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[Abstract]
We searched for the segmental duplications in the human genome sequences in order to assess the role of
segmental duplication during evolution. A self-alignment of NCBI build 35 human genome (~3 billion bp) was
performed using the genome alignment software BLASTZ. As a result, we found that 5.2% of the human
genome contains segmental duplications, and ~40% (2.1% of the human genome) of them were
intra-chromosomal. Moreover, we deduced the divergence time of segmental duplications and the duplicated
genes embedded in them. We obtained estimates of 23 million years as the average half-life of duplicated

regions, and 4.0 Mbp per million year as the rate of origin of duplicated regions.
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[Methods]
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[Results & Discussion]
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g | REROSR | gwpgen |TERAONA|  pap | RERORR | ggpmey |TEEIONA
1 245522847 | 10391966 42 (2.0) 13 114142,980 | 3,899,716 34 (0.9)
2 243018229 | 11086367 46 (2.2) 14 106368585 | 3,486,971 33 (0.9)
3 199505740 | 5451044 27 (0.9) 15 100338915 | 6,381,845 6.4 (3.1)
4 191411218 | 6,286,453 33 (1.1) 16 88.827.254 | 6574173 7.4 (40)
5 180,857,866 | 7,188,440 40 (2.1) 17 78774742 | 5419.110 6.9 (36)
6 170975699 | 4416168 26 (0.9) 18 76117153 | 2754830 36 (2.9)
7 158628139 | 11,166,283 70 (3.9) 19 63811651 | 4428714 6.9 (2.6)
8 146274826 | 5056521 35 (1.3) 20 62435964 | 2,112,403 34 (08)
9 138429268 | 10,245,061 74 (4.1) 21 46944323 |  2.255856 48 (0.3)
10 135413628 | 7,125,606 5.3 (2.5) 22 49554710 | 3,300,897 67 (1.7)
11 134452384 | 6,786,756 50 (28) X 154,824,264 | 13,811,446 89 (2.1)
12 132449811 | 4515281 34 (0.9) Y 57701691 | 14445964 | 250 (86)

Total  |3076781887| 158587871 52 (2.1)
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Chr1:120,619K - Chr1: 146,566K Reverse Strand 29Kbp
%ldentity= 98.5%
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[Conclusion]
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