C.

100 200 300 490 genotyped
Contig 2 p ;
chr1_195530219_contig_1.seq(1>796) I >
Pt S — sitelD: chr1_195530219
2310762  costont abLC15100) D I i sample sequenced: HGDP00213
Rives i cseacanaan Y : Alu subfamily: AluYe5
B.

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

TTCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATMRARRWKGMKGRGKYCTGTAGTCCCAGCTWCTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCRGGGG

chr1_195530219_contig_1.seq(1>796) - TCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCTGTAGTCCCAGCTTCTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGG
chr1_195530219_hg19_1.seq(1>1214) s TCACAATAGCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCAT - - = = = = = = = = — o o
2516002.customl.ab1(47>211) - —

v laanvnaasnnand Wassaanasiioana

TTCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTG
2510762.custom2.ab1(10>192) <«

L e

ATCACAATACCAAAGACTTGGAACCAACCCAAATGTCCAACAATGATAGACTGGATTAAGAAAATGTGGCACATATACACCATGGAATACTATGCAGCCATAAAAAATGATGAGTTCTGTAGTCCCAGCTTCTCGGGAGGCTGAGGCAGGAGAATGGCGTGANCCCCAGGGG
AluYe5_1.seq(42>281) e ggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgaggtggegggegectgtagtcccagetactcgggaggctgaggcaggagaatggcgtgaaccccggggg

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

GCGGAGCCTGCAGTGAGCCGAGATYGCGCCACTGCACTCCAGCCTGGGCGACAGCAAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAATGATGAGTTCATGTCCTTTGTAGGGA-CATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAAC
chr1_195530219_contig_1.seq(1>796) —>  GCGGAGCCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCAAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAATGATGAGTTCATGTCCTTTGTAGGGA-CATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAAC
chr1_195530219_hg19_1.seq(1>1214) I A ettt R L b L L L L AAAAAATGATGAGTTCATGTCCTTTGTAGGGA-CATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAAC
2510762.custom2.ab1(10>192) <« ——

GCGGAGCCTGC
2510762 .customl.ab1(15>100) b

CGGAGCCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCAAGACTCCGTCTCAAAAAAAAAAAAAAAAAAA
2518074.customl.ab1(1>158) €=

y Wbl
sttt sttt O A Tkl
CC-CNNCCCNCCCCCCNGGGGGGCACCAAANNTCCNTTTNAAAAAAAAAAAAAAAAAAAAAATGATGAGT TCATGTCCTTTGTAGGGATCATGGATGAAATTGGAAATCATCATTCTCAGTAACCTATCACAAGAACAAAAAAC
AluYe5_1.seq(42>281) —> gcggagcctgcagtgagccgagatcgegccactgeactccagectgggegacagegagactccgtctcea
350 360 370

1 1 1 1 1 1

CAAaCACAGCATATTCTCACTCATAGGTGG
chr1_195530219_contig_1.seq(1>796) —>  CAAACACAGCATATTCTCACTCATAGGTGG
chr1_195530219_hg19_1.seq(1>1214) —>  CAAACACAGCATATTCTCACTCATAGGTGG
2518074 .customl.ab1(1>158) —

Figure S4.1
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A.

Contig 3
chr3_140524436_contig_1.seq(1>1139)
2498862 .custom2.ab1(6>279)
chr3_140524436_hg19_1.seq(1>1211)
2498862.customl.ab1(1>646)
AluYa5_1.sea(1>282)

B.

10 20 30

40 50 60 70
1 1 1 1 1 1 | 1

C.

genotyped

sitelD: chr3_140524436
sample sequenced: HGDPO00877

Alu subfamily: AluYa5

80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

AAGGGATGCTAGATGCATTTATTGAGATGATCATGTGATTTTGTTTTTAATTCTGTTTATGTGGTGTATTCCATTTACTGATTTCGTATGTtgaaccatttctttttttttttttttttttttTTTtEttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGT

chr3_140524436_contig_1.seq(1>1139) € AAGGGATGCTAGATGCATTTATTGAGATGATCATGTGATTTTGTTTTTAATTCTGTTTATGTGGTGTATTCCATTTACTGATTTCGTATGTTGAACCATTTCTTTTTTTTTTTTTTTITITTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGT
chr3_140524436_hg19_1.seq(1>1211) —>  AAGGGATGCTAGATGCATTTATTGAGATGATCATGTGATTTTGTTTTTAATTCTGTTTATGTGGTGTATTCCATTTACTGAT TTCGTATGT - = = == = = = = = o o o o e o o e
2498862.custom2.ab1(6>279) — ‘“ ll ‘ ‘“‘ ‘ l l‘ ‘H‘M‘M 1 l
\‘\ “. ‘ h‘A lut‘ !A lu ‘x l“\-‘.bl“hm A‘ A% ‘Annm““uuul u.l A LONW wu I\Au‘A ““ l “ ““AUA‘A““A“A
TGCTAGATGCATTTATTGAGATGATCA GTG ATTTTGTTTTTAATTCTGTTTATG GGTGTATTCCATTTACTGATTTCGTATGTTGA CCATTTCTTTTTTTTTTTTTTT
2498862. customl.abl(1>646) - -
MMM AL,
TTTTTTNTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGT
AluYaS5_1.seq(1>282) € tgagacggagtctcgctctgtcgcccaggetggagtgeagt
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
GGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCRAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCTCCT
chr3_140524436_contig_1.seq(1>1139) ¢ GGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCTCCT
chr3_140524436_hg19_1.seq(1>1211) A e - e
2498862.customl.ab1(1>646) «—
W‘ LM“MM DWW ‘ ol ‘ I Hualll |
GGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCTCCT
AluYaS5_1.seq(1>282) ¢— ggcgggatctcggctcactgcaagctccgecteccgggttcacgeccattctectgectcagecteccaagtagetgggactacaggegeccgecactacgeccggetaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtctegatctect
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
GACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGAACCATTTCTTAATACCTGATAGGAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGTTTTTGTATTTTGTTG
chr3_140524436_contig_1.seq(1>1139) €= GACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGAACCATTTCTTAATACCTGATAGGAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGTTTTTGTATTTTGTTG
chr3_140524436_hg19_1.seq(1>1211) st TGAACCATTTCTTAATACCTGATAGGAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGTTTTTGTATTTTGTTG
2498862 . customl.abl(1>646) —
MMMMUMM nhJMWNMW“UM“A. iy “h Mh NﬂmwmmmIUW“ﬁdl“llh“hlﬂ “LUUJJJ!UUJAMMMAM
CTCGTGATCCGCCCGCCTCGGCC ATTACAGGCGTGAGCCACCGCGCCC TTTCTTAATACC GAAACCCACTTGATCATAGTTGATTATCCTTTTGATATGCTATTGGATTCAGGGTTTTTGITTTTIGTATTTIGTTG
AluYaS5_1.seq(1>282) «— gacctcgtgatccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggcc

Figure S4.2



C.

genotyped
100 200 390 400 590
(c:f\rr":l,gl72281833,cuntig,1_seq(1>980) :( -------- ————————— - [ ——— | j SitelD: Chl’4_1 76281 833
b S , > sample sequenced: HGDPO00711
i s T ! Alu subfamily: AluY

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

160 170
1 1 1

AAAGAAAACTAAGAATCAACAGAAAAAAAGTGACAGAAAAAAAAAAGAGCCTGGAGAAGCAAGCAGGGATCAAATTCTGCTGGATCTTGTCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCATAMAAGRSTTYAGGMCCATCCTGGCTAACACGG

chr4_176281833_contig_1.seq(1>980) €—  AAAGAAAACTAAGAATCAACAGAAAAAAAGTGACAAAAAAAAAAAAGAGCCTGGAGAAGCAAGCAGGGATCAAATTCTGCTGGATCTTGTCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCATAAAAGGCTTTAGGCCCATCCTGGCTAACACGG
chr4_176281833_hg19_1.seq(1>1212) —>  AAAGAAAACTAAGAATCAACAGAAAAAAAGTGACA-AAAAAAAAAAGAGCCTGGAGAAGCAAGCAGGGATCAAATTCTGCTGGATCTTGTCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCAT - -~ - - - - oo
2518797.customl.ab1(4>290) d ——
ATTGGCGGCTACAATAAGAATTTGGGACTTTTTCTTTACAATCATAGGAAGGCATAAAAGGCTTTAGGCCCATCCTGGCTAACACGG
AluY_1.seq(1>282) b ggccgggcgcggtggctcchcctgtaatcccagcactttgggaggccgqggcgggcggatcacgaggtcqggqgatcgag;catcctggctaacacgg
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 1 1 1 1 1 1 H 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 H
TGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGA
chr4_176281833_contig_1.seq(1>980) <€~ TGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGA
[y T T E L I ETY T BT X 7S S St b e teteleleateteteteteladeltstetelefeletetetelaleledetetetetetelelatedeleteteteleteletetetetefefelefedtetstetefelaeetetstetelelateletetetetefelelteletetefefeleleetelstetelelatsdtetstetefeleitetetetetelelelsetetsteletelelaelelstetetelstsleteisteteleleletetetetstelelsiasletetstetelelseieletetetietsleteteteteieiels
2518797.customl.ab1(4>290) d
TGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGCGACAGAGCGAGA
AluY_1.seq(1>282) —> tgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtggtggcgggcgcctgtagtcccagctactcgggaggectgaggcaggagaatggcgtgaacccgggaggcggagcettgcagtgagccgagatcgegecactgcactccagecctgggecgacagagecgaga
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 H 1 1 1 1 1 1 1 1 1 1
CTCCGTCTCA AAAAAAAA AAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAA
chr4_176281833_contig_1.seq(1>980) € CTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAA
chr4_176281833_hg19_1.seq(1>1212) ittt AAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAA
2518797.customl.ab1(4>290) e ——
CTCCGTCTCAAAAAAAAAAAAAAAAAAAAAA
2518397.custom2.ab1(12>519) —
AAAAAAAAAAAAAAAAAAAAAAGGCTTTAGGCATAATTGATATGACTAGTTATATGTTGTAGAACAATAACAAAAAAACTGGTTGTAGAGTAGAGATTTGTTTTCAGGAAGAAGACTGAACAAGAA
AluY_1.seq(1>282) —> ctccgtctca

Figure S4.3



C.

genotyped
100 200 300 4?0 500 600
- 95368336 contig1.seaCis1144) | > sitelD: chr6_95368336
2518308 custont abilingos | sample sequenced: HGDP00474
Muvbo.1 seacrszes) Alu subfamily: AluYb9

B.

