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sample sequenced:  HGDP00713 
Alu subfamily:   AluYb8 
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TTTACACACTTTCCAGATTTAAATTTAATTCCAGGCCCTATTGTGTTTCACAGATAGAAGAGTAAACTAATAYCAATAAYAAGAGGATActgaactwttyttTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGTCGGACTGCGGACTGC
TTTACACACTTTCCAGATTTAAATTTAATTCCAGGCCCTATTGTGTTTCACAGATAGAAGAGTAAACTAATACCAATAACAAGAGGATA---------------------------------------------------------------------------------1_108142475_hg19_1.seq(1>864)
TTTACACACTTTCCAGATTTAAATTTAATTCCAGGCCCTATTGTGTTTCACAGATAGAAGAGTAAACTAATATCAATAATAAGAGGATACTGAACTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGTCGGACTGCGGACTGC1_108142475_contig_1.seq(1>1175)

TTTACACACTTTCCAGATTTAAATTTAATTCCAGGCCCTATTGTGTTTCACAGATAGAAGAGTAAACTAATATCAATAATAAGAGGATACTGAACTATTCTTTTTTTTTTTTTTTTTTTTTTTTT

2391593.custom1.ab1(12>182)

TTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGTCGGACTGCGGACTGC

2391593.custom2.ab1(13>484)

tgagacggagtctcgctctgtcgcccaggccggactgcggactgcAluYb8_1.seq(15>289)

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

AGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATC
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------1_108142475_hg19_1.seq(1>864)
AGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATC1_108142475_contig_1.seq(1>1175)

AGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATC

2391593.custom2.ab1(13>484)

agtggcgcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatggtctcgatcAluYb8_1.seq(15>289)

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

TCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCTGAACTATTCTTAAGAAACAACTCAAATCCACAGATCACTCCTTACTTATAATAGACAAGTGTKTTATTTGACTCCAACATGATAAAAGGTAACTCCWTGAAGTYTG
------------------------------------------------------------CTGAACTATTCTTAAGAAACAACTCAAATCCACAGATCACTCCTTACTTATAATAGACAAGTGTGTTATTTGACTCCAACATGATAAAAGGTAACTCCATGAAGTCTG1_108142475_hg19_1.seq(1>864)
TCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCTGAACTATTCTTAAGAAACAACTCAAATCCACAGATCACTCCTTACTTATAATAGACAAGTGTTTTATTTGACTCCAACATGATAAAAGGTAACTCCTTGAAGTTTG1_108142475_contig_1.seq(1>1175)

TCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCTGAACTATTCTTAAGAAACAACTCAAATCCACAGATCACTCCTTACTTATAATAGACAAGTGTTTTATTTGACTCCAACATGATAAAAGGTAACTCCTTGAAGTTTG

2391593.custom2.ab1(13>484)

tcctgacctcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagcAluYb8_1.seq(15>289)

Figure S5.1 
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siteID:    chr1_188438227 
sample sequenced:  HGDP00474 
Alu subfamily:   AluYc1 
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TAGACAAAGATTGAAAGAAATTGCTTTACCAAATCAATTTATCTAAACATCTTTTCATTTATTTATAAGAATTATTtctatatTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCT
TAGACAAAGATTGAAAGAAATTGCTTTACCAAATCAATTTATCTAAACATCTTTTCATTTATTTATAAGAATTATTTCTATATTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCT1_188438227_contig_1.seq(1>701)
TAGACAAAGATTGAAAGAAATTGCTTTACCAAATCAATTTATCTAAACATCTTTTCatttatttataagaattatt-----------------------------------------------------------------------------------------------1_188438227_hg19_1.seq(1>516)

TAGACAAAGATTGAAAGAAATTGCTTTACCAAATCAATTTATCTAAACATCTTTTCATTTATTTATAAGAATTATTTCTATATTTTTTTTTTTTTTTT

2391594.custom1.ab1(89>186)

TTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCT

2391594.custom2.ab1(96>511)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaagctccgcctAluY_1.seq(1>282)

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

CCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCYACCACGCCCGGCTAAtTTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTYAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCA
CCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCTACCACGCCCGGCTAATTTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTCAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCA1_188438227_contig_1.seq(1>701)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------1_188438227_hg19_1.seq(1>516)

CCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCTACCACGCCCGGCTAATTTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTCAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCA

2391594.custom2.ab1(96>511)

cccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccacgcccggctaa-ttttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctcctgacctcgtgatccgcccgcctcggcctcccaAluY_1.seq(1>282)

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

AAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTCTATATTTTTTATGACAACTTATTATTTATTATAACTGAGGCAAATATTTCCTCCCCATATTGCTGATGACCCCTCAGGTTTGTTGCCTTTTACATTTGCTCCAAAGTGTGTTTGTT
AAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTCTATATTTTTTATGACAACTTATTATTTATTATAACTGAGGCAAATATTTCCTCCCCATATTGCTGATGACCCCTCAGGTTTGTTGCCTTTTACATTTGCTCCAAAGTGTGTTTGTT1_188438227_contig_1.seq(1>701)
---------------------------------------tctatattttttatgacaacttattatttattataaCTGAGGCAAATATTTCCTCCCCATATTGCTGATGACCCCTCAGGTTTGTTGCCTTTTACATTTGCTCCAAAGTGTGTTTGTT1_188438227_hg19_1.seq(1>516)

AAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTCTATATTTTTTATGACAACTTATTATTTATTATAACTGAGGCAAATATTTCCTCCCCATATTGCTGATGACCCCTCAGGTTTGTTGCCTTTTACATTTGCTCCAAAGTGTGTTTGTT

2391594.custom2.ab1(96>511)

aagtgctgggattacaggcgtgagccaccgcgcccggccAluY_1.seq(1>282)
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AATATTTGAGAATACAAAAATGGGCATTTGTAGCCCCAATAAACATCAAATTCAAGAAGAAAATTAATTGGAAATTCSMTGCAAATCRTGTMCAATAAAAAATTATAATATTAAAAACTGATTCAATTTACTGAGAAAATCAGTGATGTTCCAGTAGAAAGGTACAGGCATA
AATATTTGAGAATACAAAAATGGGCATTTGTAGCCCCAATAAACATCAAATTCAAGAAGAAAATTAATTGGAAATTCCATGCAAATCATGTACAATAAAAAATTATAATATTAAAAACTGATTCAATTTACTGAGAAAATCAGTGATGTTCCAGTAGAAAGGTACAGGCATA1_196780915_contig.seq(1>1062)
AATATTTGAGAATACAAAAATGGGCATTTGTAGCCCCAATAAACATCAAATTCAAGAAGAAAATTAATTGGAAATTCCATGCAAATCATGTACAATAAAAAATTATAATATTAAAAACTGATTCAATTTACTGAGAAAATCAGTGATGTTCCAGTAGAAAGGTACAGGCATA1_196780915_hg19.seq(1>902)

GCAAAATCATGGTACAAATAAAAAATTATAATATTAAAAACTGATTCAATTTACTGAGAAAATCAGTGATGTTCCAGTAGAAAGGTACAGGCATA

2452534.custom1.ab1(20>304)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcccggctaaaAluYa5_1.seq(1>282)

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

AATAATTCATACAGTTAAAGCAAAATAGTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTTCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGC
AATAATTCATACAGTTAAAGCAAAATAGTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTTCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGC1_196780915_contig.seq(1>1062)
AATAATTCATACAGTTAAAGCAAAATAGTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTT-------------------------------------------------------------------------------------------------------1_196780915_hg19.seq(1>902)

AATAATTCATACAGTTAAAGCAAAATAGTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTTCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGC

2452534.custom1.ab1(20>304)

acggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccactgcactccagcctgggcgacagagcAluYa5_1.seq(1>282)

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

GAGACTCCGTCTCAAAAaaaaaaaaaaaaaaaaaaaaaaaaaaaaatgtaaatacttTTGTAAAAAACAGTAGAATGTTTTATTATAAAATTAGTAAGATTAAATATTTAAGCCTATACAGTTATGGTAGAAACAGTTTACATATACATAGTTTGAGTCAGCATAAACAGAT
GAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAATGTAAATACTTTTGTAAAAAACAGTAGAATGTTTTATTATAAAATTAGTAAGATTAAATATTTAAGCCTATACAGTTATGGTAGAAACAGTTTACATATACATAGTTTGAGTCAGCATAAACAGAT1_196780915_contig.seq(1>1062)
---------------------------------------------------------TTGTAAAAAACAGTAGAATGTTTTATTATAAAATTAGTAAGATTAAATATTTAAGCCTATACAGTTATGGTAGAAACAGTTTACATATACATAGTTTGAGTCAGCATAAACAGAT1_196780915_hg19.seq(1>902)

AAAAAAAAAAAAAAAAAAATGTAAATACTTTTGTAAAAAACAGTAGAATGTTTTATTATAAAATTAGTAAGATTAAATATTTAAGCCTATACAGTTATGGTAGAAACAGTTTACATATACATAGTTTGAGTCAGCATAAACAGAT

2452534.custom2.ab1(11>182)

GAGACTCCGTCTCAAAA

2452534.custom1.ab1(20>304)

gagactccgtctcaAluYa5_1.seq(1>282)

520 530 540 550 560 570 580 590 600 610

ATGTATAGGTTTATAAACAACATGCTAGGGTTTAACCAGAACCTAAAAAAATGCACCAATATTTTGTCTTTTCCTTCCCACTACTCAAAATTTA
ATGTATAGGTTTATAAACAACATGCTAGGGTTTAACCAGAACCTAAAAAAATGCACCAATATTTTGTCTTTTCCTTCCCACTACTCAAAATTTA1_196780915_contig.seq(1>1062)
ATGTATAGGTTTATAAACAACATGCTAGGGTTTAACCAGAACCTAAAAAAATGCACCAATATTTTGTCTTTTCCTTCCCACTACTCAAAATTTA1_196780915_hg19.seq(1>902)

ATGTATAGGTTTATAAACAACCTGCTAGG

2452534.custom2.ab1(11>182)

genotyped 
 
siteID:    chr1_196780915 
sample sequenced:  HGDP00222 
Alu subfamily:   AluYa5 
5’ truncation: 166 
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GTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTTCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAA
GTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTTCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAA1_196780915_contig.seq(1>1062)
GTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTT------------------------------------------------------------------------------------------------------------------------1_196780915_hg19.seq(1>902)

GTAAACAAGTAAATGGAAAGTGTTCAAAAAATGTAAATACTTCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAA

2452534.custom1.ab1(20>304)

tacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccactgcactccagcctgggcgacagagcgagactccgtctcaAluYa5_1.seq(1>282)

Detail custom1 Alu junction 

* 

Figure S5.3 
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B. 

genotyped 
 
siteID:    chr2_44825838 
sample sequenced:  HGDP00474 
Alu subfamily:   AluYa4 
 

C. 
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AATACAATGATTAAAGGAGAAACTTATATACTATAATGAAATCTTAGCTCAGAAGAACCTAATTTGCAGCAAGCTTAGGACCTTTAAAATCAGAAGTCCTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCA
AATACAATGATTAAAGGAGAAACTTATATACTATAATGAAATCTTAGCTCAGAAGAACCTAATTTGCAGCAAGCTTAGGACCTTTAAAATCAGAAGTCCTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCA2_44825838_contig_1.seq(1>1240)
AATACAATGATTAAAGGAGAAACTTATATACTATAATGAAATCTTAGCTCAGAAGAACCTAATTTGCAGCAAGCTTAGGACCTTTAAAATCAGAAGTCCT-----------------------------------------------------------------------2_44825838_hg19_1.seq(1>921)

AATACAATGATTAAAGGAGAAACTTATATACTATAATGAAATCTTAGCTCAGAAGAACCTAATTTGCAGCAAGCTTAGGACCTTTAAAATCAGAAGTCCTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCA

2391596.custom1.ab1(43>491)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaAluYa5_1.seq(1>282)

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

GGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCSCGCCA
GGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCA2_44825838_contig_1.seq(1>1240)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------2_44825838_hg19_1.seq(1>921)

GGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCA

2391596.custom1.ab1(43>491)

ggagatcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccaAluYa5_1.seq(1>282)

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

CTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAatcagaagtcctTTGGGTCTTGTCTTAGCAACTTACTTGTTAAAGGCTCTGGGTGGGGAGGTGGTTGTGAGGCGATATAAGAAAATGAAAAGAAGGAATA
CTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAATCAGAAGTCCTTTGGGTCTTGTCTTAGCAACTTACTTGTTAAAGGCTCTGGGTGGGGAGGTGGTTGTGAGGCGATATAAGAAAATGAAAAGAAGGAATA2_44825838_contig_1.seq(1>1240)
--------------------------------------------------------------------------TTGGGTCTTGTCTTAGCAACTTACTTGTTAAAGGCTCTGGGTGGGGAGGTGGTTGTGAGGCGATATAAGAAAATGAAAAGAAGGAATA2_44825838_hg19_1.seq(1>921)

CTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAA

2391596.custom1.ab1(43>491)

AAAAAAAAAAAAAAAAAAAAAAAATCAGAAGTCCTTTGGGTCTTGTCTTAGCAACTTACTTGTTAAAGGCTCTGGGTGGGGAGGTGGTTGTGAGGCGATATAAGAAAATGAAAAGAAGGAATA

2391596.custom2.ab1(65>197)

ctgcactccagcctgggcgacagagcgagactccgtctcaAluYa5_1.seq(1>282)
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TTATGCTGGGAAAGACATGAAATTAACACGCATTAAGAGATAGACCCTCTATCTGTGCAATGTTTCTTCTCTCATAATTAAGAAAAATCCACTGAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAG
TTATGCTGGGAAAGACATGAAATTAACACGCATTAAGAGATAGACCCTCTATCTGTGCAATGTTTCTTCTCTCATAATTAAGAAAAATCCACTGAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAG2_123330657_contig_1.seq(1>1162)
TTATGCTGGGAAAGACATGAAATTAACACGCATTAAGAGATAGACCCTCTATCTGTGCAATGTTTCTTCTCTCATAATTAAGAAAAATCCACTGA---------------------------------------------------------------------------2_123330657_hg19_1.seq(1>843)

TTATGCTGGGAAAGACATGAAATTAACACGCATTAAGAGATAGACCCTCTATCTGTGCAATGTTTCTTCTCTCATAATTAAGAAAAATCCACTGAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAG

2391595.custom1.ab1(14>437)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagAluYa5_1.seq(1>282)

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

ATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCRGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTG
ATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCGGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTG2_123330657_contig_1.seq(1>1162)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------2_123330657_hg19_1.seq(1>843)

ATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCGGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTG

2391595.custom1.ab1(14>437)

atcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccactgAluYa5_1.seq(1>282)

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

CACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAaAAAAAAAAAAAAAAAAAAAAAaraaaaatccactgaATTCATGCCA-GGAAGTCTGTCTGACCCTGATGCCTACCTTACTGTCACCATAAAACACTGTCTTCCAGGATGTTGGGGAATGGAGAGATTGAAT
CACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAATCCACTGAATTCATGCCA-GGAAGTCTGTCTGACCCTGATGCCTACCTTACTGTCACCATAAAACACTGTCTTCCAGGATGTTGGGGAATGGAGAGATTGAAT2_123330657_contig_1.seq(1>1162)
--------------------------------------------------------------------------ATTCATGCCA-GGAAGTCTGTCTGACCCTGATGCCTACCTTACTGTCACCATAAAACACTGTCTTCCAGGATGTTGGGGAATGGAGAGATTGAAT2_123330657_hg19_1.seq(1>843)

CACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAA

2391595.custom1.ab1(14>437)

cactccagcctgggcgacagagcgagactccgtctcaAluYa5_1.seq(1>282)

AAAAAAAAAAAAAAAAAAAAAAGAAAAATCCACTGAATTCATGCCATGGAAGTCTGTCTGACCCTGATGCCTACCTTACTGTCACCATAAAACACTGTCTTCCAGGATGTTGGGGAATGGAGAGATTGAAT

2391595.custom2.ab1(8>158)
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genotyped 
 
siteID:    chr2_123330657 
sample sequenced:  HGDP00474 
Alu subfamily:   AluYa5 
 

C. 

