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genotyped 
 
siteID:    chr1_232869268  
sample sequenced:  HGDP00476 
Alu subfamily:   AluSc 
percent divergence  11.0% 
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TAATTATTTGTTTTTACCTTACATGTCTTAGTTTCAGAAAAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCTGTAATMCCAGCATTTTGGGAGGCCAAGGCRGGYGGACCAgCtGAGGTCAARAGATCAAGWCC
TAATTATTTGTTTTTACCTTACATGTCTTAGTTTCAGAAAAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCTGTAATACCAGCATTTTGGGAGGCCAAGGCAGGTGGACCAGCTGAGGTCAAAAGATCAAGTCCchr1_232869268_contig_1.seq(1>1350)
TAATTATTTGTTTTTACCTTACATGTCTTAGTTTCAGAAAAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCTG-------------------------------------------------------------chr1_232869268_hg19_1.seq(1>930)

AAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCTGTAATACCAGCATTTTGGGAGGCCAAGGCAGGTGGACCAGCTGAGGTCAAAAGATCAAGTCC

2521150.custom1.ab1(33>377)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatca-c-gaggtcaagagatcgagaccAluSc_1.seq(1>280)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

ATCCTGGCCAACATGGTGAARCCYGGTCTCTACTAAAAATACAAAAATCAGCTGGGYGTGGTGGCGYGTGCCYGTGGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATYGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCYGAGATCGCGCCACTGCACTCCAGCCT
ATCCTGGCCAACATGGTGAAGCCTGGTCTCTACTAAAAATACAAAAATCAGCTGGGTGTGGTGGCGTGTGCCCGTGGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCTGAGATCGCGCCACTGCACTCCAGCCTchr1_232869268_contig_1.seq(1>1350)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr1_232869268_hg19_1.seq(1>930)

ATCCTGGCCAACATGGTGAAGCCTGGTCTCTACTAAAAATACAAAAATCAGCTGGGTGTGGTGGCGTGTGCCCGTGGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCTGAGATCGCGCCACTGCACTCCAGCCT

2521150.custom1.ab1(33>377)

atcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaattagctgggcgtggtggcgcgcgcctgtagtcccagctactcgggaggctgaggcaggagaatcgcttgaacccgggaggcggaggttgcagtgagccgagatcgcgccactgcactccagcctAluSc_1.seq(1>280)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

GGCGACAGARYGAGACTCCATCTCAAAAAAAAAAAAAAAATTctctagagtttctttttaccattaggatatatcccacttgggacagtcagtcaagttactgtattttaaatcacttgaaatactttaacccttgtgtggttaagtggctatttatttttaaccctctga
GGCGACAGAATGAGACTCCATCTCAAAAAAAAAAAAAAAATTCTCTAGAGTTTCTTTTTACCATTAGGATATATCCCACTTGGGACAGTCAGTCAAGTTACTGTATTTTAAATCACTTGAAATACTTTAACCCTTGTGTGGTTAAGTGGCTATTTATTTTTAACCCTCTGAchr1_232869268_contig_1.seq(1>1350)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr1_232869268_hg19_1.seq(1>930)

GGCGACAGAATGAGACTCCATCTCAAAAAAAAAAAAAAAATT

2521150.custom1.ab1(33>377)

CCAAAAAAAAAAAAAAAATTCTCTAGAGTTTCTTTTTACCATTAGGATATATCCCACTTGGGACAGTCAGTCAAGTTACTGTATTTTAAATCACTTGAAATACTTTAACCCTTGTGTGGTTAAGTGGCTATTTATTTTTAACCCTCTGA

2521150.custom2.ab1(12>355)

ggcgacagagcgagactccgtctcaAluSc_1.seq(1>280)

520 530 540 550 560 570 580 590 600 610 620 630 640 650

aaaagaattgtttttgcTTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATT
AAAAGAATTGTTTTTGCTTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATTchr1_232869268_contig_1.seq(1>1350)
-----------------TTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATTchr1_232869268_hg19_1.seq(1>930)

AAAAGAATTGTTTTTGCTTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATT

2521150.custom2.ab1(12>355)

Figure S6.1 
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genotyped 
 
siteID:    chr2_161952345 
sample sequenced:  HGDP00854 
Alu subfamily:   AluSx1 
percent divergence  11.6% 
 
 

C. 
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CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGTTTAAAAAAAAAAAAAAAARGCCTGCGYGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCYGAGGCGGGCRRATC
CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGTTTAAAAAAAAAAAAAAAAAGCCTGCGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCAAATCchr2_161952345_contig_1.seq(1>1183)
CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGttaaaaaaaaaaaaaaaa--------------------------------------------------------------chr2_161952345_hg19_1.seq(1>883)

CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGTTTAAAAAAAAAAAAAAAA

2526600.custom1.ab1(1>173)

AAAAAAAAAAAAAAAAGGCCTGCGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCAAATC

2526600.custom4.ab1(17>211)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcAluSx1_1.seq(1>283)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

ACM--AGGTCAGGAGTTCGAGACCAGCCTGGYCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAaTTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGGYTGAGGCAGGAGAATYGCTTGAACCCRGGAGRCAGAGGTTGCAGCRAGCCG
ACA--AGGTCAGGAGTTCGAGACCAGCCTGGTCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGGTTGAGGCAGGAGAATTGCTTGAACCCAGGAGACAGAGGTTGCAGCAAGCCGchr2_161952345_contig_1.seq(1>1183)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr2_161952345_hg19_1.seq(1>883)

ACA--AGGTCAGGAGTTCGAGACCAGCCTGGTCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGG

2526600.custom4.ab1(17>211)

ACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGGTTGAGGCAGGAGAATTGCTTGAACCCAGGAGACAGAGGTTGCAGCAAGCCG

2526600.custom3.ab1(35>238)

acctgaggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaa-ttagccgggcgtggtggcgggcgcctgtaatcccagctactcgggaggctgaggcaggagaatcgcttgaacccgggaggcggaggttgcagtgagccgAluSx1_1.seq(1>283)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

AGATYGCRCCACTGSAYWCCAGYCYAGGCAACAATGYGAGACTSYSTCAMAAAAAAAAAAAAAAAAAaTAGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATT
AGATTGCACCACTGGATACCAGTCCAGGCAACAATGTGAGACTGTCTCAAAAAAAAAAAAAAAAAAAATAGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATTchr2_161952345_contig_1.seq(1>1183)
--------------------------------------------------------------------taGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATTchr2_161952345_hg19_1.seq(1>883)

AGATTGCACCACTGGATACCAGTCCAGGCAACAATGTGAGACTGTCTCAAAAAAAAAAAAAAAAAAA

2526600.custom3.ab1(35>238)

AAAAAAAAAAAAAAAAATAGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATT

2526600.custom2.ab1(4>250)

agatcgcgccactgcactccagcctgggcgacagagcgagactccgtctcaAluSx1_1.seq(1>283)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

CAGAACCTGAACATCACACAGAATGAAAATAGCATTATAAAAATAAGTAATATAGAAACATCATTTTTCAGTATTTACAAGCACAAAAACTCCACCTTCACTTTTTCAGGGgACCAGtGATAtGACTtaGTtCATACTATGGCATTTTACCTATGATTCCCACCAAATTAT
CAGAACCTGAACATCACACAGAATGAAAATAGCATTATAAAAATAAGTAATATAGAAACATCATTTTTCAGTATTTACAAGCACAAAAACTCCACCTTCACTTTTTCAGGGGACCAGTGATATGACTTAGTTCATACTATGGCATTTTACCTATGATTCCCACCAAATTATchr2_161952345_contig_1.seq(1>1183)
CAGAACCTGAACATCACACAGAATGAAAATAGCATTATAAAAATAAGTAATATAGAAACATCATTTTTCAGTATTTACAAGCACAAAAACTCCACCTTCACTTTTTCAGGGGACCAGTGATATGACTTAGTTCATACTATGGCATTTTACCTATGATTCCCACCAAATTATchr2_161952345_hg19_1.seq(1>883)

CAGAACCTGAACATCACACAGAATGAAAATAGCATTATAAAAATAAGTAATATAGAAACATCATTTTTCAGTATTTACAAGCACAAAAACTCCACCTTCACTTTTCCAGGG-ACCAG-GATN-GACT--GT-C