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

TCTTGTCTTTGTTTCCTTTGTTGTTGTCACTTGTCACAGCCTTTCTCTCATGGTTTTACTTTCAGATAATCTTTTAAATTCCTGGCTACTTTTTTCATTCACTATCTEEtttEEtttttttttttttTTTTTTTTTGGGAacGGAGTCTCGCTCTGTCGCCCAGGCCGGACTG

chr6_95368336_hg19_1.seq(1>1212)
chr6_95368336_contig_1.seq(1>1144)
2518398.customl.ab1(18>205)

2518398.custom2.ab1(4>590)

AluYb9_1.seq(1>289)

TCTTGTCTTTGTTTCCTTTGTTGTTGTCACTTGTCACAGCCTTTCTCTCATGGTTTTACTTTCAGATAATCTTTTAAATTCCTGGCTACTTTTTTCATTCACTATCT - - - - = === oo oo
TCTTGTCTTTGTTTCCTTTGTTGTTGTCACTTGTCACAGCCTTTCTCTCATGGTTTTACTTTCAGATAATCTTTTAAATTCCTGGCTACTTTTTTCATTCACTATCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGGGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTG

A MO A
TTTTTNTTTGGGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTG

............................................. tgagacggagtctcgetctgtegeccaggecggacty

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 | 1 | 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 I

CGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCAMGCSATTCTCCYGCCTCAGCCTCCCCAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTSTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTC

chr6_95368336_hg19_1.seq(1>1212)
chr6_95368336_contig_1.seq(1>1144)
2518398.custom2.ab1(4>590)

AluYb9_1.seq(1>289)

=y

CGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCAAGCGATTCTCCCGCCTCAGCCTCCCCAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTCTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTC

m.‘.u‘.u.uut,t.u.m.m.m,l.mw M.mda.hb‘uJ.mmmhuw i A i,

GACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCAAGCGATTCTCCCGCCTCAGCCTCCCCAGTAGCTGGGACTACAGGCGCCCGL CTAATTTTTTCTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTC

cggactgcagtggcgcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcugcctccccagtagctgggactacaggcgcccgccaccgcgcccggctaattttttgtatttttagtugagacggggtttcaccttgttagccaggatggtc

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

TCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCttcattcactatctAGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCA

chr6_95368336_hg19_1.seq(1>1212)
chr6_95368336_contig_1.seq(1>1144)
2518398.custom2.ab1(4>590)

AluYb9_1.seq(1>289)

Figure S4.4

=y

7777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777 AGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCA
TCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTTCATTCACTATCTAGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCA

bttt

TCGATCTCCTGACCTCATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTTCATTCACTATCTAGTGAACTTAATATATAGGTTGATTCAATTTCTTTCCATTATTTTTACATAAAAATAAAATACTGCTGTTGTTTCTCA

tcgatctcctgacctcatgatccacccgecteggectcccaaagtgcetgggattacaggegtgagecaccgegeccggec



Contig 2
chr6_110626735_hg19_1.seq(1>1212)
chr6_110626735_contig_1.seq(1>1089)
2520316. custom3.ab1(18>327)

2524523 custom2.ab1(145>376)
2524523 customl.ab1(115>565)
AluYa5_1.seq(1>282)

10 20 30 40 50 60
1 1 1 1 1 1 1 1 1 1 1

C.

genotyped

sitelD: chr6_110626735
sample sequenced: HGDPO00877

Alu subfamily: unclassified

70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

GGGCTAATATCCAGAATCTACATGGAACTTAAACAAATTTACAAGAAARAAACAAACAATTCCATCAAATATTGGGCAAAGGATATGAACAGACRCTTTTCaaaagaagacatttGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG

chr6_110626735_hg19_1.seq(1>1212)
chr6_110626735_contig_1.seq(1>1089)
2520316.custom3.ab1(18>327)

AluYa5_1.seq(1>282)

GGGCTAATATCCAGAATCTACATGGAACTTAAACAAATTTACAAGAAAAAAACAAACAATTCCATCAAATATTGGGCAAAGGATATGAACAGACGCTTTT = == = = = = = = = = = = = = = = o o o o o o o o oo
GGGCTAATATCCAGAATCTACATGGAACTTAAACAAATTTACAAGAAAGAAACAAACAATTCCATCAAATATTGGGCAAAGGATATGAACAGACACTTTTCAAAAGAAGACATTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG

oelelWAN1A0\, AN a) JA AN VAN [ WS
ACTTAAACAAATTTCCAAGAAAGAAACNAACAATTCCATCAAATNTTGGGCAAAGGATATGAACAGACACTTTTCAAAAGAAGACATTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGG

180 190 200 210 220 230
1 1 1 1 1 1 | 1 1 1 1

© ggccgggcgeggtggcetcacgectgtaatcccageactttgggaggccgaggeggg

240 250 260 270 280 290 300 310 320 330 340
| 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1

YGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACA-AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGAGAGGCGGAGCTTGCAGTG

chr6_110626735_hg19_1.seq(1>1212)
chr6_110626735_contig_1.seq(1>1089)
2520316.custom3.ab1(18>327)

2524523 . custom2.ab1(145>376)

AluYa5_1.seq(1>282)

Ly ‘ A MY
4 AN AL oL A\ M
TGGATCACGAGGTCAGGAGATCGAGACCATCCCGG(TAAAACGGTGAAACCCCGTCTCTACTAAAAATACA AAAAATTAGCCGGGCGTGGTGGCGGG(GCCTGTAGTC(CAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACC(GAGAGGCGGAGCTTGCA

il ‘tlhdﬂthu Mnhﬂuwm ,M MNLUMUL o N hﬂnmﬂm bt

TC AGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACA AAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGAGAGGCGGAGCTTGCAGTG

cggatcacgaggtcaggagatcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaataca-aaaaattageccgggegtagtggegggegectgtagtcccagetacttgggaggctgaggcaggagaatggegtgaacccgggaggeggagettgeagtg

350 360 370 380 390 400
1 1 1 1 1 1 1 1 1 1 1

410 420 430 440 450 460 470 480 490 500 510
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

AGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCRACA-GAGCGAGACTCCGTCTCA

AAAAGAAGACATTTATGTGGCCAACAAACATGAAAAAAATCTCATCATCACTGGTCATCAGAGAAATGCAAATCAAAAC-CACAATGARATGCCATCTCA

chr6_110626735_hg19_1.seq(1>1212)
chr6_110626735_contig_1.seq(1>1089)
2524523 . custom2.ab1(145>376)

2524523 . customl.ab1(115>565)

AluYa5_1.seq(1>282)

Figure S4.5

---AAAAGAAGACATTTATGTGGCCAACAAACATGAAAAAAATCTCATCATCACTGGTCATCAGAGAAATGCAAATCAAAAC-CACAATGAGATGCCATCTCA

AGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCAACA GAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAGAAGACATTTATGTGGCCAACAAACATGAAAAAAATCTCATCATCACTGGTCATCAGAGAAATGCAAATCAAAAC-CACAATGAAATGCCATCTCA

agccgagatcccgecactgeactccagectgggegaca-gagcgagactccgtctea

a ‘ ‘
AAAAGAAGACATTTATGTGGCCAACAAACNTGTAAATAATNTCATCATCACTGGTCATCAGNGAAATGCAAATCAATCNNCCCAATGAAATGCCATCTCA




A.

C.

genotyped
E::?,%Sillfizﬁs,contig,lAseq(1>1107) sitelD: Chr6_1 31113268
SaagEss cueond b1z ey sample sequenced: HGDP00232
Auves 1 seecrrgey Y : NE ! Alu subfamily: AluYb8

B.

