A.

C.

genotyped
100 200 300 490 500 600 sitelD: chr1_232869268
Eﬁ:il,%éswzes,contigj.seq(1>1350) } \ sample sequenced: HGDP00476
AP pteei e et ietlelee ool el i B Alu subfamily: AluSc
Ausc 1 seattazior A . percent divergence 11.0%

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 N 1 1 1 1 1 N 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

TAATTATTTGTTTTTACCTTACATGTCTTAGTTTCAGAAAAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCTGTAATMCCAGCATTTTGGGAGGCCAAGGCRGGYGGACCAgCEGAGGTCAARAGATCAAGWCC

chr1_232869268_contig_1.seq(1>1350) €=  TAATTATTTGTTTTTACCTTACATGTCTTAGTTTCAGAAAAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCTGTAATACCAGCATTTTGGGAGGCCAAGGCAGGTGGACCAGCTGAGGTCAAAAGATCAAGTCC
chr1_232869268_hg19_1.seq(1>930) —>  TAATTATTTGTTTTTACCTTACATGTCTTAGTTTCAGAAAAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCT G == === === — = mm o oo oo oo oo
2521150 . customl.ab1(33>377) =
AL A
AAATGATGCCCAAATCATTCAATATAAATATTGAATACAGTTTAAAATTCCTCCGCAGTAGGACATGCCTGTAATACCAGCATTTTGGGAGGCCAAGGCAGGTGGACCAGCTGAGGTCAAAAGATCAAGTCC
AluSc_1.seq(1>280) - ggccgggcgeggtggctcacgectgtaatcccagecactttgggaggccgaggcgggeggatca-c-gaggtcaagagatcgagacc
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
ATCCTGGCCAACATGGTGAARCCYGGTCTCTACTAAAAATACAAAAATCAGCTGGGYGTGGTGGCGYGTGCCYGTGGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATYGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCYGAGATCGCGCCACTGCACTCCAGCCT
chr1_232869268_contig_1.seq(1>1350) €~ ATCCTGGCCAACATGGTGAAGCCTGGTCTCTACTAAAAATACAAAAATCAGCTGGGTGTGGTGGCGTGTGCCCGTGGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCTGAGATCGCGCCACTGCACTCCAGCCT
chrl_232869268_hg19_1.seq(1>930) g
2521150.customl.ab1(33>377)
ATCCTGGCCAACATGGTGAAGCCTGGTCTCTACTAAAAATACAAAAATCAGCTGGGTGTGGTGGCGTGTGCCCGTGGTCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATTGCTTGAACCT.yGGAGGCGGAGGTTGCAGTGAGCTGAGATCGCGCCACTGCACTCCAGCCT
AluSc_1.seq(1>280) —> atcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaattagctgggegtggtggegegegectgtagtcccagetactcgggaggetgaggcaggagaatcgettgaacccgggaggeggaggttgcagtgagecgagatcgegecactgecactccagect
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 ! |
GGCGACAGARYGAGACTCCATCTCAAAAAAAAAAAAAAAATTctctagagtttctttttaccattaggatatatcccacttgggacagtcagtcaagttactgtattttaaatcacttgaaatactttaacccttgtgtggttaagtggetatttatttttaaccctctga
chr1_232869268_contig_1.seq(1>1350) €~  GGCGACAGAATGAGACTCCATCTCAAAAAAAAAAAAAAAATTCTCTAGAGTTTCTTTTTACCATTAGGATATATCCCACTTGGGACAGTCAGTCAAGTTACTGTATTTTAAATCACTTGAAATACTTTAACCCTTGTGTGGTTAAGTGGCTATTTATTTTTAACCCTCTGA
chr1_232869268_hg19_1.seq(1>930) B - — et ettt
2521150.customl.ab1(33>377) ad
GGCGACAGAATGAGACTCCATCTCAAAAAAAAAAAAAAAAT T
2521150. custom2.ab1(12>355) <~
CCAAAAAAAAAAAAAAAATTCTCTAGAGTTTCTTTTTACCATTAGGATATATCCCACTTGGGACAGTCAGTCAAGTTACTGTATTTTAAATCACTTGAAATACTTTAACCCTTGTGTGGTTAAGTGGCTATTTATTTTTAACCCTCTGA
AluSc_1.seq(1>280) —> ggcgacagagcgagactccgtctca
520 530 540 550 560 570 580 590 600 610 620 630 640 650
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
aaaagaattgtttttgcTTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATT
chr1_232869268_contig_1.seq(1>1350) €—  AAAAGAATTGTTTTTGCTTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATT
chr1_232869268_hg19_1.seq(1>930) > e TTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATT
2521150.custom2.ab1(12>355) «—