2526600.custom2.ab1(4>250)

690 700 710 720 730 740 750 760 770 780 790 800 810 820 830 840 850

TTAGTTGAAATGAGAGTGTTTATTTATTTAAGCACATTTATCAAAATCACTCTGAATAAGGGATACTGACATTCCGGATGACTGGTGTACACCTTCGTGAGAAACAGCCCGAATTGACTCTTCTCACTGACCTTCAACATCATGATTTGGTGAGGAGGAAGAAAATGAGAA
TTAGTTGAAATGAGAGTGTTTATTTATTTAAGCACATTTATCAAAATCACTCTGAATAAGGGATACTGACATTCCGGATGACTGGTGTACACCTTCGTGAGAAACAGCCCGAATTGACTCTTCTCACTGACCTTCAACATCATGATTTGGTGAGGAGGAAGAAAATGAGAAchr2_161952345_contig_1.seq(1>1183)
TTAGTTGAAATGAGAGTGTTTATTTATTTAAGCACATTTATCAAAATCACTCTGAATAAGGGATACTGACATTCCGGATGACTGGTGTACACCTTCGTGAGAAACAGCCCGAATTGACTCTTCTCACTGACCTTCAACATCATGATTTGGTGAGGAGGAAGAAAATGAGAAchr2_161952345_hg19_1.seq(1>883)

860 870

AGAGAATGACAGGAATACAGGTCT
AGAGAATGACAGGAATACAGGTCTchr2_161952345_contig_1.seq(1>1183)
AGAGAATGACAGGAATACAGGTCTchr2_161952345_hg19_1.seq(1>883)
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B. 

genotyped 
 
siteID:    chr3_110413402  
sample sequenced:  HGDP00711 
Alu subfamily:   AluSp 
percent divergence  11.2% 
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AAAACATGCTCTGTAGGAAAAGAAATTAAGAGTTGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGTTTTTACKTGCAGTGGCGCAATCTCGGCTCACYGCAACCTCYGCCTC
AAAACATGCTCTGTAGGAAAAGAAATTAAGAGTTGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGTTTTTACTTGCAGTGGCGCAATCTCGGCTCACTGCAACCTCTGCCTCchr3_110413402_contig_1.seq(1>1160)
AAAACATGCTCTGTAGGAAAAGAAATTAAGAGTTGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGTTTTTAC----------------------------------------chr3_110413402_hg19_1.seq(1>878)

AAAACATGCTCTGTAGGAAAAGAAATTAAGAGTTGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGTTTTTACTTGCAGTGGCGCAATCTCGGCTCACTGCAACCTCTGCCTC

2521151.custom1.ab1(14>640)

tgagacggagtttcgctcttgttgcccaggctggagtgcaatggcgcgatctcggctcaccgcaacctccgcctcAluSp_1.seq(1>284)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

CCAGGTTCAAGCGATTCTCCTSCCTCAGCCTCCCRAGTRGCTGGAATTACAGGCATGSGCCACCAYACYTGGCTAA-TTTTGTATTTTTAGTAGAGAYGGGRTTTCTCCATGTTGGTCAGGCTGGTCTCGAACTCCCGACCTCM----A-CC-CCA-CCTYGGCCTCCCAA
CCAGGTTCAAGCGATTCTCCTCCCTCAGCCTCCCAAGTGGCTGGAATTACAGGCATGGGCCACCATACTTGGCTAA-TTTTGTATTTTTAGTAGAGATGGGATTTCTCCATGTTGGTCAGGCTGGTCTCGAACTCCCGACCTCC----A-CC-CCA-CCTTGGCCTCCCAAchr3_110413402_contig_1.seq(1>1160)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr3_110413402_hg19_1.seq(1>878)

CCAGGTTCAAGCGATTCTCCTCCCTCAGCCTCCCAAGTGGCTGGAATTACAGGCATGGGCCACCATACTTGGCTAA-TTTTGTATTTTTAGTAGAGATGGGATTTCTCCATGTTGGTCAGGCTGGTCTCGAACTCCCGACCTCC----A-CC-CCA-CCTTGGCCTCCCAA

2521151.custom1.ab1(14>640)

ccgggttcaagcgattctcctgcctcagcctcccgagtagctgggattacaggcatgcgccaccacgcccggctaatttttgtatttttagtagagacggggtttctccatgttggtcaggctggtctcgaactcccgacctcaggtgatccgcccgcctcggcctcccaaAluSp_1.seq(1>284)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

AGTRCTGGGATTACAGGCATGAGCCACAGCGCTTGGCCccccctgtttttttttaacaaatgagaaataagaaaagtggATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAA
AGTACTGGGATTACAGGCATGAGCCACAGCGCTTGGCCCCCCCTGTTTTTTTTTAACAAATGAGAAATAAGAAAAGTGGATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAAchr3_110413402_contig_1.seq(1>1160)
-------------------------------------------------------------------------------ATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAAchr3_110413402_hg19_1.seq(1>878)

AGTACTGGGATTACAGGCATGAGCCACAGCGCTTGGCCCCCCCTGTTTTTTTTTAACAAATGAGAAATAAGAAAAGTGGATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAA

2521151.custom1.ab1(14>640)

agtgctgggattacaggcgtgagccaccgcgcccggccAluSp_1.seq(1>284)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

TTAAATTTCTTAATTACTTTGTGAATAGACTGCTTACCCTGTGTTTCAAATGTTATACAGAATTTTAGTATAGTTGATTCTGATACCCTGAAATACTCCATGAAACAAATTGCTTGGTGAAATTGATACAAAATTAAATAGATCATGATCATAAAATTGTTGTTTCACTCT
TTAAATTTCTTAATTACTTTGTGAATAGACTGCTTACCCTGTGTTTCAAATGTTATACAGAATTTTAGTATAGTTGATTCTGATACCCTGAAATACTCCATGAAACAAATTGCTTGGTGAAATTGATACAAAATTAAATAGATCATGATCATAAAATTGTTGTTTCACTCTchr3_110413402_contig_1.seq(1>1160)
TTAAATTTCTTAATTACTTTGTGAATAGACTGCTTACCCTGTGTTTCAAATGTTATACAGAATTTTAGTATAGTTGATTCTGATACCCTGAAATACTCCATGAAACAAATTGCTTGGTGAAATTGATACAAAATTAAATAGATCATGATCATAAAATTGTTGTTTCACTCTchr3_110413402_hg19_1.seq(1>878)

TTAAATTTCTTAATTACTTTGTGAATAGACTGCTTACCCTGTGTTTCAAATGTTATACAGAATTTTAGTATAGTTGATTCTGATACCCTGAAATACTCCATGAAACAAATTGCTTGGTGAAA

2521151.custom1.ab1(14>640)

690 700 710 720 730 740 750 760 770 780 790 800 810 820 830 840 850

GTACCAAGGAAAATTAAATAGAGATAAAAGTGGAGTAAATAAGTAGCATACACAGACCATGACCAGAAAATGCACACATTCATGCCACCACTCTCGGATTCCCACTGATGGCAGAGTAAGGAATCCATCACAGCTCTCTCCCATTTGAGTATGCGTGCTACACCTAACTCT
GTACCAAGGAAAATTAAATAGAGATAAAAGTGGAGTAAATAAGTAGCATACACAGACCATGACCAGAAAATGCACACATTCATGCCACCACTCTCGGATTCCCACTGATGGCAGAGTAAGGAATCCATCACAGCTCTCTCCCATTTGAGTATGCGTGCTACACCTAACTCTchr3_110413402_contig_1.seq(1>1160)
GTACCAAGGAAAATTAAATAGAGATAAAAGTGGAGTAAATAAGTAGCATACACAGACCATGACCAGAAAATGCACACATTCATGCCACCACTCTCGGATTCCCACTGATGGCAGAGTAAGGAATCCATCACAGCTCTCTCCCATTTGAGTATGCGTGCTACACCTAACTCTchr3_110413402_hg19_1.seq(1>878)

860

CTGGCT
CTGGCTchr3_110413402_contig_1.seq(1>1160)
CTGGCTchr3_110413402_hg19_1.seq(1>878)

