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New approach for Genome-Wide Association Study based on genetic networks
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Figure |, Trends of genes and discases study

* Source : http./hugenavigator. nat/
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Table 1. Example of DTC genetic testing (2009, 4)

Company Nation Website Genetic testing Testing cost{USD)
Navigenics USsA, www.navigenics.com,/ Whaole Genome Analysis 2499
+494 {vear)
LandMe UsA. www.23andme.com SNP Genetic Analysis (disease) 399
deCode Genetics US.A, lsland www.decodeme.com/ Genetic risk for 38 diseases 085, 225,195
Nico Test United Kingdom  www.nicotest.com / Micotine Metabolism E150
Genetic Health United Kingdom ~ www.genetic-healthcouk/  Obesity, Diabetes and £180
Weight Loss 293
Mutrition gene 295
Pharmaco gene £835
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Figure 2. Genome-wide scan for associations of SNPs with each of the seven discases
* Source | MipJwww, wicce.org. ukinfo 0T0606 shiml

Table 2. Prediction rates of the SVM classifiers with different 14712] SNP Z3o] Zal= fxE<
target populations Protein-Protein Interaction(PPD& ZA}gtH

Target  Sensitivity ~Specifiity Overall No.of SNPs for A7(GENOME NETWORK PLATFORM

population accuracy @achoombination ) o olgere ABE 28,
Total 0567 0739 0653  14SNPs IRS1, PPARD ®#ld 5& 47 o4l
Men 0714 0.704 0.709 105MPs Ui ASy Asz8s sl gFo FHH
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