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

GTCCCCTAACTTACTAAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCCGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGT

chr6_131113268_contig_1.seq(1>1107) ¢~  GTCCCCTAACTTACTAAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCCGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGT
chr6_131113268_hg19_1.seq(1>1208) —>  GTCCCCTAACTTACTAAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCC- - - === m - oo oo oo oo oo oo oo oo oo
2498855.custom2.ab1(24>641) —> —
GTCCCCTAACTTACTKAGATTAATGACCGTGACACCAATCTTCACTACACATTACACCGACCGTGTGCTAAACAGGATTTGTGTATCTAAAAGAATCTCAAAATCTCAAGGCCGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTJGGAGGCCGAGGCGGGT
AluYb8_1.seq(1>289) — B ggccgggcgcggtggctcacgecctgtaatcccagcactttgggaggccgaggegggt
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1
GGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAG
chr6_131113268_contig_1.seq(1>1107) €  GGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAG
chr6_131113268_hg19_1.seq(1>1208) I teteteteteteteteieieieleieieteteeteteeieieisteeeeeeieeteteteteteteteteieeeteteteteteteteteteteteieieieteteteteteteteteteteteietetetettttttteteititttiiiitttttttetiteiieiitittitttteitiitiettttietetteteteteteiesisieeiteteteteteteeieieeeeeeeteeeeetetetete
2498855. custom2.ab1(24>641) —>
A “m“\““a“ hlmml xlUWMWMNNMNMM MMUMMM‘“JW“Mm“lhhm m MNW“M‘ Ml
ATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACAAGGTGAAACCCCGTCTCTACTAAAAAT, GGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAAGCGGAGCTTGCAGTGAG
AluYb8_1.seq(1>289) —> ggatcatgaggtcuggagatcgagaccutcctggctaacaaggtgaaaccccgtctctuctaaaaatacaaauuuttagccgggcgcggtggcgggcgcctgtugtcccagctactcgggaggctgaggcaggaguatggcgtgaacccgggaagcggagcttgcugtgag
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
CCGAGATTGCGCCACTGCAGTCCGCAGTMYGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAaaaaaaaaaaaatctcaaggccAAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTATTTAGTCAAACTTCCACTCAGCTGAAAGT
chr6_131113268_contig_1.seq(1>1107) ¢ CCGAGATTGCGCCACTGCAGTCCGCAGTATGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAATCTCAAGGCCAAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTATTTAGTCAAACTTCCACTCAGCTGAAAGT
chr6_131113268_hg19_1.seq(1>1208) T T e AAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTATTTAGTCAAACTTCCACTCAGCTGAAAGT
2498855. custom2.ab1(24>641) —> T —
A A NWYWA
CCGAGATTGCGCCACTGCAGTCCGCAGTATGGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAA
2498855. customl.ab1(15>354) — - C c C c ] c o c c c ‘ ‘
MDA .h.U JUMM Il WIMW l‘m mwuhm;_‘ NI
AARAAAAAAAAAAAAAAAAAAAAT CTCAAGGCCAAGAATCCCGGCCTTCAAGGACTTTATGATATTGTGAAGAATTCTTTAT TTAGTCAAACTTCCACTCAGCT GAAAGT
AluYb8_1.seq(1>289) —> ccgagattgcgeccactgecagtccgecagtccggectgggecgacagagecgagactcecgtctea

Figure S4.6



A.

C.

genotyped
100 200 3?0 400 500
G Gsesrens contig 1 seaco1ate | N sitelD: chr7_49057615
Seo863. custone ebiCiosier | sample sequenced: HGDP00711
2498863.customl.ab1(2>547) .
ALWY_1.sea(1-282) Alu subfamily: AluYc1
10 20 30 40 50 60 70 80 90

100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

TACATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCG

chr7_49057615_contig_1.seq(1>1314) —>  TACATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCG
chr7_49057615_hg19_1.seq(1>1215) - TACATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCT ———————————————————————————————————————————————————————————————
2498863 .custom2.ab1(19>364) g

TAC ATTATGATCATGGATTAGCAGACACAAAGTTGTTAATATGTCAATATTCCCAAATTGGTGTATACATTCAGTGCAGTCCCATTCAAAATGCCTGTAGCTTGGTTCTTTTTTTTTTTTTTTTT
2498863 .customl.ab1(2>547) «—

TTTTTTTTTITTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCG
AluY_1.seq(1>282) — tgagacggagtctcgctctgtcgcccaggctggagtgcagtggegeg
) 18|0 ) 15:0 2?0 ZlIB ZZIQ 23;0 2?0 ZSIG Z?@ ZZB ZSIB 2‘_?0 30|0 3}0 32|0 33}0 310

ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCYACCACGCCCAGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCG
chr7_49057615_contig_1.seq(1>1314) —> ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCTACCACGCCCAGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCG
chr7_49057615_hg19_1.seq(1>1215) d
2498863 . customl.abl1(2>547) —

ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCTACCACGCCCAGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCG
AluY_1.seq(1>282) € atctcggctcactgcaagctccgectcccgggttcacgecattctectgectcagectcccgagtagetgggactacaggegeccgecaccacgcccggctaattttttgtatttttagtagagacggggtttcaccgtgttagccaggatggtctcgatctectgaccteg

3?0 3?0 3?0 38;0 3?0 4?0 4:|lO 4Z|0 43|0 44}0 4_’:@ 4€|>0 47|0 48|0 4?0 5?@ 5}0

TGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCtgtagettggttctAACAAATGGCATTCTGATTTTACCATGTATATAGAAATGTAAATGAYCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTA
chr7_49057615_contig_1.seq(1>1314) —>  TGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCTGTAGCTTGGTTCTAACAAATGGCATTCTGATTTTACCATGTATATAGAAATGTAAATGATCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTA
chr7_49057615_hg19_1.seq(1>1215) o et i AACAAATGGCATTCTGATTTTACCATGTATATAGAAATGTAAATGACCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTA
2498863.customl.ab1(2>547) — ‘ ‘ l l l ‘ l l

GATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCC GCCT TA TTGG TCTAAC AAATGGCATTCTG TTTTA CATGTATATAGAAATGTAAATGANCTAGAACACAGGCAATCTTTAGAAGGAATAACAGAATTGGAGAATTTA
AluY_1.seq(1>282) € tgatccgcccgectcggectcccaaagtgctgggattacaggecgtgageccaccgegeccggec

Figure S4.7



A.

C.

genotyped

100 200 3?0 400 500
Contig 1 [ 1 . R
chr8_61526780_contig_1.seq(1>711) fmmmmmm m———————— ————————— m——————— m———————— - SIteID' Chr8—61 526780
chr8_61526780_hg19_1.seq(1>385) F .
2498858 . custom2.ab1(1>142) —_— Sample Sequenced' HGDP0071 6
2498858. customl.ab1(6>406) €mmmmm- mm—————— mm——————— m——————— - T
Aluvas.i. seaC1s282) P I Alu subfamily: AluYa4

B.
10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 N 1 1 1 1 1 1 1 1 1 1 1 1 1

TAAAAAATAAAATAGTATCTCATGTTTCCCTTTGCCTGCATTCTCTCCAGTCTATTTTAAAGACCCTGTTAGCACAATATCCGTGAGACCTGCCTTAATccagecctgeattcttctt TTTTTTTTTTTTTTTTTTTTTTTTEtTGAGACGGAGTCTCGCTCTGTCGCCCAGG
chr8_61526780_contig_1.seq(1>711)  €—  TAAAAAATAAAATAGTATCTCATGTTTCCCTTTGCCTGCATTCTCTCCAGTCTATTTTAAAGACCCTGTTAGCACAATATCCGTGAGACCTGCCTTAATCCAGCCCTGCATTCTTCTTTTTTTTTTTTTTITITTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGG
chr8_61526780_hg19_1.seq(1>385) —>  TAAAAAATAAAATAGTATCTCATGTTTCCCTTTGCCTGCATTCTCTCCAGTCTATTTTAAAGACCCTGTTAGCACAATATCCGTGAGACCTGCCTTAAT - - - - - - - — oo m o oo oo oo oo oo oo oo
2498858.custom2.ab1(1>142) - ‘

TAAAAAATAAAATAGTATCT AT TTT TTT T CATTC T T CAG T TATTTTAAA A T TTA CAC AATAT T A A T TTAAT A CTGCATTCTTCTTTTTTITTTITTITTI I TIITTI111
2498858.customl.abl1(6>406) «— c

; hu“mlh‘lﬂ‘hm
TTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGG
AluYa5_1.seq(1>282) — tgagacggagtctcgctctgtcgcccagg
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1

CTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACYACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTC
chr8_61526780_contig_1.seq(1>711) €~ CTGGAGTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACCACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTC
chr8_61526780_hg19_1.seq(1>385) A iebetutelniuiebutieluietuts ~ ~Instuistututsietuisiutsteiutuisbulsieluttebebieiattebsbeieislutuistuteieistutslntubsistuteletetebetielntsieutieiebteietutebebeteiatututebetel ~ ~itstutebsbutuielutstebetielubutebsbteiebtutetuteieletutetututebstutetatetebetuteetetelututebebtelututubebeieiabututebetebebututetutebsbututelatetebetue
2498858.customl.ab1(6>406) —

AUUN“NUAM ‘dh“hu‘ htm MU hn M ‘lh M mmwxmhuumnh hmhh lUWNMﬂ‘UUHWNMWUUM“M

TGCAGTGGCGCAATCTC CAA GGGTTTCACCGTTTTAGCCGGGA
AluYa5_1.seq(1>282) «— ctggagtgcagtggcgggatctcggctcactgcaagctccgcctcccgggttcacgccattctcctgcctcagcctcccaagtagctgggactacaggcgcccgccactacgcccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtc
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

TCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCAGCCCTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAA
chr8_61526780_contig_1.seq(1>711) €~ TCGATCTCCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCCAGCCCTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAA
chr8_61526780_hg19_1.seq(1>385) DAttt CCAGCCCTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAA
2498858.customl.abl1(6>406) «—

hN“ mhhmﬂmmt il lullﬂnmwtudmmm mmmmﬂhm M“WU‘“UMMN “MM“W L \N‘M\M

TCGATCTCCTGACCTCGTGATCC CTCCCAAAGTGCTGGGATTACAGG CTGCATTCTTCTATCGGTTAGTGCAGAAAGTTTTTTTCTTCCATCTTTATGGAGATTTGAGCCATTGGGCTTAGATTCTGCCAACTAA
AluYa5_1.seq(1>282) “— tcgatctcctgacctcgtgutccgcccgcctcggcctcccaaagtgctgggattacaggcgtgagccaccgcgcccggcc

