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sample sequenced:  HGDP00213  
Alu subfamily:   AluYe5 
 

C. 

Figure S4.1 
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TTCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATMRARRWKGMKGRGKYCTGTAGTCCCAGCTWCTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCRGGGG
TCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCTGTAGTCCCAGCTTCTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGchr1_195530219_contig_1.seq(1>796)
TCACAATAGCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCAT-----------------------------------------------------------------------chr1_195530219_hg19_1.seq(1>1214)

TTCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTG

2516002.custom1.ab1(47>211)

ATCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCTGTAGTCCCAGCTTCTCGGGAGGCTGAGGCAGGAGAATGGCGTGANCCCCAGGGG

2510762.custom2.ab1(10>192)

ggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgaggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaaccccgggggAluYe5_1.seq(42>281)

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

GCGGAGCCTGCAGTGAGCCGAGATYGCGCCACTGCACTCCAGCCTGGGCGACAGCAAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAATGATGAGTTCATGTCCTTTGTAGGGA-CATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAAC
GCGGAGCCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCAAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAATGATGAGTTCATGTCCTTTGTAGGGA-CATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAACchr1_195530219_contig_1.seq(1>796)
------------------------------------------------------------------------------------AAAAAATGATGAGTTCATGTCCTTTGTAGGGA-CATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAACchr1_195530219_hg19_1.seq(1>1214)

GCGGAGCCTGC

2510762.custom2.ab1(10>192)

CGGAGCCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCAAGACTCCGTCTCAAAAAAAAAAAAAAAAAAA

2510762.custom1.ab1(15>100)

CC-CNNCCCNCCCCCCNGGGGGGCACCAAANNTCCNTTTNAAAAAAAAAAAAAAAAAAAAAATGATGAGTTCATGTCCTTTGTAGGGATCATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAAC

2518074.custom1.ab1(1>158)

gcggagcctgcagtgagccgagatcgcgccactgcactccagcctgggcgacagcgagactccgtctcaAluYe5_1.seq(42>281)

350 360 370

CAAaCACAGCATaTTCTCACTCATAGGTGG
CAAACACAGCATATTCTCACTCATAGGTGGchr1_195530219_contig_1.seq(1>796)
CAAACACAGCATATTCTCACTCATAGGTGGchr1_195530219_hg19_1.seq(1>1214)

CAA-CACAGCNT-TCNT

2518074.custom1.ab1(1>158)



A. 
genotyped 
 
siteID:    chr3_140524436  
sample sequenced:  HGDP00877  
Alu subfamily:   AluYa5 
 

C. 

Figure S4.2 
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AAGGGATGCTAGATGCATTTATTGAGATGATCATGTGATTTTGTTTTTAATTCTGTTTATGTGGTGTATTCCATTTACTGATTTCGTATGTtgaaccatttctttttttttttttttttttttTTTttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGT
AAGGGATGCTAGATGCATTTATTGAGATGATCATGTGATTTTGTTTTTAATTCTGTTTATGTGGTGTATTCCATTTACTGATTTCGTATGTTGAACCATTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTchr3_140524436_contig_1.seq(1>1139)
AAGGGATGCTAGATGCATTTATTGAGATGATCATGTGATTTTGTTTTTAATTCTGTTTATGTGGTGTATTCCATTTACTGATTTCGTATGT--------------------------------------------------------------------------------chr3_140524436_hg19_1.seq(1>1211)

AAGGGATGCTAGATGCATTTATTGAGATGATCATGTGATTTTGTTTTTAATTCTGTTTATGTGGTGTATTCCATTTACTGATTTCGTATGTTGAACCATTTCTTTTTTTTTTTTTTTTTTTTTTTT

2498862.custom2.ab1(6>279)

TTTTTTNTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGT

2498862.custom1.ab1(1>646)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtAluYa5_1.seq(1>282)

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

GGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCRAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCTCCT
GGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCTCCTchr3_140524436_contig_1.seq(1>1139)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr3_140524436_hg19_1.seq(1>1211)

GGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCTCCT

2498862.custom1.ab1(1>646)

ggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtctcgatctcctAluYa5_1.seq(1>282)

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

GACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGAACCATTTCTTAATACCTGATAGGAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGTTTTTGTATTTTGTTG
GACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGAACCATTTCTTAATACCTGATAGGAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGTTTTTGTATTTTGTTGchr3_140524436_contig_1.seq(1>1139)
----------------------------------------------------------------------TGAACCATTTCTTAATACCTGATAGGAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGTTTTTGTATTTTGTTGchr3_140524436_hg19_1.seq(1>1211)

GACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGAACCATTTCTTAATACCTGATAGGAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGTTTTTGTATTTTGTTG

2498862.custom1.ab1(1>646)

gacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

520

AAGATTTTGGTGT
AAGATTTTGGTGTchr3_140524436_contig_1.seq(1>1139)
AAGATTTTGGTGTchr3_140524436_hg19_1.seq(1>1211)

AAGATTTTGGTGT

2498862.custom1.ab1(1>646)



A. 
genotyped 
 
siteID:    chr4_176281833  
sample sequenced:  HGDP00711  
Alu subfamily:   AluY 
 

C. 

Figure S4.3 
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AAAGAAAACTAAGAATCAACAGAAAAAAAGTGACAaAAAAAAAAAAGAGCCTGGAGAAGCAAGCAGGGATCAAATTCTGCTGGATCTTGTCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCATAMAAGRSTTYAGGMCCATCCTGGCTAACACGG
AAAGAAAACTAAGAATCAACAGAAAAAAAGTGACAAAAAAAAAAAAGAGCCTGGAGAAGCAAGCAGGGATCAAATTCTGCTGGATCTTGTCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCATAAAAGGCTTTAGGCCCATCCTGGCTAACACGGchr4_176281833_contig_1.seq(1>980)
AAAGAAAACTAAGAATCAACAGAAAAAAAGTGACA-AAAAAAAAAAGAGCCTGGAGAAGCAAGCAGGGATCAAATTCTGCTGGATCTTGTCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCAT--------------------------------chr4_176281833_hg19_1.seq(1>1212)

ATTGGCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCATAAAAGGCTTTAGGCCCATCCTGGCTAACACGG

2518797.custom1.ab1(4>290)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcctggctaacacggAluY_1.seq(1>282)

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

TGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGA
TGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGAchr4_176281833_contig_1.seq(1>980)
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr4_176281833_hg19_1.seq(1>1212)

TGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGA

2518797.custom1.ab1(4>290)

tgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcgcgccactgcactccagcctgggcgacagagcgagaAluY_1.seq(1>282)

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

CTCCGTCTCAaaaaaaaaaaaaaAAAAAAAAaaaaaaaaaaAAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAA
CTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAAchr4_176281833_contig_1.seq(1>980)
-----------------------------------------AAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAAchr4_176281833_hg19_1.seq(1>1212)

CTCCGTCTCAAAAAAAAAAAAAAAAAAAAAA

2518797.custom1.ab1(4>290)

AAAAAAAAAAAAAAAAAAAAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAA

2518397.custom2.ab1(12>519)

ctccgtctcaAluY_1.seq(1>282)
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A. 
genotyped 
 
siteID:    chr6_95368336  
sample sequenced:  HGDP00474  
Alu subfamily:   AluYb9 
 

C. 