Figure S6.3 
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genotyped 
 
siteID:    chr5_172054825  
sample sequenced:  HGDP00948 
Alu subfamily:   AluJb 
percent divergence  13.8% 
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ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCA
ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATACAGCTACA----------------------------------------chr5_172054825_hg19_1.seq(1>786)
ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCAchr5_172054825_contig_1.seq(1>1321)

ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCA

2521149.custom1.ab1(1>926)

ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCA2521149.custom2.ab1(6>927)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTAAGCCCAGGAGTTCAAGACCAGCCTAGGCAACA-GGTGGAACCTGGTC-CTACAAAAATTACcAAAAAA
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr5_172054825_hg19_1.seq(1>786)
TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTAAGCCCAGGAGTTCAAGACCAGCCTAGGCAACA-GGTGGAACCTGGTC-CTACAAAAATTACCAAAAAAchr5_172054825_contig_1.seq(1>1321)

TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTTTGCCCAGGAGTTCAAGACCAGCCTAGGCAACA-GGTGGAACCTGGTC-CTACAAAAATTACCAAAAAA

2521149.custom1.ab1(1>926)

TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTAAGCCCAGGAGTTCAAGACCAGCCTAGGCAACA-GGTGGAACCTGGTC-CTACAAAAATTACCAAAAAA2521149.custom2.ab1(6>927)
ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggaggatcacttgagcccaggagttcgagaccagcctgggcaacatggtgaaaccccgtctctacaaaaaatac-aaaaatAluJb_1.seq(1>283)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

TAGCCAGATGTtGGTGGCGGGCTCCTGTAaGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACCGT
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr5_172054825_hg19_1.seq(1>786)
TAGCCAGATGTTGGTGGCGGGCTCCTGTAAGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACCGTchr5_172054825_contig_1.seq(1>1321)

TAGCCAGATGTTGGTGGCGGGCTCCTGTAAGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACNGT

2521149.custom1.ab1(1>926)

TAGCCAGATGTTGGTGGCGGGCTCCTGTAAGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACCGT2521149.custom2.ab1(6>927)
tagccgggcgt-ggtggcgcgcgcctgta-gtcccagctactcgggaggctgaggcaggaggatcgcttgagcccgggaggtcgaggctgcagtgagccgtgatcgcgccactgcactccagcctgggcgacagagcgagaccctgtctcaAluJb_1.seq(1>283)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

TCCCCGCCAACAACTCCACCACACACAAGAGGACAGGGTTCAGAGAGCTTCTGAAGAGGTGACCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG
-----------------------------------------------------------------------------------CACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATGchr5_172054825_hg19_1.seq(1>786)
TCCCCGCCAACAACTCCACCACACACAAGAGGACAGGGTTCAGAGAGCTTCTGAAGAGGTGACCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATGchr5_172054825_contig_1.seq(1>1321)

TCCCCGCCAACAACTCCACCACACACAAGAGGACAGGGTTCAGAGAGCTTCTGAAGAGGTGNCCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG

2521149.custom1.ab1(1>926)

TCCCCGCCAACAACTCCACCACACACAAGAGGACAGGGTTCAGAGAGCTTCTGAAGAGGTGACCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG2521149.custom2.ab1(6>927)

690 700 710 720 730 740 750 760 770 780 790 800 810 820 830 840 850

ATGTTCAAAGCCCAGCGTGTGTAGGTGATAAAACTCAAAAGAAAAGCAAGAAATGCCTATCGTAAAA-TGCAGGACGGTGATTGCCtTTtGAACAAGAGGGAGGAGTAGTGATTAGCAGTGgCCCAAGGCTGGgTTCTGGggAGCTaGAAATGTTCTATTTCTTCACTTGA
ATGTTCAAAGCCCAGCGTGTGTAGGTGATAAAACTCAAAAGAAAAGCAAGAAATGCCTATCGTAAAA-TGCAGGACGGTGATTGCCTTT-GAACAAGAGGGAGGAGTAGTGATTAGCAGTGGCCCAAGGCTGGGTTCTGGGGAGCTAGAAATGTTCTATTTCTTCACTTGAchr5_172054825_hg19_1.seq(1>786)
ATGTTCAAAGCCCAGCGTGTGTAGGTGATAAAACTCAAAAGAAAAGCAAGAAATGCCTATCGTAAAA-TGCAGGACGGTGATTGCCTTT-GAACAAGAGGGAGGAGTAGTGATTAGCAGTGGCCCAAGGCTGGGTTCTGGGGAGCTAGAAATGTTCTATTTCTTCACTTGAchr5_172054825_contig_1.seq(1>1321)

ATGTTCAAAGCCCAGCGTGTGTAGGTGATAAAACTCAAAAGAAAAGCAAGAAATGCCTATCGTAAAA-TGCAGGACGGTGATTGCC-TTTGAACAAGAGGGAGGAGTAGTGATTAGCAGTG-CCCAAGGCTGG-TTCTGG--AGCT-GAA

2521149.custom1.ab1(1>926)

ATGTTCAAAGCCCAGCGTGTGTAGGTGATAAAACTCAAAAGAAAAGCAAGAAATGCCTATCGTAAAAATGCAGGACGGTGATTGCCTTTTGA2521149.custom2.ab1(6>927)

860 870 880 890 900 910 920 930 940 950 960 970 980 990 1000

TGATTGCTTTTTGATCAATTATTGAACTGCACATTTTAGTTTTCACGTGAGTTTTATCCGTACACAATGGGCCCTCTCTCTGTGTGTGGAATTTCACAATAAGAAGTTTAAAAGAACGTCTTCCAGGGCACTAAATGGAAGGCAATTTGCAT
TGATTGCTTTTTGATCAATTATTGAACTGCACATTTTAGTTTTCACGTGAGTTTTATCCGTACACAATGGGCCCTCTCTCTGTGTGTGGAATTTCACAATAAGAAGTTTAAAAGAACGTCTTCCAGGGCACTAAATGGAAGGCAATTTGCATchr5_172054825_hg19_1.seq(1>786)
TGATTGCTTTTTGATCAATTATTGAACTGCACATTTTAGTTTTCACGTGAGTTTTATCCGTACACAATGGGCCCTCTCTCTGTGTGTGGAATTTCACAATAAGAAGTTTAAAAGAACGTCTTCCAGGGCACTAAATGGAAGGCAATTTGCATchr5_172054825_contig_1.seq(1>1321)
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GGCCATTTCCCAAATGTATATACACTCATGTCTGTGTACTTGTATGTTGTGTTACTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTCGCACTGTCGCCCAGGCTGGAGTGCAGTGGTGCAATCTCGGTTCACTGCAAGCTCTGTCTCCTGGGC
GGCCATTTCCCAAATGTATATACACTCATGTCTGTGTACTTGTATGTTGTGTTACTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTCGCACTGTCGCCCAGGCTGGAGTGCAATGGTGCAATCTCGGTTCACTGCAAGCTCTGTCTCCTGGGCchr6_5348761_contig_1.seq(1>1280)
GGCCATTTCCCAAATGTATATACACTCATGTCTGTGTACTTGTATGTTGTGTTACTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTC------------------------------------------------------------------chr6_5348761_hg19_1.seq(1>959)

GCCATTTTCCCAAATGTATATACACTCATGTCTGTGTACTTGTATGTNGTGTTACTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTCGCACTGTCGCCCAGGCTGGAGTGCAGTGGTGCAATCTCGGTTCACTGCAAGCTCTGTCTCCTGGGC

2521152.custom2.ab1(1>507)

CTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTCGCACTGTCGCCCAGGCTGGAGTGCAGTGGTGCAATCTCGGTTCACTGCAAGCTCTGTCTCCTGGGC

2521152.custom1.ab1(19>515)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaacctccgcctcccgggtAluSx3_1.seq(1>282)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

TCATGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAAGAGCACACCACCAGAGCCAGCAATTTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGACTGGTCTCAAACTCCTGACCTTGTGGTCTGCCCACCTCAGCCTCCTGAAGTGCTGGG
TCATGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAAGAGCACACCACCAGAGCCAGCAATTTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGACTGGTCTCAAACTCCTGACCTTGTGGTCTGCCCACCTCAGCCTCCTGAAGTGCTGGGchr6_5348761_contig_1.seq(1>1280)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr6_5348761_hg19_1.seq(1>959)

TCATGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAAGAGCACACCACCAGAGCCAGCAATTTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGACTGGTCTCAAACTCCTGACCTTGTGGTCTGCCCACCTCAGCCTCCTGAAGTGCTGGG

2521152.custom2.ab1(1>507)

TCATGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAAGAGCACACCACCAGAGCCAGCAATTTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGACTGGTCTCAAACTCCTGACCTTGTGGTCTGCCCACCTCAGCCTCCTGAAGTGCTGGG

2521152.custom1.ab1(19>515)

tcaagcgattctcctgcctcagcctcccgagtagctgggactacaggcgcgcgccaccacgcccggctaattttttgtatttttagtagagacggggtttcaccatgttggccaggctggtctcgaactcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggAluSx3_1.seq(1>282)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

ATTACAAGCGTGAGCCACTGCGCCTGGCCCACTTCTTTATTTATTGATTGCTTATTATGTGCTAGCAGCTAGGATAGGTATCAAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTGTGTAGTAAGGATAGACATTAAACAAATAAACACAAA
ATTACAAGCGTGAGCCACTGCGCCTGGCCCACTTCTTTATTTATTGATTGCTTATTATGTGCTAGCAGCTAGGATAGGTATCAAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTGTGTAGTAAGGATAGACATTAAACAAATAAACACAAAchr6_5348761_contig_1.seq(1>1280)
----------------------------------------------------------------------------------AAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTATGTAGTAAGGATAGACATTAAACAAATAAACACAAAchr6_5348761_hg19_1.seq(1>959)

ATTACAAGCGTGAGCCACTGCGCCTGGCCCACTTCTTTATTTATTGATTGCTTATTATGTGCTAGCAGCTAGGATAGGTATCAAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTGTG-AG-AAGGA-AGACAT-AA-CAAA-AC

2521152.custom2.ab1(1>507)

ATTACAAGCGTGAGCCACTGCGCCTGGCCCACTTCTTTATTTATTGATTGCTTATTATGTGCTAGCAGCTAGGATAGGTATCAAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTGTGTAGTAAGGATAGACATTAAACAAATAAACACAAA

2521152.custom1.ab1(19>515)

attacaggcgtgagccaccgcgcccggccAluSx3_1.seq(1>282)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680 690

TGCTCTTCTATGAATATCTGGTGAAGTTCTTTTTATCCTTTAAAACTTGTCTTTACGGTATTTGGAGACAAATAAATATAATCTACCATTATCAGCAGGCTAAAGAAGAAAAATCATATTATATCAATTGATACAGAAAAAGCACTTGGAAAAATTCAATACTCATACAAATA
TGCTCTTCTATGAATATCTGGTGAAGTTCTTTTTATCCTTTAAAACTTGTCTTTACGGTATTTGGAGACAAATAAATATAATCTACCATTATCAGCAGGCTAAAGAAGAAAAATCATATTATATCAATTGATACAGAAAAAGCACTTGGAAAAATTCAATACTCATACAAATAchr6_5348761_contig_1.seq(1>1280)
TGCTCTTCTATGAATATCTGGTGAAGTTCTTTTTATCCTTTAAAACTTGTCTTTACGGTATTTGGAGACAAATAAATATAATCTACCATTATCAGCAGGCTAAAGAAGAAAAATCATATTATATCAATTGATACAGAAAAAGCACTTGGAAAAATTCAATACTCATACAAATAchr6_5348761_hg19_1.seq(1>959)

TGCTCTTCTATGAATATCTGGTGAAANNNANA

2521152.custom1.ab1(19>515)

700 710 720 730 740 750 760 770 780 790 800 810 820 830 840 850 860

AAAACTCTCAACAAACTAGGGATAAGAGGCAAACTTTTTCAACTTGATAACATTTATAAAAATCCTAAGTTAACCTCATATTTAATGGTGAAAGACTGAATGCTTTCCCTCTAAGATTGGGAAAACAACAAAGATGTCTGCTTTTACCAGTCTTGACATCATACTAGAAGTTC
AAAACTCTCAACAAACTAGGGATAAGAGGCAAACTTTTTCAACTTGATAACATTTATAAAAATCCTAAGTTAACCTCATATTTAATGGTGAAAGACTGAATGCTTTCCCTCTAAGATTGGGAAAACAACAAAGATGTCTGCTTTTACCAGTCTTGACATCATACTAGAAGTTCchr6_5348761_contig_1.seq(1>1280)
AAAACTCTCAACAAACTAGGGATAAGAGGCAAACTTTTTCAACTTGATAACATTTATAAAAATCCTAAGTTAACCTCATATTTAATGGTGAAAGACTGAATGCTTTCCCTCTAAGATTGGGAAAACAACAAAGATGTCTGCTTTTACCAGTCTTGACATCATACTAGAAGTTCchr6_5348761_hg19_1.seq(1>959)

870 880 890 900 910 920

TAGCCACTGCAATAAGGCAAGGAAAATAAAAGACATTCAGATTAGAAAGGAAGAAAG
TAGCCACTGCAATAAGGCAAGGAAAATAAAAGACATTCAGATTAGAAAGGAAGAAAGchr6_5348761_contig_1.seq(1>1280)
TAGCCACTGCAATAAGGCAAGGAAAATAAAAGACATTCAGATTAGAAAGGAAGAAAGchr6_5348761_hg19_1.seq(1>959)

* 
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ACAACTACTTGGAGCACAATAAAGADTCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGTRAGGGAAACTTAAAGAAAGHTTTTAAGAGGAACTATCTTCTTtttttgtttgttttttgtttgtttgtttTGAGACRGAGTCTCRCTCTGTMGCCCAGRCTGGAGTGCAG
ACAACTACTTGGAGCACAATAAAGAATCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGTAAGGGAAACTTAAAGAAAGATTTTAAGAGGAACTATCTTCTTTTTTTGTTTGTTTTTTGTTTGTTTGTTTTGAGACAGAGTCTCACTCTGTAGCCCAGACTGGAGTGCAGchr6_31296802_contig_1.seq(1>980)
ACAACTACTTGGAGCACAATAAAGAGTCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGTGAGGGAAACTTAAAGAAAGCTTTTAAGAGGAACTATCTTCTT--------------------------------------------------------------------chr6_31296802_hg19_1.seq(1>632)

CAACTACTTGGAGCACAATAAAGAGTCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGTAAGGGAAACTTAAAGAAAGATTTTTAAGAGGAACTATCTTCTTTTTTTGTTTGTTTTTTGTTTGTTTGTTTTGAGACAGAGTCTCACTCTGTAGCCCAGACTGGAGTGCAG

2521155.custom1.ab1(25>587)

tgagacggagtctcgctctgtcgcccaggctggagtgcagAluSc8_1.seq(1>282)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

TGGCGCAATYTAGGCTCACTGCAACCTCCGCCTCCBGGGCTCAAGCGATTCTCCTGCCTCAGYCTCCCGAGTAGCTGGGAYTACAGGCACGTGCCACCACGCCCRGCTAATTT-TTTtttcctGTTttct-tttttttTTTTTAGTAGAGRCGGGGTTTCACCRTGTTAGTCA
TGGCGCAATTTAGGCTCACTGCAACCTCCGCCTCCGGGGCTCAAGCGATTCTCCTGCCTCAGTCTCCCGAGTAGCTGGGATTACAGGCACGTGCCACCACGCCCAGCTAATTT-TTTTTTCCTGTTTTCTTTTTTTTTTTTTTAGTAGAGGCGGGGTTTCACCATGTTAGTCAchr6_31296802_contig_1.seq(1>980)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr6_31296802_hg19_1.seq(1>632)

TGGCGCAATTTAGGCTCACAGCAACCTCCGCCTCCTGGGCTCAAGCGATTCTCCTGCCTCAGTCTCCCGAGTAGCTCGGATTACAGGCAAGTGCCACCAAGCCCAGCTAATTTCTTTTTTCCTGTTTTCTTTTTTTTTTTTA

2521155.custom1.ab1(25>587)

TTTTTTCCCGTTTTCT-TTTTTTTTTTTTAGTAGAGGCAGGGTTTCACCATGTTAGTCA

2521155.custom2.ab1(3>573)

tggcgcgatctcggctcactgcaacctccgcctcccgggttcaagcgattctcctgcctcagcctcccgagtagctgggactacaggcgcgtgccaccacgcccggctaattt-ttt------gta------------tttttagtagagacggggtttcaccgtgttagccaAluSc8_1.seq(1>282)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