Friday, October 24, 2014 2:57 PM Page 1
Project: 2_123330657_alignment_trace.sqd Contig 1

100 200 300 400 500 600

Coverage Threshold

Conflicts

Depth of Coverage
2
6

Contig 1
2_123330657_contig_1.seq(1>1162)
2_123330657_hg19_1.seq(1>843)
2391595.custom1.ab1(14>437)
AluYa5_1.seq(1>282)
2391595.custom2.ab1(8>158)

Figure S5.5 



A. 

B. 

genotyped 
 
siteID:    chr2_225774534  
sample sequenced:  HGDP00877 
Alu subfamily:   unclassified 
 

C. 
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* 

Friday, August 7, 2015 9:48 AM Page 1
Project: chr2_225774534_alignment_trace.sqd Contig 1

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

GAATATTATGTCAAAGATAGCAAAGCCTTAATTCTGGCTCTGTGTGAACTTGGGCGAGTTCATTATTCA-YTCAGAGCCTGTTTTCTAGGCTGYAAAATGAGGTAGTAATACCTATTTCACAGAGTTCTCAAAAGTTTTCACATACACACAATGTATAAGCAACTGTGTAC
GAATATTATGTCAAAGATAGCAAAGCCTTAATTCTGGCTCTGTGTGAACTTGGGCGAGTTCATTATTCA-TTCAGAGCCTGTTTTCTAGGCTGTAAAATGAGGTAGTAATACCTATTTCACAGAGTTCTCAAAAGTTTTCACATACACACAATGTATAAGCAACTGTGTACchr2_225774534_contig_1.seq(1>1130)
GAATATTATGTCAAAGATAGCAAAGCCTTAATTCTGGCTCTGTGTGAACTTGGGCGAGTTCATTATTCA-CTCAGAGCCTGTTTTCTAGGCTGCAAAATGAGGTAGTAATACCTATTTCACAGAGTTCTCAAAAGTTTTCACATACACACAATGTATAAGCAACTGTGTACchr2_225774534_hg19_1.seq(1>1031)

GAATATTATGTCAAAGATAGCAAAGCCTTAATTCTGGCTCTGTGTGAACTTGGGCGAGTTCATTATTCACTTCAGAGCCTGTTTTCTAGGCTGCAAAATGAGGTAGTAATACCTATTTCACAGAGTTCTCAAAAGTTTTCACATACACACAATGTATAAGCAACTGTGTAC

2520097.custom1.ab1(1>253)

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

TCAACTAGAGCTTGATGTTAACATGCAGTGTTTTTTTTTTTGTTTTGTTTTttgtttttTGAGACAGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGSGATCTCGGCTCACWACAWGCWGTGTYTTAATGGATGTGAAATAAGCCTATGCTTTTGTGTGGGGAA
TCAACTAGAGCTTGATGTTAACATGCAGTGTTTTTTTTTTTGTTTTGTTTTTTGTTTTTTGAGACAGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGGGATCTCGGCTCACAACATGCAGTGTTTTAATGGATGTGAAATAAGCCTATGCTTTTGTGTGGGGAAchr2_225774534_contig_1.seq(1>1130)
TCAACTAGAGCTTGATGTTAACATGCAGTGTTTT---------------------------------------------------------------------------------------------------AATGGATGTGAAATAAGCCTATGCTTTTGTGTGGGGAAchr2_225774534_hg19_1.seq(1>1031)

TCAACTAGAGCTTGATGTTAACATGCAGTGTTTTTTTTTTTGTTTNGTTTT

2520097.custom1.ab1(1>253)

GCNTGATGTTAACCCGCCGGGNTTTTTTTTTTGTTTTGTTTTTTGTTTTTTGAGACAGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGGGATCTCGGCTCACAACATGCAGTGTTTTAATGGATGTGAAATAAGCCTATGCTTTTGTGTGGGGAA

2520097.custom2.ab1(1>439)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaacctccgcctcccgggttcaagcgattctcctgcctcagcctcccgagtAluSx3_1.seq(1>282)

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

TGTTTAATTTTACATTTAAGAGATAGGGAGGAGAATTAATAACAGATAAAACAGAAAAGGAAGAAGCTGTTCATTTTAGTGAACTYCCATTAAAATATGATGTCATTGAAGATTAAAAAAAAGAAAAGAATGCCTAATGCCTTTCATGAGAAGCTGAGAATTGTCA
TGTTTAATTTTACATTTAAGAGATAGGGAGGAGAATTAATAACAGATAAAACAGAAAAGGAAGAAGCTGTTCATTTTAGTGAACTCCCATTAAAATATGATGTCATTGAAGATTAAAAAAAAGAAAAGAATGCCTAATGCCTTTCATGAGAAGCTGAGAATTGTCAchr2_225774534_contig_1.seq(1>1130)
TGTTTAATTTTACATTTAAGAGATAGGGAGGAGAATTAATAACAGATAAAACAGAAAAGGAAGAAGCTGTTCATTTTAGTGAACTTCCATTAAAATATGATGTCATTGAAGATTAAAAAAAAGAAAAGAATGCCTAATGCCTTTCATGAGAAGCTGAGAATTGTCAchr2_225774534_hg19_1.seq(1>1031)

TGTTTAATTTTACATTTAAGAGATAGGGAGGAGAATTAATAACAGATAACACAGAAAAGGAAGAAGCTGTTCATTTTAGTGAACTCCCATTAAAATATGATGTCATTGAAGATTAAAAAAAAGAAAAGAATGCCTAATGCCTTTCATGAGAAGCTGAGAATTGTCA

2520097.custom2.ab1(1>439)

agctgggactacaggcgcgcgccaccacgcccggctaattttttgtatttttagtagagacggggtttcaccatgttggccaggctggtctcgaactcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccAluSx3_1.seq(1>282)

Figure S5.6 



A. 

B. 

genotyped 
 
siteID:    chr3_31210597 
sample sequenced:  HGDP00967 
Alu subfamily:   AluYa5 
 

C. 

Friday, August 14, 2015 12:21 PM Page 1
Project: 3_31210597_alignment_trace.sqd Contig 2

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

TTCAAGTTCTTCAAAGAAAGACTGGAGGATGGRTGCGATCACAAGACCAAGACTGGGGAAAACAGGACCTTTCTATGGGGGTAAATAAAATCTTaagagtaggatgtgGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCA
TTCAAGTTCTTCAAAGAAAGACTGGAGGATGGGTGCGATCACAAGACCAAGACTGGGGAAAACAGGACCTTTCTATGGGGGTAAATAAAATCTT-----------------------------------------------------------------------------3_31210597_hg19_1.seq(1>986)
TTCAAGTTCTTCAAAGAAAGACTGGAGGATGGATGCGATCACAAGACCAAGACTGGGGAAAACAGGACCTTTCTATGGGGGTAAATAAAATCTTAAGAGTAGGATGTGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCA3_31210597_contig_1.seq(1>1298)

AAGAAAGACTGGAGGATGGATGCGATCACAAGACCAAGACTGGGGAAAACAGGACCTTTCTATGGGGGTAAATAAAATCTTAAGAGTAGGATGTGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCA

2391597.custom1.ab1(23>417)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcaAluYa5_1.seq(1>282)

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

CGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGA
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------3_31210597_hg19_1.seq(1>986)
CGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGA3_31210597_contig_1.seq(1>1298)

CGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGA

2391597.custom1.ab1(23>417)

cgaggtcaggagatcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagaAluYa5_1.seq(1>282)

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

TCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAGAGTAGGATGTGATCTCTCTATTCATAGGTACAATGTCGGAATGTGTTTGCAGAATATATTGGGGTTAAAATAAGTGTTTGTTGTCACC
----------------------------------------------------------------AAGAGTAGGATGTGATCTCTCTATTCATAGGTACAATGTCGGAATGTGTTTGCAGAATATATTGGGGTTAAAATAAGTGTTTGTTGTCACC3_31210597_hg19_1.seq(1>986)
TCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAGAGTAGGATGTGATCTCTCTATTCATAGGTACAATGTCGGAATGTGTTTGCAGAATATATTGGGGTTAAAATAAGTGTTTGTTGTCACC3_31210597_contig_1.seq(1>1298)

TCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAA

2391597.custom1.ab1(23>417)

tcccgccactgcactccagcctgggcgacagagcgagactccgtctcaAluYa5_1.seq(1>282)

CAAAAAAAAAAAAAAAAAAAGAGTAGGATGTGATCTCTCTATTCATAGGTACAATGTCGGAATGTGTT

2525241.custom1.ab1(14>82)

Figure S5.7 
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Friday, August 14, 2015 12:55 PM Page 1
Project: chr3_115604503_alignment.sqd Contig 3

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

TTGACCAACAAAATATGAGGACAGACTGAAAGAGGTAAGTTTAATATCAGCTAAAGTCTTGGGCAGCTGGTCAGAATCCAGACTGGATTCATGCTGTCATCAGCAGAGGTCAATTTGAAAGGTAAACAACWGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAA
TTGACCAACAAAATATGAGGACAGACTGAAAGAGGTAAGTTTAATATCAGCTAAAGTCTTGGGCAGCTGGTCAGAATCCAGACTGGATTCATGCTGTCATCAGCAGAGGTCAATTTGAAAGGTAAACAACTGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAA3_115604503_contig.seq(1>749)
TTGACCAACAAAATATGAGGACAGACTGAAAGAGGTAAGTTTAATATCAGCTAAAGTCTTGGGCAGCTGGTCAGAATCCAGACTGGATTCATGCTGTCATCAGCAGAGGTCAATGTGAAAGGTAAACAAC-------------------------------------------3_115604503_hg19.seq(1>610)

TTGACCAACAAAATATGAGGACAGACTGAAAGAGGTAAGTTTAATATCAGCTAAAGTCTTGGGCAGCTGGTCAGAATCCAGACTGGATTCATGCTGTCATCAGCAGAGGTCAATTTGAAAGG

2452535.custom1.ab1(41>242)

TCTTGGGCAGCTGGTCAGAATCCAGACTGGATTCATGCTGTCATCAGCAGAGGTCAATTTGAAAGGTAAACAACTGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAA

2525242.custom1.ab1(27>248)

ccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaaAluYa5_1.seq(1>282)

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

CCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAaaaaaaAAAAAAAAAAAAAAAAAAAAaaaaaagaaaggtaaacaacTTTTGTGTGTGTGGGGGTGGGTGGGGGGACAACTATCTGCTGCATAAA
CCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGAAAGGTAAACAACTTTTGTGTGTGTGGGGGTGGGTGGGGGGACAACTATCTGCTGCATAAA3_115604503_contig.seq(1>749)
-----------------------------------------------------------------------------------------------------------------------------TTTTGTGTGTGTGGGGGTGGGTGGGGGGACAAGTATCTGCTGCATAAA3_115604503_hg19.seq(1>610)

CCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAANAACAAAAAAAANAAA

2525242.custom1.ab1(27>248)

AAAAAAAAAAAAAAANAAAAAAAAAAGAAAGGTAAACAACTTTTGTGTGTGTGGGGGTGGGTGGGGGGACAACTATCTGCTGCATAAA

2452535.custom2.ab1(28>237)

cccgggaggcggagcttgcagtgagccgagatcccgccactgcactccagcctgggcgacagagcgagactccgtctcaAluYa5_1.seq(1>282)

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

GCAAGATAGATGCTTCTTATCAATCaagaagcatttagatgcttcttatcaatcGGAATACTGGAAACAACTTAGAAATGGCAAGGCTTAAGTTAGAGTCAATACTCATGCAGGCTAATGCTACCAGGATCTGAAACAGTACCACGGACAGCTCTCTTAAGGCTGGAGAGCCT
GCAAGATAGATGCTTCTTATCAATC-----------------------------GGAATACTGGAAACAACTTAGAAATGGCAAGGCTTAAGTTAGAGTCAATACTCATGCAGGCTAATGCTACCAGGATCTGAAACAGTACCACGGACAGCTCTCTTAAGGCTGGAGAGCCT3_115604503_contig.seq(1>749)
GCAAGATAGATGCTTCTTATCAATCAAGAAGCATTTAGATGCTTCTTATCAATCGGAATACTGGAAACAACTTAGAAATGGCAAGGCTTAAGTTAGAGTCAATACTCATGCAGGCTAATGCTACCAGGATCTGAAACAGTACCACGGACAGCTCTCTTAAGGCTGGAGAGCCT3_115604503_hg19.seq(1>610)

GCAAGATAGATGCTTCTTATCAATCAAGAAGCATTTAGATGCTTCTTATCAATCGGAATACTGGAAACAACTTAGAAATGGCAAGGCTTAAGTTAGAGTCAATACTCATGCAGGCTAATGCT

2452535.custom2.ab1(28>237)

520 530 540 550 560

GAAAAAAAACCATTGCCCAATGATCCCCAAAACTACAAAGTGAGTA
GAAAAAAAACCATTGCCCAATGATCCCCAAAACTACAAAGTGAGTA3_115604503_contig.seq(1>749)
GAAAAAAAACCATTGCCCAATGATCCCCAAAACTACAAAGTGAGTA3_115604503_hg19.seq(1>610)

A. 

B. 

C. 

* 

genotyped 
 
siteID:    chr3_115604503 
sample sequenced:  HGDP01032 
Alu subfamily:   AluYa5 
5’ truncation: 162 

Figure S5.8 
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A. 

B. 

genotyped 
 
siteID:    chr4_42088028 
sample sequenced:  HGDP00713 
Alu subfamily:   AluYa4 
 

C. 