Figure S4.4 

B. 
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TCTTGTCTTTGTTTCCTTTGTTGTTGTCACTTGTCACAGCCTTTCTCTCATGGTTTTACTTTCAGATAATCTTTTAAATTCCTGGCTACTTTTTTCATTCACTATCTttttttttttttttttttttTTTTTTTTTGGGacGGAGTCTCGCTCTGTCGCCCAGGCCGGACTG
TCTTGTCTTTGTTTCCTTTGTTGTTGTCACTTGTCACAGCCTTTCTCTCATGGTTTTACTTTCAGATAATCTTTTAAATTCCTGGCTACTTTTTTCATTCACTATCT-----------------------------------------------------------------chr6_95368336_hg19_1.seq(1>1212)
TCTTGTCTTTGTTTCCTTTGTTGTTGTCACTTGTCACAGCCTTTCTCTCATGGTTTTACTTTCAGATAATCTTTTAAATTCCTGGCTACTTTTTTCATTCACTATCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGGGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTGchr6_95368336_contig_1.seq(1>1144)

TCTTGTCTTTGTTTCCTTTGTTGTTGTCACTTGTCACAGCCTTTCTCTCATGGTTTTACTTTCAGATAATCTTTTAAATTCCTGGCTACTTTTTTCATTCACTATCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTNG--GG

2518398.custom1.ab1(18>205)

TTTTTNTTTGGGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTG

2518398.custom2.ab1(4>590)

tgagacggagtctcgctctgtcgcccaggccggactgAluYb9_1.seq(1>289)

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

CGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCAMGCSATTCTCCYGCCTCAGCCTCCCCAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTSTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTC
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr6_95368336_hg19_1.seq(1>1212)
CGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCAAGCGATTCTCCCGCCTCAGCCTCCCCAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTCTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCchr6_95368336_contig_1.seq(1>1144)

CGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCAAGCGATTCTCCCGCCTCAGCCTCCCCAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTCTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTC

2518398.custom2.ab1(4>590)

cggactgcagtggcgcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcagcctccccagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatggtcAluYb9_1.seq(1>289)

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

TCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCttcattcactatctAGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCA
----------------------------------------------------------------------------------------------AGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCAchr6_95368336_hg19_1.seq(1>1212)
TCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTTCATTCACTATCTAGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCAchr6_95368336_contig_1.seq(1>1144)

TCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTTCATTCACTATCTAGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCA

2518398.custom2.ab1(4>590)

tcgatctcctgacctcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYb9_1.seq(1>289)

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

ATTCAAACAAATGTGATTACTGAATTTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCAATTCAAACAAATGTGATTATTGAATTAAAAACTGAGAAACAAATAGTGACCTAATGTTATATCTTCTTCTCATACTTTTGATTTtAA
ATTCAAACAAATGTGATTACTGAATTTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCAATTCAAACAAATGTGATTATTGAATTAAAAACTGAGAAACAAATAGTGACCTAATGTTATATCTTCTTCTCATACTTTTGATTTTAAchr6_95368336_hg19_1.seq(1>1212)
ATTCAAACAAATGTGATTACTGAATTTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCAATTCAAACAAATGTGATTATTGAATTAAAAACTGAGAAACAAATAGTGACCTAATGTTATATCTTCTTCTCATACTTTTGATTTTAAchr6_95368336_contig_1.seq(1>1144)

ATTCAAACAAATGTGATTACTGAATTTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCAATTCAAACAAATGTGATTATTGAATTAAAAACTGAGAAACAAATAGTGACCTAATGTTATATCTTCTTCTCATACTTTTGATTT-AA

2518398.custom2.ab1(4>590)

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

AATCCAGTTtAAGtAGAAAAaCGGTATTGTCACAGAATATTACTTGCGTGCTTATAAAGGTAGAAGTCTCCAAATTAGGAAAATCTTTTGTCTTAAAAAGATTATGCACAATTTAATTAGTACTTTCACTGTCTGAATTCTTCAGGAATGACATACATTACCATGTGGAATG
AATCCAGTTTAAGTAGAAAAACGGTATTGTCACAGAATATTACTTGCGTGCTTATAAAGGTAGAAGTCTCCAAATTAGGAAAATCTTTTGTCTTAAAAAGATTATGCACAATTTAATTAGTACTTTCACTGTCTGAATTCTTCAGGAATGACATACATTACCATGTGGAATGchr6_95368336_hg19_1.seq(1>1212)
AATCCAGTTTAAGTAGAAAAACGGTATTGTCACAGAATATTACTTGCGTGCTTATAAAGGTAGAAGTCTCCAAATTAGGAAAATCTTTTGTCTTAAAAAGATTATGCACAATTTAATTAGTACTTTCACTGTCTGAATTCTTCAGGAATGACATACATTACCchr6_95368336_contig_1.seq(1>1144)

AATCCAGTT-AAG-AGAAAA-CCGANCCGA

2518398.custom2.ab1(4>590)

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

TTCAGGAGGAAGTGCTCTTGGGATTAACACTATGCAGGGAAGGAAGCAAGCAGTATTGAGAAGAGAGGGAAGTTGAGCCACCATGCAGTCCTAACCAAGGGCTCAGCTAAACCAATAGGAGCTCTAGACTTGTAACGAACCTTCGGATTTTCTCCCAGATAGGATGAGGGGA
TTCAGGAGGAAGTGCTCTTGGGATTAACACTATGCAGGGAAGGAAGCAAGCAGTATTGAGAAGAGAGGGAAGTTGAGCCACCATGCAGTCCTAACCAAGGGCTCAGCTAAACCAATAGGAGCTCTAGACTTGTAACGAACCTTCGGATTTTCTCCCAGATAGGATGAGGGGAchr6_95368336_hg19_1.seq(1>1212)

1040

CTATC
CTATCchr6_95368336_hg19_1.seq(1>1212)



A. 
genotyped 
 
siteID:    chr6_110626735  
sample sequenced:  HGDP00877  
Alu subfamily:   unclassified 
 

C. 

Figure S4.5 
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GGGCTAATATCCAGAATCTACATGGAACTTAAACAAATTTACAAGAAARAAACAAACAATTCCATCAAATATTGGGCAAAGGATATGAACAGACRCTTTTCaaaagaagacatttGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG
GGGCTAATATCCAGAATCTACATGGAACTTAAACAAATTTACAAGAAAAAAACAAACAATTCCATCAAATATTGGGCAAAGGATATGAACAGACGCTTTTC----------------------------------------------------------------------chr6_110626735_hg19_1.seq(1>1212)
GGGCTAATATCCAGAATCTACATGGAACTTAAACAAATTTACAAGAAAGAAACAAACAATTCCATCAAATATTGGGCAAAGGATATGAACAGACACTTTTCAAAAGAAGACATTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGchr6_110626735_contig_1.seq(1>1089)

ACTTAAACAAATTTCCAAGAAAGAAACNAACAATTCCATCAAATNTTGGGCAAAGGATATGAACAGACACTTTTCAAAAGAAGACATTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG

2520316.custom3.ab1(18>327)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggAluYa5_1.seq(1>282)

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

YGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACA-AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGAGAGGCGGAGCTTGCAGTG
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr6_110626735_hg19_1.seq(1>1212)
TGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACA-AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGAGAGGCGGAGCTTGCAGTGchr6_110626735_contig_1.seq(1>1089)

TGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACA-AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGAGAGGCGGAGCTTGCA

2520316.custom3.ab1(18>327)

TCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACA-AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGAGAGGCGGAGCTTGCAGTG

2524523.custom2.ab1(145>376)

cggatcacgaggtcaggagatcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaataca-aaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgAluYa5_1.seq(1>282)

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

AGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCRACA-GAGCGAGACTCCGTCTCAaaaaaaaaaaaaaaAAAAGAAGACATTTATGTGGCCAACAAACATGAAAAAAATCTCATCATCACTGGTCATCAGAGAAATGCAAATCAAAAC-CACAATGARATGCCATCTCA
-----------------------------------------------------------------------AAAAGAAGACATTTATGTGGCCAACAAACATGAAAAAAATCTCATCATCACTGGTCATCAGAGAAATGCAAATCAAAAC-CACAATGAGATGCCATCTCAchr6_110626735_hg19_1.seq(1>1212)
AGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCAACA-GAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAGAAGACATTTATGTGGCCAACAAACATGAAAAAAATCTCATCATCACTGGTCATCAGAGAAATGCAAATCAAAAC-CACAATGAAATGCCATCTCAchr6_110626735_contig_1.seq(1>1089)

AGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCAACANGANCGAGACTCCGTCTCAAANAAAAAAAAAAAAAA

2524523.custom2.ab1(145>376)

AAAAGAAGACATTTATGTGGCCAACAAACNTGTAAATAATNTCATCATCACTGGTCATCAGNGAAATGCAAATCAATCNNCCCAATGAAATGCCATCTCA

2524523.custom1.ab1(115>565)

agccgagatcccgccactgcactccagcctgggcgaca-gagcgagactccgtctcaAluYa5_1.seq(1>282)

