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Development of high-throughput gene profiling system to monitor genetic background f
or mouse strains
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It was considered that there was affection of ununiformed genetic background of th
e mouse on analyzing its phenotyping. We constructed the high-throughput gene profiling system for the eva
luation of genetic background configured with 192 markers (consisted of 184 SNPs and 8 transgenes) using 3
84 well plate format based on TagMan assay technologies. This system was possible to get information such
as the ratio of replacement to backcrossing strain, the detailed difference in each B6 substrains and prod
uction breeders of B6/J and B6/N and the paternal or maternal origin from SNPs markers and the existence o
f transgenes as gene modification (i.e. neo, cre, and Gfp etc.) from these detection markers. We developed
tool to convert the table from the raw genotyping data to the strain distribution patterns and enabled ef
fective to detection detailed genetic background. In addition, we have improved to effective gene mapping
among B6 substrains by using SNPs markers.
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