Figure S6.1
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AAAAGAATTGTTTTTGCTTACGTTTTTCTGTTTTCAAATAACTACAAAGATTTTCTTAACATTATAAGAGTAATATTCTTAGAGGAGTGTAGAGCTGAGAGGAAATACTTTTGTGTTTATAGCGAAAAAAGTATATT




A.

C.

100 200 300 400 500 600 enotyped
Contig 1 9 yp
chr2_161952345_contig_1.5eq(1>1183) €m==mmem-mmmm-mmc-cmcc-c-cm--c--s-m-sem-m-mssem-s-mssem-s———————
chr2_161952345_hg19_1.seq(1>883) .
2526600. customl.ab1(1>173) —_— sitelD: chr2 161952345
2526600. customé.ab1(17>211) €mmmmmmmmm e i —
.custom3.al > —_— .
2526600, custons ab1Ces750) R S | sample sequenced: HGDP00854
AluSx1_1.sea(1>283) k A|U subfamlly: A|USX1
percent divergence 11.6%

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

CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGTTTAAAAAAAAAAAAAAAARGCCTGCGYGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCYGAGGCGGGCRRATC

chr2_161952345_contig_1.seq(1>1183) €—  CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGTTTAAAAAAAAAAAAAAAAAGCCTGCGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCAAATC
chr2_161952345_hg19_1.seq(1>883) —>  CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGtaAAAAAAAAAAAAAAA~ =~ == === == = = = = = = = = = = = = = o o o o o o oo oo oo oo oo oo m oo oo oo
2526600.customl.ab1(1>173) -
CCAATAACATGTTAATCCTACCATAAATATAACACCTCACTCTTAAGGAAAGCTCTGTTGAGAAGCACAGAGAGAAATCAATTAAAGCAAGTTTAAAAAAAAAAAAAAAA
2526600.custom4.ab1(17>211) «—
umuuumuhLmhmmUmhMUMMuMMth DAY
AAAAAAAAAAAAAAAAGGCCTGCGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCAAATC
AluSx1_1.seq(1>283) - ggccg&gcgcggtggctcacgcctgtaatcccagcactttggguggccgaggcgggcggutc
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
1 ! 1 ! 1 ! 1 ! 1 ! 1 ! H ! 1 ! 1 ! 1 ! 1 1 1 ! 1 ! 1 ! 1 1 1 1 H
ACM--AGGTCAGGAGTTCGAGACCAGCCTGGYCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAGTTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGGYTGAGGCAGGAGAATYGCTTGAACCCRGGAGRCAGAGGTTGCAGCRAGCCG
chr2_161952345_contig_1.seq(1>1183) €— ACA--AGGTCAGGAGTTCGAGACCAGCCTGGTCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGGTTGAGGCAGGAGAATTGCTTGAACCCAGGAGACAGAGGTTGCAGCAAGCCG
chr2_161952345_hg19_1.seq(1>883) ad
2526600.custom4.ab1(17>211) <
AV VYOV WAV VYAV VU LVAVLLL AN VA VXY LS 0 VY AVYIR SUAVA XA YA QACA OO X
ACA--AGGTCAGGAGTTCGAGACCAGCCTGGTCAACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGG
2526600.custom3.ab1(35>238) d
A AL AN Jr
ACATAGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCTGGGCATGGTGGCGGGCGCCTGTAATCCTAACTACTTGGGAGGTTGAGGCAGGAGAATTGCTTGAACCCAGGAGA AGAGGTTGCAGCAAGCCG
AluSx1_1.seq(1>283) —> acctgaggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaa-ttagccgggegtggtggcgggegectgtaatcccagectactcggg tgaggc tcgcttgaaccc cggaggttgcagtgagccg
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 I M 1 1o [ 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
AGATYGCRCCACTGSAYWCCAGYCYAGGCAACAATGYGAGACTSYSTCAMAAAAAAAAAAAAAAAAAGTAGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATT
chr2_161952345_contig_1.seq(1>1183) €— AGATTGCACCACTGGATACCAGTCCAGGCAACAATGTGAGACTGTCTCAAAAAAAAAAAAAAAAAAAATAGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATT
chr2_161952345_hg19_1.seq(1>883) ad taGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATT
2526600.custom3.ab1(35>238) - ll]m‘m IWM
AGATTGCACCACTGGATACCAGTCCAGGCAACAATuTGAGACTGTCTCAAAAAAAAAAAAAAAAAAA
2526600 . custom2.ab1(4>250) — - B — |
AAAAAAAAAAAAAAAAATAGGCACCAGTACTCTGGAAATGCTACAAAATGTTTAAATGCTTTTCCTATCTTTCCCTTTTCTTACCTGTCTTTTTGTCTATCTTTCCACCCCTGTGATATT
AluSx1_1.seq(1>283) —> agatcgcgccactgcactccagcctgggcgacagagcgagactccgtctca