Friday, October 24, 2014 2:52 PM Page 1
Project: 4_42088028_alignment_trace.sqd Contig 1

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

CTATTTCTCTCATTAGTATGCTATAGTGAAATAGTTTGCAAATGTTTTCATTGGCTCTAATGACCAAAAGGAATAAAAAGAAACAAGATTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAG
CTATTTCTCTCATTAGTATGCTATAGTGAAATAGTTTGCAAATGTTTTCATTGGCTCTAATGACCAAAAGGAATAAAAAGAAACAAGATTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAG4_42088028_contig_1.seq(1>1209)
CTATTTCTCTCATTAGTATGCTATAGTGAAATAGTTTGCAAATGTTTTCATTGGCTCTAATGACCAAAAGGAATAAAAAGAAACAAGATT---------------------------------------------------------------------------------4_42088028_hg19_1.seq(1>893)

CTATTTCTCTCATTAGTATGCTATAGTGAAATAGTTTGCAAATGTTTTCATTGGCTCTAATGACCAAAAGGAATAAAAAGAAACAAGATTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAG

2391598.custom1.ab1(22>502)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagAluYa5_1.seq(1>282)

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

ACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCACTCCA
ACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCACTCCA4_42088028_contig_1.seq(1>1209)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------4_42088028_hg19_1.seq(1>893)

ACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCACTCCA

2391598.custom1.ab1(22>502)

accatcccggctaaaacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccactgcactccaAluYa5_1.seq(1>282)

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

GCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAgaaacaagattTTATTTTGCTACAAATAATGTGGTGGTGATTTTTCTTTCCAGAAACGAAATCCTGAAGTTCGACATGTAGATTTGGAGATACTGTGAGTTTGATG
GCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAGAAACAAGATTTTATTTTGCTACAAATAATGTGGTGGTGATTTTTCTTTCCAGAAACGAAATCCTGAAGTTCGACATGTAGATTTGGAGATACTGTGAGTTTGATG4_42088028_contig_1.seq(1>1209)
----------------------------------------------------------------TTATTTTGCTACAAATAATGTGGTGGTGATTTTTCTTTCCAGAAACGAAATCCTGAAGTTCGACATGTAGATTTGGAGATACTGTGAGTTTGATG4_42088028_hg19_1.seq(1>893)

GCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAA

2391598.custom1.ab1(22>502)

gcctgggcgacagagcgagactccgtctcaAluYa5_1.seq(1>282)

CAAAAAAAAAAAAAAAAAAAAAAAAGAAACAAGATTTTATTTTGCTACAAATAATGTGGTGGTGATTTTTCTTTCCAGAAACGAAATCCTGAAGTTCGACATGTAGATTTGGAGATACTGTGAGTTTGATG

2391598.custom2.ab1(30>172)
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A. 

B. 

not genotyped 
 
siteID:    chr6_164161976 
sample sequenced:  HGDP00959 
Alu subfamily:   unclassified 
 

C. 
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ACGCAGAGGGGAATGGGACTCATTTTCCCTTTTTTttttTTTTTTTTTTTTTTTTTTttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGCATTCTATCTCCATGATTAAAGGGATACAAAAC
ACGCAGAGGGGAATGGGACTCATTTTCCCTTTTTT------------------------------------------------------------------------------------------------AATATAGCATTCTATCTCCatgattaaagggatacaaaac6_164161976_hg19_1.seq(1>736)
ACGCAGAGGGGAATGGGACTCATTTTCCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGCATTCTATCTCCATGATTAAAGGGATACAAAAC6_164161976_contig_1.seq(1>832)

NCGCAGAGGGGAATGGGACTCATTTTCCCTTTTTTTTTTTTTTTTTTTTTTTTTTTT

2384371.custom1.ab1(3>59)

TTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGCATTCTATCTCCATGATTAAAGGGATACAAAAC

2384371.custom2.ab1(14>286)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaaAluYa8_1.seq(92>281)

180 190 200 210 220 230 240 250

ACACTGTGGGAATTTTAGGAAATGCTGAAACATGAAATAGAGGAAAAAATAAAGATCAGTCTGCAATTCACCTCTCCAag
acactgtgggaattttaggaaatgctgaaacatgaaatagaggaaaaaataaagatcagtctgcaattcacctctcca6_164161976_hg19_1.seq(1>736)
ACACTGTGGGAATTTTAGGAAATGCTGAAACATGAAATAGAGGAAAAAATAAAGATCAGTCTGCAATTCACCTCTCCA6_164161976_contig_1.seq(1>832)

ACACTGTGGGAATTTTAGGAAATGCTGAAACATGAAATAGAGGAAAAAATAAAGATCAGTCTGCAATTCACCTCTCCA

2384371.custom2.ab1(14>286)

gtagctaggactacaggcgcccgccactacgcccggctattttttgtagttttagtagagacggggtttcaccgttttagAluYa8_1.seq(92>281)

Δ 

Figure S5.10 



Thursday, November 13, 2014 3:50 PM Page 1
Project: 7_46102169_alignment_trace.sqd Contig 1

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

CTAGGGTCACCCACATGGTGCCTTTGCACAGGATTCCCTCACAGCATGGCAGCTGGCTTCCCCAGAGCTAGTGATCCAAGAGAGAGCAAGAAAGACAACCCAAAACTGaagtctgttTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGT
CTAGGGTCACCCACATGGTGCCTTTGCACAGGATTCCCTCACAGCATGGCAGCTGGCTTCCCCAGAGCTAGTGATCCAAGAGAGAGCAAGAAAGACAACCCAAAACTGAAGTCTGTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGT7__46102169_contig_1.seq(1>1142)
ctagggtcacccacatggtgcctttgcacaggattccctcacagcatggcagctggcttccccagagctagtgatccaagagagagcaagaaagacaacccaaaactg--------------------------------------------------------------7__46102169_hg19_1.seq(1>831)

CTAGGGTCACCCACATGGTGCCTTTGCACAGGATTCCCTCACAGCATGGCAGCTGGCTTCCCCAGAGCTAGTGATCCAAGAGAGAGCAAGAAAGACAACCCAAAACTGAAGTCTGTTTTTTTTTTTTTTTTTTTT

2396739.custom1.ab1(71>392)

TTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGT

2396739.custom2.ab1(10>497)

tgagacggagtctcgctctgtcgcccaggctggagtAluYa5_1.seq(1>282)

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

GCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTttTTAGCCGGGATGGTCTC
GCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTTTAGCCGGGATGGTCTC7__46102169_contig_1.seq(1>1142)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------7__46102169_hg19_1.seq(1>831)

GCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTTTAGCCGGGATGGTCTC

2396739.custom2.ab1(10>497)

gcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgtt--ttagccgggatggtctcAluYa5_1.seq(1>282)

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

GATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCcAAGTCTGTTTTTTTATAACCTCTTTTTGGGAGTGACCACTCATCACWTGGGCCATTGGTTTAAAGCAGGTCACCAAATCTGGCCCACCCTC
GATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCAAGTCTGTTTTTTTATAACCTCTTTTTGGGAGTGACCACTCATCACATGGGCCATTGGTTTAAAGCAGGTCACCAAATCTGGCCCACCCTC7__46102169_contig_1.seq(1>1142)
-------------------------------------------------------------------------------aagtctgtttttttataacctctttttgggagtgaccactcatcacttgggccattggtttaaagcaggtcaccaaatctggcccaccctc7__46102169_hg19_1.seq(1>831)

GATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCAAGTCTGTTTTTTTATAACCTCTTTTTGGGAGTGACCACTCATCACATGGGCCATTGGTTTAAAGCAGGTCACCAAATCTGGCCCACCCTC

2396739.custom2.ab1(10>497)

gatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

520 530 540

AAAGGAAGGGGATCACTGGAAGCTATCTTAG
AAAGGAAGGGGATCACTGGAAGCTATCTTAG7__46102169_contig_1.seq(1>1142)
aaaggaaggggatcactggaagctatcttag7__46102169_hg19_1.seq(1>831)

AAAGGAAGGGGATCACTGGAAGCTATCTTAG

2396739.custom2.ab1(10>497)

A. 

B. 

genotyped 
 
siteID:    chr7_46102169 
sample sequenced:  HGDP00232 
Alu subfamily:   AluYa5 
 

C. 
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Project: 7_46102169_alignment_trace.sqd Contig 1
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7__46102169_contig_1.seq(1>1142)
7__46102169_hg19_1.seq(1>831)
2396739.custom1.ab1(71>392)
2396739.custom2.ab1(10>497)
AluYa5_1.seq(1>282)

Figure S5.11 



A. 

B. 

genotyped 
 
siteID:    chr8_87079625 
sample sequenced:  HGDP00243 
Alu subfamily:   AluYb8 
5’ truncation: 15 

C. 
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ATTGTTATTCAATTTGTCCCATAACAAATTCTTATAGCTACAGCCTTGCTCGTGAGTCCTCAACTGCCATGAATGGTGACCAACTTTATGATTTGCGTGGCTATACCTTGTAAAGTGCCTAGCACAGAGGAGTAGCAATAAACACTGAACaaaRGMMKSATTCASTGGCTCA
ATTGTTATTCAATTTGTCCCATAACAAATTCTTATAGCTACAGCCTTGCTCGTGAGTCCTCAACTGCCATGAATGGTGACCAACTTTATGATTTGCGTGGCTATACCTTGTAAAGTGCCTAGCACAGAGGAGTAGCAATAAACACTGAACAAAAGAATCATTCACTGGCTCA8_87079625_contig.seq(1>1253)

ATTGTTATTCAATTTGTCCCATAACAAATTCTTATAGCTNCAGCCTTGCTCGTGAGTCCTCAACTGCCATGAATGGTGACCAACTTTATGATTTGCGTGGCTATACCTTGTAAAGTGCCTAGCACAGAGGAGTAGCAATAAACACTGAACAAAAGAATCATTCACTGGCTCA

8_87079625.custom1.ab1(11>508)

ATTGTTATTCAATTTGTCCCATAACAAATTCTTATAGCTACAGCCTTGCTCGTGAGTCCTCAACTGCCATGAATGGTGACCAACTTTATGATTTGCGTGGCTATACCTTGTAAAGTGCCTAGCACAGAGGAGTAGCAATAAACACTGAAC----------------------8_87079625_hg19.seq(1>925)
ggccgggcgcggtggctcaAluYb8_1.seq(1>289)

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

CGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGA
CGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGA8_87079625_contig.seq(1>1253)

CGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGA

8_87079625.custom1.ab1(11>508)

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------8_87079625_hg19.seq(1>925)
cgcctgtaatcccagcactttgggaggccgaggcgggtggatcatgaggtcaggagatcgagaccatcctggctaacaaggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgcggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggaAluYb8_1.seq(1>289)

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

GAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGYGCCACTGCAGTCCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAaaaaaaaAAAAAAAAAAAAAAAAAAAAAAAAAAAAaAAAAGAATCATTCACTGAATACATATTATTCCTGAATC
GAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGTGCCACTGCAGTCCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGAATCATTCACTGAATACATATTATTCCTGAATC8_87079625_contig.seq(1>1253)

GAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGTGCCACTGCAGTCCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

8_87079625.custom1.ab1(11>508)

--------------------------------------------------------------------------------------------------------------------------------------AAAAGAATCATTCACTGAATACATATTATTCCTGAATC8_87079625_hg19.seq(1>925)
gaatggcgtgaacccgggaagcggagcttgcagtgagccgagattgcgccactgcagtccgcagtccggcctgggcgacagagcgagactccgtctcaAluYb8_1.seq(1>289)

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGAATCATTCACTGAATACATATTATTCCTGAATC

8_87079625.custom2.ab1(3>255)

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

ATCATATATATTTTGCAAACATTAAGTAAAGATCACATCAAGCTGGGAAGAATGCCTTTATAAGGTCTTTTCATTTCCTTCACTTTTACCCCTCCACTCTCTTAAAGAGTAGCCTCAGAGTCAGTT
ATCATATATATTTTGCAAACATTAAGTAAAGATCACATCAAGCTGGGAAGAATGCCTTTATAAGGTCTTTTCATTTCCTTCACTTTTACCCCTCCACTCTCTTAAAGAGTAGCCTCAGAGTCAGTT8_87079625_contig.seq(1>1253)
ATCATATATATTTTGCAAACATTAAGTAAAGATCACATCAAGCTGGGAAGAATGCCTTTATAAGGTCTTTTCATTTCCTTCACTTTTACCCCTCCACTCTCTTAAAGAGTAGCCTCAGAGTCAGTT8_87079625_hg19.seq(1>925)

ATCATATATATTTTGCAAACATTAAGTAAAGATCACATCAAGCTGGGAAGAATGCCTTTATAAGGTCTTTTCATTTCCTTCACTTTTACCCCTCCACTCTCTTAAAGAGTAGCCTCAGAGTCAGTT

8_87079625.custom2.ab1(3>255)

* 

Figure S5.12 



A. 

B. 

genotyped 
 
siteID:    chr8_120800789 
sample sequenced:  HGDP00713 
Alu subfamily:   AluYe5 
 

C. 
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Project: 8_120800789_alignment_trace.sqd Contig 2

100 200 300 400 500

Coverage Threshold

Conflicts

Depth of Coverage
2
6

Contig 2
8_120800789_contig_1.seq(1>1097)
8_120800789_hg19_1.seq(1>862)
2391599.custom1.ab1(32>377)
AluYe5_1.seq(82>281)
2391599.custom2.ab1(13>210)

Thursday, November 13, 2014 12:12 PM Page 1
Project: 8_120800789_alignment_trace.sqd Contig 2

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

ATGTGATTTAAAAAATACCAATATGTATGCTTATGTGTACAGAGAAATATAAATCAAGATATAAAATATTACACAACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGG
ATGTGATTTAAAAAATACCAATATGTATGCTTATGTGTACAGAGAAATATAAATCAAGATATAAAATATTACACAACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGG8_120800789_contig_1.seq(1>1097)
ATGTGATTTAAAAAATACCAATATGTATGCTTATGTGTACAGAGAAATATAAATCAAGATATAAAATATTACACAA----------------------------------------------------------------------------------------------8_120800789_hg19_1.seq(1>862)

ATGTGATTTAAAAAATACCAATATGTATGCTTATGTGTACAGAGAAATATAAATCAAGATATAAAATATTACACAACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGG

2391599.custom1.ab1(32>377)

accatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgaggtggcgggcgcctgtagtcccagctactcggAluYe5_1.seq(82>281)

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

GAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGCCTGCAGTGAGCCGAGATYGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAatattacacaaAATGAGTATCTGGAGACCTAGATAGGCAA
GAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGCCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAATATTACACAAAATGAGTATCTGGAGACCTAGATAGGCAA8_120800789_contig_1.seq(1>1097)
---------------------------------------------------------------------------------------------------------------------------------------------AATGAGTATCTGGAGACCTAGATAGGCAA8_120800789_hg19_1.seq(1>862)

GAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGCCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAA

2391599.custom1.ab1(32>377)

AAAAAAAAAAAAAAAAAAAAAAAAAATATTACACAAAATGAGTATCTGGAGACCTAGATAGGCAA

2391599.custom2.ab1(13>210)

gaggctgaggcaggagaatggcgtgaaccccggggggcggagcctgcagtgagccgagatcgcgccactgcactccagcctgggcgacagcgagactccgtctcaAluYe5_1.seq(82>281)

350 360 370 380 390 400

TTGGTGCCAAAGAGGGCAACTGGAAGATTCTGAGTCTCCAGAAATCTCTGTACTTCCTCT
TTGGTGCCAAAGAGGGCAACTGGAAGATTCTGAGTCTCCAGAAATCTCTGTACTTCCTCT8_120800789_contig_1.seq(1>1097)
TTGGTGCCAAAGAGGGCAACTGGAAGATTCTGAGTCCCCAGAAATCTCTGTACTTCCTCT8_120800789_hg19_1.seq(1>862)

TTGGTGCCAAAGAGGGCAACTGGAAGATTCTGAGTCTCCAGAAATCTCTGTACTTCCTCT

2391599.custom2.ab1(13>210)