Figure S4.8



A. C.

genotyped
1?0 2?0 3?0 4?0 5?0
Contig 2 } 4 : .
chr10.124736002_contig_1. seq(1>862) i sitelD: chr10_124736002
hr10_124736002_hg19_1. (1>701) ; > .
2498851 custonz .ab1(175380) : sample sequenced: HGDP00222
2498851.customl.ab1(38>200) mmm—————— - .
AluYel_1.sea(1-282) | > Alu subfamily: AluYc1
B - 10 20 30 40 50 60 70 80 920 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
ACAGTCTCAACCCCAGCAAGCTGTTTTGTGGATATCAACAAAGTGATTCTAAAGTTTATGTGGCAAGGCAAAGGATCTAGGCTAGCCAGCACAATATTaaagaaggagcaaaggGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGT

chr10_124736002_contig_1.seq(1>862) €— ACAGTCTCAACCCCAGCAAGCTGTTTTGTGGATATCAACAAAGTGATTCTAAAGTTTATGTGGCAAGGCAAAGGATCTAGGCTAGCCAGCACAATATTAAAGAAGGAGCAAAGGGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGC
chr10_124736002_hg19_1.seq(1>701) —>  ACAGTCTCAACCCCAGCAAGCTGTTTTGTGGATATCAACAAAGTGATTCTAAAGTTTATGTGGCAAGGCAAAGGATCTAGGCTAGCCAGCACAAT AT T - - —— = m o o oo oo e
2498851.custom2.ab1(17>382) - e B e e e

GGCCGAGGCGGGC
AluYcl_1.seq(1>282) - o o co co c . o ggccgggcgcggtggctcacgcctgtaatcccagecactttgggaggccgaggegggce

) 1%0 ) 1?0 ) 2?0 ) 2}0 ) 2%0 ) 2?0 ) 210 ) 2?0 ) 2?0 ) 2{0 ) Z%@ ) 2?0 ) 3?0 ) 3%0 ) 3%0 ) 3?0 ) 310
GGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCRGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAG

chr10_124736002_contig_1.seq(1>862) €—  GGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCAGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAG

chr10_124736002_hg19_1.seq(1>701) e e
2498851.custom2.ab1(17>382) -

GGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCT ACAAAAAATTAGCCAGGCG AGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCC;GGAGGCGGAGCTTGCGGTGAG
AluYcl_1.seq(1>282) —> ggatcacgaggtcaggqgatcgagqccatcctggctaacacggtgaaqccccgtctctactaauaatacaauaauttagccgggcgtggtugcgggcgcctgtagtcccagctactcgggaggctgaggcaggagaatggcgtgaacccgggaggcggagcttgcagtgag

. 3?0 | 3?@ | 3{0 | 3%0 | 3?0 | 4?0 | 4%0 | 4%0 | 4%0 | 410 | 4?0 | 4?0 | 4?0 | 4%0 | 4?0 | 5?0 | 5%0
CCGAGATCGCGCCACTRCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAGAAAAAAAAAAAAAAAAAAAAAAAGAAGGAGCAAAACTAGAAGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAAGATAGTGTCATATTGGCAAAAGAATA

chr10_124736002_contig_1.seq(1>862) ¢ CCGAGATCGCGCCACTACACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAGAAGGAGCAAAACTAGAAGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAAGATAGTGTCATATTGGCAAAAGAATA
chr10_124736002_hg19_1.seq(1>701) i — Rl AAAGAAGGAGCAAAACTAGAAGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAAGATAGTGTCATATTGGCAAAAGAATA
2498851.custom2.ab1(17>382) -

VM AMAR A e VLUV A A
CCGAGATCGCG(CACTACACTCCAGC(TGGGCGA(AGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAA

2498851.customl.ab1(38>200) —

bbbt onentuatiht i

AAAAAAAAAAAAAAAAAAAAAAGAAGGAGCAAAACTAGA AGACTGACAGTAGCCAACTGCAAGACTTACTATAAAGCTATAATAATAAA ATA ATATTGGCAAAA

AluYcl_1.seq(1>282) —> ccgagatcgcgccactgecactccagectgggcgacagagegagactecgtctca

Figure S4.9



C.

genotyped
1?0 ZQIO 30I0 4?0 5?0
E:rr"tlizgilélmmz,contig,lAseq(1>1456) i(- _______________________________________________ j sitelD: chri 2_1 5104642
2h085E1 custont eb1Cziedny | sample sequenced: HGDP00471
2498861.customl.ab1(1>233) fmmmmm———— | .
ALuY_1.sea(1>282) | Alu subfamily: AluYc1
10 20 30 40 50 60 70 80 90

100 110 120 130 140 150 160 170
1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1

CCCCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACATTTACTTGTTTTGTGTTaaaacattgaggagaGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGA

chr12_15104642_contig_1.seq(1>1456) ¢~ CCCCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACATTTACTTGTTTTGTGTTAAAACATTGAGGAGAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGA
chr12_15104642_hg19_1.seq(1>1213) —>  CCCCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACAT TTACTTGTTTTGTGT T - = = = = = = = = m o oo o o e o e
2498861.custom2.ab1(23>441) -
A A XA AN ANA L ALAL ACVACY XA VAW ALY AV AXY VIV VAL YAY VALV VALY A ALALYA A QY ALV AAT ALV AL
CCTTCTCCCCTTCCTAGGTTTCCATTGACCTTATAAGGCCCCACCTGGGCATACCCTGGAGTCTTCCTTCATCTCTTATTATCTACATTTACTTGTTTTGTGTTAAAACATTGAGGAGAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGA
AluY_1.seq(1>282) ad ggccgggcgeggtggctcacgectgtaatcccagecactttgggaggecga
) 12}0 ) l?@ 2?0 21|0 ZZIO ZSIO Zé‘lLO ZSIO Z?O 27|0 28;0 2?0 3?0 3J|.0 32|0 33|0 310
GGCGGGYGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAKAATGGCGTGAACCCGGGARGCGGAGCTTG
chr12_15104642_contig_1.seq(1>1456) ¢~ GGCGGGTGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGATAATGGCGTGAACCCGGGAAGCGGAGCTTG
chr12_15104642_hg19_1.seq(1>1213) e D - - - - e - - S D - - R e
2498861.custom2.ab1(23>441) -
L o A
GGCGGGTGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGATAATGGCGTGAACCCGGGAAGCGGAGCTTG
AluY_1.seq(1>282) —> ggcgggcggatcacgaggtcaggagatcgagaccatcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagccgggegtggtggegggegectgtagtcccagetactcgggaggctgaggcaggagaatggegtgaacccgggaggcggagettg
) 3?0 3?0 37|0 38;0 3‘.?0 4?0 4];0 ) 42|0 4_’;0 4110 4?0 46;)0 4{0 48|0 4?0 5?0 SJI.G
CAGTGAGCCGARATMGCRCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCA AAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAARGGTTAATGACTGAATAGTAGATTCAAA
chr12_15104642_contig_1.seq(1>1456) ¢~ CAGTGAGCCGAAATAGCACCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAAAGGTTAATGACTGAATAGTAGATTCAAA
chr12_15104642_hg19_1.seq(1>1213) e A et & & Setieieieieieiiet ettt ettt atat ettt L L L L L L E LT T AAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAAGGGTTAATGACTGAATAGTAGATTCAAA
2498861.custom2.ab1(23>441) - ———
ALY RN AR040) A AOUIVIVAYAL L XA N\ VWV
CAGTGAGCCGAAATAGCACCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAA
2498861.customl.ab1(1>233) —
AAAAAAAAAAAAAAAAAAAACATTGAGGAGAAATCTAGGCAAGTTATTTACCTGTTAAAGGTTAATGACTGAATAGTAGATTCAAA
AluY_1.seq(1>282) —> cagtgagccgagatcgegecactgeactccagectgggcgacagagegagactccgtctea

Figure S4.10



A.

C.

B.

