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Abstract Single-nucleotide polymorphisms (SNPs) are the DNA sequences difference among the same species in the

level of nucleic acids and are widely applied in clinical fields such as personalized medicine. The routine and
labor-intensive methods to determine SNPs are performing the sequence homology search by using BLAST and
navigating the trace of chromatogram files generated by high-throughput DNA sequencing machine by using
Chromas program. In this paper, we deveioped SNPchaser, a web-based program for detecting SNPs substitution
and heterozygosity existence, to improve the labor-intensive method in determining SNPs. SNPchaser performed
sequence alignment and visualized the suspected region of SNPs by using user's reference sequence, AB1
files, and positional information of SNPs. It simultaneously provided the results of sequences alignment and
chromatogram of relevant area of SNPs to user. In addition, SNPchaser can easily determine existence of
heterozygosity in SNPs area. SNPchaser is freely accessible via the web site hitp://www.bicinformatics.ac.kr/SNPchaser
and the source codes are available for academic research purpose.
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Fig. 1. Overview and schematic data flow process in SNPchaser
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Fig. 2. Screen shots of SNPchaser Users can insert their reference
sequence, AB1 files, and suspected position information
about the SNPs, and also can modify alignment options
through the main page of SNPchaser (A). Results of
sequence alignment and visualized chromatogram of
relevant region of SNPs (B).
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Fig 3. The effect of heterozygosity filter option in displaying results
If the heterozygosity filter option is turn off (B), SNPchaser
decides heterozygosity by only considering the peak
height difference (default threshold is 75%) between
first and second trace. In case of heterozygosity filter
option is turn on (A), SNPchaser decides heterozygosity
by considering threshold option as well as peak tendency
such as increment and decrement of peak in the first
and second height trace.
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