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High Throughput Genotypi

Human Genome Project (HGP) could unveil the secrets of
human being by a long script of genetic codes, which
enabled us to get access to mine the cause of diseases
more efficiently. Two wheels for HGP, bioinformatics and
high throughput technology are essential technigues for the
genomic medicine. While microarray platforms are still
evolving, we can screen more than 500,000 genotypes at
once. Even we can sequence the whole genome of an
organism within a day. Because the future medicne will
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focus on the genetic susceptibility of individuals, we need
to find genetic variations of each person by efficient
genotyping methods.
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Table 1. 1deal method for high throughput
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Table 2. Characteristics and throughput for different platforms for genotyping
Platforms Example(s) Characteristics Throughput
Microtiter Plates TagMan Good for a few markers Low
PCR prior to genotyping
Size Analysis by Electrophoresis SNPlex Intermediate multiplexing Medium
Reduced costs
Amays Tliumina Genotyping directly on genomic DNA High
Aftymetrix Highly multiplexed
Reducced costs
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Figure 1. Sequence analysis strategy of 454 life sciences.
(cited from website of 454 Life Sciences, http:/www 454.com)
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Figure 2. Scheme of SNP genotyping using GeneChip.
(cited from website of Affymetrix, http:/fwww.affymetrix com)
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