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Abstract  Haplotype-based research has become increasingly important in the field of personalized medicine
since the haplotype reflects a set of SNPs (Single Nucleotide Polymorphisms) that are genetically associated and
inherited together. Currently, the most widely used application softwares available for haplotype reconstruction,
based on in silico method, include PL-EM, Haplotyper, PHASE and HAP. PL-EM, Haplotyper and PHASE are
command-line application running on LINUX or Unix system and HAP is a web-based client-server application.
This paper deals with an integrated haplotype reconstruction system that have been developed with PL-EM and
Haplotyper selected from the accuracy test with experimentally verified data on public application softwares.
This integrated system is a kind of client-sever one with user friendly web interface and can provide end-users
with a high quality of haplotype analysis. SNPs genotype data with a length of 5 derived from 5 people and
SNPs genotype data with a length of 13 derived from 15 people were used to test the analysis results of
Haplotyper and PL-EM respectively. As a result, this system has been confirmed to provide the systematic and
easy-to-understand analysis results that consist of two main parts, i.e. individual haplotype information and
haplotype pool information. In this respect, the integration system will be utilized as a useful tool for the
discovery of disease related genes and the development of personalized drugs through facilitating the
reconstruction of haplotype maps.
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