genotyped
100 200 300 400 500 600 .
e 2 , sitelD: chr13_57589043
chr13_57589043_contig_1.seq(1>898) k .
chr13_57589043_hg19_1.seq(1>1213)  F sample sequenced: HGDPO00877
2498854 .custom2.ab1(11>267) . .
2498854 customl.ab1(11>179) Alu subfamlly: unclassified
AluYc_1.sea(1>282)
10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
GTTTGCAACCTGTGATACCCCAGAGAGCACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGTGATTTTTTHEtttTTTTTTTTTTTTTTTTTttttttttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCR
chr13_57589043_contig_1.seq(1>898) —> GTTTGCAACCTGTGATACCCCAGAGAGCACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGTGATTTTTTTTTTTTTITTITTTITTTITTIITTIITTTTTTITTTITTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCA
chr13_57589043_hg19_1.seq(1>1213) —>  GTTTGCAACCTGTGATACCCCAGAGAGCACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGT GAT TTTTT === = = = === o — o oo o o o oo oo oo
2498854 . custom2.ab1(11>267) d
GTTTGCAACCTGTGATACCCCAGAGAGC ACACTCAGTTAAGCCTGAACTTTCAATCCACAAAAACTGTGAGATATATACGTGAIIIIIIIIII\\\\\\\\IIIIIIIII
2498854 . customl.ab1(11>179) — i i i o
A
GGGNTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTNGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCA
AluYc_1.seq(1>282) — tgagacggagtctcgctctgtcgecccaggctggagtgecagtggegeg
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
I TP PP NP I INUPIP NN DN PPN INPIPITS PP DT PN P PPN DI PP NP PPN DI IIPIPE D I NPI IPIPI NI PP DU IPEL NI P DU I N
ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTMWMCSTRWTYTYYTAGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAACTAACACAACCTTCAAAACTTAATGAAGAGGAGGGCATACAGAGACAATAATATGAGTAAAAACACTGTTTTAAACATGAAT
chr13_57589043_contig_1.seq(1>898) —>  ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTATACGTGATTTTTTAGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAACTAACACAACCTTCAAAACTTAATGAAGAGGAGGGCATACAGAGACAATAATATGAGTAAAAACACTGTTTTAAACATGAAT
chr13_57589043_hg19_1.seq(1>1213) A ttettetieieeietetitetetetetatisieietettteteteteteteiteteetatatetete AGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAACTAACACAACCTTCAAAACTTAATGAAGAGGAGGGCATACAGAGACAATAATATGAGTAAAAACACTGTTTTAAACATGAAT
2498854 . customl.ab1(11>179) «—
AAVLIA TIATYLA A ALDALAL L AUMA L MNX ‘
ATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTATACGTGATTTTTTAGACTATTAGGTTTATGTAATTTGTTACCTAGAAACCAATAAC
AluYc_1.seq(1>282) ¢ atctcggctcactgcaagctccgectcccgggttcacgccattctectgectcagectcccgagtagetgggactacaggegeccgetaccacgeccggetaattttttgtatttttagtagagacggggtttcaccgtgttagecaggatggtctegatctectgacctceg
*
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 TR IR NP IV DI PR D PPV RPN PN DA P DI I D NN PPN IPIPINS DT PN DU I INPIPIP PP DU PPN DU IPI DI P DU PR D |
GCTGCATACTGCAATAAAGGAAAAAGTAAAAATAAAAAGAATTTAGGAAGCTTGGCTCTTTGTCTTAATTTTATCTTAATTTATTCATTTCAAATTATGAAAAATCACCTAATCCTTGAACCTCAATTTTCTGAATTGTAAAATGCAGAAATACATATCCTATTGGATAGTC
chr13_57589043_contig_1.seq(1>898) —>  GCTGCATACTGCAATAAAGGAAAAAGTAAAAATAAAAAGAATTTAGGAAGCTTGGCTCTTTGTCTTAATTTTATCTTAATTTATTCATTTCAAATTATGAAAAATCACCTAATCCTTGAACCTCAATTTTCTGAATTGTAAAATGCAGAAATACATATCCTATTGGATAGTC
chr13_57589043_hg19_1.seq(1>1213) —>  GCTGCATACTGCAATAAAGGAAAAAGTAAAAATAAAAAGAATTTAGGAAGCTTGGCTCTTTGTCTTAATTTTATCTTAATTTATTCATTTCAAATTATGAAAAATCACCTAATCCTTGAACCTCAATTTTCTGAATTGTAAAATGCAGAAATACATATCCTATTGGATAGTC
AluYc_1.seq(1>282) €— tgatccgceccgecteggectcccaaagtgetgggattacaggegtgagecaccgegeccggec

Figure S4.11



A.

C.

genotyped
1?0 2?0 300 4?0
e 2142386 contig L seqC1>836) :< -------- [ — [ — [ — — sitelD: chr13_71142396
R camplosequenced:  HGDPOO23
2510763. custond abi(23-468) Alu subfamily: AluYb8
B.

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

AGCCACACTTGTGTGTTGTGTGCAATACGAAAATGCCACAAGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTTGGATATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTTETTTTTTTTTTTTTTTTTTTTTtTGAGACGGAGTCTC

chr13_71142396_contig_1.seq(1>836) €— AGCCACACTTGTGTGTTGTGTGCAATACGAAAATGCCACAAGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTTGGATATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTTTTTTTTTTITTTTTTTTTTTTTTTTGAGACGGAGTCTC
chr13_71142396_hg19_1.seq(1>276) - AGCCACACTTGTGTGTTGTGTGCAATACGAAAATGCCACAAGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTTGGATATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTT -------------------------------------
2518072.customl.ab1(19>144) el
A A A\ M AN M
ATGCCACAAGGGTCAATCATATTCTTTGAAAGTAAGACTCCAATATTTTTGTGGTGTNGGA ATTGAAACAATAATAGAACATTAAAAGAATTCCAAACTTCTTTTTTTTTTTTTTTTTTTTTTTT
2510763 .customl.ab1(11>126) —
AN A
TTTTTTTNTTTTTTTTTTTTTTTGAGACGGAGTCTC
AluYb8.seq(1>289) — tgagacggagtctc
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 1 1 1 1 1 1 1 H 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
GCTCTGTCGCCCAGGYCGGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCAMMSYKCYYATCATGTACATGCTGAAGTAGTAGGTTTCACACAG
chr13_71142396_contig_1.seq(1>836) € GCTCTGTCGCCCAGGTCGGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCAAACTTCTTATCATGTACATGCTGAAGTAGTAGGTTTCACACAG
chr13_71142396_hg19_1.seq(1>276) e T ATCATGTACATGCTGAAGTAGTAGGTTTCACACAG
2510763 .customl.ab1(11>126) «— ——
M } ANH LV
Lop V1Y .J- AN, AAM u.M AN X MR
GCTCTGTCGCCCAGGTCGGACTGCGGACTNCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTCCCCGGGTTCACGCC
2510763 .custom2.ab1(23>468) Ed
QAR LA A N/ Acnocl ) ANLA N AU Y A
CACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCAAACTTCTTATCATGTACATGCTGAAGTAGTAGGTTTCACACAG
AluYb8.seq(1>289) € gctctgtcgcccaggecggactgeggactgcagtggegeaatctcggetcactgcaagetccgettcccgggttcacgecattectcctgectcagectcccgagtagetgggactacaggegeccgeccaccgecgeccggcetaattttttgtatttttagtagagacggggtt
350 360 370 380 390 400 410 420 430 440 450
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGTACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAA
chr13_71142396_contig_1.seq(1>836) 4—  CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGTACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAA
chr13_71142396_hg19_1.seq(1>276) —>  CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGTACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAA
2510763.custom2.ab1(23>468) d
M4 K0 W7 ) L A
CAGATGTTTTTCTTTCATTTTATGAATAATTGTATTATACATGGNACAATATAATACATGTACATTATACATGTACATAGTATAAAGAATATATAGAATATGTAAA
AluYb8.seq(1>289) € tcaccttgttagccaggatggtctcgatctcctgacctcatgatccacccgectcggectcccaaagtgetgggattacaggegtgagccaccgegecccggec

Figure S4.12



A.

C.

genotyped
1?0 2?0 3?0 40I0 5?0 6?0 .
Contie 2 : 7 sitelD: chr16_8418198
hrie bela1o0 hoto s sentn sy i i i i oy sample sequenced: HGDP00721
2498853 . custom2.ab1(1>665) ; .
2498853 customl.ab1(17>154) GEEEEE] —————— i Alu subfamlly: AluYa4
AluYad_1.sea(1>282) k >
10 20 30 40 50 60 70 80 90 100 110 120

130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGGCCGGGCGCGGTGGCTCACGCCTG

chr16_8418198_contig_1.seq(1>1163) ¢ CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGGCCGGGCGCGGTGGCTCACGCCTG
chr16_8418198_hg19_1.seq(1>1215) —>  CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGG--------------—-~-—---———-
2498853. custom2.ab1(1>665) g
MﬂhﬂhmlﬂmHJUMMMMMUMuUUﬂMuLMduﬂ MNMNMM“ hhhn mﬂuJUMmmJ UICU LT LY
CTTTTTGTATAGGTTGCCCCAAAATTTCCACAAGGGTATGTTTTACTTCAAAGCTTCCTGCAAAGCAAGAAGGGCCAAATGGTTGATGACCCTCTTGAATGAGGCAGATGAACAAAACAGATTCTTGACTACAAGAAGCTAACATAAGGCCGGGCGCGGTGGCTCACGCCTG
AluYa4_1.seq(1>282) - . ggccgggcgeggtggctcacgectg
) 1%0 ) 1?0 2?0 2}0 2%0 2?0 210 Z?@ Z?@ 2{0 2%0 2?0 3?0 3}0 3%0 3?0 310
TAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGG
chr16_8418198_contig_1.seq(1>1163) ¢ TAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGG
chr16_8418198_hg19_1.seq(1>1215) - --- --- --- --- --- --- ---
2498853. custom2.ab1(1>665) i
In A1V ks Y
TAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGAATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGG
AluYa4_1.seq(1>282) — taatcccagcactttgggaggccgaggcgggcggatcacgaggtcaggagatcgagaccatcccggctaaaacggtgaaaccccgtctctactaaaaatacaaaaaattageccgggegtagtggegggegectgtagtcccagetacttgggaggctgaggecaggagaatgg
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
CGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGSACYCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAgaagctaacataaggTAGGTRTTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTT
chr16_8418198_contig_1.seq(1>1163) ¢~ CGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGGACCCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAGAAGCTAACATAAGGTAGGTGTTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTT
chr16_8418198_hg19_1.seq(1>1215) T e e BT T R TAGGTATTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTT
2498853 . custom2.ab1(1>665) d —
N A AU
CGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATC((G(CACTG(ACTCCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAA
2498853. customl.ab1(17>154) «— e ll l l “ l l ul
AA AAAAAAAAAAAGAAGCTAACATAAGGTAGGTGTTATTACTAACTCCATCAGACAGATGAAGAACTGGGGTTCAGGGAGGTT
AluYa4_1.seq(1>282) —> cgtgaacccgggaggcggagcttgcagtgagccgagatcgegecactgcactccagectgggegacagagegagactccgtctea

Figure S4.13



A.