GGATGGTCTCGATCTCCTGAMCTCATGATCCRCCTGCCTCRGCCTCCCAAAGTGYTGGGATTACAGGYGTGAGCYGCYGCGCCCGGCTgaggaactatcttcttAACACTTATcatKYTWAACCAAAAAGGAAAACTTTGGAGAGGWACTTTTATTCTTTACAGTTTCCCCCT
GGATGGTCTCGATCTCCTGAACTCATGATCCACCTGCCTCAGCCTCCCAAAGTGTTGGGATTACAGGTGTGAGCTGCTGCGCCCGGCTGAGGAACTATCTTCTTAACACTTATCATTCTTAACCAAAAAGGAAAACTTTGGAGAGGTACTTTTATTCTTTACAGTTTCCCCCTchr6_31296802_contig_1.seq(1>980)
--------------------------------------------------------------------------------------------------------AACACTTAT---GTTAAACCAAAAAGGAAAACTTTGGAGAGGAACTTTTATTCTTTACAGCTTCCCCCTchr6_31296802_hg19_1.seq(1>632)

GGATGGTCTCGATCTCCTGACCTCATGATCCGCCTGCCTCGGCCTCCCAAAGTGTTGGGATTACAGGTGTGAGCCGCTGCACCCGGCTGAGGAACTATCTTCTTAACACTTATCATTCTTAACCAAAAAGGAAAACTTTGGAGAGGTACTTTTATTCTTTACAGTTTCCCCCT

2521155.custom2.ab1(3>573)

ggatggtctcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluSc8_1.seq(1>282)

520 530 540 550 560

CTTGATTTTACAGTTCTTCCTCTTCAAATCTCCTTAACATATCTT
CTTGATTTTACAGTTCTTCCTCTTCAAATCTCCTTAACATATCTTchr6_31296802_contig_1.seq(1>980)
CTTGATTTTACAGTTCTTCCTCTTCAAATCTCCTTAACATATCTTchr6_31296802_hg19_1.seq(1>632)

CTTGATTTTACAGTTCTTCCTCTTCAAATCTCCTTAACATATCTT

2521155.custom2.ab1(3>573)
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ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA
ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA10_68049101_contig_1.seq(1>1219)
ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAggccaggcgtggtggctcatgcctgtaatcccagcactttgg--------------------------10_68049101_hg19_1.seq(1>972)

ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA

2393662.custom2.ab1(21>663)

ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA

2393662.custom1.ab1(24>667)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacctgaAluSq2_1.seq(1>286)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA
GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA10_68049101_contig_1.seq(1>1219)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------10_68049101_hg19_1.seq(1>972)

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

2393662.custom2.ab1(21>663)

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

2393662.custom1.ab1(24>667)

ggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaattagccgggcgtggtggcgggcgcctgtaatcccagctactcgggaggctgaggcaggagaatcgcttgaacccgggaggcggaggttgcagtgagccgagatcgAluSq2_1.seq(1>286)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA
TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA10_68049101_contig_1.seq(1>1219)
---------------------------------------------------aaacaaacaagaaaGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA10_68049101_hg19_1.seq(1>972)

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

2393662.custom2.ab1(21>663)

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

2393662.custom1.ab1(24>667)

cgccattgcactccagcctgggcgacaagagcgaaactccgtctcaaaAluSq2_1.seq(1>286)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

CGGCTTAAACATATAAGCATGTTTAACTCATGTAACATACTTTTCTAGAAATCTGAATAGAAATTGATTGTAAACTTTTTGGCTGTGAGAGTTTGGTGAACTGAATTATTACTTTTAATAATATTTGTTGAATGAATGAAGAAAACTCCTGTTTTAAATGCAGTAGGGGA
CGGCTTAAACATATAAGCATGTTTAACTCATGTAACATACTTTTCTAGAAATCTGAATAGAAATTGATTGTAAACTTTTTGGCTGTGAGAGTTTGGTGAACTGAATTATTACTTTTAATAATATTTGTTGAATGAATGAAGAAAACTCCTGTTTTAAATGCAGTAGGGGA10_68049101_contig_1.seq(1>1219)
CGGCTTAAACATATAAGCATGTTTAACTCATGTAACATACTTTTCTAGAAATCTGAATAGAAATTGATTGTAAACTTTTTGGCTGTGAGAGTTTGGTGAACTGAATTATTACTTTTAATAATATTTGTTGAATGAATGAAGAAAACTCCTGTTTTAAATGCAGTAGGGGA10_68049101_hg19_1.seq(1>972)
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ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA
ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA10_68049101_contig_1.seq(1>1219)
ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAggccaggcgtggtggctcatgcctgtaatcccagcactttgg--------------------------10_68049101_hg19_1.seq(1>972)

ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA

2393662.custom2.ab1(21>663)

ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA

2393662.custom1.ab1(24>667)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacctgaAluSq2_1.seq(1>286)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA
GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA10_68049101_contig_1.seq(1>1219)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------10_68049101_hg19_1.seq(1>972)

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

2393662.custom2.ab1(21>663)

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

2393662.custom1.ab1(24>667)

ggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaattagccgggcgtggtggcgggcgcctgtaatcccagctactcgggaggctgaggcaggagaatcgcttgaacccgggaggcggaggttgcagtgagccgagatcgAluSq2_1.seq(1>286)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA
TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA10_68049101_contig_1.seq(1>1219)
---------------------------------------------------aaacaaacaagaaaGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA10_68049101_hg19_1.seq(1>972)

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

2393662.custom2.ab1(21>663)

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

2393662.custom1.ab1(24>667)

cgccattgcactccagcctgggcgacaagagcgaaactccgtctcaaaAluSq2_1.seq(1>286)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

CGGCTTAAACATATAAGCATGTTTAACTCATGTAACATACTTTTCTAGAAATCTGAATAGAAATTGATTGTAAACTTTTTGGCTGTGAGAGTTTGGTGAACTGAATTATTACTTTTAATAATATTTGTTGAATGAATGAAGAAAACTCCTGTTTTAAATGCAGTAGGGGA
CGGCTTAAACATATAAGCATGTTTAACTCATGTAACATACTTTTCTAGAAATCTGAATAGAAATTGATTGTAAACTTTTTGGCTGTGAGAGTTTGGTGAACTGAATTATTACTTTTAATAATATTTGTTGAATGAATGAAGAAAACTCCTGTTTTAAATGCAGTAGGGGA10_68049101_contig_1.seq(1>1219)
CGGCTTAAACATATAAGCATGTTTAACTCATGTAACATACTTTTCTAGAAATCTGAATAGAAATTGATTGTAAACTTTTTGGCTGTGAGAGTTTGGTGAACTGAATTATTACTTTTAATAATATTTGTTGAATGAATGAAGAAAACTCCTGTTTTAAATGCAGTAGGGGA10_68049101_hg19_1.seq(1>972)

* 
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sample sequenced:  HGDP00857 
Alu subfamily:   AluSx3 
percent divergence  13.0% 
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AAACCAGAAATTCTTGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTGTGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCAcagctggacagaatcctgattttcctg
AAACCAGAAATTCTTGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTGTGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCACAGCTGGACAGAATCCTGATTTTCCTG11_35425496_contig_1.seq(1>1042)
AAACCAGAAATTCTTGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTGTGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCA---------------------------11_35425496_hg19_1.seq(1>545)

AATATCCTGTGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCACAGCTGGACAGAATCCTGATTTTCCTG

2384373.custom1.ab1(11>232)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

ttccctaaaagcaagggaacatcttcatcttgctggcttggctcagcagcttagctcaaaggcaaaggaggaaacagctcaaaggcaaagggggaaagtcTTTTTTTTTTTTTTTTTTTTTTTGAGACRGAGTCTCRCTCTGTGGCCCAGGCTGGAGTRCAGTGGYGCAA
TTCCCTAAAAGCAAGGGAACATCTTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGGAGGAAACAGCTCAAAGGCAAAGGGGGAAAGTCTTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCACTCTGTGGCCCAGGCTGGAGTACAGTGGTGCAA11_35425496_contig_1.seq(1>1042)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------11_35425496_hg19_1.seq(1>545)