Figure S5.13 
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ACAAGAGCAATCTTCCCTTATGTGTCCAATGTCTTTTTCACCTTCCTAGAGTTTGGGATGAGATGGTGTGCAAGATTTGATCTTCCCCCCACCACAGATTgcctgtgtttcctttctttttttttTTTTTTTTTTTTTTTTTTTTTTTtTGAGACGGAGTCTCGCTCTGTC
ACAAGAGCAATCTTCCCTTATGTGTCCAATGTCTTTTTCACCTTCCTAGAGTTTGGGATGAGATGGTGTGCAAGATTTGATCTTCCCCCCACCACAGATT-----------------------------------------------------------------------9_22288723_hg19_1.seq(1>919)
ACAAGAGCAATCTTCCCTTATGTGTCCAATGTCTTTTTCACCTTCCTAGAGTTTGGGATGAGATGGTGTGCAAGATTTGATCTTCCCCCCACCACAGATTGCCTGTGTTTCCTTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTC9_22288723_contig_1.seq(1>1250)

ACAAGAGCAATCTTCCCTTATGTGTCCAATGTCTTTTTCACCTTCCTAGAGTTTGGGATGAGATGGTGTGCAAGATTTGATCTTCCCCCCACCACAGATTGCCTGTGTTTCCTTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT

2391600.custom1.ab1(22>209)

TTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTC

2391600.custom2.ab1(2>406)

tgagacggagtctcgctctgtcAluYa5_1.seq(1>282)

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

GCCCAGGCTGGAGTGCAGTGGCGSAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCC
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------9_22288723_hg19_1.seq(1>919)
GCCCAGGCTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCC9_22288723_contig_1.seq(1>1250)

GCCCAGGCTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCC

2391600.custom2.ab1(2>406)

gcccaggctggagtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccAluYa5_1.seq(1>282)

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

GGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGCCTGTGTTTCCTTTCTACTCAAATGTCAGTGAATGCTTTCAACTGTTTTCTAAGGGAACAAATTACCTATTTATCGAAATG
-----------------------------------------------------------------------------------------GCCTGTGTTTCCTTTCTACTCAAATGTCAGTGAATGCTTTCAACTGTTTTCTAAGGGAACAAATTACCTATTTATCGAAATG9_22288723_hg19_1.seq(1>919)
GGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGCCTGTGTTTCCTTTCTACTCAAATGTCAGTGAATGCTTTCAACTGTTTTCTAAGGGAACAAATTACCTATTTATCGAAATG9_22288723_contig_1.seq(1>1250)

GGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGCCTGTGTTTCCTTTCTACTCAAATGTCAGTGAATGCTTTCAACTGTTTTCTAAGGGAACAAATTACCTATTTATCGAAATG

2391600.custom2.ab1(2>406)

gggatggtctcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

520

AGTTAAC
AGTTAAC9_22288723_hg19_1.seq(1>919)
AGTTAAC9_22288723_contig_1.seq(1>1250)

AGTTAAC

2391600.custom2.ab1(2>406)

A. 

B. 

genotyped 
 
siteID:    chr9_22288723 
sample sequenced:  HGDP00976 
Alu subfamily:   AluYa4 
 

C. 
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Figure S5.14 



A. 

B. 

genotyped 
 
siteID:    chr10_19550734 
sample sequenced:  HGDP00474 
Alu subfamily:   AluYa5 
 

C. 

Friday, October 24, 2014 3:22 PM Page 1
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GTTTCTATCTTACCTACAACTTTTATTTTATAGAAAATGACTGAGCAGTAGATTATTTTACTTTTCTTTGGTACTTCAAAATCAACCTTTTCCCCTCGTGCCTgccttgtaatttttttttttttttttttttTTTttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTG
GTTTCTATCTTACCTACAACTTTTATTTTATAGAAAATGACTGAGCAGTAGATTATTTTACTTTTCTTTGGTACTTCAAAATCAACCTTTTCCCCTCGTGCCTGCCTTGTAATTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTG10_19550734_contig_1.seq(1>1081)
GTTTCTATCTTACCTACAACTTTTATTTTATAGAAAATGACTGAGCAGTAGATTATTTTACTTTTCTTTGGTACTTCAAAATCAACCTTTTCCCCTCGTGCCT-------------------------------------------------------------------10_19550734_hg19_1.seq(1>764)

GTTTCTATCTTACCTACAACTTTTATTTTATAGAAAATGACTGAGCAGTAGATTATTTTACTTTTCTTTGGTACTTCAAAATCAACCTTTTCCCCTCGTGCCTGCCTTGTAATTTTTTTTTTTTTTTTTTTTTTTT

2391601.custom1.ab1(69>247)

TTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTG

2391601.custom2.ab1(29>483)

tgagacggagtctcgctctgtcgcccaggctgAluYa5_1.seq(1>282)

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

GAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCRAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTC
GAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTC10_19550734_contig_1.seq(1>1081)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------10_19550734_hg19_1.seq(1>764)

GAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTC

2391601.custom2.ab1(29>483)

gagtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtcAluYa5_1.seq(1>282)

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

TCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGCCTTGTAATTTTAATGAAAGCAGTGTTCTCCAGCAACCTGGGCTTGAATTTCCACAGTCGTCTTTGACTTTCTTCTTAAACTTCTTCG
TCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGCCTTGTAATTTTAATGAAAGCAGTGTTCTCCAGCAACCTGGGCTTGAATTTCCACAGTCGTCTTTGACTTTCTTCTTAAACTTCTTCG10_19550734_contig_1.seq(1>1081)
--------------------------------------------------------------------------------GCCTTGTAATTTTAATGAAAGCAGTGTTCTCCAGCAACCTGGGCTTGAATTTCCACAGTCGTCTTTGACTTTCTTCTTAAACTTCTTCG10_19550734_hg19_1.seq(1>764)

TCGATCTCNTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCNCCGCGCCCGNCCGCCTTGTAATTTTAATGAAAGCAGTGTTCTCCAGCAACCTGGGCTTGAATTTCCACAGTCGTCTTTGACTTTCTTCTTAAACTTCTTCG

2391601.custom2.ab1(29>483)

tcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

Figure S5.15 
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TACATTTCaAGGAATGAAAAACACAGACTTTAAATTCCAAGTCAAGGCTTTGGCTATTATTTGCCATTTTCCCTCATCTTGTATGGTGCCTAAMRMATaGaTGCTCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCT
TACATTTCAAGGAATGAAAAACACAGACTTTAAATTCCAAGTCAAGGCTTTGGCTATTATTTGCCATTTTCCCTCATCTTGTATGGTGCCTAAAAAATAGATGCTCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCT10_62124855_contig.seq(1>1084)
TACATTTCAAGGAATGAAAAACACAGACTTTAAATTCCAAGTCAAGGCTTTGGCTATTATTTGCCATTTTCCCTCATCTTGTATGGTGCCT------------------------------------------------------------------------------10_62124855_hg19.seq(1>799)

CATTTC-AGGAATGAAAAACACAGACTTTAAATTCCAAGTCAAGGCTTTGGCTATTATTTGCCATTTTCCCTCATCTTGTATGGTGCCTAAAAAATAGATGCTCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCT

10_62124855.custom1.ab1(10>389)

ggccgggcgcggtggctcacgcct-g-taatcccagcactttgggaggccgaggcgggtggatcatgaggtcaggagatcgagaccatcctggctAluYb8_1.seq(1>289)

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

AACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGGCC
AACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGGCC10_62124855_contig.seq(1>1084)
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------10_62124855_hg19.seq(1>799)

AACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGGCC

10_62124855.custom1.ab1(10>389)

aacaaggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgcggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaagcggagcttgcagtgagccgagattgcgccactgcagtccgcagtccggccAluYb8_1.seq(1>289)

340 350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500

TGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAATAGATGCTAAAATATTTATTGAAAAAAGGAAAGAATAGAAAATGAGATGAGGGAAATGAAAAACTTCTTATATTAGCAAGATATTCTTTATAAAGATCTTTTAGCCTTTTCTGTTACAGAGATATC
TGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAGATGCTAAAATATTTATTGAAAAAAGGAAAGAATAGAAAATGAGATGAGGGAAATGAAAAACTTCTTATATTAGCAAGATATTCTTTATAAAGATCTTTTAGCCTTTTCTGTTACAGAGATATC10_62124855_contig.seq(1>1084)
--------------------------------------AAAAATAGATGCTAAAATATTTATTGAAAAAAGGAAAGAATAGAAAATGAGATGAGGGAAATGAAAAACTTCTTATATTAGCAAGATATTCTTTATAAAGATCTTTTAGCCTTTTCTGTTACAGAGATATC10_62124855_hg19.seq(1>799)

TGGGCAACAGAGCNAGACTCCGTCTCAAAAAAAAAAAAAAAAAT

10_62124855.custom1.ab1(10>389)

tgggcgacagagcgagactccgtctcaAluYb8_1.seq(1>289)

AAAAAAAAAAAAAAAAATAGATGCTAAAATATTTATTGAAAAAAGGAAAGAATAGAAAATGAGATGAGGGAAATGAAAAACTTCTTATATTAGCAAGATATTCTTTATAAAGATCTTTTAGCCTTTTCTGTTACAGAGATATC

10_62124855.custom2-2.ab1(10>210)

510

A
A10_62124855_contig.seq(1>1084)
A10_62124855_hg19.seq(1>799)

A

10_62124855.custom2-2.ab1(10>210)

A. 

B. 

C. 

genotyped 
 
siteID:    chr10_62124855 
sample sequenced:  HGDP01029 
Alu subfamily:   AluYb8 
5’ truncation: 30 
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A. 

B. 

genotyped 
 
siteID:    chr11_26601649 
sample sequenced:  HGDP00713 
Alu subfamily:   AluYb8 
 

C. 

Friday, October 24, 2014 3:54 PM Page 1
Project: 11_26601649_alignment_trace.sqd Contig 6

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

ACAATTTTGGAAGCCCCTTTTAAGAAAAAGATTACAAAAATACCAATACAAAATGAGGTGCAAAAGTAATGAGAATGGAAAAAATCACAAATTTATAAATTTTTTttttttttttyctttttctttttctttttTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCA
ACAATTTTGGAAGCCCCTTTTAAGAAAAAGATTACAAAAATACCAATACAAAATGAGGTGCAAAAGTAATGAGAATGGAAAAAATCACAAATTTATAAATTTTTTTTTTTTTTTTTCTTTTTCTTTTTCTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCA11_26601649_contig_1.seq(1>1063)
acaattttggaagccccttttaagaaaaagattacaaaaataccaatacaaaatgaggtgcaaaagtaatgagaatggaaaaaatcacaaatttataaatttttt-----------------------------------------------------------------11_26601649_hg19_1.seq(1>756)

ACAATTTTGGAAGCCCCTTTTAAGAAAAAGATTACAAAAATACCAATACAAAATGAGGTGCAAAAGTAATGAGAATGGAAAAAATCACAAATTTATAAATTTTTTTTTTTTTTTTNCTTTTNCTTTTNCTTTTTTTTTTTTTT

2393663.custom1.ab1(30>219)

TTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCA

2393663.custom2.ab1(26>518)

tgagacggagtctcgctctgtcgcccaAluYb8_1.seq(17>289)

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

GGCCGGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTA
GGCCGGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTA11_26601649_contig_1.seq(1>1063)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------11_26601649_hg19_1.seq(1>756)

GGCCGGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTA

2393663.custom2.ab1(26>518)

ggccggactgcggactgcagtggcgcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttaAluYb8_1.seq(17>289)

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

GCCAGGATGGTCTCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGA---CTCCAAAATAACATACACAAAAAGCAAAATCCAGTAGGTTAAAAATATTTTAATCAACTGACTGCTAAACACATCTCTGTAATGCTTTTTG
GCCAGGATGGTCTCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGA---CTCCAAAATAACATACACAAAAAGCAAAATCCAGTAGGTTAAAAATATTTTAATCAACTGACTGCTAAACACATCTCTGTAATGCTTTTTG11_26601649_contig_1.seq(1>1063)
---------------------------------------------------------------------------aaaactccaaaataacatacacaaaaagcaaaatccagtaggttaaaaatattttaatcaactgactgctaaacacatctctgtaatgctttttg11_26601649_hg19_1.seq(1>756)

GCCAGGATGGTCTCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGA---CTCCAAAATAACATACACAAAAAGCAAAATCCAGTAGGTTAAAAATATTTTAATCAACTGACTGCTAAACACATCTCTGTAATGCTTTTTG

2393663.custom2.ab1(26>518)

gccaggatggtctcgatctcctgacctcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgaAluYb8_1.seq(17>289)

520

GGCTATAT
GGCTATAT11_26601649_contig_1.seq(1>1063)
ggctatat11_26601649_hg19_1.seq(1>756)

GGCTATAT

2393663.custom2.ab1(26>518)

Δ 
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Friday, August 7, 2015 9:08 AM Page 1
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TCAAAGGGGAAGTGCAACCCAAGAAAGATAATCTGTTTCCCCTCTCCAAAGCTAAGAAATGGAGGAGACCTTTAGGAGACAAATAAGTAAAGTGAGATAAATCTTACGGAAAGAAAGACTAATCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGA
TCAAAGGGGAAGTGCAACCCAAGAAAGATAATCTGTTTCCCCTCTCCAAAGCTAAGAAATGGAGGAGACCTTTAGGAGACAAATAAGTAAAGTGAGATAAATCTTACGGAAAGAAAGACTAATCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGA11_41530238_contig.seq(1>1299)

TCAAAGGGGAAGTGCAACCCAAGAAAGATAATCTGTTTCCCCTCTCCAAAGCTAAGAAATGGAGGAGACCTTTAGGAGACAAATAAGTAAAGTGAGATAAATCTTACGGAAAGAAAGACTAATCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGA

11_41530238.custom1-2.ab1(17>444)

TCAAAGGGGAAGTGCAACCCAAGAAAGATAATCTGTTTCCCCTCTCCAAAGCTAAGAAATGGAGGAGACCTTTAGGAGACAAATAAGTAAAGTGAGATAAATCTTACGGAAAGAAAGACTAAT----------------------------------------------11_41530238_hg19.seq(1>879)
ggccgggcgcggtggctc--ac-gcctgtaatcc-cagcactttgggaggccgaggcgggtggatcatgaggtcaggagatcgaAluYb8_1.seq(1>289)

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

GACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGT
GACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGT11_41530238_contig.seq(1>1299)

GACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGT

11_41530238.custom1-2.ab1(17>444)

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------11_41530238_hg19.seq(1>879)
gaccatcctggctaacaaggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgcggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaagcggagcttgcagtgagccgagattgcgccactgcagtAluYb8_1.seq(1>289)

340 350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500

CCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAaaaaaaaaaAAAAAAAAAAAAAAAAAAAaaaaraagactaatATTTTATTGACCAATATAATGTCCATGTTTGTGAACATACCCAGACATGTCTGCAACAGGGAGAAGAGCACGAGAAAGGCATAGTAA
CCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGACTAATATTTTATTGACCAATATAATGTCCATGTTTGTGAACATACCCAGACATGTCTGCAACAGGGAGAAGAGCACGAGAAAGGCATAGTAA11_41530238_contig.seq(1>1299)

CCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

11_41530238.custom1-2.ab1(17>444)

----------------------------------------------------------------------------------ATTTTATTGACCAATATAATGTCCATGTTTGTGAACATACCCAGACATGTCTGCAACAGGGAGAAGAGCACGAGAAAGGCATAGTAA11_41530238_hg19.seq(1>879)

NNAAAAAAAAAAAAAAAAAAAAAGAAGACTAATATTTTATTGACCAATATAATGTCCATGTTTGTGAACATACCCAGACATGTCTGCAACAGGGAGAAGAGCACGAGAAAGGCATAGTAA

11_41530238.custom2-2.ab1(1>194)

ccgcagtccggcctgggcgacagagcgagactccgtctcaAluYb8_1.seq(1>289)

510 520 530 540 550

AGATGAGAGTTTTAAAGAAGGARCCTACTTTTTCACCACTtGG
AGATGAGAGTTTTAAAGAAGGAGCCTACTTTTTCACCACTTGG11_41530238_contig.seq(1>1299)
AGATGAGAGTTTTAAAGAAGGAAACTACTTTTTCACCACTTGG11_41530238_hg19.seq(1>879)

AGATGAGAGTTTTAAAGAAGGAGCCTACTTTTTCACCACT-GG

11_41530238.custom2-2.ab1(1>194)

A. 