C.

not genotyped
iz:tlijegsoenz,conﬁgJ.seq(1>1023) sitelD: chr1 _1 67506112
2408550, custond ab1(2e0) sample sequenced: HGDP00959
2498859. custom2.ab 3>352 F .
Muves. seacozsis 0 Alu subfamily: AluYe5

B.

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1

AAACAAATCACTTCATTCTAAGTCACACAAGCAAGTTGGAGGTCCAACCTCCATCTTCCACTATATTCACTAAAGTACAAAGTCTGTAAGCAAAACGTTTGTTAARAWKWYAKWGAGSRTCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGC

chr1_167506112_contig_1.seq(1>1023)
chr1_167506112_hg19_1.seq(1>1209)
2498859. custom2.ab1(13>352)

AluYe5.seq(1>281)

< AAACAAATCACTTCATTCTAAGTCACACAAGCAAGTTGGAGGTCCAACCTCCATCTTCCACTATATTCACTAAAGTACAAAGTCTGTAAGCAAAACGTTTGTTAAAATTTCATTGAGGGTCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGC
—>  AAACAAATCACTTCATTCTAAGTCACAC-AGCAAGTTGGAGGTCCAACCTCCATCTTCCACTATATTCACTAAAGTACAAAGTCTGTAAGCAAAACGTTTGTT- - -~
—

O b A o

CAAATCACTTCATTCTAAGTCACACAAGCAAGTTGGAGGT CT GCT. AACACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTA
- i i ggccgggcgcggtggctcacgcctgtaatcccagcactttggguggccgqggcgggcggatcacgqggtcaggagatcgagaccgﬁcctggctaacacggtgaaaccccgtctctactaaaaatacaaaaaattagc

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

CGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGGCTGCAGTGAGCCGAGATYGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAaaa -t

chr1_167506112_contig_1.seq(1>1023)
chr1_167506112_hg19_1.seq(1>1209)
2498859. custom2.ab1(13>352)

AluYe5.seq(1>281)

¢ (GGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCCAGGGGGCGGAGGCTGCAGTGAGCCGAGATTGCGCCACTGCACTCCAGCCTGGGCGACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAA-T

M iy Il ﬂmltumhlﬂmlh | hl dﬂml il hhuh‘lmAdmtmuuuunumm

CGGGCGAGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAG AGGAGAATGG GTGAACCCCAG GAGGCTGCAGTGAG A ATTGCGCCACTGCACTCCAG T GACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAA
- cgggcgaggtggcgggcgcctgtagtcccagctactcgggaggctgaggcaggaguatggcgtgaaccccggggggcggagcctgcugtgagccgagatcgcgccactgcuctccugcctgggcgacagcgagactccgtctca

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

tcattgaggggttaccccccgt ttgacac-tttyt aa AAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTTTGGGGCTACAGTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGGA

chr1_167506112_contig_1.seq(1>1023)
chr1l_167506112_hg19_1.seq(1>1209)
2498859 . customl.ab1(3>240)

Figure S4.14

¢ TCATTGAGGGGTTACCCCCCGTAAGGAAAGATTGACAC- AAAAAAAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTTTGGGGCTACAGTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGGA
e I e eeieteteteteitetetetelteteetelteieteteteteied AAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTTTGGGGCTACAGTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGGA

«— ——

L LN muumJuuuuuuhhmhmumunlhnnhmhu il

TTTNNAAAAAAAA-AAAAAAAAAAAAAAAAAAAATTTCATTGAGGGGTTACTCCACGTAATGGAATATTGACACTTGGTGTTT GTGATAAATATATCAGATGCAGACTCGGCCTTCAAAGG




C.

not genotyped
10I0 20I0 30I0 40I0 50I0
EE:;{%S?ZAﬂlB_contig_l.seq(1>1219) ; N sitelD: Chr5_457241 10
chr5_45724110_hg19_1.seq(1>763) [
2498860.customl?abl(bzgS) §mmmmmn m——-- sample sequenced: HGDP00856
2498860 custom2.ab1(3>509) [ .
AluYaS_1.sea(1>282) > Alu subfamlly: AluYab

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
! 1 ! N ! 1 ! N ! 1 ! 1 ! ! ! 1 ! N 1 I 1 1 H 1 I 1

CTTGATGCTTTATTGAGACTCTGATACATGACAGAGATGGAAGCATGAATTAATTCAGTTAGAAAGCTAAAGCAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAAC

Fi

chr5_45724110_contig_1.seq(1>1219) —>  CTTGATGCTTTATTGAGACTCTGATACATGACAGAGATGGAAGCATGAATTAATTCAGTTAGAAAGCTAAAGCAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAAC
chr5_45724110_hg19_1.seq(1>763) —> CTTGATGCTTTATTGAGACTCTGATACATGACAGAGATGGAAGCATGAATTAATTCAGTTAGAAAGCTAAAGCA--- ---
2498860.custom2.ab1(3>509) g ——

\ullﬂtwthuumudhmLMUmmlWuﬂwhwmm.mmmmhdhumlmmmmmmm“tmmmn.mm i

CTTGATGCTTTATTGAGACTCTGATACATGACAGAGAT CTGTAATC GCGGGCGGATCACGAGGTCAGGAGATCGAGACCATCCCGGCTAAAAC
AluYa5_1.seq(1>282) g ggccgggcgcggtggctcacgcctgtautcccagcactttgggaggccgaggcgggcggutcacgaggtcaggugatcgugaccatcccggctauaac

) 18|0 1?0 2?0 2}0 ZZIO 2?:0 2110 2?0 26|0 27|0 28|0 25;)@ 3?0 31|0 32|0 33|0 31}0

GGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGA
chr5_45724110_contig_1.seq(1>1219) —>  GGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGA
chr5_45724110_hg19_1.seq(1>763) R e e el el i el el el el el el el el el ettt
2498860.custom2.ab1(3>509) g

uumuuuumumummmummnu..mmm.mmuutmumhm.mhmmmmmmhmlu,atx.u.mtw‘u.u.lmmmmm i

GGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACTCCAGCCTGGGCGACAGAGCGA
AluYa5_1.seq(1>282) —> ggtgaaaccccgtctctactaaaaatacaaaaaattagccgggcgtagtggcgggcgcctgtagtcccagetacttgggaggetgaggcaggagaatggegtgaacccgggaggcggagettgcagtgagccgagatcccgecactgecactccagecctgggcgacagagega

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

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 H 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1

GACTCCGTCTCA aatgccccaggcacgaaa taaagcaATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTA
chr5_45724110_contig_1.seq(1>1219) —>  GACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACAATGCCCCAGGCACGAAA- AAAAAAAGAAAGCTAAAGCAATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTA
chr5_45724110_hg19_1.seq(1>763) B ATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTA
2498860.customl.ab1(2>263) «—

1ﬂﬂmlﬂﬂmlﬂﬂlﬂhhmtmm“l‘ lﬂwum “Ulh “ Nﬂl hm “lﬂh
AAAAAAAAAAAAAAAAAAAAAAAAAAGAAAGCTAAAGCAATGCTCCAGGCATGAAACAACAGAAGTTTATACCAGAATGAAATTCACAGAAGTAAAGAGGAATTA

2498860 .custom2.ab1(3>509) -

ALALL IV XL ) VYWWW WVWVVWWWWWAAARAL .

GACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA
AluYa5_1.seq(1>282) —> gactccgtctca

gure S4.15



C.

not genotyped
100 2?0 3?@ 40I@ 5?0 GBIO 70I0
e 15485627 _contig_1. seq(1>553) ! emmmmmmmeee- [ S S [ ; sitelD: chr5_ 119485627
2518040, custoni eb1(z300 | ' sample sequenced: HGDP00987
2518046.custom2.ab1(4>422) . i
AluYas_i.sea(1-282) Alu subfamily: unclassified

B.

10 20 30 40 50 60 70 80 920 100 110 120 130 140 150 160 170
L 1 L 1 L il L L L L L L L L L L L L L Il L L L L L 1 L Il L 1 L 1 L 1

ACTGGGATTAATAAATATTTAAAAAATTTCTGATACTGCATATTCTCACTTATACATGGGAGTTAAATGATGAGAACACACGGTACACATAGAGGGGAACAACAGATCCTGGGGCCTACCTGAGGGTGAAGGGTGAGAGGAGAGAAAGGATCAGGGAAAATAACTAATGGGT