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

TGCCAGTTAGAATGGTGATCATTTAAAAGTCAGGAAACAACAGATGCTGGAGAGGATGTGGTGAAATAGGAACGCTTTTACACTGTTGGTGGGAGTGTAAATTAGTTCAACCATTGTGGAAGACAGTGTGGCAATTCCTCAAGGATCTAGAACTAGAAATACCATTTGACC
TGCCAGTTAGAATGGTGATCATTTAAAAGTCAGGAAACAACAGATGCTGGAGAGGATGTGGTGAAATAGGAACGCTTTTACACTGTTGGTGGGAGTGTAAATTAGTTCAACCATTGTGGAAGACAGTGTGGCAATTCCTCAAGGATCTAGAACTAGAAATACCATTTGACCchr6_110626735_hg19_1.seq(1>1212)
TGCCAGTTAGAATGGTGATCATTTAAAAGTCAGGAAACAACAGATGCTGGAGAGGATGTGGTGAAATAGGAACGCTTTTACACTGTTGGTGGGAGTGTAAATTAGTTCAACCATTGTGGAAGACAGTGTGGCAATTCCTCAAGGATCTAGAACTAGAAATACCATTTGACCchr6_110626735_contig_1.seq(1>1089)

TGCCAGTTAGAATGGTGATCATTTAAAAGTCAGGNAACNNCNGATGCTGGAGAGGATGTGGTGANATAGGAACGNTTTTACACTGTTGGTGGGAGTGTAAATTAGTTCAACCATTGTGGAAGACAGTGTGGCAATTCCTCAAGGATCTAGAACTAGAAATACCATTTGACC

2524523.custom1.ab1(115>565)

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

CAGCAATCCCATTACTGGGTAGATACCCAAAGGATTATAAATCATTCTACTATAAAGGCACATGCACACATATGTTTATTGCAGCACTATTCACAATAGCAAAGACTTGGAACCAACCCAAATGCCCACAATGTTAGACTGGATAAAGAAAATGTGGCACATATCCAATAT
CAGCAATCCCATTACTGGGTAGATACCCAAAGGATTATAAATCATTCTACTATAAAGGCACATGCACACATATGTTTATTGCAGCACTATTCACAATAGCAAAGACTTGGAACCAACCCAAATGCCCACAATGTTAGACTGGATAAAGAAAATGTGGCACATATCCAATATchr6_110626735_hg19_1.seq(1>1212)
CAGCAATCCCATTACTGGGTAGATACCCAAAGGATTATAAATCATTCTACTATAAAGGCACATGCACACATATGTTTATTGCAGCACTATTCACAATAGCAAAGACTTGGAACCAACCCAAATGCCCACAATGTTAGACTGGATAAAGAAAATchr6_110626735_contig_1.seq(1>1089)

CAGCAATCCCATTACTGGGTAGATNCCCAAAGGATTATAAATCATTCTACTATAAAGGCACATGCACACATATGTTTATTGCAGCACTATTCACAATAGCAAAGACTTGGAACCAACCCAAATGCCCACAATGTTAGACTGGATAAAGANAATGTNGCACATATCCAATAT

2524523.custom1.ab1(115>565)

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

GGAATACWATGCAGTCATAAAAAAGGTTGAGTTCATTTTCTTTGCAGGGACATGGATGAAGCTGGAAACCATCATCCTCAGCAAACCGAACACCACATGTTCTCACTCATAAGTGGGAGCTGAACAACAAGAACATATGGGCACAGGGAGGGAAACATCACACACCAGGGC
GGAATACTATGCAGTCATAAAAAAGGTTGAGTTCATTTTCTTTGCAGGGACATGGATGAAGCTGGAAACCATCATCCTCAGCAAACCGAACACCACATGTTCTCACTCATAAGTGGGAGCTGAACAACAAGAACATATGGGCACAGGGAGGGAAACATCACACACCAGGGCchr6_110626735_hg19_1.seq(1>1212)

GGAATAAAA

2524523.custom1.ab1(115>565)

1030

C
Cchr6_110626735_hg19_1.seq(1>1212)
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GTCCCCTAACTTACTAAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCCgGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGT
GTCCCCTAACTTACTAAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCCGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGTchr6_131113268_contig_1.seq(1>1107)
GTCCCCTAACTTACTAAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCC----------------------------------------------------------chr6_131113268_hg19_1.seq(1>1208)

GTCCCCTAACTTACTAAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCCGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGT

2498855.custom2.ab1(24>641)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggtAluYb8_1.seq(1>289)

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

GGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAG
GGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAGchr6_131113268_contig_1.seq(1>1107)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr6_131113268_hg19_1.seq(1>1208)

GGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAG

2498855.custom2.ab1(24>641)

ggatcatgaggtcaggagatcgagaccatcctggctaacaaggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgcggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaagcggagcttgcagtgagAluYb8_1.seq(1>289)

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

CCGAGATTGCGCCACTGCAGTCCGCAGTMYGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAaaaaaaaaaaaatctcaaggccAAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTATTTAGTCAAACTTCCACTCAGCTGAAAGT
CCGAGATTGCGCCACTGCAGTCCGCAGTATGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAATCTCAAGGCCAAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTATTTAGTCAAACTTCCACTCAGCTGAAAGTchr6_131113268_contig_1.seq(1>1107)
----------------------------------------------------------------------------------------------AAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTATTTAGTCAAACTTCCACTCAGCTGAAAGTchr6_131113268_hg19_1.seq(1>1208)

CCGAGATTGCGCCACTGCAGTCCGCAGTATGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAA

2498855.custom2.ab1(24>641)

AAAAAAAAAAAAAAAAAAAAAAATCTCAAGGCCAAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTATTTAGTCAAACTTCCACTCAGCTGAAAGT

2498855.custom1.ab1(15>354)

ccgagattgcgccactgcagtccgcagtccggcctgggcgacagagcgagactccgtctcaAluYb8_1.seq(1>289)

520 530

CGGTAAGCCTCATGTCATGACAAAG
CGGTAAGCCTCATGTCATGACAAAGchr6_131113268_contig_1.seq(1>1107)
CGGTAAGCCTCATGTCATGACAAAGchr6_131113268_hg19_1.seq(1>1208)

CGGTAAGCCTCATGTCATGACAAAG

2498855.custom1.ab1(15>354)



A. 
genotyped 
 
siteID:    chr7_49057615  
sample sequenced:  HGDP00711  
Alu subfamily:   AluYc1 
 

C. 

Figure S4.7 

B. 

Thursday, August 20, 2015 2:23 PM Page 1
Project: chr7_49057615_alignment_trace.sqd Contig 2

100 200 300 400 500 600

Coverage Threshold

Conflicts

Depth of Coverage
2
6

Contig 2
chr7_49057615_contig_1.seq(1>1314)
chr7_49057615_hg19_1.seq(1>1215)
2498863.custom2.ab1(19>364)
2498863.custom1.ab1(2>547)
AluY_1.seq(1>282)

Thursday, August 20, 2015 2:23 PM Page 1
Project: chr7_49057615_alignment_trace.sqd Contig 2

100 200 300 400 500 600

Coverage Threshold

Conflicts

Depth of Coverage
2
6

Contig 2
chr7_49057615_contig_1.seq(1>1314)
chr7_49057615_hg19_1.seq(1>1215)
2498863.custom2.ab1(19>364)
2498863.custom1.ab1(2>547)
AluY_1.seq(1>282)

Thursday, August 20, 2015 2:22 PM Page 1
Project: chr7_49057615_alignment_trace.sqd Contig 2

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

TACATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCG
TACATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGchr7_49057615_contig_1.seq(1>1314)
TACATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCT---------------------------------------------------------------chr7_49057615_hg19_1.seq(1>1215)

TACATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCTTTTTTTTTTTTTTTTT

2498863.custom2.ab1(19>364)

TTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCG

2498863.custom1.ab1(2>547)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgAluY_1.seq(1>282)

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

ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCYACCACGCCCAGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCG
ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCTACCACGCCCAGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGchr7_49057615_contig_1.seq(1>1314)
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr7_49057615_hg19_1.seq(1>1215)

ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCTACCACGCCCAGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCG

2498863.custom1.ab1(2>547)

atctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccacgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctcctgacctcgAluY_1.seq(1>282)

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

TGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCtgtagcttggttctAACAAATGGCATTCTGATTTTACCATGTATATAGAAATGTAAATGAYCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTA
TGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGTAGCTTGGTTCTAACAAATGGCATTCTGATTTTACCATGTATATAGAAATGTAAATGATCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTAchr7_49057615_contig_1.seq(1>1314)
-----------------------------------------------------------------------------AACAAATGGCATTCTGATTTTACCATGTATATAGAAATGTAAATGACCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTAchr7_49057615_hg19_1.seq(1>1215)

TGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGTAGCTTGGTTCTAACAAATGGCATTCTGATTTTACCATGTATATAGAAATGTAAATGANCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTA

2498863.custom1.ab1(2>547)

tgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluY_1.seq(1>282)

520 530

CACTACATGATTTCAAGAATTA
CACTACATGATTTCAAGAATTAchr7_49057615_contig_1.seq(1>1314)
CACTACATGATTTCAAGAATTAchr7_49057615_hg19_1.seq(1>1215)

CACTACATGATTTCAAGAATTA

2498863.custom1.ab1(2>547)
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TAAAAAATAAAATAGTATCTCATGTTTCCCTTTGCCTGCATTCTCTCCAGTCTATTTTAAAGACCCTGTTAGCACAATATCCGTGAGACCTGCCTTAATccagccctgcattcttcttTTTTTTTTTTTTTTTTTTTTTTTTttTGAGACGGAGTCTCGCTCTGTCGCCCAGG
TAAAAAATAAAATAGTATCTCATGTTTCCCTTTGCCTGCATTCTCTCCAGTCTATTTTAAAGACCCTGTTAGCACAATATCCGTGAGACCTGCCTTAATCCAGCCCTGCATTCTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGchr8_61526780_contig_1.seq(1>711)
TAAAAAATAAAATAGTATCTCATGTTTCCCTTTGCCTGCATTCTCTCCAGTCTATTTTAAAGACCCTGTTAGCACAATATCCGTGAGACCTGCCTTAAT--------------------------------------------------------------------------chr8_61526780_hg19_1.seq(1>385)

TAAAAAATAAAATAGTATCTCATGTTTCCCTTTGCCTGCATTCTCTCCAGTCTATTTTAAAGACCCTGTTAGCACAATATCCGTGAGACCTGCCTTAATCCAGCCCTGCATTCTTCTTTTTTTTTTTTTTTTTTTTTTTTTT

2498858.custom2.ab1(1>142)

TTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGG

2498858.custom1.ab1(6>406)

tgagacggagtctcgctctgtcgcccaggAluYa5_1.seq(1>282)

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

CTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACYACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTC
CTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACCACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCchr8_61526780_contig_1.seq(1>711)
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr8_61526780_hg19_1.seq(1>385)

CTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACCACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTC

2498858.custom1.ab1(6>406)

ctggagtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtcAluYa5_1.seq(1>282)

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

TCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCAGCCCTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAA
TCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCAGCCCTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAAchr8_61526780_contig_1.seq(1>711)
-------------------------------------------------------------------------------CCAGCCCTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAAchr8_61526780_hg19_1.seq(1>385)

TCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCAGCCCTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAA

2498858.custom1.ab1(6>406)

tcgatctcctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)
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ACAGTCTCAACCCCAGCAAGCTGTTTTGTGGATATCAACAAAGTGATTCTAAAGTTTATGTGGCAAGGCAAAGGATCTAGGCTAGCCAGCACAATATTaaagaaggagcaaaggGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGC
ACAGTCTCAACCCCAGCAAGCTGTTTTGTGGATATCAACAAAGTGATTCTAAAGTTTATGTGGCAAGGCAAAGGATCTAGGCTAGCCAGCACAATATTAAAGAAGGAGCAAAGGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCchr10_124736002_contig_1.seq(1>862)
ACAGTCTCAACCCCAGCAAGCTGTTTTGTGGATATCAACAAAGTGATTCTAAAGTTTATGTGGCAAGGCAAAGGATCTAGGCTAGCCAGCACAATATT-------------------------------------------------------------------------chr10_124736002_hg19_1.seq(1>701)

GTTTATGTGGCAAGGCAAAGGATCTAGGCTAGCCAGCACAATATTAAAGAAGGAGCAAAGGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGC

2498851.custom2.ab1(17>382)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcAluYc1_1.seq(1>282)

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

GGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCRGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAG
GGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCAGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGchr10_124736002_contig_1.seq(1>862)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr10_124736002_hg19_1.seq(1>701)

GGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCAGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCGGTGAG

2498851.custom2.ab1(17>382)

ggatcacgaggtcaggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtggtagcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagAluYc1_1.seq(1>282)

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

CCGAGATCGCGCCACTRCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAaAAAAAAAAAAAAAAAAAAAAAAAGAAGGAGCAAAACTAGAAGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAAGATAGTGTCATATTGGCAAAAGAATA
CCGAGATCGCGCCACTACACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAGAAGGAGCAAAACTAGAAGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAAGATAGTGTCATATTGGCAAAAGAATAchr10_124736002_contig_1.seq(1>862)
---------------------------------------------------------------------------AAAGAAGGAGCAAAACTAGAAGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAAGATAGTGTCATATTGGCAAAAGAATAchr10_124736002_hg19_1.seq(1>701)

CCGAGATCGCGCCACTACACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAA

2498851.custom2.ab1(17>382)

AAAAAAAAAAAAAAAAAAAAAAAGAAGGAGCAAAACTAGAAGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAAGATAGTGTCATATTGGCAAAAGAATA

2498851.custom1.ab1(38>200)

ccgagatcgcgccactgcactccagcctgggcgacagagcgagactccgtctcaAluYc1_1.seq(1>282)

520

GACAAA
GACAAAchr10_124736002_contig_1.seq(1>862)
GACAAAchr10_124736002_hg19_1.seq(1>701)

GACAAA

2498851.custom1.ab1(38>200)



A. 
genotyped 
 
siteID:    chr12_15104642  
sample sequenced:  HGDP00471  
Alu subfamily:   AluYc1 
 

C. 

Figure S4.10 

B. 
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CCCCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACATTTACTTGTTTTGTGTTaaaacattgaggagaGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGA
CCCCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACATTTACTTGTTTTGTGTTAAAACATTGAGGAGAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAchr12_15104642_contig_1.seq(1>1456)
CCCCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACATTTACTTGTTTTGTGTT-----------------------------------------------------------------chr12_15104642_hg19_1.seq(1>1213)

CCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACATTTACTTGTTTTGTGTTAAAACATTGAGGAGAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGA

2498861.custom2.ab1(23>441)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaAluY_1.seq(1>282)

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

GGCGGGYGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAKAATGGCGTGAACCCGGGARGCGGAGCTTG
GGCGGGTGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGATAATGGCGTGAACCCGGGAAGCGGAGCTTGchr12_15104642_contig_1.seq(1>1456)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr12_15104642_hg19_1.seq(1>1213)

GGCGGGTGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGATAATGGCGTGAACCCGGGAAGCGGAGCTTG

2498861.custom2.ab1(23>441)

ggcgggcggatcacgaggtcaggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgAluY_1.seq(1>282)

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

CAGTGAGCCGARATMGCRCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaAAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAARGGTTAATGACTGAATAGTAGATTCAAA
CAGTGAGCCGAAATAGCACCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAAAGGTTAATGACTGAATAGTAGATTCAAAchr12_15104642_contig_1.seq(1>1456)
-----------------------------------------------------------------------------------------------------AAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAAGGGTTAATGACTGAATAGTAGATTCAAAchr12_15104642_hg19_1.seq(1>1213)

CAGTGAGCCGAAATAGCACCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAA

2498861.custom2.ab1(23>441)

AAAAAAAAAAAAAAAAAAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAAAGGTTAATGACTGAATAGTAGATTCAAA

2498861.custom1.ab1(1>233)

cagtgagccgagatcgcgccactgcactccagcctgggcgacagagcgagactccgtctcaAluY_1.seq(1>282)

520 530

AATTATTCCTTTTAGAGGATG
AATTATTCCTTTTAGAGGATGchr12_15104642_contig_1.seq(1>1456)
AATTATTCCTTTTAGAGGATGchr12_15104642_hg19_1.seq(1>1213)

AATTATTCCTTTTAGAGGATG

2498861.custom1.ab1(1>233)



A. 
genotyped 
 
siteID:    chr13_57589043  
sample sequenced:  HGDP00877  
Alu subfamily:   unclassified 
 

C. 