B. 

C. 

genotyped 
 
siteID:    chr11_41530238 
sample sequenced:  HGDP0721 
Alu subfamily:   AluYb8 
5’ truncation: 35 
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A. 

B. 

genotyped 
 
siteID:    chr12_99227709 
sample sequenced:  HGDP00476 
Alu subfamily:   AluYg6 
 

C. 
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GCAATATTTGGTTTTCTGTTTCTGCGTTAATTAACTTAAGGGTAATGGCCTTCAGCTGCATCCATGCTGCTGCAAAGGACATGATTt-----TTTTTTTTTTTTTTTTTTTTTTTTttTGAGACGGAGTTTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCG
GCAATATTTGGTTTTCTGTTTCTGCGTTAATTAACTTAAGGGTAATGGCCTTCAGCTGCATCCATGCTGCTGCAAAGGACATGATT------TTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTTTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCG12_99227709_contig_1.seq(1>961)
gcaatatttggttttctgtttctgcgttaattaacttaagggtaatggccttcagctgcatccatgctgctgcaaaggacatgattt------------------------------------------------------------------------------------12_99227709_hg19_1.seq(1>655)

GCAATATTTGGTTTTCTGTTTCTGCGTTAATTAACTTAAGGGTAATGGCCTTCAGCTGCATCCATGCTGCTGCAAAGGACATGATTTCATTCTTTTTTTTTTTTTTTTTTTTTTTT

2393665.custom1.ab1(68>237)

TTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTTTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCG

2393665.custom2.ab1(27>433)

tgagacggagtttcgctctgtcgcccaggctggagtgcagtggcgcgatctcgAluYg6_1.seq(1>282)

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

ACTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGTGTAGCTGGGACTAYAGGCRCGCGCCACCATGCCCGGCTAATTTTT-GTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATC
ACTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGTGTAGCTGGGACTATAGGCACGCGCCACCATGCCCGGCTAATTTTT-GTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATC12_99227709_contig_1.seq(1>961)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------12_99227709_hg19_1.seq(1>655)

ACTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGTGTAGCTGGGACTATAGGCACGCGCCACCATGCCCGGCTAATTTTT-GTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATC

2393665.custom2.ab1(27>433)

actcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccgtgtagctgggactacaggcgcgcgccaccatgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctcctgacctcgtgatcAluYg6_1.seq(1>282)

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

CGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCRCCCGGCCCATTCTTTTTTATGTCTGTGTAGTATTTCATCTACCTTGACTTTTTATTTGCCTATTTGTTGGTTAACTTACGGGCCTTTTGGCCTAAACTGATGTAGAT
CGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCACCCGGCCCATTCTTTTTTATGTCTGTGTAGTATTTCATCTACCTTGACTTTTTATTTGCCTATTTGTTGGTTAACTTACGGGCCTTTTGGCCTAAACTGATGTAGAT12_99227709_contig_1.seq(1>961)
----------------------------------------------------------cattcttttttatgtctgtgtagtatttcatCTACCTTGACTTTTTATTTGCCTATTTGTTGGTTAACTTACGGGCCTTTTGGCCTAAACTGATGTAGAT12_99227709_hg19_1.seq(1>655)

CGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCACCCGGCCCATTCTTTTTTATGTCTGTGTAGTATTTCATCTACCTTGACTTTTTATTTGCCTATTTGTTGGTTAACTTACGGGCCTTTTGGCCTAAACTGATGTAGAT

2393665.custom2.ab1(27>433)

cgcccgtctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYg6_1.seq(1>282)

Figure S5.19 



A. 

B. 

genotyped 
 
siteID:    chr13_23662812 
sample sequenced:  HGDP00721 
Alu subfamily:   AluY 
 

C. 
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GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGGcagatgtttttttttTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC
GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGGCAGATGTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC13_23662812_alu_contig_1.seq(1>581)
GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGG-----------------------------------------------------------------------------------------------------------------13_23662812_ref_1.seq(1>284)

TTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC

2384375.custom2.ab1(1>395)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaagctccgcctcccgggttcacgccattctcAluY_1.seq(1>282)

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

CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG
CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG13_23662812_alu_contig_1.seq(1>581)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------13_23662812_ref_1.seq(1>284)

CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG

2384375.custom2.ab1(1>395)

ctgcctcagcctcccgagtagctgggactacaggcgcccgccaccacgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacagAluY_1.seq(1>282)

340 350 360 370 380 390 400 410 420 430 440

GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG
GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG13_23662812_alu_contig_1.seq(1>581)
---------------------CAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAATCAATGCCACAG13_23662812_ref_1.seq(1>284)

GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG

2384375.custom2.ab1(1>395)

gcgtgagccaccgcgcccggccAluY_1.seq(1>282)

Friday, October 24, 2014 4:38 PM Page 1
Project: 13_23662812_alignment_trace.sqd Contig 1
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GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGGcagatgtttttttttTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC
GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGGCAGATGTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC13_23662812_alu_contig_1.seq(1>581)
GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGG-----------------------------------------------------------------------------------------------------------------13_23662812_ref_1.seq(1>284)

TTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC

2384375.custom2.ab1(1>395)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaagctccgcctcccgggttcacgccattctcAluY_1.seq(1>282)

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

CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG
CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG13_23662812_alu_contig_1.seq(1>581)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------13_23662812_ref_1.seq(1>284)

CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG

2384375.custom2.ab1(1>395)

ctgcctcagcctcccgagtagctgggactacaggcgcccgccaccacgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacagAluY_1.seq(1>282)

340 350 360 370 380 390 400 410 420 430 440

GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG
GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG13_23662812_alu_contig_1.seq(1>581)
---------------------CAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAATCAATGCCACAG13_23662812_ref_1.seq(1>284)

GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG

2384375.custom2.ab1(1>395)

gcgtgagccaccgcgcccggccAluY_1.seq(1>282)
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GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGGcagatgtttttttttTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC
GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGGCAGATGTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC13_23662812_alu_contig_1.seq(1>581)
GAAAGAACTTTGGGCTTCCTTTGATAGCTAAAGAGAAAATAGAGGCAAAAATGG-----------------------------------------------------------------------------------------------------------------13_23662812_ref_1.seq(1>284)

TTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTC

2384375.custom2.ab1(1>395)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaagctccgcctcccgggttcacgccattctcAluY_1.seq(1>282)

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

CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG
CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG13_23662812_alu_contig_1.seq(1>581)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------13_23662812_ref_1.seq(1>284)

CTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAG

2384375.custom2.ab1(1>395)

ctgcctcagcctcccgagtagctgggactacaggcgcccgccaccacgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacagAluY_1.seq(1>282)

340 350 360 370 380 390 400 410 420 430 440

GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG
GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG13_23662812_alu_contig_1.seq(1>581)
---------------------CAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAATCAATGCCACAG13_23662812_ref_1.seq(1>284)

GCGTGAGCCACCGCGCCCGGCCAGATGTTTTAAGATTCTTGAGCATAATTAAATACTAAAGTGACAAGGGTGATAAAGAGGGAGAGGACAAAATAAT----GCCACAG

2384375.custom2.ab1(1>395)

gcgtgagccaccgcgcccggccAluY_1.seq(1>282)

Figure S5.20 
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genotyped 
 
siteID:    chr13_32706403 
sample sequenced:  HGDP00716 
Alu subfamily:   AluYc1 
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TGATAGCATTGGGTTGGCTACATTGACATTCACAGGCATGAGGACTTGAAATAATAAAGAAATCTGTTTTATTCTTACTATAAAAAGGAATCTTAATTTTTAAAAACTCAGCTAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG
TGATAGCATTGGGTTGGCTACATTGACATTCACAGGCATGAGGACTTGAAATAATAAAGAAATCTGTTTTATTCTTACTATAAAAAGGAATCTTAATTTTTAAAAACTCAGCTAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG13_32706403_contig_1.seq(1>1196)
TGATAGCATTGGGTTGGCTACATTGACATTCACAGGCATGAGGACTTGAAATAATAAAGAAATCTGTTTTATTCTTACTATAAAAAGGAATCTTAATTTTTAAAAACTCAGCTA--------------------------------------------------------13_32706403_hg19_1.seq(1>872)

TGATAGCATTGGGTTGGCTACATTGACATTCACAGGCATGAGGACTTGAAATAATAAAGAAATCTGTTTTATTCTTACTATAAAAAGGAATCTTAATTTTTAAAAACTCAGCTAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG

2396735.custom1.ab1(1>525)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggAluY_1.seq(1>282)

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

CGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTKGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTG
CGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTTGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTG13_32706403_contig_1.seq(1>1196)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------13_32706403_hg19_1.seq(1>872)

CGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTTGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTG

2396735.custom1.ab1(1>525)

cggatcacgaggtcaggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgAluY_1.seq(1>282)

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

AGCCGAGATCGYGCCACTGCACTCCAGCCTGGGCGACAGAGYGAGACTCCGTCTCAaaAAAAAAaaaaaaaaaaaaaaaaaaaaaaaaaactcagctaAACAATACAGGTTTGATATTTATTGCCCAGTGCCCATCATGGTACATAACAAAAGAATTGCTGCTAAGGAGA
AGCCGAGATCGTGCCACTGCACTCCAGCCTGGGCGACAGAGTGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTCAGCTAAACAATACAGGTTTGATATTTATTGCCCAGTGCCCATCATGGTACATAACAAAAGAATTGCTGCTAAGGAGA13_32706403_contig_1.seq(1>1196)
--------------------------------------------------------------------------------------------------AACAATACAGGTTTGATATTTATTGCCCAGTGCCCATCATGGTACATAACAAAAGAATTGCTGCTAAGGAGA13_32706403_hg19_1.seq(1>872)

AGCCGAGATCGTGCCACTGCACTCCAGCCTGGGCGACAGAGTGAGACTCCGTCTCAAAAAAAAA

2396735.custom1.ab1(1>525)

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTCAGCTAAACAATACAGGTTTGATATTTATTGCCCAGTGCCCATCATGGTACATAACAAAAGAATTGCTGCTAAGGAGA

2396735.custom2.ab1(1>238)

agccgagatcgcgccactgcactccagcctgggcgacagagcgagactccgtctcaAluY_1.seq(1>282)

520 530 540 550 560 570 580 590 600

ATTTAACAGAATACTCAGCTCTTAGAGTTTACAAAACTTTGGTATTTGAAGGAATTTTTAAAATGCTGCTGTGAATTAAATTTGGTGATG
ATTTAACAGAATACTCAGCTCTTAGAGTTTACAAAACTTTGGTATTTGAAGGAATTTTTAAAATGCTGCTGTGAATTAAATTTGGTGATG13_32706403_contig_1.seq(1>1196)
ATTTAACAGAATACTCAGCTCTTAGAGTTTACAAAACTTTGGTATTTGAAGGAATTTTTAAAATGCTGCTGTGAATTAAATTTGGTGATG13_32706403_hg19_1.seq(1>872)

ATTTAACAGAATACTCAGCTCTTAGAGTTTACAAAACCTTTGGTATTTGAAGGAANTTTTAAAATGCTGCTGTGAATTAAATTTGGTGAT

2396735.custom2.ab1(1>238)
Figure S5.21 
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AAAATGGGGCTAACATTCTCTCGCTTTCAGGGTTTATGTGAGGGTCCACTGAAGTGCTTTAGGTGAGAGTTCCCTATAAACTGTAAAGCGCGCTGCCGTCGTTTTTGCAAAGCTACTCTTTaatttTTTTTTTTTTTTTTTTTTtTGAGACGGAGTTTCGCTCTGTCGCC
aaaatggggctaacattctctcgctttcagggtttatgtgagggtccactgaagtgctttaggtgagagttccctataaactgtaaagcgcGCTGCCGTCGTTTTTGCAAAGCTACTCTTT-------------------------------------------------15_41100317_hg19_1.seq(1>778)
AAAATGGGGCTAACATTCTCTCGCTTTCAGGGTTTATGTGAGGGTCCACTGAAGTGCTTTAGGTGAGAGTTCCCTATAAACTGTAAAGCGCGCTGCCGTCGTTTTTGCAAAGCTACTCTTTAATTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTTTCGCTCTGTCGCC15_41100317_contig_1.seq(1>1096)

AAAATGGGGCTAACATTCTCTCGCTTTCAGGGTTTATGTGAGGGTCCACTGAAGTGCTTTAGGTGAGAGTTCCCTATAAACTGTAAAGCGCGCTGCCGTCGTTTTTGCAAAGCTACTCTTTAATTTTTTTTTTTTTTTTTTTTT

2396736.custom1.ab1(31>268)

TTATTTTTTTTTTTTTTTTTGAGACGGAGTTTCGCTCTGTCGCC

2396736.custom2.ab1(71>495)

tgagacggagtttcgctctgtcgccAluYg6_1.seq(1>282)

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

CAGGCTGGAGTGCAGTGGCGCRATCTCGACTCACTGCAAGCTCCGCCTCCCGGGTTCAYGCCATTCTCCTGCCTCAGCCTCCTGTGTAGCTGGGACTACAGGCRCGCGCCACCATGCCCGGCTAA-TTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAG
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------15_41100317_hg19_1.seq(1>778)
CAGGCTGGAGTGCAGTGGCGCAATCTCGACTCACTGCAAGCTCCGCCTCCCGGGTTCATGCCATTCTCCTGCCTCAGCCTCCTGTGTAGCTGGGACTACAGGCACGCGCCACCATGCCCGGCTAA-TTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAG15_41100317_contig_1.seq(1>1096)

CAGGCTGGAGTGCAGTGGCGCAATCTCGACTCACTGCAAGCTCCGCCTCCCGGGTTCATGCCATTCTCCTGCCTCAGCNTCCTGTGTAGCTGGGANTACAGGCACGCGCCACCATGCCCGGNTAA-TTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAG

2396736.custom2.ab1(71>495)

caggctggagtgcagtggcgcgatctcgactcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccgtgtagctgggactacaggcgcgcgccaccatgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccagAluYg6_1.seq(1>282)