Figure S6.2



A.

C.

genotyped
100 200 300 4?0 500 600
Contig 1 | : sitelD: chr3_110413402
TR o sample sequenced: HGDP00711
Aan 1 seaCinziay O ’ o Alu subfamily: AluSp
percent divergence 11.2%
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 1

AAAACATGCTCTGTAGGAAAAGAAATTAAGAGTTGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGTTTTTACKTGCAGTGGCGCAATCTCGGCTCACYGCAACCTCYGCCTC

chr3_110413402_contig_1.seq(1>1160) —>  AAAACATGCTCTGTAGGAAAAGAAATTAAGAGTTGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGTTTTTACTTGCAGTGGCGCAATCTCGGCTCACTGCAACCTCTGCCTC
chr3_110413402_hg19_1.seq(1>878) —>  AAAACATGCTCTGTAGGAAAAGAAATTAAGAGTTGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGT TTTTAC -~ =~ — = - == mm oo oo oo oo
2521151.customl.ab1(14>640) -
.uw,ul‘hw.hum.lummmuw.s.nmmm AM‘.UMMMW“ D s e
ARAACATGCTCTGTAGGAAAAGAAATTAAGAGT TGTAGATTATGAAGTGATGATTTGAATAGATTTTGCAGACTGAAGATTCTTGGGTATTGCTAATGTCTACATCCATTTGGTATGTTGCAAGTTTTTACTTGCAGTGGCGCAATCTCGGCTCACTGCAACCTCTGCCTC
AluSp_1.seq(1>284) — tgagacggagtttcgctcttgttgcccaggctggagtgcaatggecgecgatctcggcetcaccgecaacctecgecte
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
CCAGGTTCAAGCGATTCTCCTSCCTCAGCCTCCCRAGTRGCTGGAATTACAGGCATGSGCCACCAYACYTGGCTAA-TTTTGTATTTTTAGTAGAGAYGGGRTTTCTCCATGTTGGTCAGGCTGGTCTCGAACTCCCGACCTCM----A-CC-CCA-CCTYGGCCTCCCAA
chr3_110413402_contig_1.seq(1>1160) —> CCAGGTTCAAGCGATTCTCCTCCCTCAGCCTCCCAAGTGGCTGGAATTACAGGCATGGGCCACCATACTTGGCTAA-TTTTGTATTTTTAGTAGAGATGGGATTTCTCCATGTTGGTCAGGCTGGTCTCGAACTCCCGACCTCC----A-CC-CCA-CCTTGGCCTCCCAA
chr3_110413402_hg19_1.seq(1>878) > e R e A T T - T m = mmmmm oo o R R o e - - - - R i~ ~ i = === === ==
2521151.customl.ab1(14>640) —>
/) =, Y
CCAGGTTCAAGCGATTCTCCTCCCTCAGCCTCCCAAGTGGCTGGAATTACAGGCATGGGCCACCATACTTGGCTAA TTTTGIATTITTAGIAGAGATGGGATTTCTCCATGITGGT CAGGCTGGTCTCGAACT CCCGACCTCC=--A-CC-CCA-CCTTGGCCTCCCAR
AluSp_1.seq(1>284) ¢— ccgggttcaagcgattctcctgectcagectcccgagtagetgggattacaggecatgegecaccacgcccggctaatttttgtatttttagtagagacggggtttctccatgttggtcaggctggtctcgaactcccgacctcaggtgatccgecccgecteggectcccaa
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
AGTRCTGGGATTACAGGCATGAGCCACAGCGCTTGGCCccccctgtttttttttaacaaatgagaaataagaaaagtggATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAA
chr3_110413402_contig_1.seq(1>1160) —> AGTACTGGGATTACAGGCATGAGCCACAGCGCTTGGCCCCCCCTGTTTTTTTTTAACAAATGAGAAATAAGAAAAGTGGATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAA
chr3_110413402_hg19_1.seq(1>878) e e N T ———— ATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAA
2521151.customl.ab1(14>640) —>
\ A\ VL All AaLN A
AGTACTGGGATTACAGGCATGAGCCACAGCGCTTGGCCCCCCCTGTTTTTTTTTAACAAATGAGAAATAAGAAAAGTGGATATGTATATATATGTGTAAATATGTATATATGTGTAAATATATATGTATATATGTATAAAATACATCTATATCTAGTATAGAGTATTAGAA
AluSp_1.seq(1>284) €— agtgctgggattacaggcgtgagccaccgcgeccggec

Figure S6.3



A.

C.

B.

1?0 2?0 3?0 4?0 50 6(?0 7?0 80{0 9?0 1090 genOtyped
Contig 1 } i
Ehrs 1720800 contl 1 seaco 12 N sitelD: chr5_172054825
2521149. customl. ab1(1> I
2321149, custonz 16927 ; sample sequenced: HGDP00948
Alulb_1.seqa(1>283) k > )
Alu subfamily: Aludb
percent divergence 13.8%
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

ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCA

chr5_172054825_hg19_1.seq(1>786) €—  ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATACAGCTACA- -~ - - - m oo m oo
chr5_172054825_contig_1.seq(1>1321) —>  ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCA
2521149.customl.ab1(1>926) <~
AR A 00000 X Y WX Ao N0 AN LN
ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCA
2521149.custom2.ab1(6>927) —>  ATGCTATTCAAAATGGCCCCAAACTGAGAACAACCCAAATGTCCATCCACTATAGACTGGATCAATAAGTTAGGAGACCCTTACAAAGTGGAATACTATGCCGTAATGAGAAAAAACAAAATGCAGTCATACCCTTTTTGTCCAATCACATTTCTGCACTGTTGTCAATCA
) 1%0 1?0 Zq@ 2%0 2%0 2?0 2?0 2?0 2?0 270 Z%@ 2?0 3?0 3}0 3%0 3%0 310
TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTAAGCCCAGGAGTTCAAGACCAGCCTAGGCAACA-GGTGGAACCTGGTC-CTACAAAAATTACCAAAAAA
chr5_172054825_hg19_1.seq(1>786) € oo oo o R o g e = = e S ~ =~ ™ = == ™™= g = = == = = = = g R~ ey = = i~ — R ~ = = = = = = e ~ i~ = ~
chr5_172054825_contig_1.seq(1>1321) —> TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTAAGCCCAGGAGTTCAAGACCAGCCTAGGCAACA-GGTGGAACCTGGTC-CTACAAAAATTACCAAAAAA
2521149.customl.ab1(1>926) <«
090 (\J AN A A A ‘t'z‘(““;‘l“‘l .‘l v AV ALY MO [V
TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTTTGCCCAGGAGTTCAAGACCAGCCTAGGCAACA GGTGGAACCTGGTC CTACAAAAATTACCAAAAAA
2521149 . custom2.ab1(6>927) —>  TGCCTATGTAATGAATTCTCTTTTAAAACACAAGAGGGCCGGGCACGGTGGCTCATGCCTGTAATCCCAGCATTTTAGGAGGCCAAGGCAGGTGAATCGCTTAAGCCCAGGAGTTCAAGACCAGCCTAGGCAACA-GGTGGAACCTGGTC-CTACAAAAATTACCAAAAAA
Alulb_1.seq(1>283) e ggccgggcgeggtggcetcacgectgtaatcccageactttgggaggecgaggegggaggatcacttgagcccaggagttcgagaccagectgggcaacatggtgaaaccccgtctctacaaaaaatac-aaaaat
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 i 1 Lo, aal 1 1
TAGCCAGATGTtGGTGGCGGGCTCCTGTAAGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACCGT
chr5_172054825_hg19_1.seq(1>786) s | B Gttt B Dbt Nt | i OOtOttEt ootti i Bl SOOtINtteE Shtinantl | | A ettt § it SOt
chr5_172054825_contig_1.seq(1>1321) —> TAGCCAGATGTTGGTGGCGGGCTCCTGTAAGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACCGT
2521149. customl.ab1(1>926) <~
bt b M
TAGCCAGATGTTGGTGGCGGGCTCCTGTAAGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACNGT
2521149. custom2.ab1(6>927) —>  TAGCCAGATGTTGGTGGCGGGCTCCTGTAAGTCCTAACTACTTGGGAGGCTGAGGTGGGAGGATTGCTTAAGCCCAGGAGGTCGAGGTTGCAGTGAGCCATAGTTGTACCACTGCACTCCAGCCTTGGTGACAGAGTGAGACCCTGTCTCAAAAAACAACCCCACAACCGT
AluJb_1.seq(1>283) —> tagccgggcgt-ggtggcgcgegectgta-gtcccagetactcgggaggetgaggcaggaggatcgettgageccgggaggtcgaggetgecagtgagecgtgatcgegecactgeactccagectgggcgacagagegagaccctgtetea
) 5%0 5?0 510 5?0 5?0 5{0 5?0 5?0 6?0 6}0 6%0 6?0 6?0 6?0 6?0 6{0 6%0
TCCCCGCCAACAACTCCACCACACACAAGAGGACAGGGTTCAGAGAGCTTCTGAAGAGGTGACCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG
chr5_172054825_hg19_1.seq(1>786) € S oo oo oooooo-oo-o---o- CACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG
chr5_172054825_contig_1.seq(1>1321) —> TCCCCGCCAACAACTCCACCACACACAAGAGGACAGGGTTCAGAGAGCTTCTGAAGAGGTGACCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG
2521149.customl.ab1(1>926) <«
Jon mm.‘.,L A L IR u‘l‘dﬂl‘mm O luﬂlnl l
AA ACCACA B GAAGAGGTGNCCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG
2521149 . custom2.ab1(6>927) - TCCCCGCCAACAACTCCACCACACACAAGAGGACAGGGTTCAGAGAGCTTCTGAAGAGGTGACCACGTGGACCCGATGTGGATCACAGCGACCCGAGTGATTCACACACATAATGTTCTGTGAAAGAAGCCAGACACAAAAGAATGCATACTACGGGACTCCACTTACATG

Figure S6.4



A.