Figure S4.11 

B. 
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GTTTGCAACCTGTGATACCCCAGAGAGCACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGTGATTTTTTtttttTTTTTTTTTTTTTTTTTttttttttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCR
GTTTGCAACCTGTGATACCCCAGAGAGCACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGTGATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCAchr13_57589043_contig_1.seq(1>898)
GTTTGCAACCTGTGATACCCCAGAGAGCACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGTGATTTTTT-----------------------------------------------------------------------------------chr13_57589043_hg19_1.seq(1>1213)

GTTTGCAACCTGTGATACCCCAGAGAGCACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGTGATTTTTTTTTTTTTTTTTTTTTTTTTTTT

2498854.custom2.ab1(11>267)

GGGNTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTNGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCA

2498854.custom1.ab1(11>179)

tgagacggagtctcgctctgtcgcccaggctggagtgcagtggcgcgAluYc_1.seq(1>282)

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

ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTMWMCSTRWTYTYYTAGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAACTAACACAACCTTCAAAACTTAATGAAGAGGAGGGCATACAGAGACAATAATATGAGTAAAAACACTGTTTTAAACATGAAT
ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTATACGTGATTTTTTAGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAACTAACACAACCTTCAAAACTTAATGAAGAGGAGGGCATACAGAGACAATAATATGAGTAAAAACACTGTTTTAAACATGAATchr13_57589043_contig_1.seq(1>898)
------------------------------------------------AGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAACTAACACAACCTTCAAAACTTAATGAAGAGGAGGGCATACAGAGACAATAATATGAGTAAAAACACTGTTTTAAACATGAATchr13_57589043_hg19_1.seq(1>1213)

ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTATACGTGATTTTTTAGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAAC

2498854.custom1.ab1(11>179)

atctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgctaccacgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctcctgacctcgAluYc_1.seq(1>282)

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

GCTGCATACTGCAATAAAGGAAAAAGTAAAAATAAAAAGAATTTAGGAAGCTTGGCTCTTTGTCTTAATTTTATCTTAATTTATTCATTTCAAATTATGAAAAATCACCTAATCCTTGAACCTCAATTTTCTGAATTGTAAAATGCAGAAATACATATCCTATTGGATAGTC
GCTGCATACTGCAATAAAGGAAAAAGTAAAAATAAAAAGAATTTAGGAAGCTTGGCTCTTTGTCTTAATTTTATCTTAATTTATTCATTTCAAATTATGAAAAATCACCTAATCCTTGAACCTCAATTTTCTGAATTGTAAAATGCAGAAATACATATCCTATTGGATAGTCchr13_57589043_contig_1.seq(1>898)
GCTGCATACTGCAATAAAGGAAAAAGTAAAAATAAAAAGAATTTAGGAAGCTTGGCTCTTTGTCTTAATTTTATCTTAATTTATTCATTTCAAATTATGAAAAATCACCTAATCCTTGAACCTCAATTTTCTGAATTGTAAAATGCAGAAATACATATCCTATTGGATAGTCchr13_57589043_hg19_1.seq(1>1213)
tgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYc_1.seq(1>282)

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

CAGATTTTTGTAATTGTAATTATTAATTATTTCTTTTTTTAAAAAATTTACTTTAAGTTCCAAGATACATGTGCAGAAAGTACAGGTTTGTTACACAGGTATACTTGTGCCATGGTGGTTTGATTCACCTGTTGATTCATCCTCTAAGTTCCCACCCCTAACCACCTACCTC
CAGATTTTTGTAATTGTAATTATTAATTATTTCTTTTTTTAAAAAATTTACTTTAAGTTCCAAGATACATGTGCAGAAAGTACAGGTTTchr13_57589043_contig_1.seq(1>898)
CAGATTTTTGTAATTGTAATTATTAATTATTTCTTTTTTTAAAAAATTTACTTTAAGTTCCAAGATACATGTGCAGAAAGTACAGGTTTGTTACACAGGTATACTTGTGCCATGGTGGTTTGATTCACCTGTTGATTCATCCTCTAAGTTCCCACCCCTAACCACCTACCTCchr13_57589043_hg19_1.seq(1>1213)

690 700 710 720 730 740 750 760 770 780 790 800 810

CCAGCAGCCCCAGGTATGTATTGTTCCCCTCCCTGTGTCTATGTGTTCTCATTGTTCAACTCCCACTTATGTGTGAGAACATGCAGTGCTTGGTTTTCTGTTCCTGTGTTAGTTTGCTAAGGATGATGGCT
CCAGCAGCCCCAGGTATGTATTGTTCCCCTCCCTGTGTCTATGTGTTCTCATTGTTCAACTCCCACTTATGTGTGAGAACATGCAGTGCTTGGTTTTCTGTTCCTGTGTTAGTTTGCTAAGGATGATGGCTchr13_57589043_hg19_1.seq(1>1213)
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genotyped 
 
siteID:    chr13_71142396  
sample sequenced:  HGDP00213  
Alu subfamily:   AluYb8 
 

C. 

Figure S4.12 
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AGCCACACTTGTGTGTTGTGTGCAATACGAAAATGCCACAAGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTTGGATATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTTtTTTTTTTTTTTTTTTTTTTTTtTGAGACGGAGTCTC
AGCCACACTTGTGTGTTGTGTGCAATACGAAAATGCCACAAGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTTGGATATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCchr13_71142396_contig_1.seq(1>836)
AGCCACACTTGTGTGTTGTGTGCAATACGAAAATGCCACAAGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTTGGATATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTT-------------------------------------chr13_71142396_hg19_1.seq(1>276)

ATGCCACAAGGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTNGGATATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTTTTTTTTTTTTTTTTTTTTTTTT

2518072.custom1.ab1(19>144)

TTTTTTTNTTTTTTTTTTTTTTTGAGACGGAGTCTC

2510763.custom1.ab1(11>126)

tgagacggagtctcAluYb8.seq(1>289)

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

GCTCTGTCGCCCAGGYCGGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCAMMSYKCYYATCATGTACATGCTGAAGTAGTAGGTTTCACACAG
GCTCTGTCGCCCAGGTCGGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCAAACTTCTTATCATGTACATGCTGAAGTAGTAGGTTTCACACAGchr13_71142396_contig_1.seq(1>836)
-----------------------------------------------------------------------------------------------------------------------------------------ATCATGTACATGCTGAAGTAGTAGGTTTCACACAGchr13_71142396_hg19_1.seq(1>276)

GCTCTGTCGCCCAGGTCGGACTGCGGACTNCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTCCCCGGGTTCACGCC

2510763.custom1.ab1(11>126)

CACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCAAACTTCTTATCATGTACATGCTGAAGTAGTAGGTTTCACACAG

2510763.custom2.ab1(23>468)

gctctgtcgcccaggccggactgcggactgcagtggcgcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcagcctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggttAluYb8.seq(1>289)

350 360 370 380 390 400 410 420 430 440 450

CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGTACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAA
CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGTACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAAchr13_71142396_contig_1.seq(1>836)
CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGTACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAAchr13_71142396_hg19_1.seq(1>276)

CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGNACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAA

2510763.custom2.ab1(23>468)

tcaccttgttagccaggatggtctcgatctcctgacctcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYb8.seq(1>289)



A. 
genotyped 
 
siteID:    chr16_8418198  
sample sequenced:  HGDP00721  
Alu subfamily:   AluYa4 
 

C. 

