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6 0.325 0.585 0.460 2451%* 1342%* 1945%*
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1 Fgr 22
2) Fgr”
ASN/CEU? ASN/YRI® CEU/YRI®
1 49221 0.09+0.12* 0.15+0.18 0.13+0.16*
2 57155 0.10£0.13* 0.16+0.18* 0.14+0.16
3 41720 0.09+0.12* 0.16£0.18 0.14%0.16
4 37514 0.08+0.11%* 0.15+0.17 0.14+0.16
5 37492 0.09+0.12 0.15+0.17* 0.13+0.15%*
6 42700 0.09£0.12%* 0.15+0.17* 0.13£0.15%*
7 28413 0.09+0.12* 0.14£0.17** 0.13£0.16**
8 48863 0.09+0.12* 0.16+0.18 0.14+0.16*
9 38271 0.09+0.12 0.14£0.17** 0.13+0.15%
10 31131 0.10+0.13 0.15+0.17* 0.13+0.16*
11 28238 0.09£0.11%* 0.15+0.17* 0.13+0.15%
12 26652 0.10£0.12 0.15+0.17* 0.13+0.16*
13 23514 0.09+0.12* 0.15+0.17* 0.12+0.15%*
14 18453 0.09+0.12 0.14+0.17* 0.14+0.16
15 16200 0.11£0.14** 0.15+0.17 0.15£0.17**
16 14949 0.09+0.12 0.15%0.17 0.14%0.16
17 15001 0.09+0.12* 0.17+0.19* 0.14%0.17
18 25871 0.08+0.10%* 0.14+0.16** 0.13+0.15%
19 10837 0.20£0.25%* 0.25+0.26** 0.24+0.26**
20 12720 0.18+0.21%** 0.25+0.25%** 0.21£0.22%*
21 13143 0.20£0.24%** 0.23+0.25%* 0.23+0.24%**
22 11900 0.09+0.12* 0.15+0.18 0.13+0.15*
All 629958 0.10+0.13 0.16%0.18 0.14%0.16
a) HapMap SNP . b) Fsr ; ¢) ASN/CEU, ASN/YRI, CEU/YRI
;¥ P< 10’3, ¥k pP< 10712, Mann-Whitney's U test
2 <« »
P
Amino acid transport 7 3.08E—04
Angiogenesis 8 1.70E-04
Anion transport 8 3.35E-03
Anterior/posterior patterning 6 9.14E-04 0.0167
Apoptosis 17 5.38E-05
B-cell- and antibody-mediated immunity 7 9.71E-03
Calcium ion homeostasis 5 4.26E-03
Calcium mediated signaling 18 1.99E-09 0.0397
Carbohydrate metabolism 13 1.98E-05
Carbohydrate transport 7 4.25E-04
Cation transport 71 <1.00E-12 0.0048 0.0002
Cell adhesion 87 <1.00E-12 0.0025 0.0026 0.0009
Cell adhesion-mediated signaling 61 <1.00E-12 0.0005 0.0006 0.0046
Cell communication 46 <1.00E-12 0.0009
Cell cycle 11 2.91E-04
Cell cycle control 45 <1.00E-12
Cell motility 41 <1.00E-12 0.0394
Cell proliferation and differentiation 82 <1.00E-12
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Cell structure 58 <1.00E-12
Cell structure and motility 24 4.00E-10
Cell surface receptor mediated signal transduction 15 4.43E-05
Cholesterol metabolism 10 2.74E-05
Chromatin packaging and remodeling 18 2.70E-07
Cytokine and chemokine mediated signaling pathway 15 9.28E-04
Detoxification 6 8.26E-03
Developmental processes 56 <1.00E-12 0.0019
DNA recombination 5 8.99E-03
DNA repair 16 7.37E-06
DNA replication 22 1.80E-07
Electron transport 14 1.10E-04
Embryogenesis 12 1.50E-04
Endocytosis 10 8.15E-04
Endoderm development 4 3.65E-04
Exocytosis 10 5.67E-05
Extracellular matrix protein-mediated signaling 12 2.04E-07 0.0208
Extracellular transport and import 9 9.01E-04
General vesicle transport 19 4.91E-05
G-protein mediated signaling 66 <1.00E-12
Hearing 4 9.59E-03
Heart development 9 3.10E-06 0.0247
Hematopoiesis 6 9.90E-03
Homeostasis 11 9.09E-07
Immunity and defense 26 1.97E-08
Induction of apoptosis 13 4.00E-04
Inhibition of apoptosis 9 5.11E-03
Intracellular protein traffic 15 2.73E-04