chr5_119485627_contig_1.seq(1>553) — AGGAGAGAAAGGATCAGGGAAAATAACTAATGGGT
chr5_119485627_hg19_1.seq(1>240) g AGGAGAGAAAGGATCAGGGAAAATAACTAATGGGT
2518046.customl.ab1(2>306) d
o,u;l_.meuMM»AJMUNMM\MMMmmmuMohh.mhmuha“ul.lmdlwﬂhhl.Mdhhﬂ«‘AWNA.LWMMM
ACTGGGATTAATAAATATTTAAAAAATTTCTGATACTGCATATTCTCACTTATACATGGGAGTTAAATGATGAGAACACACGGTACACATAGAGGGGAACAACAGATCCTGGGGCCTACCTGAGGGTGAAGGGTGAGAGGAGAGAAAGGATCAGGGAAAATAACTAATGGGT
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 H
GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAAAAAAAMATTTATTTTYTTTTTTTTTTTTTttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTG
chr5_119485627_contig_1.seq(1>553) ¢~  GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAAAAAAA
chr5_119485627_hg19_1.seq(1>240) —>  GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAA - - - - - - o o e e e
2518046.customl.ab1(2>306) 4
GCCAGGCTTAATACCTGGGTGACAAAATAATCTGTACAACAAACCCCATGACACAAGTTTATCTGTATAACAGACCTGTACATGTACCCCTGAACTTAAAAAAAAAAAACATTTATTTTCTTTTTTTTTTTTT
2518046.custom2.abl(4>422) «—
AVAA /\ |
AAAAAAAAAAAANTTT TTTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTG
AluYa5_1.seq(1>282) — tgagacggagtctcgctctgtcgcccaggetggagtg
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
I 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
CAGTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCT
chr5_119485627_contig_1.seq(1>553) — ACTACAGGCGCCCGCCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCT
chr5_119485627_hg19_1.seq(1>240) e e
2518046.custom2.ab1(4>422) — l
“hUM“:Lm“tM h‘m lmmuhn hmh i m MMWMMUM lthmmhumﬂmﬂm“huWIMM‘AUM“UM
CA GTGGCGGGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCC CTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTTTTAGCCGGGATGGTCTCGATCT
AluYa5_1.seq(1>282) ¢~ cagtggcgggatctcggctcactgcaagctccgectcccgggttcacgeccattctcctgectcagectcccaagtagectgggactacaggecgeccgecactacgecccggctaattttttgtatttttagtagagacggggtttcaccgttttagccgggatggtctcgatct
520 530 540 550 560 570 580 590 600 610 620 630 640 650 660 670 680
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1 H 1 1 1 1 1 1 1 1 1
CCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACATTTATTTTCTGTGCAGAGTGAGTGTTGCTATTAATTATGACTTGATGAGTTTTCTTAGCACTCTTTATGTAACAATTACATTCCATTAAATTG
chr5_119485627_contig_1.seq(1>553) ¢— CCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCCGGCCAAAACATTTATTTTCTGTGCAGAGTGAGTGTTGCTATTAATTATGACTTGATGAGTTTTCTTAGCACTCTTTATGTAACAATTACATTCCATTAAATTG
chr5_119485627_hg19_1.seq(1>240) ittt ittt AAAACATTTATTTTCTGTGCAGAGTGAGTGTTGCTATTAATTATGACTTGATGAGTTTTCTTAGCACTCTTTACGTAACAATTACATTCCATTAAATTG
2518046.custom2.ab1(4>422) —
LlNMAl“ﬂlMdﬂMlh ‘UMNMW‘M“um“t“«ﬂmAﬂhtmﬂhWMﬂm““M“mmJW“MMMNMNh‘ll‘tuﬁ»‘)ﬂ“ﬂmhﬂ '
CCTGACCTCGTGATCCGCCCGCCTCGGCCTCCCAAA TACAGGCGTGAGCCACCGCGC ATGTAACAATTACATTCCATTAAATTG
AluYa5_1.seq(1>282) «— cctgacctcgtgatccgcccgcctcggcctcccaangtgctgggattacaggcgtgagccaccgcgcccggcc

Figure S4.16



A.

C.

not genotyped
100 200 3?0 400 500
Contig 2 ] ; 1 . .
PP ot (et Sl lnaieilsoislsstelsisessisotsssilshssisblssisbinsissi sitelD: chr6_156541106
Po10760, custonz.cbLcionory sample sequenced: HGDP00711
AuvoBod seactszsgy Alu subfamily: AluYb8

B.

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1

GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGCTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGCTAA

chr6_156541106_contig_1.seq(1>1112)
chr6_156541106_hg19_1.seq(1>1212)
2510760.customl.ab1(17>775)

AluYb8_1.seq(1>289)

GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGCTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGCTAA
GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGCTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGCTAA

A n.d“uh“nmlﬂ Wi “AAU “d.ﬂhhﬁ!:‘! e .J‘U.l!;\lhl.léh*

NINAAAL,

GCTGAACCAGCTGGAATTTTTAGAGCAAAGCACATGAGAAAAGAGAGNTATGGTAAAGGGAGAATGAATCTCATCAGCTAGAATGCTAGGCTGAGGACTGACTTGATCATGCAACAGGATGAGTGTCTACAAAATCAATCAGAGATTGCCTGCTACAGGGATGATAGNTAA

ggccgggcgceggtggctcacgec

180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGTTCTATCCCTACGACATTCAWSMKRSYWMACWAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAA

chr6_156541106_contig_1.seq(1>1112)
chr6_156541106_hg19_1.seq(1>1212)
2510760.customl.ab1(17>775)

AluYb8_1.seq(1>289)

ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGTTCTATCCCTACGACATTCAAGAGACTACACTAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAA
ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGT TCTATCCCTACGACAT T - - - = = = - = = o — o o o o o o o o

Jlx.mmmu,um»umﬂ«uuumm.L.mhm Iy .4“!AUMM.M.~M, o

ACAATAATATTTGAGGCTGTGCTGTGTTAGGAGACATTGGAGTTCTATCCCTACGACATTCAAGAGACTACACTAGGTGAAACCCCGTCTCTACTAAAAATACAAAAAATTAGCCGGGCGCGGTGGCGGGCGCCTGTANTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAA

tgtaatcccagcactttgggaggccgaggcgggtggatcatgaggtcaggagatcgagaccatcctggctaacaaggtgaaaccccgtctctactaaaaatacaaaaaattagccgggecgecggtggegggecgectgtagtcccagectactcgggaggctgaggcaggagaa

350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 H 1 1 1 1 1 1 1 1 1 1 1 1 1 1

TGGCGTGAACCCRGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCAYTGCAGTCCGCAGTCCGGCCTGGGCRACAGAGCGAGACTCCGTCTCAraAAA AAGAGACTACACTAAGCACAGTGCACATTCAATGGATAATAATCATAGCTAG

chr6_156541106_contig_1.seq(1>1112)
chr6_156541106_hg19_1.seq(1>1212)
2510760.customl.abl1(17>775)

2510760 .custom2.ab1(10>97)
2516000.custom2.ab1(18>200)

AluYb8_1.seq(1>289)

Figure S4.17

TGGCGTGAACCCAGGAAGCGGAGCTTGCAGTGAGCCGAGATTGCGCCATTGCAGTCCGCAGTCCGGCCTGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAGAGACTACACTAAGCACAGTGCACATTCAATGGATAATAATCATAGCTAG
AAGAGACTACACTAAGCACAGTGCACATTCAATGGATAATAATCATAGCTAG
—

A MAM AACNAL L AL MAUYAUALLLAAAN
AGGAAG(GGAGCTTGCAGTGAG(CGAGATTGCGCCATTGCAGTCCGCAGTCCGGCCTGGGCAACAGAGCGAGACTC(GTCTCAGAAAA

s WMAN AN DA A A Al N A
R AN A A AR C AT ARAGAGAE T ACACT AAGCRCAGT GERCATTE AATGGAT AATAATZ ATACCTAG

tggcgtgaacccgggaagcggagcttgcagtgageccgagattgecgeccactgecagtccgecagtccggectgggcgacagagecgagactccgtctca



A.

C.

100 200 390 490 590 690 790 not genotyped
Sz:;i_%1§47707_contig_1.seq(1>1002) E ! .
P AT S S—— sitelD: chr9_ 91947707
Sodorei. coseond-abicionsen) > sample sequenced: HGDP00992
AluYb9_1.sea(1>289) 1
! Alu subfamily: AluYb9

10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 I 1 1 1 1 1 I 1 1 1 1 1 1

CAGTTATGAGTAAAGCTGCTATAAACATCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCACCTCCTTTGGATAATTACCAAGGAGTGCAGTGGCTAAATCATATGGTAAGAGTATGGTTAGTTTTGTAAGGAATTGCTAAACTATTAAATATCTCCCAAAGTGGCTGKa

