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Differences between Species Based on Multiple Sequence Alignment Analysis
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ABSTRACT

Multiple sequence alignment (MSA) is a method of collecting and aligning multiple protein sequences or nucleic acid
sequences that perform the same function in various organisms at once. clustalW, a representative multiple sequence
alignment algorithm using BioPython, compares the degree of alignment by column position. In addition, a web logo and
phylogenetic tree are created to visualize conserved sequences in order to improve understanding. An example was given

to confirm the differences between humans and other species, and applications of BioPython are presented.
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