Figure S4.13 
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CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGGCCGGGCGCGGTGGCTCACGCCTG
CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGGCCGGGCGCGGTGGCTCACGCCTGchr16_8418198_contig_1.seq(1>1163)
CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGG-----------------------chr16_8418198_hg19_1.seq(1>1215)

CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGGCCGGGCGCGGTGGCTCACGCCTG

2498853.custom2.ab1(1>665)

ggccgggcgcggtggctcacgcctgAluYa4_1.seq(1>282)

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

TAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGG
TAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGchr16_8418198_contig_1.seq(1>1163)
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr16_8418198_hg19_1.seq(1>1215)

TAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGAATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGG

2498853.custom2.ab1(1>665)

taatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggAluYa4_1.seq(1>282)

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

CGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGSACYCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAgaagctaacataaggTAGGTRTTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTT
CGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGGACCCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAGAAGCTAACATAAGGTAGGTGTTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTTchr16_8418198_contig_1.seq(1>1163)
---------------------------------------------------------------------------------------------------------------------TAGGTATTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTTchr16_8418198_hg19_1.seq(1>1215)

CGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAA

2498853.custom2.ab1(1>665)

AAAAAAAAAAAAAAAAAGAAGCTAACATAAGGTAGGTGTTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTT

2498853.custom1.ab1(17>154)

cgtgaacccgggaggcggagcttgcagtgagccgagatcgcgccactgcactccagcctgggcgacagagcgagactccgtctcaAluYa4_1.seq(1>282)

520 530 540 550 560

AAGTAACTAAGTCAAGGTCACAGAGCATGTATCTATATATGGAAAACCCA
AAGTAACTAAGTCAAGGTCACAGAGCATGTATCTATATATGGAAAACCCAchr16_8418198_contig_1.seq(1>1163)
AAGTAACTAAGTCAAGGTCACAGAGCATGTATCTATATATGGAAAACCCAchr16_8418198_hg19_1.seq(1>1215)

AAGTAACTAAGTCAAGGTCACAGAGCATGTATCTATATATGGAAAACCCA

2498853.custom1.ab1(17>154)



A. 
not genotyped 
 
siteID:    chr1_167506112  
sample sequenced:  HGDP00959  
Alu subfamily:   AluYe5 
 

C. 

Figure S4.14 

B. 
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AAACAAATCACTTCATTCTAAGTCACACaAGCAAGTTGGAGGTCCAACCTCCATCTTCCACTATATTCACTAAAGTACAAAGTCTGTAAGCAAAACGTTTGTTAARAWKWYAKWGAGSRTCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGC
AAACAAATCACTTCATTCTAAGTCACACAAGCAAGTTGGAGGTCCAACCTCCATCTTCCACTATATTCACTAAAGTACAAAGTCTGTAAGCAAAACGTTTGTTAAAATTTCATTGAGGGTCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCchr1_167506112_contig_1.seq(1>1023)
AAACAAATCACTTCATTCTAAGTCACAC-AGCAAGTTGGAGGTCCAACCTCCATCTTCCACTATATTCACTAAAGTACAAAGTCTGTAAGCAAAACGTTTGTT--------------------------------------------------------------------chr1_167506112_hg19_1.seq(1>1209)

AACAAATCACTTCATTCTAAGTCACACAAGCAAGTTGGAGGTCCAACCTCCATCTTCCACTATATTCACTAAAGTACAAAGTCTGTAAGCAAAACGTTTGTTAAAATTTCATTGAGGGTCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGC

2498859.custom2.ab1(13>352)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagcAluYe5.seq(1>281)

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

CGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGGCTGCAGTGAGCCGAGATYGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAaaaaaaaaaaaaaaaaaaaaaaaaa-t
CGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGGCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAA-Tchr1_167506112_contig_1.seq(1>1023)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr1_167506112_hg19_1.seq(1>1209)

CGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGGCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAA

2498859.custom2.ab1(13>352)

cgggcgaggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaaccccggggggcggagcctgcagtgagccgagatcgcgccactgcactccagcctgggcgacagcgagactccgtctcaAluYe5.seq(1>281)

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

tcattgaggggttaccccccgtaaggaaagattgacac-tttyhaaaaaaaa-aaaaaaaaaaaaaaaaAAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTTTGGGGCTACAGTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGGA
TCATTGAGGGGTTACCCCCCGTAAGGAAAGATTGACAC-NNNNNNNNNNNNNNNNNNNNNNNNNAAAAAAAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTTTGGGGCTACAGTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGGAchr1_167506112_contig_1.seq(1>1023)
---------------------------------------------------------------------AAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTTTGGGGCTACAGTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGGAchr1_167506112_hg19_1.seq(1>1209)

TTTNNAAAAAAAA-AAAAAAAAAAAAAAAAAAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTTTGGGGCTACAGTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGGA

2498859.custom1.ab1(3>240)

520

CTACCTACTCCTGAAA
CTACCTACTCCTGAAAchr1_167506112_contig_1.seq(1>1023)
CTACCTACTCCTGAAAchr1_167506112_hg19_1.seq(1>1209)

CTACCTACTCCTGAAA

2498859.custom1.ab1(3>240)



A. 
not genotyped 
 
siteID:    chr5_45724110  
sample sequenced:  HGDP00856  
Alu subfamily:   AluYa5 
 

C. 

Figure S4.15 
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CTTGATGCTTTATTGAGACTCTGATACATGACAGAGATGGAAGCATGAATTAATTCAGTTAGAAAGCTAAAGCAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAAC
CTTGATGCTTTATTGAGACTCTGATACATGACAGAGATGGAAGCATGAATTAATTCAGTTAGAAAGCTAAAGCAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACchr5_45724110_contig_1.seq(1>1219)
CTTGATGCTTTATTGAGACTCTGATACATGACAGAGATGGAAGCATGAATTAATTCAGTTAGAAAGCTAAAGCA--------------------------------------------------------------------------------------------------chr5_45724110_hg19_1.seq(1>763)

CTTGATGCTTTATTGAGACTCTGATACATGACAGAGATGGAAGCATGAATTAATTCAGTTAGAAAGCTAAAGCAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAAC

2498860.custom2.ab1(3>509)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcccggctaaaacAluYa5_1.seq(1>282)

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

GGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGA
GGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAchr5_45724110_contig_1.seq(1>1219)
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr5_45724110_hg19_1.seq(1>763)

GGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGA

2498860.custom2.ab1(3>509)

ggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccactgcactccagcctgggcgacagagcgaAluYa5_1.seq(1>282)

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

GACTCCGTCTCAaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaacaatgccccaggcacgaaa-aaaaaaaaaaaaaaaaaaaaaaaaaagaaagctaaagcaATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTA
GACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACAATGCCCCAGGCACGAAA-NNNNNNNNNNNNNNNNNNNAAAAAAAGAAAGCTAAAGCAATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTAchr5_45724110_contig_1.seq(1>1219)
----------------------------------------------------------------------------------------------------------ATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTAchr5_45724110_hg19_1.seq(1>763)

AAAAAAAAAAAAAAAAAAAAAAAAAAGAAAGCTAAAGCAATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTA

2498860.custom1.ab1(2>263)

GACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

2498860.custom2.ab1(3>509)

gactccgtctcaAluYa5_1.seq(1>282)

520 530 540 550

TAAACTTCTAAATATTTGTTTTGAATATAGAGATAACA
TAAACTTCTAAATATTTGTTTTGAATATAGAGATAACAchr5_45724110_contig_1.seq(1>1219)
TAAACTTCTAAATATTTGTTTTGAATATAGAGATAACAchr5_45724110_hg19_1.seq(1>763)

TAAACTTCTAAATATTTGTTTTGAATATAGAGATAACA

2498860.custom1.ab1(2>263)
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A. 
not genotyped 
 
siteID:    chr5_119485627  
sample sequenced:  HGDP00987  
Alu subfamily:   unclassified 
 

C. 