chr9_91947707_contig_1.seq(1>1002) —>  CAGTTATGAGTAAAGCTGCTATAAACATCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCACCTCCTTTGGATAATTACCAAGGAGTGCAGTGGCTAAATCATATGGTAAGAGTATGGTTAGTTTTGTAAGGAATTGCTAAACTATTAAATATCTCCCAAAGTGGCTGGA
chr9_91947707_hg19_1.seq(1>1214) —>  CAGTTATGAGTAAAGCTGCTATAAACATCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCACCTCCTTTGGATAATTACCAAGGAGTGCAGTGGCTAAATCATATGGTAAGAGTATGGTTAGTTTTGTAAGGAATTGCTAAACTATTAAATATCTCCCAAAGTGGCTGT -
2527936.customl.ab1(58>537) bd
W SO AR TR B LS A AL DAY MY 0 Y, AN AL AWK, OO N AU AN R A YMNVCR K OCAN WAl
CAGTTATGAGTAAAGCTGCTATAAACNTCCATGTGCAGGTTTTTGTGTGGACATAAGTTTTCNCCTCCTTTGGATAANTACCNTGGAGTGCAGTGGCTATNTCNTANGGTAAGAGTATGGTTAGTTTTNAAAGGAATTGCNAAACTATTATATNTCTCCCAAAGTGGNTGAA
—
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1 1 1 1
hskttttttcttctttttttttttttttnnnnnnnnnnnnnnnnnnnnnAGGAATTGCWAAAYTATTAAATAYCYCCCAAAGTGGCTGTaacttttttcattcttttttttttttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTGCGGACTGCAGTGGC
chr9_91947707 _contig_1.s5eq(1>1002) —>  ACGTTTTTTCTTCTTTTTTTITTTITTTITT AGGAATTGCAAAATTATTAAATACCCCCCAAAGTGGCTGTAACTTTTTTCATTCTTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTGCGGACTGCAGTGGC
chr9_91947707_hg19_1.seq(1>1214) BT AGGAATTGCTAAACTATTAAATATCTCCCAAAGT GGCTGT = - = = = = = = = = = = oo
2527936.customl.ab1(58>537) -
CQTTTTT
2510761.customl.ab1(12>96) «—
—
A ALY
TTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCGGACTGCGGACTGCAGTGGC
AluYb9_1.seq(1>289) «— tgagacggagtctcgctctgtcgcccaggccggactgcggactgcagtgge
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 ! 1 ! 1 ! 1 ! 1 ! 1 ! | ! 1 ! 1 ! H ! 1 ! 1 ! 1 ! 1 ! 1 ! 1 ! 1
GCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCCAGTAGCTGGGACTACAACGTTTTTCATTCTTACCAGCAATGGATAAGGATTTCTGTTGTCAAAGTGKTCTGGATTTTGATATGTAGTGTTATCTCCTTGTTTTAATT
chr9_91947707_contig_1.seq(1>1002) —>  GCAATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCACGCCATTCTCCTGCCTCAGCCTCCCCAGTAGCTGGGACTACAACGTTTTTCATTCTTACCAGCAATGGATAAGGATTTCTGTTGTCAAAGTGTTCTGGATTTTGATATGTAGTGTTATCTCCTTGTTTTAATT
chr9_91947707_hg19_1.seq(1>1214) BT AACGTTTTTCATTCTTACCAGCAATGGATAAGGATTTCTGTTGTCAAAGTGTTCTGGATTTTGATATGTAGTGTTATCTCCTTGTTTTAATT
2510761.customl.ab1(12>96) «— —
GCAATCTCGGCTCACTGCAAG
2510761.custom2.ab1(16>287) g l
"‘W“A “'“ .“ «\ u‘ ! ““ :t‘ﬂl ‘t‘l ‘m h MM su‘J, “l“ “‘"M u M““‘uwu n“b\“
0 L\A U ) .uu ‘ ’ul ) 0hu L) AA ) u;u\ l\ u& All AU AL AR
TCTCGGCTCA(TGCAAGCTCCGCTTCCCGGGTTC GCCANTCTCCTGCCTCAGNCTCCCCAGTAGCTGGGACTACAACGT TTTCATT CCAACAATGGATAAGGATTT(TGTTGTCAAAGTGGTCTGGATTTTGATATGNAGTGTTATCTCCTTGTTTTAATT
AluYb9_1.seq(1>289) «— gcaatctcggctcactgcaagctccgcttcccgggttcacgccattctcctgcctcngcctccccagtagctgggactncaggcgcccgccaccgcgcccggctaattttttgtatttttagtagagacggggtttcaccttgttagccaggatggtctcgatctcctgacc

Figure S4.18



C.

1?0 Z?@ 3?0 4?0 SBIO nOt genOtyped
Eﬁ:gl,gl02849294,contig,1.seq(1>1000) ; : )
e e > sitelD: chr9_102849204
.customl.al > — )
2315958, custonz.bLiorirdy P i sample sequenced: HGDP00456
AluYa5_1.sea(1>282) L HivS N
Alu subfamily: unclassified
10 20 30 40 50 60 70 80 9I0

100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 N 1 1 1 1 1 1 1 1 1 1 I 1 1 H 1 I 1

TG-TATATTATCTCTTTAAATCATCATAG-CAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACTTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCG

chr9_102849294 _contig_1.seq(1>1000) —>  TG-TATATTATCTCTTTAAATCATCATAG-CAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACTTTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCG
chr9_102849294_hg19_1.seq(1>704) —>  TG-TATATTATCTCTTTAAATCATCATAG-CAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACT TT G- - = === == == - m o oo oo o oo oo oo o oo oo
2515998.customl.ab1(1>274) -
A AL LAN LM A ALY A VW VAW VAR ROV Y WAV A WA A
TGNTATATTATCTCTTTAAATCATCATAGCCAACTCTGAACGTGAAGTAGGAATTACATTATCCCTATTTTATAAATAAAAAAAAAAACTTTGGCCGGGCGCGGGGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCG
AluYa5_1.seq(1>282) - ggccgggcgcggtggctcacgcctgtaatcccagecactttgggaggccgaggegggcggatcacgaggtcaggagatcg
. 18[0 19I0 2?0 2}0 ZZIO ZSIO 2‘}0 ZSIO 2?0 ZZO ZSIO 29I0 3?0 3}0 3%0 35;0 3‘}0
AGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACT
chr9_102849294_contig_1.seq(1>1000) —> AGACCATCCCGGCTAAAACGGTGAAACCCCGTCTCTACTAAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCT!
chr9_102849294_hg19_1.seq(1>704) e
2515998.customl.ab1(1>274) g
2510764 .customl.ab1(41>247) -
TaVAANN uu“.‘,“r /A h B\
AAACCCCGTCTCTACTAAAAAATACAAAAAATTAGCCGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGGAaGCGGAGCTTGCAGTGAGCCGAGATCCCGCCACTGCACT
AluYa5_1.seq(1>282) —> agaccatcccggctaaaacggtgaaaccccgtctctact-aaaaatacaaaaaattagccgggcgtagtggecgggcgectgtagtcccagectacttgggaggectgaggcaggagaatggcgtgaacccgggaggcggagecttgcagtgagccgagatcccgecactgcact
35I0 3?0 3{0 38I0 39IO 4(?0 4}0 42I0 43I@ 410 4SI(/) 4EISB 4{0 48I0 49IO solm S}B
CCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAACttEgCAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAATGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAAT
chr9_102849294_contig_1.seq(1>1000) d AAAAAAAAACTTTGCAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAATGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAAT
chr9_102849294_hg19_1.seq(1>704) g CAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAATGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAAT
2510764 .customl.abl1(41>247) - ——
CCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAA
2515998.custom2.ab1(6>174) «— ] l l l l l l ‘ ]
TCTAAAAAAAAAAAAAAAAAAAAAAAAAACTTTGCAGTCTCTGGCATACAGTAAAAGGGAGAATATTTATTAAACGAATAAGATTCAAATAAGCTAAGTGACGTGTCCAAATTAATGGCAGAACAGAATTCAAACCCTAAT
AluYa5_1.seq(1>282) —>» ccagcctgggcgacagagcgagactccgtctca

Figure S4.19



A. C.

not genotyped
100 200 300 400 500
Contig 2 F ] . .
Chr12_44487582_contig_1.5eq(1>1059) € mmmmmmmm = o e o o ] | S|te|D- Chl’1 2_44487582
chr12_44487582_hg19_1.seq(1>1200) I .
2518047 . customl.ab1(1>296) —_— Sample Sequenced. HGDP00471
2518047. custom2.ab1(1>502)
AluYb8_1.sea(1>289) Alu SUbfamlly: AluYb8
B.
10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 170
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGTGGAATGTGagaaaattgatctttcttkkwkkwwggcagatagactggetg
chr12_44487582_contig_1.seq(1>1059) €~  TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGTGGAATGTGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGCTG
chr12_44487582_hg19_1.seq(1>1200) —>  TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGTGGAATGTG- -~~~ -=----—--- - oo oo
2518047 .customl.ab1(1>296) i T ——
TCATCCCAATGAAATCATCTTTTTTTCATTGAATAGCATTACATAGATCTTTTAAGAAATATTTACTCATTACTTTTTCTTAGATGCTACTAAGAGACAGAATCATCTAAGGGACAGAGGT GGAATGTGAGAAAATTGATCTTTCTTTTTTTT
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 I 1 1 1 I 1 I 1 I 1 I 1 I 1 I 1 I
aacaataaagnnnnnnnnnnnnnnnnnnnnnnnnnnnttttttttttttttttttttttttTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCRGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTcCCCGGGTTCACGCCATTCTCCTGCCTCAG
chr12_44487582_contig_1.s5eq(1>1059)  ¢—  AACAATAAA TTTTTTTTTTITTTTTTTTTITTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCAGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCCGGGTTCACGCCATTCTCCTGCCTCAG
chr12_44487582_hg19_1.seq(1>1200) AR - - - - et
2518047 . custom2.ab1(1>502) L
| A 11 .
TTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCCAGACTGCGGACTGCAGTGGCGCAATCTCGGCTCACTGCAAGCTCCGCTTCCCCGGGTTCACGCCATTCTCCTGCCTCAG
AluYb8_1.seq(1>289) «— tgagacggagtctcgctctgtcgeccaggecggactgeggactgcagtggegecaatctcggetcactgcaagetccgett-ceccgggttcacgecattctectgectcag

) 3?0 ) 3?0 ) 3?0 ) 3?0 ) 3?0 ) 4?0 ) 4}0 ) 4%0 ) 4?0 ) 410 ) 4?0 ) 4?0 ) 470 ) 4?0 ) 4?0 ) 5?0 ) 5%0
CCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCT

chr12_44487582_contig_1.seq(1>1059) ¢~ CCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCT

chr12_44487582_hg19_1.seq(1>1200) A e etettetettetetetettetettetetetetetetebtetetetetetetettetettetetetettetetetetetetetetetettetetetetetetettetetetebetetettetetetetetetebtetetetetetetebetetebtetetetetetetebtetetetettetetete AGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCT
2518047.custom2.abl1(1>502) — ——

T e

CCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCGCGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCTTGTTAGCCAGGATGGTCTCGATCGAGAAAATTGATCTTTCTTGGAGGAAGGCAGATAGACTGGATGACCACTAAAGATTTCTTTAGCT
AluYb8_1.seq(1>289) ¢~ cctcccgagtagetgggactacaggegeccgecaccgegeccggctaattttttgtatttttagtagagacggggtttcaccttgttagecaggatggtctegatctectgacctcatgatccacccgecteggectcccaaagtgctgggattacaggegtgagecaccg
*

Figure S$4.20