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

GATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCaaagctactctttTCTGTCGGCCCAGTGTAGCATCTGGCGGTTTTCTTCTCTCCACCCTGCTCCTCCGAAGCGCGGTGTCCAT
----------------------------------------------------------------------------------------------------TCTGTCGGCCCAGTGTAGCATCTGGCGGTTTTCTTCTCTCCACCCTGCTCCTCCGAAGCGCGGTGTCCAT15_41100317_hg19_1.seq(1>778)
GATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAGCTACTCTTTTCTGTCGGCCCAGTGTAGCATCTGGCGGTTTTCTTCTCTCCACCCTGCTCCTCCGAAGCGCGGTGTCCAT15_41100317_contig_1.seq(1>1096)

GATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAGCTACTCTTTTCTGTCGGCCCAGTGTAGCATCTGGCGGTTTTCTTCTCTCCACCCTGCTCCTCCGAAGCGCGGTGTCCAT

2396736.custom2.ab1(71>495)

gatggtctcgatctcctgacctcgtgatccgcccgtctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYg6_1.seq(1>282)

520 530 540 550 560 570 580 590 600

CACACCAAGCCCGTTACTCCCTCTGCTCTGAAATCTTCCCCATCCCGCAGCCTGCCCTTCTCCAGGTCGCTGGAGTTAGATTACCACACT
CACACCAAGCCCGTTACTCCCTCTGCTCTGAAATCTTCCCCATCCCGCAGCCTGCCCTTCTCCAGGTCGCTGGAGTTAGATTACCACACT15_41100317_hg19_1.seq(1>778)
CACACCAAGCCCGTTACTCCCTCTGCTCTGAAATCTTCCCCATCCCGCAGCCTGCCCTTCTCCAGGTCGCTGGAGTTAGATTACCACACT15_41100317_contig_1.seq(1>1096)

CACACCAAGCCCGTTACTCCCTATGCTCTGAAATCTTCCCCA

2396736.custom2.ab1(71>495)
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siteID:    chr18_74638697 
sample sequenced:  HGDP00222 
Alu subfamily:   AluY 
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TTAGACTGTGTGTATGGTATAAAGGGTGATTAGACCATGTGTGTGTATGGTATAAagggtgattagacagtgtgtgtgtgtatggtataaagggtgattagGGCCGGGTGYGGTGGCTCAYGCCTGTAATCCCAGCACTTTGGGAGGCCGAGATCGACGGATCACGAGGTC
TTAGACTGTGTGTATGGTATAAAGGGTGATTAGACCATGTGTGTGTATGGTATAA--------------------------------------------------------------------------------------------------------------------18_74638697_hg19_1.seq(1>647)
TTAGACTGTGTGTATGGTATAAAGGGTGATTAGACCATGTGTGTGTATGGTATAAAGGGTGATTAGACAGTGTGTGTGTGTATGGTATAAAGGGTGATTAGGGCCGGGTGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGATCGACGGATCACGAGGTC18_74638697_contig_1.seq(1>989)

TTAGACTGTGTGTATGATATAAAGGGTGATTAGACAGTGTGTGTATATGGTATAAAGGGTGATTAGACAGTGTGTGTGTGTATGGTATAAAGGGTGATTAGGGCCGGGTGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGATCGACGGATCACGAGGTC

2399777.custom1.ab1(29>876)

CGCACTTTGGGAGGCCGAGATCGACGGATCACGAGGTC

2397255.custom1.ab1(17>283)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcAluY_1.seq(1>282)

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

AGGAGATCGAGATCATCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAAaaaTTACCCAGGTGTGGTGGCTGGCGCCTGTAGTCCCAGCTACTCAGGAGGSTGAGGSAGGAGAATGGYGTGAACCYGGGAGGCGGAGCTTGCAGTGAGCTGAGATGGC
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------18_74638697_hg19_1.seq(1>647)
AGGAGATCGAGATCATCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAAAAATTACCCAGGTGTGGTGGCTGGCGCCTGTAGTCCCAGCTACTCAGGAGGGTGAGGGAGGAGAATGGTGTGAACCTGGGAGGCGGAGCTTGCAGTGAGCTGAGATGGC18_74638697_contig_1.seq(1>989)

AGGAGATCGAGATCATCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAAAAATTACCCAGGTGTGGTGGCTGGCGCCTGTAGTCCCAGCTACT

2399777.custom1.ab1(29>876)

AGGAGATCGAGATCATCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAAAAATTACCCAGGTGTGGTGGCTGGCGCCTGTAGTCCCAGCTACTCAGGAGGGTGAGGGAGGAGAATGGTGTGAACCTGGGAGGCGGAGCTTGCAGTGAGCTGAGATGGC

2397255.custom1.ab1(17>283)

aggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaa---ttagccgggcgtggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcgcAluY_1.seq(1>282)

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

RCCACTGCACTCYAGYCTGGGCGACTGAGCGAGAGWCYGTCTCAAAAAAAAAAAAAGGGTGATTAGACAGTGTGTGTGTATGGTATAAAGGGTGATTAGACAGTATGTGTGTGTATGGTATAAATAAAGGGTGATTAGACAGTGTGTGTATATGGTATAAAGGGTGATTAA
-------------------------------------------------------AGGGTGATTAGACAGTGTGTGTGTATGGTATAAAGGGTGATTAGACAGTGTGTGTGTATATGGTATAAATAAGGGGTGATTAGACAGTGTGTGTATATGGTATAAAGGGTGATTAA18_74638697_hg19_1.seq(1>647)
ACCACTGCACTCTAGTCTGGGCGACTGAGCGAGAGACTGTCTCAAAAAAAAAAAAAGGGTGATTAGACAGTGTGTGTGTATGGTATAAAGGGTGATTAGACAGTATGTGTGTGTATGGTATAAATAAAGGGTGATTAGACAGTGTGTGTATATGGTATAAAGGGTGATTAA18_74638697_contig_1.seq(1>989)

ACCACTGCACTCTAGTCTGGGCGACTGAGCGAGAGACTGTCTCAAAAAAAAAAAAGGG

2397255.custom1.ab1(17>283)

AAAAAAAAAAAAGGGTGATTAGACAGTGTGTGTGTATGGTATAAAGGGTGATTAGACAGTATGTGTGTGTATGGTATAAATAAAGGGTGATTAGACAGTGTGTGTATATGGTATAAAGGGTGATTAA

2393660.custom2.ab1(21>269)

gccactgcactccagcctgggcgacagagcgagactccgtctcaAluY_1.seq(1>282)

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

ACAGCATATATGTGTATATGGTATAAAGTAGGTGTTCGTATTCCACAACAACATTGTATTGACATAATGTGTACAACTTATGTATTTAAAAATCCCTATGTAAAAAATGAATTACTTTAGTTTTAAGAAGCATTCATAATATTTGATCATTCTCTTTCTCTTTCTCTGGCC
ACAGCATATATGTGTATATGGTATAAAGTAGGTGTTCGTATTCCACAACAACATTGTATTGACATAATGTGTACAACTTATGTATTTAAAAATCCCTATGTAAAAAATGAATTACTTTAGTTTTAAGAAGCATTCATAATATTTGATCATTCTCTTTCTCTTTCTCTGGCC18_74638697_hg19_1.seq(1>647)
ACAGCATATATGTGTATATGGTATAAAGTAGGTGTTCGTATTCCACAACAACATTGTATTGACATAATGTGTACAACTTATGTATTTAAAAATCCCTATGTAAAAAATGAATTACTTTAGTTTTAAGAAGCATTCATAATATTTGATCATTCTCTTTCTCTTTCTCTGGCC18_74638697_contig_1.seq(1>989)

ACAGCATATATGTGTATATGGTATAAAGTAGGTGTTCGTATTCCACAACAACATTGTATTGACATAATGTGTACAACTTATGTATTTAAAAATCCCTATGTAAAAAATGAATTACTTTAGT

2393660.custom2.ab1(21>269)

Figure S5.23 
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siteID:    chr20_15087687 
sample sequenced:  HGDP00854 
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AAGTATATATGCATTAAATATCACACCACACATACAAACACATATTATGTATCCCCTAATGTATGATTTATATGTATATAATATTTGACATCACAGATaCACACAATCCTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGTCGGACTGCGGACTGCAGTRGC
AAGTATATATGCATTAAATATCACACCACACATACAAACACATATTATGTATCCCCTAATGTATGATTTATATGTATATAATATTTGACATCACAGATACACACAATCCTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGTCGGACTGCGGACTGCAGTAGC20_15087687_contig_1.seq(1>512)
AAGTATATATGCATTAAATATCACACCACACATACAAACACATATTATGTATCCCCTAATGTATGATTTATATGTATATAATATTTGACATCACAGAT-------------------------------------------------------------------------20_15087687_hg19_1.seq(1>201)

AAGTATATATGCATTAAATATCACACCACACATACAAACACATATTATGTATCCCCTAATGTATGATTTATATGTATATAATATTTGACATCACAGATACACACAATCCTTTTTTTTTTTTTTTTTTTTTTTTTT

2393667.custom1.ab1(12>148)

TTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGTCGGACTGCGGACTGCAGTAGC

2393667.custom2.ab1(31>545)

tgagacggagtctcgctctgtcgcccaggccggactgcggactgcagtggcAluYb8_1.seq(1>289)

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

GCAATCTCGGCTCACTGCAAGCTCCRCTTCCTGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCTCCTGAC
GCAATCTCGGCTCACTGCAAGCTCCACTTCCTGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCTCCTGAC20_15087687_contig_1.seq(1>512)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------20_15087687_hg19_1.seq(1>201)

GCAATCTCGGCTCACTGCAAGCTCCACTTCCTGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCTCCTGAC

2393667.custom2.ab1(31>545)

gcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatggtctcgatctcctgacAluYb8_1.seq(1>289)

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

CTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCACACACAATCCTTTATATACCTTTATGTATATAGATTGTTCTGTAATTCATAACATTTAAGGCTTTTGGGATTTTGTTTTTAAACAAGTATTACAGCTTAA
CTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCACACACAATCCTTTATATACCTTTATGTATATAGATTGTTCTGTAATTCATAACATTTAAGGCTTTTGGGATTTTGTTTTTAAACAAGTATTACAGCTTAA20_15087687_contig_1.seq(1>512)
-------------------------------------------------------------------ACACACAATCCTTTATATACCTTTATGTATATAGATTGTTCTGTAATTCATAACATTTAAGGCTTTTGGGATTTTGTTTTTAAACAAGTATTACAGCTTAA20_15087687_hg19_1.seq(1>201)

CTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCACACACAATCCTTTATATACCTTTATGTATATAGATTGTTCTGTAATTCATAACATTTAAGGCTTTTGGGATTTTGTTTTTAAACAAGTATTACAGCTTAA

2393667.custom2.ab1(31>545)

ctcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYb8_1.seq(1>289)

Figure S5.24 
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Project: 22_26997607_alignment.sqd Contig 1

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

ATTCCCTGCTCCTGGATGCATCCAGCCTCATCTATCCACATCAGCGCCGGCCCTTTTAGTTGATTACTCCTTCAACCCCAACTAGGCTTAGCAGCTCCTATTTTCTCCATctmacakyttttttttTTTTTTTTTTTTTTTTTTtTGAGACGGAGTCTCGCTCTGTCGCCCAG
ATTCCCTGCTCCTGGATGCATCCAGCCTCATCTATCCACATCAGCGCCGGCCCTTTTAGTTGATTACTCCTTCAACCCCAACTAGGCTTAGCAGCTCCTATTTTCTCCATCTCACATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAG22_26997607_contig.seq(1>969)
ATTCCCTGCTCCTGGATGCATCCAGCCTCATCTATCCACATCAGCGCCGGCCCTTTTAGTTGATTACTCCTTCAACCCCAACTAGGCTTAGCAGCTCCTATTTTCTCCAT---------------------------------------------------------------22_26997607_hg19.seq(1>651)

GAATTCCTGCCTCTGGAGCATCCAGCCTCATCTATCCACATCAGCGCCGGCCCTTTTAGTTGATTACTCCTTCAACCCCAACTAGGCTTAGCAGCTCCTATTTTCTCCATCTAACAGCTTTTTTTTTTTTTTTTTTTTTTTTTT

2397831.custom1.ab1(1>146)

TTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAG

2397831.custom2.ab1(31>522)

tgagacggagtctcgctctgtcgcccagAluYa5_1.seq(1>282)

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

GCTGGAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGT
GCTGGAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGT22_26997607_contig.seq(1>969)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------22_26997607_hg19.seq(1>651)

GCTGGAGTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGT

2397831.custom2.ab1(31>522)

gctggagtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtAluYa5_1.seq(1>282)

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

CTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCcCTAACAGCTTTTTAGAGCTGATTTGTTTACACTGACCTGGAATTCCTCAAAGTGTGACTCTATTCCCCAGAGGAATAGAGCTCTGTTGGCT
CTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCCTAACAGCTTTTTAGAGCTGATTTGTTTACACTGACCTGGAATTCCTCAAAGTGTGACTCTATTCCCCAGAGGAATAGAGCTCTGTTGGCT22_26997607_contig.seq(1>969)
----------------------------------------------------------------------------------CTAACAGCTTTTTAGAGCTGATTTGTTTACACTGACCTGGAATTCCTCAAAGTGTGACTCTATTCCCCAGAGGAATAGAGCTCTGTTGGCT22_26997607_hg19.seq(1>651)

CTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCCTAACAGCTTTTTAGAGCTGATTTGTTTACACTGACCTGGAATTCCTCAAAGTGTGACTCTATTCCCCAGAGGAATAGAGCTCTGTTGGCT

2397831.custom2.ab1(31>522)

ctcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

520 530

G
G22_26997607_contig.seq(1>969)
G22_26997607_hg19.seq(1>651)

G

2397831.custom2.ab1(31>522)
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A. 

B. 

genotyped 
 
siteID:    chrX_5781750 
sample sequenced:  HGDP00222 
Alu subfamily:   AluYa5 
 

C. 