TTCCCTAAAAGCAAGGGAACATCTTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGGAGGAAACAGCTCAAAGGCAAAGGGGGAAAGTCTTTTTTTTTTTTTTTTTTTTTT

2384373.custom1.ab1(11>232)

TTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCACTCTGTGGCCCAGGCTGGAGTACAGTGGTGCAA

2396740.custom1.ab1(16>490)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgaAluSg_1.seq(1>281)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

TYTCRGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCYTGCCTCAGCCTCCCAAGTAGCYRGGAYTACAGGYGCKCGCCACCAYGCCCGGCTAATTTTTGTATTTTTRGTAGAGACGGGTTTYMwC--TGTTGGCCAGGCKGGCCTGGAACTCCTGACCTCR
TTTCAGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCTTGCCTCAGCCTCCCAAGTAGCCAGGACTACAGGTGCTCGCCACCATGCCCGGCTAATTTTTGTATTTTTGGTAGAGACGGGTTTCA-C--TGTTGGCCAGGCGGGCCTGGAACTCCTGACCTCA11_35425496_contig_1.seq(1>1042)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------11_35425496_hg19_1.seq(1>545)

TTTCAGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCTTGCCTCAGCCTCCCAAGTAGCCAGGACTACAGGTGCTCGCCACCATGCCCGGCTAATTTTTGTATTTTTGGTAGAGANGGGTTTCATC--TGTTGGCCAGGCGGGCCTGGNACTCGTGACCTCA

2396740.custom1.ab1(16>490)

tctcggctcactgcaacctccgcctcccgggttcaagcgattctcctgcctcagcctcccgagtagctgggattacaggcgcgcgccaccacgcccggctaatttttgtatttttagtagagacggggtttcaccatgttggccaggctggtctcgaactcctgacctcgAluSg_1.seq(1>281)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

TGATCCGCCCRCCTTGGCCTCCCAAAGTG-CTGGGMTTACAGGCGTGAGCCAYCGCGCCCGGCCgggaaagttccctttaagcaaacatatggacgcatggatcagtccctgctcskkrwymrcggccgcctCAGCTGSACAGAATCCTGATATTCCTGYTCCCKGMAAR
TGATCCGCCCACCTTGGCCTCCCAAAGTG-CTGGGCTTACAGGCGTGAGCCATCGCGCCCGGCCGGGAAAGTTCCCTTTAAGCAAACATATGGACGCATGGATCAGTCCCTGCTCCGTGATCACGGCCGCCTCAGCTGCACAGAATCCTGATATTCCTGCTCCCGGCAAA11_35425496_contig_1.seq(1>1042)
------------------------------------------------------------------------------------------------------------------------------------CAGCTGGACAGAATCCTGATTTTCCTGTTCCCTAAAAG11_35425496_hg19_1.seq(1>545)

NGATCCGCCCACCTTGGCCTCCCAAAGTGTCTGGGCTAACAGGCGTGATCCATCGCGCCCGTCCGGGAAAGTTCCCTTTAAGCAAACATATGGANGCANGGATCAGTCCCTGCTCGTGATCAGCGGCCGCCTCAGCTGCACAGAATCCTGATATTCCTGCTCCCGGCAAA

2396740.custom1.ab1(16>490)

tgatccgcccgcctcggcctcccaaagtg-ctgggattacaggcgtgagccaccgcgcccggccAluSg_1.seq(1>281)

690 700 710 720 730 740 750 760 770 780 790 800 810 820 830 840 850

CAAGGGAACATCTTCMTCTTGCTGGCTTGSCTCAGCAGCTTAGCTCAAARGCAAAGAGGGAAAGTCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGCAGTGTGCCCTTTACCAAAAACACAACGTTTTCACRCCTAT
CAAGGGAACATCTTCCTCTTGCTGGCTTGCCTCAGCAGCTTAGCTCAAAAGCAAAGAGGGAAAGTCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGCAGTGTGCCCTTTACCAAAAACACAACGTTTTCACGCCTAT11_35425496_contig_1.seq(1>1042)
CAAGGGAACATCTTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGAGGGAAAGTCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGCAGTGTGCCCTTTACCAAAAACACAACGTTTTCACACCTAT11_35425496_hg19_1.seq(1>545)

CAAGGGAACATCTTCCTCTNGCTGGCTTGCCTCAGCAGCTTAGCTCAAAAGCAAAGANGGAAAG

2396740.custom1.ab1(16>490)

860 870 880 890 900 910 920 930 940 950 960 970 980 990 1000 1010 1020

TTTAATTTTGTTGCTTGCTTCCCATTGGGTTAAAAGCTAGACTTTGSGGGTGG-CTGGTAAGTCATTTTGAAAAGacAAATACCTGTTTTCATGCCTCCATTCTTGTGTTGTTGATTTTGGGGCCTTTCCAACCCTTTCCAAATGTWTTTTCAATCCCTTGAGTGTCTAG
TTTAATTTTGTTGCTTGCTTCCCATTGGGTTAAAAGCTAGACTTTGCGGGTGG-CTGGTAAGTCATTTTGAAAAGACAAATACCTGTTTTCATGCCTCCATTCTTGTGTTGTTGATTTTGGGGCCTTTCCAACCCTTTCCAAATGTATTTTCAATCCCTTGAGTGTCTAG11_35425496_contig_1.seq(1>1042)
TTTAATTTTGTTGCTTGCTTCCCATTGGGTTAAAAGCTAGACTTTGGGGGTGG-CTGGTAAGTCATTTTGAAAAG--AAATACCTGTTTTCATGCCTCCATTCTTGTGTTGTTGATTTTGGGGCCTTTCCAACCCTTTCCAAATGTTTTTTCAATCCCTTGAGTGTCTAG11_35425496_hg19_1.seq(1>545)
GTAATTTCGTNGCTTGCTNCCCATNGGGTTAAAAGCTAGNCTTTGCGGGCGGTCNGGTAAGTCATT2384373.custom2.ab1(48>114)

1030 1040

GCTTCCTGCTTTTAAGGCCTCCCTTCT
GCTTCCTGCTTTTAAGGCCTCCCTTCT11_35425496_contig_1.seq(1>1042)
GCTTCCTGCTTTTAAGGCCTCCCTTCT11_35425496_hg19_1.seq(1>545)
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siteID:    chr12_26958667  
sample sequenced:  HGDP00471 
Alu subfamily:   AluSq 
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ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGGtaaaactGGCCGGGCACCGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGG
ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGGTAAAACTGGCCGGGCACCGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGGchr12_26958667_contig_1.seq(1>1396)
ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGG-----------------------------------------------------chr12_26958667_hg19_1.seq(1>998)

ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGGTAAAACTGGCCGGGCACCGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGG

2521154.custom1.ab1(2>269)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggAluSq_1.seq(1>284)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

CCRAGGYGAGTGGATCACA--AGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCYGTCTCTACTAAAAATACAAAAAAAAaaaaaaataGCCGGGCKTGGTGGCRGGCRCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAAGAGAATCGCTTGAACTTA
CCAAGGTGAGTGGATCACA--AGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAAAAAAAAAAAATAGCCGGGCTTGGTGGCAGGCACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAAGAGAATCGCTTGAACTTAchr12_26958667_contig_1.seq(1>1396)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr12_26958667_hg19_1.seq(1>998)

CCAAGGTGAGTGGATCACA--AGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAAAAAAAAAAAAT

2521154.custom1.ab1(2>269)

CAAAAAAAAAAAAAAATAGCCGGGCTTGGTGGCAGGCACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAAGAGAATCGCTTGAACTTA

2526283.custom1.ab1(22>123)

GGGAGGCTGAGGCAAGAGAATCGCTTGAACTTA

2523374.custom1.ab1(14>140)

ccgaggcgggtggatcacctgaggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaatta---------gccgggcgtggtggcgggcgcctgtaatcccagctactcgggaggctgaggcaggagaatcgcttgaacccgAluSq_1.seq(1>284)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

