIPNVGEDALRNLDDRGIIRIGAEVKDGD
LLVGKVTPKGVTELTAEERLLHATIFGEKAREVRDTSLRVPHGGGGIIHDVKVENREDGDELPPGVNQLVR
VYIVQKRKISEGDKMAGRHGNKGVISKILPEEDMPYLPDGTPIDIMLNPLGVPSRMNIGQVLELHMGMAA
RYLGIHIASPVFDGAREEDVWETLEEAGMSRDAKTVLYDGRTGEPFDNRVSVGIMYMIKLAHMVDDKLHA
RSTGPYSLVTQQOPLGGKAQFGGOREFGEMEVWALEAYGAAYTLQEILTVKSDDVVGRVKTYEAIVKGDNVP
EPGVPESFKVLIKELQSLGMDVKILSGDEEEIEMRDLEDEEDAKQADGLALSGDEEPEETASADVERDVV
TKE