C.

genotyped
1?0 2?0 3(?0 4(?0 5?0 60I0 ;
Contig 1 ; 7 sitelD: chr6_5348761
hr6_5348761_ ig_1. (1>1280) ; .
chre 3348761 ho19 1 seq(is959) | sample sequenced: ~ HGDP00456
2521152. custom2.ab1(1>507) L e L e | HIVE
2521152.Et::tgml.:bl(l‘}bsls) ; Alu SUbfamIIy AIUSX3
AluSx3_1.sea(1>282) R L EEL LY percent divergence 13.9%
- 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

GGCCATTTCCCAAATGTATATACACTCATGTCTGTGTACTTGTATGTTGTGTTACTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTCGCACTGTCGCCCAGGCTGGAGTGCAGTGGTGCAATCTCGGTTCACTGCAAGCTCTGTCTCCTGGGC

chr6_5348761_contig_1.seq(1>1280) —>  GGCCATTTCCCAAATGTATATACACTCATGTCTGTGTACTTGTATGTTGTGTTACTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTCGCACTGTCGCCCAGGCTGGAGTGCAATGGTGCAATCTCGGTTCACTGCAAGCTCTGTCTCCTGGGL
chr6_5348761_hg19_1.seq(1>959) —>  GGCCATTTCCCAAATGTATATACACTCATGTCTGTGTACTTGTATGTTGTGTTACTTCCTTACTTATTTATTTATTTATTTTATTTAT TT T TTTGAGACAGAGT TTC -~ — = = m - m o oo oo oo oo oo oo
2521152.custom2.ab1(1>507) — "
2521152.customl.ab1(19>515) -
LA XA AN AL A AV AN A
CTTCCTTACTTATTTATTTATTTATTTTATTTATTTTTTTGAGACAGAGTTTCGCACTGTCGCCCAGGCTGGAGTGCAGTGGTGCAATCTCGGTTCACTGCAAGCTCTGTCTCCTGGGC
AluSx3_1.seq(1>282) — tgagacggagtct*cgctctgtcgcccaggctggagtgcagtggcgcgatctcggctcactgcaucctccgcctcccgggt
12?0 19IO ZQI)O z1|0 ZZIO 2?:0 2110 ZSIO 2?0 2{0 2%0 29|0 3?0 3}0 32|0 33|0 310 )

TCATGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAAGAGCACACCACCAGAGCCAGCAATTTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGACTGGTCTCAAACTCCTGACCTTGTGGTCTGCCCACCTCAGCCTCCTGAAGTGCTGGG
chr6_5348761_contig_1.seq(1>1280) —>  TCATGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAAGAGCACACCACCAGAGCCAGCAATTTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGACTGGTCTCAAACTCCTGACCTTGTGGTCTGCCCACCTCAGCCTCCTGAAGTGCTGGG
chr6_5348761_hg19_1.seq(1>959) En ARt SELETTTTTLLLEESTTERTEE SEELESTTEITLERES | & 3 BEEEEl- - S5 - 1~ CEEEETETTETTELTLLIEEE - EEETTEELE - ERTTTTELES SELLTTLE - TETTEEEELEE & [ - ELL - LEE - TELLE EELEEETLEs
2521152.custom2.ab1(1>507) «—
2521152.customl.ab1(19>515) g

AAVA ALA_LA AN YA VAYAVANNYVAZ Y AYA (V) (Y A Al NOAA ARDYYIIIITLAY) A AAYVA AU AVAVAYAY A MN LA [\ /.

TCATGCGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAAGAGCACACCACCAGAGCCAGCAATTTTTTTGTATTTTTAGTAGAGATGGGGTTTCACTATGTTGGCCAGACTGGTCTCAAACTCCTGACCTTGTGGTCTGCCCACCTCAGCCTCCTGAAGTGCTGGG
AluSx3_1.seq(1>282) ¢— tcaagcgattctcctgcctcagcctcccgagtagctgggactacaggcgegegecaccacgeccggctaattttttgtatttttagtagagacggggtttcaccatgttggccaggetggtctcgaactcctgacctegtgatccgeccgectcggectcccaaagtgctggg

3?0 BEISQ 3?0 38;0 3?0 4?0 4Z|l@ 42|0 4?@ 4?0 4S|0 4?0 4{0 48|0 49|0 5?@ 5]|.0 )

ATTACAAGCGTGAGCCACTGCGCCTGGCCCACTTCTTTATTTATTGATTGCTTATTATGTGCTAGCAGCTAGGATAGGTATCAAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTGTGTAGTAAGGATAGACATTAAACAAATAAACACAAA
chr6_5348761_contig_1.seq(1>1280) —> ATTACAAGCGTGAGCCACTGCGCCTGGCCCACTTCTTTATTTATTGATTGCTTATTATGTGCTAGCAGCTAGGATAGGTATCAAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTGTGTAGTAAGGATAGACATTAAACAAATAAACACAAA
chr6_5348761_hg19_1.seq(1>959) A attatats - - initetttatatints ~ Tttt ~ Baisisintatn ittty AAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTATGTAGTAAGGATAGACATTAAACAAATAAACACAAA
2521152.custom2.ab1(1>507) —
2521152.customl.ab1(19>515) d

{\ X\ ) () ) \ A

ATTACAAGCGTGAGCCACTGCGCCTGGCCCACTTCTTTATTTATTGATTGCTTATTATGTGCTAGCAGCTAGGATAGGTATCAAGTATATAGTACTAAATAAAACATAAGTAATCTGTGCCACCGTGGTTCTTGTTGTGTAGTAAGGATAGACATTAAACAAATAAACACAAA

AluSx3_1.seq(1>282) €— attacaggcgtgagccaccgcgcccggec

Figure S6.5



A.

C.

B.

genotyped
100 200 300 400 500 600 H .
— : , ! ! ! — sitelD: chr6_31296802
Chre_a1sachoe hats 1 sacisersy | sample sequenced: HGDP00232
2521155, custonz ab1(ou575) ' Alu subfamily: AluSc8
AluSc8_1.seq(1>282 .
seA-tseaane percent divergence 9.8%
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 I 1 1 1 H 1 1 1 1

ACAACTACTTGGAGCACAATAAAGADTCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGTRAGGGAAACTTAAAGAAAGHTTTTAAGAGGAACTATCTTCTTEttttgtttgttttttgtttgtttgtttTGAGACRGAGTCTCRCTCTGTMGCCCAGRCTGGAGTGCAG

