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Tableld Number of 3times repeat region

DNA sequence similarity
Chromosome 100% | =95% | =90% | =80% | =T70%
Chrl3 0 2 20 200 [ 1,503
Chrl4 0 0 3 481 2,864
Chr20 0 0 3 438 | 3,167
Chr21 0 0 6 125 691
Chr22 0 0 7 699 | 3,601
Table2[] Number of 4times repeat region

DNA sequence similarity
Chromosome 100% | =95% | =90% | =80% | =T70%
Chrl3 0 0 0 0 i
Chrl4 0 0 0 0 0
Chr20 0 0 0 0 1
Chr21 0 0 0 0 1
Chr22 0 0 0 0 0
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Fig.40 Distribution of periodic distance
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Table3[ Start position of each repeated similar sequence
Start Base adress

chromosome data S, Seq, Seq e Seq, TDistance

Chrld_7 16,548,100 | 16,568,944 | 16,660,788 | 16,680,632 10,844
Chrl3_7 16,548,200 | 16,569,010 | 16,569,820 | 16,580,630 10,810
Chrl3_7 16548300 | 16,559,076 | 16,569 852 | 16,680,628 10,776
Chrl3 7 16548400 | 16,569,142 | 16,569 884 | 16,680,626 10,742
Chr13_7 16548500 | 16,569,208 | 16,569 916 | 16,580 624 10,708
Chrl3 7 16548600 | 16560274 | 16569048 | 16580622 10,674
Chrld 7 16548700 | 16560340 | 16,569 580 | 16,580 620 10,640
Chr20_4 8,300,600 8,361,894 8,423,188 8,484 482 61,294
Chr2l 2 7,087,400 8,971,457 | 10,905,514 | 12839571 1,934,067
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Table4O Sequences of repeated region

>Chrld 7 1 Seguy,

reTTonTer GEACCATTCCT
Chrld 7 _2 Sedy

T PTG A TG 60 B A TR G CA TG G C AT T CT T A GGA PG T AL G T A T TG C CTTT OO T TCAGGA TG AN TCAGGTANGC NG GIAT
>Chrld_7_3 Seg.g
AT O T TR G AR T A AGC C ARG T ARG CA TG ARG TT T TTCAG BTG5 CEAGTT AR TCATGEAC CATTC CTTC AGGATG TAGTCAGG TARGTREGS
>Chrld 7 4 Seguy

TARG TG TRERCCATTTET GEACTE

ATTCCTTC AGGATGEATAAAGG TAAC CAT GEAC TETTTC TTCAGGATGEGOC CAGE TAAGT AT GGEAC CAT TCCTTCAGGATGEAGOCAGE T ARG TET
SChrl3_7_5 56y

AL CATTCCTTCAGRATACAGET!
>Chrli_7_6 980,

ACCATTC CTTCAGARTACAGC CAGG TAA GCATGEAC TG TTT CT TCASGA TEEE0C CAGE TANGCATGEA CCATTOC TTCAGGA”
>Chrld 7_7 Seger
TG A T T TR G TGN T AT A6 A G CAT T CT T AGE A TACA G CC GG T AR ATG GAC TR T T TCT TEAGGATGHECEEAGET
SChr20 4 Sequeg

TTAGCCGGEEATEE TEECEEEOGOC TAT AGGTCCAGETAC T TEEGAGEC TEAGHE AGGHEAATGEE GTG ARC TCAGGAGEE AFAGE TTGCAGTGAG
SChrzl 2 Sedaey
TACTOFHA G T AFHRAG A THECE TEARC DG EEGAGE CAGRGTT TEC AGTEAGC DEAGA TEE TG CACTECAC TC CAGC C TEHECARC AGHG

Fig.1200 4times repeated region of Chr21_2
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Table50 Source of repeat region

|Chromosome data [Seqorg |Seqsim 1 Seqsim2 Seqsim3
%13_7 |[34£cr rcpcat| 34mer repeat|34dmer repeat|3dmer repeat|
Chr20_4 |ﬂu’f AluSx Aludb AluSx
Chr21_4 uyY AluSx AluSq AluSg
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Fig.130 Minisatellite region of Chrmosome 13
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Table6[] Calculated .vs Observed Repeat region number

Number of repeat region
3times Atimes Jtimes/dtimes
calc, 600,000,000 200,000 3,000
obhs. 11,826 i 1,689
calc./obs 50,736 28,571

Calc. 51 Number of total possible sequence pair[¥] Alu distancel]
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Table70 Genes related with repeat region

sequence [repeat reagion containing gene

Chr13_7

Seq,, [none

Sequy,; [none

Seqns |none

Seq,s |none

Lz
Chr20_4

chnE BIG2 (BREFELDIN A-INHIBITED GUANINE NUCLEOTIDE EXCHANGE PROTEIN 2)

Sey; |CSEIL(CHROMOSOME SEGREGATION 1-LIKE)

Seqme |STAU (STAUFEN, DROSOPHILA, HOMOLOG OF)

Seq,; [none

[Chr21 2

Seq,, [none

Setin; |none

Seqm: |CRYZL1(CRYSTALLIN, ZETA-LIKE 1)

Seq,,,; [none
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