Thursday, November 13, 2014 4:51 PM Page 1
Project: X_5781750_alignment_trace.sqd Contig 1

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

TTAGTTTGCAAACTTGATATAGTGGACAAGGAAAATGAGAAAGCCAATGTCATTTTGTTTTATAAGGACTAGAGTTGGAATGAGGGA-----------wwwyttkwtwtwktkkwywwkkwwwwtkwkwtttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGA
TTAGTTTGCAAACTTGATATAGTGGACAAGGAAAATGAGAAAGCCAATGTCATTTTGTTTTATAAGGACTAGAGTTGGAATGAGGGA-----------TTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAX_5781750_contig4_1.seq(1>670)
ttagtttgCAAACTTGATATAGTGGACAAGGAAAATGAGAAAGCCAATGTCATTTTGTTTTATAAGGACTAGAGTTGGAATGAGGGA-------------------------------------------------------------------------------------X_5781750_hg19_1.seq(1>348)

TTAGTTTGCAAACTTGATATAGTGGACAAGGAAAATGAGAAAGCCAATGTCATTTTGTTTTATAAGGACTAGAGTTGGAATGAGGGATTGCTGTATTGTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTT

2384369.custom1.ab1(1>140)

TTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGA

2384369.custom2.ab1(12>535)

tgagacggagtctcgctctgtcgcccaggctggaAluYa5_1.seq(1>282)

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

GTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGA
GTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGAX_5781750_contig4_1.seq(1>670)
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------X_5781750_hg19_1.seq(1>348)

GTGCAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGA

2384369.custom2.ab1(12>535)

gtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtctcgaAluYa5_1.seq(1>282)

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

TCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGCTGTATTGTTTAGAAGGGGTAGGCACTTAAGCCCAGTTGACCACAAAGATGAGTGCAAAGTACTTACTAAGGAGCATGAACAATCTTAGGCAGT
TCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGCTGTATTGTTTAGAAGGGGTAGGCACTTAAGCCCAGTTGACCACAAAGATGAGTGCAAAGTACTTACTAAGGAGCATGAACAATCTTAGGCAGTX_5781750_contig4_1.seq(1>670)
----------------------------------------------------------------------------TGCTGTATTGTTTAGAAGGGGTAGGCACTTAAGCCCAGTTGACCACAAAGATGAGTGCAAAGTACTTACTAAGGAGCATGAACAATCTTAGGCAGTX_5781750_hg19_1.seq(1>348)

TCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGCTGTATTGTTTAGAAGGGGTAGGCACTTAAGCCCAGTTGACCACAAAGATGAGTGCAAAGTACTTACTAAGGAGCATGAACAATCTTAGGCAGT

2384369.custom2.ab1(12>535)

tctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

520

GTCTGGGTA
GTCTGGGTAX_5781750_contig4_1.seq(1>670)
GTCTGGGTAX_5781750_hg19_1.seq(1>348)

GTCTGGGTA

2384369.custom2.ab1(12>535)
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Friday, October 24, 2014 1:25 PM Page 1
Project: 1_223911582_alignment_modified_trace.sqd Contig 4

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170

CTCTCCAGGAATAGGAGCAGTGGGACCCCCTTCAAGAATCCCCCATTTCCGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAA
CTCTCCAGGAATAGGAGCAGTGGGACCCCCTTCAAGAATCCCCCATTTCCGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAA1_223911582_contig_1.seq(1>1204)
CTCTCCAGGAATAGGAGCAGTGGGACCCCCTTCAAGAATCCCCCATTTCC------------------------------------------------------------------------------------------------------------------------1_223911582_hg19_1.seq(1>664)

CTCTCCAGGAATAGGAGCAGTGGGACCCCCTTCAAGAATCCCCCATTTCCGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAA

2384368.custom1.ab1(2>570)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggtggatcatgaggtcaggagatcgagaccatcctggctaacaaggtgaaaccccgtctctactaaAluYb8_1.seq(1>289)

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

AAATACAAAAAATTAGACGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCAGGAAGYGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAa
AAATACAAAAAATTAGACGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCAGGAAGTGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAA1_223911582_contig_1.seq(1>1204)
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------1_223911582_hg19_1.seq(1>664)

AAATACAAAAAATTAGACGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCAGGAAGTGGAGCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGGCCTGGGCGACAGAGCGAGACTCCGTCTCAA

2384368.custom1.ab1(2>570)

aaatacaaaaaattagccgggcgcggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaagcggagcttgcagtgagccgagattgcgccactgcagtccgcagtccggcctgggcgacagagcgagactccgtctcaAluYb8_1.seq(1>289)

350 360 370 380 390 400 410 420 430 440

aaAAAAAAAAAAAAAAAAAAAAAAaaagaatcccccatttccCATATACTTTCCTGCAAAGCCACAGGGCGTGCAAAGTGGGATTCCAGGGCTCCAGCCTG
AAAAAAAAAAAAAAAAAAAAAAAAAAAGAATCCCCCATTTCCCATATACTTTCCTGCAAAGCCACAGGGCGTGCAAAGTGGGATTCCAGGGCTCCAGCCTG1_223911582_contig_1.seq(1>1204)

AAAAAAAAAAAAAAAAAAAAAAAAAGAATCCCCCATTTCCCATATACTTTCCTGCAAAGCCACAGGGCGTGCAAAGTGGGATTCCAGGGCTCCAGCCTG

2384368.custom2.ab1(16>114)

------------------------------------------CATATACTTTCCTGCAAAGCCACAGGGCGTGCAAAGTGGGATTCCAGGGCTCCAGCCTG1_223911582_hg19_1.seq(1>664)

AAAAAAAAAAAAAAAAAAAAAAAA

2384368.custom1.ab1(2>570)

A. 

B. 

not genotyped 
 
siteID:    chr1_223911582 
sample sequenced:  HGDP00967 
Alu subfamily:   AluYb8 
 

C. 
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A. 

B. 

not genotyped 
 
siteID:    chr7_38209207 
sample sequenced:  HGDP00232 
Alu subfamily:   AluYa4 
 

C. 

Wednesday, October 29, 2014 4:06 PM Page 1
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Wednesday, November 12, 2014 9:34 AM Page 1
Project: 7_38209207_alignment_trace.sqd Contig 4

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160

TGAGTTCACCACAAATGAATATTGATTATTATAATGTTGTCCGTTTGTATTATTTTTCCTTTTCAAAAAAGCAACTTTTATGGATAGCATAATTTTAcggagAAWYTTTTTttttttttttttttttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGA
TGAGTTCACCACAAATGAATATTGATTATTATAATGTTGTCCGTTTGTATTATTTTTCCTTTTCAAAAAAGCAACTTTTATGGATAGCATAATTTTA-----AATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGA7_38209207_alu_contig_1.seq(1>1175)
TGAGTTCACCACAAATGAATATTGATTATTATATTGTTGTCCGTTTGTATTATTTTTCCTTTTCAAAAAAGCAACTTTTATGGATAGCATAATTTTACGGAGAAACTTTT---------------------------------------------------------7_38209207_hg19_1.seq(1>760)

TGAGTTCACCACAAATGAATATTGATTATTATAATGTTGTCCGTTTGTATTATTTTTCCTTTTCAAAAAAGCAACTTTTATGGATAGCATAATTTTACGGAGAAACTTTTT

2384376.custom1.ab1(16>176)

TTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGA

2396738.custom1.ab1(7>337)

tgagacggagtctcgctctgtcgcccaggctggaAluYa5_1.seq(1>282)

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

GTGCAGTGGCGSGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGT
GTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGT7_38209207_alu_contig_1.seq(1>1175)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------7_38209207_hg19_1.seq(1>760)

GTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGT

2396738.custom1.ab1(7>337)

gtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtAluYa5_1.seq(1>282)

CCGTTTTAGCCGGGATGGT

2384376.custom2.ab1(18>306)

340 350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500

CTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGACGGAGAAACTTTTATATCAATATCTTGCTGGCAAAAGTTAAGAATTACTAGCAATGGTTTCATTTGAATTCTTTTTTAAACACA
CTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGACGGAGAAACTTTTATATCAATATCTTGCTGGCAAAAGTTAAGAATTACTAGCAATGGTTTCATTTGAATTCTTTTTTAAACACA7_38209207_alu_contig_1.seq(1>1175)
------------------------------------------------------------------------------------------------ATATCAATATCTTGCTGGCAAAAGTTAAGAATTACTAGCAATGGTTTCATTTGAATTCTTTTTTAAACACA7_38209207_hg19_1.seq(1>760)

CTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGACGGAGAAACTTTTATATCAA

2396738.custom1.ab1(7>337)

ctcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

CTCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCGACGGAGAAACTTTTATATCAATATCTTGCTGGCAAAAGTTAAGAATTACTAGCAATGGTTTCATTTGAATTCTTTTTTAAACACA

2384376.custom2.ab1(18>306)

510 520 530 540

GAATCAGCATCAGGTTTCACATGCTTACAAAAAGACTAAGAAAAC
GAATCAGCATCAGGTTTCACATGCTTACAAAAAGACTAAGAAAAC7_38209207_alu_contig_1.seq(1>1175)
GAATCAGCATCAGGTTTCACATGCTTACAAAAAGACTAAGAAAAC7_38209207_hg19_1.seq(1>760)

GAATCAGCATCAGGTTTCACATGCTTACAAAAAGACTAAGAAAAC

2384376.custom2.ab1(18>306)

Figure S5.28 



Thursday, November 13, 2014 1:54 PM Page 1
Project: chr8_63344453.sqd Contig 1

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150

TTTGAGATGCTCTCAGGAGAACTGAAGAGAAGCTTATAAAAAGGAAAAAT-AAAAAAAAAGCTTTTTCTAAGAACTGTTTTCACCCAATTAAACTATAACTGgGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGG
TTTGAGATGCTCTCAGGAGAACTGAAGAGAAGCTTATAAAAAGGAAAAAT-AAAAAAAAAGCTTTTTCTAAGAACTGTTTTCACCCAATTAAACTATAACTGGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGG8_63344453_contig_1.seq(1>939)
TTTGAGATGCTCTCAGGAGAACTGAAGAGAAGCTTATAAAAAGGAAAAAAAAAAAAAAAAGCTTTTTCTAAGAACTGTTTTCACCCAATTAAACTATAACTG-----------------------------------------------------8_63344453_hg19_1.seq(1>602)

TTTGAGATGCTCTCAGGAGAACTGAAGAGAAGCTTATAAAAAGGAAAAAT-AAAAAAAAAGCTTTTTCTAAGAACTGTTTTCACCCAATTAAACTATAACTGGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGG

2349773.custom1.ab1(1>740)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggAluYa8_1.seq(1>281)

160 170 180 190 200 210 220 230 240 250 260 270 280 290 300 310

CGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAA-ACGGTGAAACCCCGTCTCTACTAAAACTACAAAAAATAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCTAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCG
CGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAA-ACGGTGAAACCCCGTCTCTACTAAAACTACAAAAAATAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCTAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCG8_63344453_contig_1.seq(1>939)
-----------------------------------------------------------------------------------------------------------------------------------------------------------8_63344453_hg19_1.seq(1>602)

CGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAA-ACGGTGAAACCCCGTCTCTACTAAAACTACAAAAAATAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCTAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCG

2349773.custom1.ab1(1>740)

cgggcggatcacgaggtcaggagatcgagaccatcccggctaaa-acggtgaaaccccgtctctactaaaactacaaaaaatagccgggcgtagtggcgggcgcctgtagtcctagctacttgggaggctgaggcaggagaatggcgtgaacccgAluYa8_1.seq(1>281)

320 330 340 350 360 370 380 390 400 410 420 430 440 450 460

GGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAaaaaaaaaaaaactataactgATTTGTGGTTAGCCCATGTCATAAGCCTTTAGGTTTTGTA
GGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTATAACTGATTTGTGGTTAGCCCATGTCATAAGCCTTTAGGTTTTGTA8_63344453_contig_1.seq(1>939)
-------------------------------------------------------------------------------------------------------------------ATTTGTGGTTAGCCCATGTCATAAGCCTTTAGGTTTTGTA8_63344453_hg19_1.seq(1>602)

GGAGGCGGAGCTTGCANTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAA

2349773.custom1.ab1(1>740)

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTATAACTGATTTGTGGTTAGCCCATGTCATAAGCCTTTAGGTTTTGTA

2349772.custom2.ab1(1>206)

ggaggcggagcttgcagtgagccgagatcccgccactgcactccagcctgggcgacagagcgagactccgtctcaAluYa8_1.seq(1>281)

470 480 490 500 510 520 530 540 550 560 570 580 590 600 610 620

GGAAATAAGGGAGAATCATTCTTAGCAAAAGAAATAAAATACACAATAGGAAATTAATGGAGAACCAAACAGTTGACTATGTGGATTTATCCTCAAAATGTTTCTAATTTGATCATTCCTTTTTATAATCTCTCAATTTGCTTCTCCTTAAAAAA
GGAAATAAGGGAGAATCATTCTTAGCAAAAGAAATAAAATACACAATAGGAAATTAATGGAGAACCAAACAGTTGACTATGTGGATTTATCCTCAAAATGTTTCTAATTTGATCATTCCTTTTTATAATCTCTCAATTTGCTTCTCCTTAAAAAA8_63344453_contig_1.seq(1>939)
GGAAATAAGGGAGAATCATTCTTAGCAAAAGAAATAAAATACACAATAGGAAATTAATGGAGAACCAAACAGTTGACTATGTGGATTTATCCTCAAAATGTTTCTAATTTGATCATTCCTTTTTATAATCTCTCAATTTGCTTCTCCTTAAAAAA8_63344453_hg19_1.seq(1>602)

GGAAATAAGGGAGAATCATTCTTAGCAAAAGAAATAAAATACACAATAGGAAATTAATGGAGAACCAAACAGTTGACTATGTGGATTTATCCTCAAAATGTTTCTAATTTGATCATTCCTTTTTAT

2349772.custom2.ab1(1>206)

630 640 650 660 670 680 690 700 710 720 730 740 750 760 770

TAGAAAAATCACTCAAAATAATCTATAAAAATGCACAAAAAGGTCTCTGATGTTATGAAAATACTAAAGGAAAATAGAATCATTATGATGATTCTTCACAAGTCTGAAATCATCAGAGACTAAAGAATCCCTGCAGAAGTGATTTTATTTA
TAGAAAAATCACTCAAAATAATCTATAAAAATGCACAAAAAGGTCTCTGATGTTATGAAAATACTAAAGGAAAATAGAATCATTATGATGATTCTTCACAAGTCTGAAATCATCAGAGACTAAAGAATCCCTGCAGAAGTGATTTTATTTA8_63344453_contig_1.seq(1>939)
TAGAAAAATCACTCAAAATAATCTATAAAAATGCACAAAAAGGTCTCTGATGTTATGAAAATACTAAAGGAAAATAGAATCATTATGATGATTCTTCACAAGTCTGAAATCATCAGAGACTAAAGAATCCCTGCAGAAGTGATTTTATTTA8_63344453_hg19_1.seq(1>602)

A. 