chr6_31296802_contig_1.seq(1>980) —>  ACAACTACTTGGAGCACAATAAAGAATCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGTAAGGGAAACTTAAAGAAAGATTTTAAGAGGAACTATCTTCTTTTTTTGTTTGTTTTTTGTTTGTTTGTTTTGAGACAGAGTCTCACTCTGTAGCCCAGACTGGAGTGCAG
chr6_31296802_hg19_1.seq(1>632) —>  ACAACTACTTGGAGCACAATAAAGAGTCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGT GAGGGAAACTTAAAGAAAGCTTTTAAGAGGAACTATCT T T T - - = - = == = - —m o m o oo oo o oo o oo oo o oo oo oo o oo oo o m oo oo
2521155.customl.ab1(25>587) g
auﬂhuhhuumuMm.nuuLMJMAummm 1 .x.mmwMu,Lum d“mﬂmlmmmuﬂmmLU‘umhhnhﬂ“ﬂ““AMUL‘ﬂ“d‘ﬂ
CAACTACTTGGAGCACAATAAAGAGTCATTAGTAAATTAGAAGATTTGTTAGTATGAAGAGTAAGGGAAACTTAAAGAAAGATTTTTAAGAGGAACTATCTTCTTTTTTTGTTTGTTTTTTGTTTGTTTGTTTTGAGACAGAGTCTCACTCTGTAGCCCAGACTGGAGTGCAG
AluSc8_1.seq(1>282) «— tgagacggagtctcgctctgtcgcccaggctggagtgcag
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
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
TGGCGCAATYTAGGCTCACTGCAACCTCCGCCTCCBGGGCTCAAGCGATTCTCCTGCCTCAGYCTCCCGAGTAGCTGGGAYTACAGGCACGTGCCACCACGCCCRGCTAATTT-TTTtttcctGTTttct-tttttttTTTTTAGTAGAGRCGGGGTTTCACCRTGTTAGTCA
chr6_31296802_contig_1.seq(1>980) —>  TGGCGCAATTTAGGCTCACTGCAACCTCCGCCTCCGGGGCTCAAGCGATTCTCCTGCCTCAGTCTCCCGAGTAGCTGGGATTACAGGCACGTGCCACCACGCCCAGCTAATTT-TTTTTTCCTGTTTTCTTTTTTTTTTTTTTAGTAGAGGCGGGGTTTCACCATGTTAGTCA
chr6_31296802_hg19_1.seq(1>632) 4
2521155.customl.ab1(25>587) e
2521155.custom2.ab1(3>573) «—