Intracellular signaling cascade 30 1.00E-11
Ton transport 5 8.03E-03
JAK-STAT cascade 7 5.99E-03
Ligand-mediated signaling 33 1.86E-09
Lipid and fatty acid transport 14 5.73E-06
Lipid metabolism 20 1.08E-08
MAPKKK cascade 21 8.73E-09
Meiosis 7 4.18E-03
Mesoderm development 21 3.00E-11 0.0018
Metabolism of cyclic nucleotides 8 7.39E-05 0.0137
Miscellaneous 13 4.74E-05
Mitosis 11 2.85E-03
mRNA capping 2 3.41E-03
mRNA splicing 19 1.41E-06
mRNA transcription 28 2.40E-10
mRNA transcription initiation 7 1.13E-03 0.0271
mRNA transcription regulation 112 <1.00E-12
Muscle contraction 31 <1.00E-12 0.0001 0.0460
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Muscle development 13 1.39E-05
Nerve-nerve synaptic transmission 14 8.14E-08 0.0097 0.0393
Neurogenesis 81 <1.00E-12 0.0006 0.0000
Neuromuscular synaptic transmission 6 2.85E-05
Neuronal activities 23 <1.00E-12 0.0016
Neurotransmitter release 20 <1.00E-12 0.0000
Nuclear transport 8 2.57E-03
Nucleoside, nucleotide and nucleic acid metabolism 23 7.68E—-08
Oncogene 15 2.80E-08 0.0250
Oncogenesis 17 1.84E-06
Oogenesis 7 2.05E-03
Other amino acid metabolism 5 7.38E-04
Other carbohydrate metabolism 8 1.97E-04 0.0233
Other carbon metabolism 8 1.44E-03
Other developmental process 8 2.57E-03
Other immune and defense 16 1.58E-06
Other intracellular protein traffic 11 1.37E-06 0.0340
Other intracellular signaling cascade 33 <1.00E-12 0.0359 0.0286
Other metabolism 31 3.38E-06
Other neuronal activity 25 <1.00E-12 0.0246 0.0009
Other oncogenesis 6 1.92E-03
Other polysaccharide metabolism 13 6.41E-05
Other protein targeting and localization 4 1.76E-03
Other sensory perception 3 8.75E-03
Other signal transduction 6 8.26E-03
Oxidative phosphorylation 6 9.06E-03
Phagocytosis 5 6.32E-03
Phospholipid metabolism 13 1.63E-04
Protein acetylation 7 7.89E-06
Protein biosynthesis 21 1.73E-04
Protein disulfide-isomerase reaction 4 1.76E-03
Protein glycosylation 23 3.63E-09
Protein metabolism and modification 8 4.55E-04
Protein phosphorylation 92 <1.00E-12 0.0001
Protein targeting 13 3.79E-06
Protein targeting and localization 7 1.13E-03
Protein-lipid modification 4 2.24E-03
Proteolysis 71 <1.00E-12
Purine metabolism 6 8.26E-03
Pyrimidine metabolism 6 1.45E-03
Receptor mediated endocytosis 9 3.06E-03
Receptor protein serine/threonine kinase signaling pathway 5 8.03E-03
Receptor protein tyrosine kinase signaling pathway 34 <1.00E-12 0.0164 0.0001
Regulated exocytosis 9 9.56E-06 0.0431
Regulation of carbohydrate metabolism 3 5.31E-03
Sensory perception 4 6.01E-03
Signal transduction 31 4.00E-11
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Skeletal development 14 4.47E-06
Small molecule transport 15 6.04E-06
Spermatogenesis and motility 8 5.03E-03
Steroid hormone metabolism 5 2.33E-03
Stress response 21 7.86E—08
Synaptic transmission 22 <1.00E-12 0.0019 0.0000 0.0000
T-cell mediated immunity 11 1.06E-03
Transport 44 <1.00E-12
Tumor suppressor 10 6.50E-05
Vision 12 3.44E-03
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