B. 

not genotyped 
 
siteID:    chr8_63344453 
sample sequenced:  HGDP01259 
Alu subfamily:   AluYa8 
 

C. 
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A. 

B. 

not genotyped 
 
siteID:    chr10_54008453 
sample sequenced:  HGDP00992 
Alu subfamily:   AluYa5 
 

C. 
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CATCAAAACGTGAAATATTTTAACTATAATTGGTACTTCCCGTATATAGGGAAGTATATATTTAAGTGGATTTTGATGGTTAAAGAGAAAATTTCTACCATTTAAGATGAAACTTAAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAA
CATCAAAACGTGAAATATTTTAACTATAATTGGTACTTCCCGTATATAGGGAAGTATATATTTAAGTGGATTTTGATGGTTAAAGAGAAAATTTCTACCATTTAAGATGAAACTTAA------------------------------------------------------10_54008453_hg19_1.seq(1>300)
CATCAAAACGTGAAATATTTTAACTATAATTGGTACTTCCCGTATATAGGGAAGTATATATTTAAGTGGATTTTGATGGTTAAAGATAAAATTTCTACCATTTAAGATGAAACTTAAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAA10_54008453_contig_3.seq(1>571)

CATCAAAACGTGAAATATTTTAACTATAATTGGTACTTCCCGTATATAGGGAAGTATATATTTAAGTGGATTTTGATGGTTAAAGAGAAAATTTCTACCATTTAAGATGAAACTTAAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAA

2402204.custom2.ab1(17>428)

ggcgggcggatcacgaggtcaggagatcgagaccatcccggctaaaacggtgaaAluYa5_1.seq(51>282)

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

ACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTC
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------10_54008453_hg19_1.seq(1>300)
ACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTC10_54008453_contig_3.seq(1>571)

ACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAA

2402204.custom2.ab1(17>428)

AAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTC

2402204.custom1.ab1(5>172)

accccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccactgcactccagcctgggcgacagagcgagactcAluYa5_1.seq(51>282)

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

CGTCTCAaaAAAAAAAAAAAAAaaaaamaaaaaagatgaaacttaaTATACTCATCCTATTAATTAAATACTATCAGTAATTAGTCAGGTAATAGCTATAAACAAAGTCGAGAGGTCTTTGCTGTAGATATGCAAACATAAAGTAACTGCCTTATAACTTTTGCGCCCTGT
----------------------------------------------TATACTCATCCTATTAATTAAATACTATCAGTAATTAGTCAGGTAATAGCTATAAACAAAGTCGAGAGGTCTTTGCTGTAGATATGCAAACATAAAGTAACTGCCTTATAACTTTTGCGCCCTGT10_54008453_hg19_1.seq(1>300)
CGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAGATGAAACTTAATATACTCATCCTATTAATTAAATACTATCAGTAATTAGTCAGGTAATAGCTATAAACAAAGTCGAGAGGTCTTTGCTGTAGATATGCAAACATAAAGTAACTGCCTTATAACTTTTGCGCCCTGT10_54008453_contig_3.seq(1>571)

CGTCTCAAAAAAAAAAAAAAAA

2402204.custom1.ab1(5>172)

AAAAAAAAAAAAAAAAAACAAAAAAGATGAAACTTAATATACTCATCCTATTAATTAAATACTATCAGTAATTAGTCAGGTAATAGCTATAAACAAAGTCGAGAGGTCTTTGC

2384372.custom2.ab1(19>131)

cgtctcaAluYa5_1.seq(51>282)

520 530 540 550 560 570

ATCTGCCTTTTGTTAGCAATGTTGCCTTTCTCTTCTTTTCCTTCCTTTCCTTTCTCTT
ATCTGCCTTTTGTTAGCAATGttgcctttctcttcttttccttcctttcctttctctt10_54008453_hg19_1.seq(1>300)
ATCTGCCTTTTGTTAGCAATGTTGCCTTTCTCTTCTTTTCCTTCCTTTCCTTTCTCTT10_54008453_contig_3.seq(1>571)Figure S5.30 
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TCTTTTGTATATTCTCTTTTGGAGAAATCMATCAAAAAAAGTGTTTTCTTCTGAATATAAAGTAAAACTACACTCATTTATGTTTAGATAGACACAAAGAaaaactggrtatttyttttttttttTTTTTTTTTTTTTTtTGAGACGGAGTTTCGCTCTGTCGCCCAGGCT
TCTTTTGTATATTCTCTTTTGGAGAAATCCATCAAAAAAAGTGTTTTCTTCTGAATATAAAGTAAAACTACACTCATTTATGTTTAGATAGACACAAAGA-----------------------------------------------------------------------10_54395988_hg19_1.seq(1>755)

AAAAACTGGGTATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTTTCGCTCTGTCGCCCAGGCT10_54395988_contig_1.seq(1>705)

TCTTTTGTATATTCTCTTTTGGAGAAATCAATCAAAAAAAGTGTTTTCTTCTGAATATAAAGTAAAACTACACTCATTTATGTTTAGATAGACACAAAGAAAAACTGGATATTTCTTTTTTTTTTTTTTTTTTTTTTTT

2393666.custom2.ab1(18>168)

TTTTTTTTTTTTTTTTGAGACGGAGTTTCGCTCTGTCGCCCAGGCT

2393666.custom1.ab1(30>594)

tgagacggagtttcgctctgtcgcccaggctAluYg6_1.seq(1>282)

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

GGAGTGCAGTGGCGCGATCTCGACTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGTGTAGCTGGGACTACAGGCGCGCGCCACCACGCCCGGCTAA-TTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTC
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------10_54395988_hg19_1.seq(1>755)
GGAGTGCAGTGGCGCGATCTCGACTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGTGTAGCTGGGACTACAGGCGCGCGCCACCACGCCCGGCTAA-TTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTC10_54395988_contig_1.seq(1>705)

GGAGTGCAGTGGCGCGATCTCGACTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGTGTAGCTGGGACTACAGGCGCGCGCCACCACGCCCGGCTAA-TTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTC

2393666.custom1.ab1(30>594)

ggagtgcagtggcgcgatctcgactcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccgtgtagctgggactacaggcgcgcgccaccatgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtcAluYg6_1.seq(1>282)

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

TCGATCTCCTGACCTCGTGATCCGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACTGGATATTTCATGTTGAGATGGATTTTTTCCTTTCTAAATAATTTCTAAATTTATATTAAAGATTTTATAACTACATTGGCAAATA
--------------------------------------------------------------------------------AAAACTGGATATTTCATGTTGAGATGGATTTTTTCCTTTCtaaataatttctaaatttatattaaagattttataaCTACATTGGCAAATA10_54395988_hg19_1.seq(1>755)
TCGATCTCCTGACCTCGTGATCCGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACTGGATATTTCATGTTGAGATGGATTTTTTCCTTTCTAAATAATTTCTAAATTTATATTAAAGATTTTATAACTACATTGGCAAATA10_54395988_contig_1.seq(1>705)

TCGATCTCCTGACCTCGTGATCCGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACTGGATATTTCATGTTGAGATGGATTTTTTCCTTTCTAAATAATTTCTAAATTTATATTAAAGATTTTATAACTACATTGGCAAATA

2393666.custom1.ab1(30>594)

tcgatctcctgacctcgtgatccgcccgtctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYg6_1.seq(1>282)

520

CACAAAATTCA
CACAAAATTCA10_54395988_hg19_1.seq(1>755)
CACAAAATTCA10_54395988_contig_1.seq(1>705)

CACAAAATTCA

2393666.custom1.ab1(30>594)

A. 

B. 

not genotyped 
 
siteID:    chr10_54395988 
sample sequenced:  HGDP00715 
Alu subfamily:   AluYg6 
 

C. 
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A. 

B. 

not genotyped 
 
siteID:    chr12_80189324 
sample sequenced:  HGDP001029 
Alu subfamily:   AluYb8 
 

C. 
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CTTTTAAGTAGTACCAACAATCTAAGTAGTTAACTATCCTTAAAAATAATTTTTCTTATTTAACAACTCAGAAAACACAGTGATGATTTAAGGAATATGAAATCTAAGGCATATAAGAAATTATTAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAG
CTTTTAAGTAGTACCAACAATCTAAGTAGTTAACTATCCTTAAAAATAATTTTTCTTATTTAACAACTCAGAAAACACAGTGATGATTTAAGGAATATGAAATCTAAGGCATATAAGAAATTATTA---------------------------------------------12_80189324_hg19_1.seq(1>543)
CTTTTAAGTAGTACCAACAATCTAAGTAGTTAACTATCCTTAAAAATAATTTTTCTTATTTAACAACTCAGAAAACACAGTGATGATTTAAGGAATATGAAATCTAAGGCATATAAGAAATTATTAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAG12_80189324_contig_1.seq(1>873)

CTTTTAAGTAGTACCAACAATCTAAGTAGTTAACTATCCTTAAAAATAATTTTTCTTATTTAACAACTCAGAAAACACAGTGATGATTTAAGGAATATGAAATCTAAGGCATATAAGAAATTATTAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAG

2384374.custom1.ab1(13>285)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggagAluYb8_1.seq(1>289)

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

GCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGA
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------12_80189324_hg19_1.seq(1>543)
GCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGA12_80189324_contig_1.seq(1>873)

GCCGAGGCGGGTGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTGAAAATNCANAANNT

2384374.custom1.ab1(13>285)

AAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGA

2404360.custom2.ab1(21>200)

gccgaggcgggtggatcatgaggtcaggagatcgagaccatcctggctaacaaggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgcggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaagcggaAluYb8_1.seq(1>289)

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

GCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGACCCGGGCGACAGAGCGAGACTCCGTCTCAaaAAAAAAAAAAAAAAAAaaaaaaaaaaaaaraaaytaytaGTATGTATTTTTGGACACATTAAGAATACTATCAAGAATACTATCAAATAATGTATT
------------------------------------------------------------------------------------------------------------------GTATGTATTTTTGGACACATTaagaatactatcaagaatactatcaaATAATGTATT12_80189324_hg19_1.seq(1>543)
GCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGACCCGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAATTATTAGTATGTATTTTTGGACACATTAAGAATACTATCAAGAATACTATCAAATAATGTATT12_80189324_contig_1.seq(1>873)

GCTTGCAGTGAGCCGAGATTGCGCCACTGCAGTCCGCAGTCCGACCCGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAA

2404360.custom2.ab1(21>200)

AAAAAAAAAAAANAANAAAAAAAAAAAAAGAAACTACTAGTATGTCTTTTTGGACACATTAAGAATACTATCAAGAATACTATCAAATAATGTATT

2384374.custom2.ab1(20>219)

gcttgcagtgagccgagattgcgccactgcagtccgcagtccggcctgggcgacagagcgagactccgtctcaAluYb8_1.seq(1>289)

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

TTAATAGGTTCTCACATCTTGTGTCCAAAATGAAACTCCTGTAGATCTTCTTTTCTCTCTTGGTCGTCGTCGTTCTC-TGATTGATTTA-GGTTGTGATTTATCTTCTCCTTCTTTCTCCTCTTCTCTTTTTTCTCCCTCTGTTAAGGATTGCAATGAACCACAATATAGC
TTAATAGGTTCTCACATCTTGTGTCCAAAATGAAACTCCTGTAGATCTTCTTTTCTCTCTTGGTCGTCGTCGTTCTC-TGATTGATTTA-GGTTGTGATTTAtcttctccttctttctcctcttctcttttttctccctctGTTAAGGATTGCAATGAACCACAATATAGC12_80189324_hg19_1.seq(1>543)
TTAATAGGTTCTCACATCTTGTGTCCAAAATGAAACTCCTGTAGATCTTCTTTTCTCTCTTGGTCGTCGTCGTTCTC-TGATTGATTTA-GGTTGTGATTTATCTTCTCCTTCTTTCTCCTCTTCTCTTTTTTCTCCCTCTGTTAAGGATTGCAATGAACCACAATATAGC12_80189324_contig_1.seq(1>873)

TTAATAGGTTCTCACATCTTGTGTCCAAAATGAAACTCCTGTNGATNGGCTTTTCTCTCTTGGTCGTCGTCGTTCTCCTGATTGATTTAGGGTTGTGATTTATC

2384374.custom2.ab1(20>219)
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TCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGAAATTATTAGTATGTATTTTTGG
--------------------------------------AAGAAATTATTAGTATGTATTTTTGG12_80189324_hg19_1.seq(1>543)
TCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAATTATTAGTATGTATTTTTGG12_80189324_contig_1.seq(1>873)
TCCGTCTCAAAAAAAAAAAAAAAAAAA2404360.custom2.ab1(21>200)

AAAAAAAAAAAANAANAAAAAAAAAAAAAGAAACTACTAGTATGTCTTTTTGG

2384374.custom2.ab1(20>219)

TCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA2404359.custom2.ab1(92>236)

AATATGAAATCTAAGGCATATAAGAAATTATTAGTATGTATTTTTGG

2404359.custom1.ab1(42>284)

tccgtctcaAluYb8_1.seq(1>289)

empty site 

insertion 
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A. 

B. 

not genotyped 
 
siteID:    chrY_21611998 
sample sequenced:  HGDP00213 
Alu subfamily:   AluYb8 
 

C. 
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TCAAAAGAACACGACGCCCTCCAGAATCATGGAMAATTATTCCRGGGCCAACTCCAACCAAGTTAAAGTTAAAACAGGTTTGATcttcttatgt--------tttttttttttttTTTTTTTTTTTTTTttttttttttttTTTGAGACGGAGTCTCGCTCTGTTGCCCAGGCC

TCAAAAGAACACGACGCCCTCCAGAATCATGGACAATTATTCCAGGGCCAACTCCAACCAAGTTAAAGTTAAAACAGGTTTGATCTTCTTATGTTATATTTCTTTTTTTTTTTTTTTTTTTTTTTTTTT

2335993.custom1-2.ab1(1>159)

ATGGAaAATTtTTCCgGGGCCAACcCCAACCAAGTTAAAGTTAAAACAGGTTTGAT------------------ttttttttttttttttttttttttttttttttttttttttttgagacggagtctcgctctgttgcccaggccYAP_contig_1.seq(1>696)
atggacaattattccagggccaactccaaccaagttaaagttaaaacaggtttgatcttcttatgt--------------------------------------------------------------------------------YAP_Hg19_1.seq(1>376)

TTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTTGCCCAGGCC

2335993.custom2-2.ab1(3>417)

tttgagacggagtctcgctctgtggcccaggccYAP_pub_1994.seq(1>291)
tgagacggagtctcgctctgttgcccaggccAluYb8_1.seq(1>289)

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

GGACTGCGGACTGCAATGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCTGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGAT
ggactgcggactgcaatggcgcaatctcggctcactgcaagctccgcttcctgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatYAP_contig_1.seq(1>696)
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YAP_Hg19_1.seq(1>376)

GGACTGCGGACTGCAATGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCTGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGAT

2335993.custom2-2.ab1(3>417)

ggactgcggactgcagtggcgcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatYAP_pub_1994.seq(1>291)
ggactgcggactgcaatggcgcaatctcggctcactgcaagctccgcttcctgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatAluYb8_1.seq(1>289)

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510 520

GGTCTCGATCTCCTGACCTCGTGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTATATTTCTTTATCTTCCCCTGCTATTGCTAGTCCTCTCCTTATTAACGTAACCAGGTCAAGTTGACCCCAAACTATTACCTTTGATGCT
ggtctcgatctcctgacctcgtgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccTATATTTCTTTATCTTCCCCTGCTATTGCTAGTCCTCTCCTTATTAACGTAACCAGGTCAAGTTGACCCCAAACTATTACCTTTGATGCTYAP_contig_1.seq(1>696)
------------------------------------------------------------------------------------tatatttctttatcttcccctgctattgctagtcctctccttattaacgtaaccaggtcaagttgaccccaaactattacctttgatgctYAP_Hg19_1.seq(1>376)

GGTCTCGATCTCCTGACCTCGTGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTATATTTCTTTATCTTCCCCTGCTATTGCTAGTCCTCTCCTTATTAACGTAACCAGGTCAAGTTGACCCCAAACTATTACCTTGATGCTN

2335993.custom2-2.ab1(3>417)

ggtctcgatctcctgacctcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccYAP_pub_1994.seq(1>291)
ggtctcgatctcctgacctcgtgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYb8_1.seq(1>289)

530

TGTCTTAT
TGTCTTATYAP_contig_1.seq(1>696)
tgtcttatYAP_Hg19_1.seq(1>376)

TCTATNN

2335993.custom2-2.ab1(3>417)
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