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. Cosa e’ biopython
Semplice

ptilizze di m Risorsa disponibile on-line contente moduli e script per la
iopython
bioinformatica

m Biopython:

m parser per formati tipici (e.g., FASTA, Genbank)
B accesso a servizi e databases (e.g., NCBI)
m interfacce per programmi e applicativi vari (e.g., BLAST)

m http://biopython.org


http://biopython.org

Installare Biopython
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Controllare se biopython e’ installato
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.__version__)

Dove scaricare biopython

Disponibile a questo link:
http://biopython.org/wiki/Download

Istallazione dipende dalla piattaforma (disponibile su Windows,
Linux, Mac)


http://biopython.org/wiki/Download

Semplice esempio di uso
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Semplice >unknown sequence|
I-lt_“iﬂo di ATGCGAGTGTTGAAGTTCGGCGGTACATCAGTAGCAAATGCAGAACGTTTTCTGCGGGTTGCCGATATTC
Biopython TGGAAAGCAATGCCAGGCAGGGGCAGGTGGCCACCGTCCTCTCTGCCCCCGCCAAAATAACCAACCACCT
GGTGGCGATGATTGAAAAAACCATTAGCGG

Vedere i seguenti file

m unknown _sequence.fasta

m processblast.py
m output.blast


http://profs.sci.univr.it/~farinelli/courses/python/codice/unknown_sequence.fasta
http://profs.sci.univr.it/~farinelli/courses/python/codice/processblast.py
http://profs.sci.univr.it/~farinelli/courses/python/codice/output.blast
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Utilizzare BLAST da un database su internet

Interrogare un database nt utilizzando il programma blastn

>>> from Bio.Blast import NCBIWWW
>>> fasta_string = open("unknown_sequence.fasta").read()
>>> result_handle = NCBIWWW.gblast("blastn","nt",6 fasta_string)

Leggere il risultato in un formato semplice da analizzare

>>> result_handle

<cStringl0.Stringl object at 0x1470660>

>>> from Bio.Blast import NCBIXML

>>> blast_record = NCBIXML.read(result_handle)
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Interpretare il risultato

Come interpretare il risultato ottenuto

>>> len(blast_record.alignments)
50

>>> for al in blast_record.alignments:
for hsp in al.hsps:

print("***Alignment***")
print('seq: ',al.title)
print('length: ',al.length)
print('e value: ', hsp.expect)
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Risultati

Cosa abbiamo ottenuto

***Alignment***

: ', u'gi|675820454|emb|LM997016.1| Escherichia coli genome ass
embly FHI87, scaffold scaffold-24_contig-0.0_1_1132105_[organism:Esc
herichia')

('length: ', 1132105)

('e value: ', 3.32809e-80)

***Alignment***

('seq: ', u'gi|675820240|emb|LM996803.1| Escherichia coli genome ass
embly FHI82, scaffold scaffold-29_contig-0.0_1_748312_[organism:Esch
erichia')

('length: ', 748312)
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Per saperne di piu’

Tutorial :  http://biopython.org/DIST/docs/tutorial/
Tutorial.html


http://biopython.org/DIST/docs/tutorial/Tutorial.html
http://biopython.org/DIST/docs/tutorial/Tutorial.html
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