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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] 

┞  

 UCSC (hg17)

┞ 10Mbp

10Kbp 50Mbp 10Mbp

┞ BLASTZ ┞

々 ❻Ⅴ

BLASTZ ”C=2,Y=3400,T=4”

ゝ 64CPU PC OpenPBS

┞  

┞  

 々 々 々 ┞ ┞

┞ 々

┘ ┞ (i) ┞

(ii) ┞ 々 オ

々 ┞

々  

┞  

 々 ┞ オ (BLASTZ

C=2,Y=3400,T=4 ) ┞

UCSC hg17 UCSC panTro1  

 

 RefSeq,Ensembl,H-InvDB,DDBJ ゝ 242,650 ㌹ Blastn,Blat,Est2genome

hg17 オ 々

 

 

 

 

島貫
テキストボックス
－54－



 

         -3- 

[Results & Discussion] 
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1 23454225637 1859:15:;; 3<2=='2<8* 19 11351325:68 956::571; 9<3=='8<:*

2 2395816522: 11586;59;7 3<;=='2<2* 13 18;59;65464 9536;5:71 9<9=='8<:*

9 1::54845738 453415833 2<7=='8<:* 14 18859965:14 ;59615634 ;<3=='9<1*

3 1:153115216 ;526;5349 9<9=='1<1* 1; 6656275243 ;54735179 7<3=='3<8*

4 168564756;; 751665338 3<8=='2<1* 17 7657735732 4531:5118 ;<:=='9<;*

; 1785:745;:: 3531;51;6 2<;=='8<:* 16 7;51175149 257435698 9<;=='2<:*

7 1465;26519: 1151;;5269 7<8=='9<:* 1: ;956115;41 353265713 ;<:=='2<;*

6 13;5273562; 4584;5421 9<4=='1<9* 28 ;253945:;3 251125389 9<3=='8<6*

: 196532:52;6 18523458;1 7<3=='3<1* 21 3;5:335929 25244564; 3<6=='8<9*

18 19453195;26 751245;8; 4<9=='2<4* 22 3:54435718 9598856:7 ;<7=='1<7*

11 19353425963 ;576;574; 4<8=='2<6* > 143562352;3 195611533; 6<:=='2<1*

12 192533:5611 354145261 9<3=='8<:* ? 4757815;:1 1353345:;3 24<8=='6<;*

@ABCD 9587;57615667 14654675671 4<2=='2<1*
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 [Conclusion] 
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