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Abstract

Key Words

Review and compare Python and Perl
programming languages used in
bioinformatics

Armin Ahmadinasablﬂand Navid Ahmadinasab?

B ioython and Bioperl are open source tools, with the aim of providing libraries
have been developed to solve problems in bioinformatics and life sciences. Two
high-level languages Python and Perl are widely used in science, education and busi-
ness. One problems of researchers in laboratory and bioinformatics methods, choice
of the programming language to perform computer simulations for biological systems.
Considering the genomic sequence analysis, the prediction of three-dimensional protein
structure, functional analysis at the genome level, the establishment and management
of databases and mathematical modeling and life processes in the bioinformatics labo-
ratories, The suitableprogramming language can have a great impact on improving the
quality of the output, reducing the time and memory required. In this paper, Python and
Perl programming languages are beign compare to determine the time used in Windows
and Linux operating systems and memory required to run standard bioinformatics algo-
rithms, have been compared. The global alignment algorithm and neighbor-Joining are
used for both Python and Perl. In this study, Perl is better than Python for I/O operations
in terms of time and memory usage. But according to the global alignment algorithm
and neighbor-Joining programs’ results, although Python have better character string

manipulation abilities, nevertheless Perl is better than Python for parsing a BLAST file.
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