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The Closest-Neighbor Trimming Algorithm for Resampling Genetic Sequence Datasets

Yonezawa, Kouki
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A large number of nucleotide sequences of various pathogens are available in publi
c databases. The growth of the datasets has resulted in an enormous increase in computational costs. Moreo
ver, due to differences in surveillance activities, the number of sequences found in databases varies from
one country to another and from year to year. Therefore it is important to study resampling methods to re
duce the sampling bias. A novel algorithm| called the closest-neighbor trimming method#that resamples a gi
ven number of sequences from a large nucleotide sequence dataset was proposed. The performance of the prop
osed algorithm was compared with other algorithms by using the nucleotide sequences of human H3N2 influenz
a viruses. Since nucleotide sequences are among the most widely used materials for life sciences, we antic
ipate that our algorithm to various datasets will result in reducing sampling bias.
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