Figure S4.16 

B. 
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ACTGGGATTAATAAATATTTAAAAAATTTCTGATACTGCATATTCTCACTTATACATGGGAGTTAAATGATGAGAACACACGGTACACATAGAGGGGAACAACAGATCCTGGGGCCTACCTGAGGGTGAAGGGTGAGAGGAGAGAAAGGATCAGGGAAAATAACTAATGGGT
AGGAGAGAAAGGATCAGGGAAAATAACTAATGGGTchr5_119485627_contig_1.seq(1>553)
AGGAGAGAAAGGATCAGGGAAAATAACTAATGGGTchr5_119485627_hg19_1.seq(1>240)

ACTGGGATTAATAAATATTTAAAAAATTTCTGATACTGCATATTCTCACTTATACATGGGAGTTAAATGATGAGAACACACGGTACACATAGAGGGGAACAACAGATCCTGGGGCCTACCTGAGGGTGAAGGGTGAGAGGAGAGAAAGGATCAGGGAAAATAACTAATGGGT

2518046.custom1.ab1(2>306)

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

GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAAAAAAAMATTTaTTTTYTTTTTTTTTTTTTttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTG
GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAAAAAAANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNchr5_119485627_contig_1.seq(1>553)
GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAA--------------------------------------------------------------------chr5_119485627_hg19_1.seq(1>240)

GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAAAAAAACATTTATTTTCTTTTTTTTTTTTT

2518046.custom1.ab1(2>306)

AAAAAAAAAAAANTTT-TTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTG

2518046.custom2.ab1(4>422)

tgagacggagtctcgctctgtcgcccaggctggagtgAluYa5_1.seq(1>282)

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

CAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCT
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCTchr5_119485627_contig_1.seq(1>553)
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr5_119485627_hg19_1.seq(1>240)

CAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCT

2518046.custom2.ab1(4>422)

cagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtctcgatctAluYa5_1.seq(1>282)

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

CCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACATTTATTTTCTGTGCAGAGTGAGTGTTGCTATTAATTATGACTTGATGAGTTTTCTTAGCACTCTTTATGTAACAATTACATTCCATTAAATTG
CCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACATTTATTTTCTGTGCAGAGTGAGTGTTGCTATTAATTATGACTTGATGAGTTTTCTTAGCACTCTTTATGTAACAATTACATTCCATTAAATTGchr5_119485627_contig_1.seq(1>553)
-------------------------------------------------------------------------AAAACATTTATTTTCTGTGCAGAGTGAGTGTTGCTATTAATTATGACTTGATGAGTTTTCTTAGCACTCTTTACGTAACAATTACATTCCATTAAATTGchr5_119485627_hg19_1.seq(1>240)

CCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACATTTATTTTCTGTGCAGAGTGAGTGTTGCTATTAATTATGACTTGATGAGTTTTCTTAGCACTCTTTATGTAACAATTACATTCCATTAAATTG

2518046.custom2.ab1(4>422)

cctgacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYa5_1.seq(1>282)

690

GG
GGchr5_119485627_contig_1.seq(1>553)
GGchr5_119485627_hg19_1.seq(1>240)

GG

2518046.custom2.ab1(4>422)
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A. 
not genotyped 
 
siteID:    chr6_156541106  
sample sequenced:  HGDP00711  
Alu subfamily:   AluYb8 
 

C. 

Figure S4.17 

B. 
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GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGCTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGCTAA
GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGCTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGCTAAchr6_156541106_contig_1.seq(1>1112)
GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGCTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGCTAAchr6_156541106_hg19_1.seq(1>1212)

GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGNTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGNTAA

2510760.custom1.ab1(17>775)

ggccgggcgcggtggctcacgccAluYb8_1.seq(1>289)

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

ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGTTCTATCCCTACGACATTCAWSMKRSYWMACWAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAA
ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGTTCTATCCCTACGACATTCAAGAGACTACACTAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAAchr6_156541106_contig_1.seq(1>1112)
ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGTTCTATCCCTACGACATTC--------------------------------------------------------------------------------------------------------------chr6_156541106_hg19_1.seq(1>1212)

ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGTTCTATCCCTACGACATTCAAGAGACTACACTAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTANTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAA

2510760.custom1.ab1(17>775)

tgtaatcccagcactttgggaggccgaggcgggtggatcatgaggtcaggagatcgagaccatcctggctaacaaggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgcggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaaAluYb8_1.seq(1>289)

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

TGGCGTGAACCCRGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCAYTGCAGTCCGCAGTCCGGCCTGGGCRACAGAGCGAGACTCCGTCTCAraAAAaaaaaaaaaaaaaamaaaaAAGAGACTACACTAAGCACAGTGCACATTCAATGGATAATAATCATAGCTAG
TGGCGTGAACCCAGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCATTGCAGTCCGCAGTCCGGCCTGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAGAGACTACACTAAGCACAGTGCACATTCAATGGATAATAATCATAGCTAGchr6_156541106_contig_1.seq(1>1112)
-----------------------------------------------------------------------------------------------------------------------AAGAGACTACACTAAGCACAGTGCACATTCAATGGATAATAATCATAGCTAGchr6_156541106_hg19_1.seq(1>1212)

TGGCGTGAACCCAGGAAGCGGAGCTTGCA

2510760.custom1.ab1(17>775)

AGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCATTGCAGTCCGCAGTCCGGCCTGGGCAACAGAGCGAGACTCCGTCTCAGAAAA

2510760.custom2.ab1(10>97)

NAANNANAAAAAAAAAACAATAAAGAGACTACACTAAGCACAGTGCACATTCAATGGATAATAATCATAGCTAG

2516000.custom2.ab1(18>200)

tggcgtgaacccgggaagcggagcttgcagtgagccgagattgcgccactgcagtccgcagtccggcctgggcgacagagcgagactccgtctcaAluYb8_1.seq(1>289)

520 530 540 550

AGTAAGACACATGCCTTAGAATGTGGTCCAAAACTGAAATA
AGTAAGACACATGCCTTAGAATGTGGTCCAAAACTGAAATAchr6_156541106_contig_1.seq(1>1112)
AGTAAGACACATGCCTTAGAATGTGGTCCAAAACTGAAATAchr6_156541106_hg19_1.seq(1>1212)

AGTAAGACACATGCCTTAGAATGTGGTCCAAAACTGAAATA

2516000.custom2.ab1(18>200)
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CAGTTATGAGTAAAGCTGCTATAAACATCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCACCTCCTTTGGATAATTACCAAGGAGTGCAGTGGCTAAATCATATGGTAAGAGTATGGTTAGTTTTGTAAGGAATTGCTAAACTATTAAATATCTCCCAAAGTGGCTGKa
CAGTTATGAGTAAAGCTGCTATAAACATCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCACCTCCTTTGGATAATTACCAAGGAGTGCAGTGGCTAAATCATATGGTAAGAGTATGGTTAGTTTTGTAAGGAATTGCTAAACTATTAAATATCTCCCAAAGTGGCTGGAchr9_91947707_contig_1.seq(1>1002)
CAGTTATGAGTAAAGCTGCTATAAACATCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCACCTCCTTTGGATAATTACCAAGGAGTGCAGTGGCTAAATCATATGGTAAGAGTATGGTTAGTTTTGTAAGGAATTGCTAAACTATTAAATATCTCCCAAAGTGGCTGT-chr9_91947707_hg19_1.seq(1>1214)

CAGTTATGAGTAAAGCTGCTATAAACNTCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCNCCTCCTTTGGATAANTACCNTGGAGTGCAGTGGCTATNTCNTANGGTAAGAGTATGGTTAGTTTTNAAAGGAATTGCNAAACTATTATATNTCTCCCAAAGTGGNTGAA

2527936.custom1.ab1(58>537)

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

hskttttttcttctttttttttttttttnnnnnnnnnnnnnnnnnnnnnAGGAATTGCWAAAYTATTAAATAYCYCCCAAAGTGGCTGTaacttttttcattcttttttttttttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTGCGGACTGCAGTGGC
ACGTTTTTTCTTCTTTTTTTTTTTTTTTNNNNNNNNNNNNNNNNNNNNNAGGAATTGCAAAATTATTAAATACCCCCCAAAGTGGCTGTAACTTTTTTCATTCTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTGCGGACTGCAGTGGCchr9_91947707_contig_1.seq(1>1002)
-------------------------------------------------AGGAATTGCTAAACTATTAAATATCTCCCAAAGTGGCTGT-----------------------------------------------------------------------------------chr9_91947707_hg19_1.seq(1>1214)

CGTTTTT

2527936.custom1.ab1(58>537)

TTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTGCGGACTGCAGTGGC

2510761.custom1.ab1(12>96)

tgagacggagtctcgctctgtcgcccaggccggactgcggactgcagtggcAluYb9_1.seq(1>289)