GGAGGTAGAAGTTGCRGTGAGCYGAGATCACGCCAYTGCACTCCAGCCAGGGCAAYAAGARCGAAACTCCGTCTCAAAAAAAAAAAAAAAACCCcagggtaaaaagac-ttaaagaaggtgagggagacatgcaggagaactgcattccaggcagagggaatagccagggc
GGAGGTAGAAGTTGCGGTGAGCTGAGATCACGCCATTGCACTCCAGCCAGGGCAATAAGAACGAAACTCCGTCTCAAAAAAAAAAAAAAAACCCCAGGGTAAAAAGAC-TTAAAGAAGGTGAGGGAGACATGCAGGAGAACTGCATTCCAGGCAGAGGGAATAGCCAGGGCchr12_26958667_contig_1.seq(1>1396)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr12_26958667_hg19_1.seq(1>998)

GGAGGTAGAAGT

2526283.custom1.ab1(22>123)

GGAGGTAGAAGTTGCGGTGAGCTGAGATCACGCCATTGCACTCCAGCCAGGGCAATAAGAACGAAACTCCGTCTCAAAAAAAAAAAAAAAACCC

2523374.custom1.ab1(14>140)

AAAAAAAAAAAAAAAACCCCAGGGTAAAAAGAC-TTAAAGAAGGTGAGGGAGACATGCAGGAGAACTGCATTCCAGGCAGAGGGAATAGCCAGGGC

2521154.custom2.ab1(5>468)

ggaggcggaggttgcagtgagccgagatcgcgccactgcactccagcctgggcaacaagagcgaaactccgtctcaAluSq_1.seq(1>284)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

aacgaCTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGG
AACGACTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGGchr12_26958667_contig_1.seq(1>1396)
-----CTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGGchr12_26958667_hg19_1.seq(1>998)

AACGACTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGG

2521154.custom2.ab1(5>468)
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siteID:    chr12_73056541 
sample sequenced:  HGDP00987 
Alu subfamily:   AluJb 
percent divergence  14.2% 
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TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTATGGTGGGCGTCTGTAGTCCCAGCTACTAGGGAGGCTGAGGTGGGAGGACTGCCTGAGCCCAGGAGGTCTAGGCTGGGGTGAACCGAGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGAGTGAG
TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTATGGTGGGCGTCTGTAGTCCCAGCTACTAGGGAGGCTGAGGTGGGAGGACTGCCTGAGCCCAGGAGGTCTAGGCTGGGGTGAACCGAGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGAGTGAG12_73056541_contig_1.seq(1>348)

TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTATGGTGGGCGTCTGTAGTCCCAGCTACTAGGGAGGCTGAGGTGGGAGGACTGCCTGAGCCCAGGAGGTCTAGGCTGGGGTGAACCGAGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGAGTGAG

2393664.custom1.ab1(1>348)

TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTATGGTGGGCGTCTGTAGTCCCAGCTACTAGGGAGGCTGAGGTGGGAGGACTGCCTGAGCCCAGGAGGTCTAGGCTGGGGTGAACCGAGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGAGTGAG

2393664.custom2.ab1(27>353)

TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTC-----------------------------------------------------------------------------------------------------------------------------12_73056541_hg19_1.seq(1>208)
gtgaaaccccgtctctacaaaaaatacaaaaattagccgggcgtggtggcgcgcgcctgtagtcccagctactcgggaggctgaggcaggaggatcgcttgagcccgggaggtcgaggctgcagtgagccgtgatcgcgccactgcactccagcctgggcgacagagcgagAluJb_1.seq(102>283)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320

ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTTA
ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTTA12_73056541_contig_1.seq(1>348)

ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTTA

2393664.custom1.ab1(1>348)

ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTTA

2393664.custom2.ab1(27>353)

----------------ATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTTGTTCATGTTTGTTGGACATGAGTTCTTTTTA12_73056541_hg19_1.seq(1>208)
accctgtctcaAluJb_1.seq(102>283)

* 



A. 
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genotyped 
 
siteID:    chr15_20586592  
sample sequenced:  HGDP00854 
Alu subfamily:   AluSz6 
percent divergence  3.1% 
 

C. 
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TTGCATAACGAAGATGTATAAGCCAGACCATG-TGCAGCAGAGASAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACATTCTTttTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTttTGAGACAGAGTCTC
TTGCATAACGAAGATGTATAAGCCAGACCATG-TGCAGCAGAGAGAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACATTCTT------------------------------------------------chr15_20586592_hg19_1.seq(1>1883)
TTGCATAACGAAGATGTATAAGCCAGACCATG-TGCAGCAGAGACAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACATTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCchr15_20586592_contig_1.seq(1>962)

TTTGCATACGAAGATGTATAAGCCAGACCATGGTGCAGCAGAGACAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACATTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT

2526599.custom2.ab1(12>167)

TTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTC

2526599.custom3.ab1(1>267)

tgagacagagtctcAluSz6_1.seq(1>283)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

GCTCTKTYGCCCAGGCTGGAGWSATKCKTAAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTTCAAGATTATACGTTTGACAAATGTTTATCTGA
-----------------------------AAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTtcaagattatacgtttgacaaatgcttatctgachr15_20586592_hg19_1.seq(1>1883)
GCTCTTTTGCCCAGGCTGGAGACATTCTTAAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTTCAAGATTATACGTTTGACAAATGTTTATCTGAchr15_20586592_contig_1.seq(1>962)

GCTCTTTTGCCCAGGCTGGAGACATTCTTAAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTTCAAGATTATACGTTTGACAAATGTTTATCTGA

2526599.custom3.ab1(1>267)

gctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaacctccgcctcccgggttcaagcgattctcgtgcctcagcctcccgagtagctgggattacaggcgcgcgccaccacgcccggctaatttttgtatttttagtagagacggggttttgccatgAluSz6_1.seq(1>283)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

AAATTACTAAAGTCATTTTTGCTSATATAAAATTAGTCCTTTCAGTAAATCAAACTATTTAATT-----------------------------------------------------AAATCAAACTATTTAATTTACGGATGTTCTCTAGGTGTTACTGTATAGTAATGAT
aaattactaaagtcatttttgctcatataaaattagtcctttcagtaaatcaaactatttaatt-----------------------------------------------------aaatcaaactatttaatttacggatgttctctaggtgttactgtatagtaatgatchr15_20586592_hg19_1.seq(1>1883)
AAATTACTAAAGTCATTTTTGCTGATATAAAATTAGTCCTTTCAGTAAATCAAACTATTTAATT-----------------------------------------------------AAATCAAACTATTTAATTTACGGATGTTCTCTAGGTGTTACTGTATAGTAATGATchr15_20586592_contig_1.seq(1>962)

AAATTACTAAAGTCATTTTTGCTGATATAAAAT-AGTCC-TCC-G--AATC-AAC

2526599.custom3.ab1(1>267)

ttggccaggctggtctcgaactcctggcctcaagtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluSz6_1.seq(1>283)

520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680

ATTCTGCAGGCAATTATGTAGTAAAAGATTCCAAGCATGTTTGTGATATGTTTAATTCCTGACCCTTGGCTTTATTTAGTTAATATTCTTTTGTTCTTTCATTCATTTAATTTAATTCATTCATTCATgcaaaagctacttattgagagatttctacatgctaagcattatt
attctgcaGGCAATTATGTAGTAAAAGATTCCAAGCATGTTTGTGATATGTTTAATTCCTGACCCTTGGCTTTATTTAGTTAATATTCTTTTGTTCTTTCATTCATTTAATTTAATTCattcattcatgcaaaagctacttattgagagatttctacatgctaagcattattchr15_20586592_hg19_1.seq(1>1883)
ATTCTGCAGGCAATTATGTAGTAAAAGATTCCAAGCATGTTTGTGATATGTTTAATTCCTGACCCTTGGCTTTATTTAGTTAATATTCTTTTGTTCTTTCATTCATTTAATTTAATTCATTCATTCAT--------------------------------------------chr15_20586592_contig_1.seq(1>962)