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

GCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCCAGTAGCTGGGACTACAACGTTTTTCATTCTTACCAGCAATGGATAAGGATTTCTGTTGTCAAAGTGKTCTGGATTTTGATATGTAGTGTTATCTCCTTGTTTTAATT
GCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCCAGTAGCTGGGACTACAACGTTTTTCATTCTTACCAGCAATGGATAAGGATTTCTGTTGTCAAAGTGTTCTGGATTTTGATATGTAGTGTTATCTCCTTGTTTTAATTchr9_91947707_contig_1.seq(1>1002)
--------------------------------------------------------------------------------AACGTTTTTCATTCTTACCAGCAATGGATAAGGATTTCTGTTGTCAAAGTGTTCTGGATTTTGATATGTAGTGTTATCTCCTTGTTTTAATTchr9_91947707_hg19_1.seq(1>1214)

GCAATCTCGGCTCACTGCAAG

2510761.custom1.ab1(12>96)

TCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCANTCTCCTGCCTCAGNCTCCCCAGTAGCTGGGACTACAACGTTTTTCATTCTTACCAACAATGGATAAGGATTTCTGTTGTCAAAGTGGTCTGGATTTTGATATGNAGTGTTATCTCCTTGTTTTAATT

2510761.custom2.ab1(16>287)

gcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcagcctccccagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatggtctcgatctcctgaccAluYb9_1.seq(1>289)

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

TGCATTTCTCTGATGACATCTAATGTGTTTGCTTTTTAGGGTGAAATAGTGGTGAAAAATAACCCAAATGAATCTGTAACTGCTAATGCCGCTACCAA-TTCTCCTTC-ATGTACAAGAGGTAAAAGTGGCTGCAAAAATGTTAATTTTTAAAATGTCATAGATTTTTTAAG
TGCATTTCTCTGATGACATCTAATGTGTTTGCTTTTTAGGGTGAAATAGTGGTGAAAAATAACCCAAATGAATCTGTAACTGCTAATGCCGCTACCAA-TTCTCCTTC-ATGTACAAGAGGTAAAAGTGGCTGCAAAAATGTTAATTTTTAAAATGTCATAGATTTTTTAAGchr9_91947707_contig_1.seq(1>1002)
TGCATTTCTCTGATGACATCTAATGTGTTTGCTTTTTAGGGTGAAATAGTGGTGAAAAATAACCCAAATGAATCTGTAACTGCTAATGCCGCTACCAA-TTCTCCTTC-ATGTACAAGAGGTAAAAGTGGCTGCAAAAATGTTAATTTTTAAAATGTCATAGATTTTTTAAGchr9_91947707_hg19_1.seq(1>1214)

TGCATTTCTCTGATGACATCTAATGTGTTTGCTTTTTAGGGTGAAATAGTGGTGAAAAATAACCCAAATGAATCTGTAACTGCTAATGCCGCTACCAA-TTCTCCT

2510761.custom2.ab1(16>287)

tcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggccAluYb9_1.seq(1>289)

690 700

TTCATTTTTAACTCCAGTGC
TTCATTTTTAACTCCAGTGCchr9_91947707_contig_1.seq(1>1002)
TTCATTTTTAACTCCAGTGCchr9_91947707_hg19_1.seq(1>1214)

A. 

B. 

not genotyped 
 
siteID:    chr9_91947707  
sample sequenced:  HGDP00992  
Alu subfamily:   AluYb9 
 

C. 

Figure S4.18 
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A. 
not genotyped 
 
siteID:    chr9_102849294  
sample sequenced:  HGDP00456  
Alu subfamily:   unclassified 
 

C. 

Figure S4.19 

B. 
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TG-TATATTATCTCTTTAAATCATCATAG-CAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACTTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCG
TG-TATATTATCTCTTTAAATCATCATAG-CAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACTTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGchr9_102849294_contig_1.seq(1>1000)
TG-TATATTATCTCTTTAAATCATCATAG-CAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACTTTG------------------------------------------------------------------------------chr9_102849294_hg19_1.seq(1>704)

TGNTATATTATCTCTTTAAATCATCATAGCCAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACTTTGGCCGGGCGCGGGGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCG

2515998.custom1.ab1(1>274)

ggccgggcgcggtggctcacgcctgtaatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgAluYa5_1.seq(1>282)

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

AGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTaAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACT
AGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNchr9_102849294_contig_1.seq(1>1000)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr9_102849294_hg19_1.seq(1>704)

AGACCATCCCGGCTAAAACGGNGAAACCCCGTCTCTACTAAAAAATACAAAAAATTAGCCGGGCGTAG

2515998.custom1.ab1(1>274)

AAACCCCGTCTCTACTAAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACT

2510764.custom1.ab1(41>247)

agaccatcccggctaaaacggtgaaaccccgtctctact-aaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagctacttgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgagccgagatcccgccactgcactAluYa5_1.seq(1>282)

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

CCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAActttgCAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAATGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAAT
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAAAAAAAAACTTTGCAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAATGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAATchr9_102849294_contig_1.seq(1>1000)
----------------------------------------------------------------CAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAATGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAATchr9_102849294_hg19_1.seq(1>704)

CCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAA

2510764.custom1.ab1(41>247)

TCTAAAAAAAAAAAAAAAAAAAAAAAAAACTTTGCAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAACGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAAT

2515998.custom2.ab1(6>174)

ccagcctgggcgacagagcgagactccgtctcaAluYa5_1.seq(1>282)

520 530 540

CTCCTTTAATTCTAAAACCAATGGACT
CTCCTTTAATTCTAAAACCAATGGACTchr9_102849294_contig_1.seq(1>1000)
CTCCTTTAATTCTAAAACCAATGGACTchr9_102849294_hg19_1.seq(1>704)

CTCCTTTAATTCTAAAACCAATGGACT

2515998.custom2.ab1(6>174)



A. 
not genotyped 
 
siteID:    chr12_44487582  
sample sequenced:  HGDP00471  
Alu subfamily:   AluYb8 
 

C. 

Figure S4.20 

B. 
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TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGTGGAATGTGagaaaattgatctttcttkkwkkwwggcagatagactggctg
TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGTGGAATGTGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGCTGchr12_44487582_contig_1.seq(1>1059)
TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGTGGAATGTG------------------------------------------chr12_44487582_hg19_1.seq(1>1200)

TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGTGGAATGTGAGAAAATTGATCTTTCTTTTTTTTT

2518047.custom1.ab1(1>296)

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

aacaataaagnnnnnnnnnnnnnnnnnnnnnnnnnnnttttttttttttttttttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCRGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTcCCCGGGTTCACGCCATTCTCCTGCCTCAG
AACAATAAAGNNNNNNNNNNNNNNNNNNNNNNNNNNNTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCAGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCCGGGTTCACGCCATTCTCCTGCCTCAGchr12_44487582_contig_1.seq(1>1059)
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------chr12_44487582_hg19_1.seq(1>1200)

TTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCAGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCCGGGTTCACGCCATTCTCCTGCCTCAG

2518047.custom2.ab1(1>502)

tgagacggagtctcgctctgtcgcccaggccggactgcggactgcagtggcgcaatctcggctcactgcaagctccgctt-cccgggttcacgccattctcctgcctcagAluYb8_1.seq(1>289)

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

CCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCT
CCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCTchr12_44487582_contig_1.seq(1>1059)
-----------------------------------------------------------------------------------------------------------AGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCTchr12_44487582_hg19_1.seq(1>1200)

CCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCT

2518047.custom2.ab1(1>502)

cctcccgagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatggtctcgatctcctgacctcatgatccacccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgAluYb8_1.seq(1>289)

520 530 540

GTGTGTTTCAGTGGCTTAAGAATTCTTCTG
GTGTGTTTCAGTGGCTTAAGAATTCTTCTGchr12_44487582_contig_1.seq(1>1059)
GTGTGTTTCAGTGGCTTAAGAATTCTTCTGchr12_44487582_hg19_1.seq(1>1200)

GTGTGTTTCAGTGGCTTAAGAATTCTTCTG

2518047.custom2.ab1(1>502)

cgcccggccAluYb8_1.seq(1>289)