690 700 710 720 730 740 750 760 770 780 790 800 810 820 830 840 850 860

ttaggtgtKMARRRRCWWSWTAKTGARMRAWWYCWRCAWRMYWMKCWKYMYTTWWGGWKTTMASRKWCATGWKRSTGMAMAWRMMMRRSAWMAMTMYMKGCMMKTRTTAACACAAATTGGAAAAATCAAAAAAGAAGAGGGTGGTGACTAAAGGAACCAAAAGATTGAAGTA
ttaggtgttaagggacatgatagtgaacaaaaccagcaaaactctctgcccttatggatttcacattcatgtggCTGCAAATGCAAGAGATCAATACAGGCAAGTGTTAACACAAATTGGAAAAATCAAAAAAGAAGAGGGTGGTGACTAAAGGAACCAAAAGATTGAAGTAchr15_20586592_hg19_1.seq(1>1883)
--------GCAAAAGCTACTTATTGAGAGATTTCTACATGCTAAGCATTATTTTAGGTGTTAAGGGACATGATAGTGAACAAAACCAGCAAAACTCTCTGCCCTTATchr15_20586592_contig_1.seq(1>962)

870 880 890 900 910 920 930 940 950 960 970 980 990 1000 1010 1020 1030

CAACTTGGTCTGAGAAAATTTCTGGAACGAACTAAGAGAAAATTAATCAATATTCTCTCTCTG---TTTTTTTTCTCCTTCTATCCTCTAAGAGTTTTATCTATTTTTT-CTATACTTTCTTTCTGAAGGCTGGAC-TTTGTGCCCTGTAGATAACCACTAACATGATCCAG
CAACTTGGTCTGAGAAAATTTCTGGAACGAACTAAGAGAAAATTAATCAATATTCTCTCTCTG---TTTTTTTTCTCCTTCTATCCTCTAAGAGTTTTATCTATTTTTT-CTATACTTTCTTTCTGAAGGCTGGAC-TTTGTGCCCTGTAGATAACCACTAACATGATCCAGchr15_20586592_hg19_1.seq(1>1883)

1040 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170 1180 1190 1200

TCACATCCAAAAACATTTTAATCTAATTTTTGCTTCAAACTCCAAGAATAAGTTTTCTGATTATACTAGGTTGGTCAACTTTTGTCTCAACTGTGACAGATTGGGGGCATAATTAAATGGACTAAATGGTTGCCACCAATATAATGTTATGAATGAGTGAAAATCTAAAAAC
TCACATCCAAAAACATTTTAATCTAATTTTTGCTTCAAACTCCAAGAATAAGTTTTCTGATTATACTAGGTTGGTCAACTTTTGTCTCAACTGTGACAGATTGGGGGCATAATTAAATGGACTAAATGGTTGCCACCAATATAATGTTATGAATGAGTGAAAATCTAAAAACchr15_20586592_hg19_1.seq(1>1883)

1210 1220 1230 1240

AGTAATAAAACTGTAGAGAACTCTGAGATCTCTTTTTGACACTC
AGTAATAAAACTGTAGAGAACTCTGAGATCTCTTTTTGACACTCchr15_20586592_hg19_1.seq(1>1883)
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genotyped 
 
siteID:    chr17_46617242 
sample sequenced:  HGDP00858 
Alu subfamily:   AluSx3 
percent divergence  12.2% 
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GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT
GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGA-----------------------------------------------------------------------------------------17_46617242_hg19_1.seq(1>921)
GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT17_46617242_contig4_1.seq(1>1087)

GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT

2384370.custom2.ab1(10>501)

GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT

2384370.custom1.ab1(7>420)

cggatcacctgaggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaattagccgggcgtAluSx1_1.seq(57>222)

170 180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330

GGTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA
-----------------------------------------------------------------------------AAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA17_46617242_hg19_1.seq(1>921)
GGTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA17_46617242_contig4_1.seq(1>1087)

GGTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA

2384370.custom2.ab1(10>501)

GGTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA

2384370.custom1.ab1(7>420)

ggtggcgggcgcctgtaatcccagctactcgggaggctgaggcaggagaatcgcttgaacccgggaggcggaggttgAluSx1_1.seq(57>222)

Figure S6.12 
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siteID:    chr15_52649008  
sample sequenced:  HGDP01036 
Alu subfamily:   AluSq 
percent divergence  9.0% 
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TGGGCCAATTTAAACTTCTATCAGCAACCATCACCTTGCCTTCAACAGTAGTAACCGTTATAATTAAAAAAAAAAAAAAATTAGCTCAGTTAATAGACCAAAAGTGGCActcccctgttgatttaatttnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnCTTCGCTG
TGGGCCAATTTAAACTTCTATCAGCAACCATCACCTTGCCTTCAACAGTAGTAACCGTTATAATTAAAAAAAAAAAAAAATTAGCTCAGTTAATAGACCAAAAGTGGCACTCCCCTGTTGATTTAATTTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCTTCGCTGchr15_52649008_contig_1.seq(1>1167)
TGGGCCAATTTAAACTTCTATCAGCAACCATCACCTTGCCTTCAACAGTAGTAACCGTTATAATTAAAAAAAAAAAAAAATTAGCTCAGTTAATAGACCAAAAGTGGCA------------------------------------------------------CTTCGCTGchr15_52649008_hg19_1.seq(1>732)

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340

TTGAtTTAATTTGcatttctttgacTTTTTTTTTTTTTTTTTTttttttttttTG-GACSGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCARTGGCRCRATCTCRGCTCACTGCAACCTCTGCCTCCYGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCYGAGTAGCTG
TTGATTTAATTTG------------TTTTTTTTTTTTTTTTTTTTTTTTTTTTTG-GACCGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCAATGGCACAATCTCAGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCTGAGTAGCTGchr15_52649008_contig_1.seq(1>1167)
TTGATTTAATTTGCATTTCTTTGACTTTTTTTTTTTTTTTTT---------------------------------------------------------------------------------------------------------------------------------chr15_52649008_hg19_1.seq(1>732)

-TTAATTTGCATTTCTTTGACTTTTTTTTTTTTTTTTTT

2521153.custom2.ab1(9>46)

TTTTTTTTTTTTTTTTTG-GACCGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCAATGGCACAATCTCAGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCTGAGTAGCTG

2521153.custom1.ab1(9>448)

tgagacggagtttcgctcttgttgcccaggctggagtgcagtggcgcgatctcggctcactgcaacctccgcctcccgggttcaagcgattctcctgcctcagcctcccgagtagctgAluSq_1.seq(1>284)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510

GGATTACAGGYGCCYGCCACCACACYYGGCTAAtTTTTTGTATTTTTAGTARRGACGGGG-TTTCACCATGTTGGCTAGGCTGSTCTCGAACTCCTGACCTCAGGTGAYCCACTYGCCTYSGCCTCCCAAAGTGCTGGGATTACAGGCR-TGAGCCACYGCGCCTGGCCtt
GGATTACAGGTGCCTGCCACCACACTTGGCTAATTTTTTGTATTTTTAGTAAGGACGGGG-TTTCACCATGTTGGCTAGGCTGCTCTCGAACTCCTGACCTCAGGTGACCCACTTGCCTTCGCCTCCCAAAGTGCTGGGATTACAGGCA-TGAGCCACTGCGCCTGGCCTTchr15_52649008_contig_1.seq(1>1167)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr15_52649008_hg19_1.seq(1>732)

GGATTACAGGTGCCTGCCACCACACTTGGCTAATTTTTTGTATTTTTAGTAAGGACGGGG-TTTCACCATGTTGGCTAGGCTGCTCTCGAACTCCTGACCTCAGGTGACCCACTTGCCTTCNCCTCCCAAAGTGCTGGGATTACAGGCA-TGAGCCACTGCGCCTGGCCTT

2521153.custom1.ab1(9>448)

ggattacaggcgcccgccaccacgcccggctaa-tttttgtatttttagtagagacgggg-tttcaccatgttggccaggctggtctcgaactcctgacctcaggtgatccacccgcctcggcctcccaaagtgctgggattacaggcg-tgagccaccgcgcccggccAluSq_1.seq(1>284)

520 530 540 550 560 570 580 590 600 610 620 630 640

ctttgacttttgatgagattgaataattttTATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCTGAGAAGAATCAAC
CTTTGACTTTTGATGAGATTGAATAATTTTTATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCTGAGAAGAATCAACchr15_52649008_contig_1.seq(1>1167)
------------------------------TATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCTGAGAAGAATCAACchr15_52649008_hg19_1.seq(1>732)

CTTTGACTTTTGATGAGATTGAATAATTTTTATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCCGAGAAGAATCAAC

2521153.custom1.ab1(9>448)

Figure S6.13 