o YAk )
TTTTTTCCCGTTTTCT TTTTTTTTTTTTAGTAGAGGCAGGGTTTCACCATGTTAGTCA
AluSc8_1.seq(1>282) €— tggcgcgatctcggctcactgcaacctccgectcccgggttcaagegattctectgectcagectcccgagtagetgggactacaggegegtgccaccacgeccggctaattt-ttt------ gta------------ tttttagtagagacggggtttcaccgtgttagcca
350 360 370 380 390 400 410 420 430 440 450 460 470 480 490 500 510
1 1 Loy T 1 Loy TR | 1 1 1 1 1 1 1 1 1 1 1
GGATGGTCTCGATCTCCTGAMCTCATGATCCRCCTGCCTCRGCCTCCCAAAGTGYTGGGATTACAGGYGTGAGCYGCYGCGCCCGGCTgaggaactatcttcttAACACTTATcatKYTWAACCAAAAAGGAAAACTTTGGAGAGGWACTTTTATTCTTTACAGTTTCCCCCT
chr6_31296802_contig_1.seq(1>980) —>  GGATGGTCTCGATCTCCTGAACTCATGATCCACCTGCCTCAGCCTCCCAAAGTGTTGGGATTACAGGTGTGAGCTGCTGCGCCCGGCTGAGGAACTATCTTCTTAACACTTATCATTCTTAACCAAAAAGGAAAACTTTGGAGAGGTACTTTTATTCTTTACAGTTTCCCCCT
chr6_31296802_hg19_1.seq(1>632) - - --AACACTTAT---GTTAAACCAAAAAGGAAAACTTTGGAGAGGAACTTTTATTCTTTACAGCTTCCCCCT
2521155.custom2.ab1(3>573) «— l ‘ l ‘ ‘ ‘ ) ‘ l
G GGTCTCGATCTCCTGACCTCATGATCCGCCTGCCTCGGCCTCCCAAAGTGTTGGGATTACAGGTGTGAGCCGCTGCACCCGGCTGAGGAACTAILIILIIAACACTTATCATTCTTAACCAAAAAGGAAAACTTTGGAGAGGTACTTTTA TCTTTACAGTTTCCCCCT
AluSc8_1.seq(1>282) €— ggatggtctcgatctcctgacctcgtgatccgcccgectcggectcccaaagtgetgggattacaggegtgagccaccgegeccggec
5%0 5%0 5?0 S?@ 5?0
CTTGATTTTACAGTTCTTCCTCTTCAAATCTCCTTAACATATCTT
chr6_31296802_contig_1.seq(1>980) —> CTTGATTTTACAGTTCTTCCTCTTCAAATCTCCTTAACATATCTT
chr6_31296802_hg19_1.seq(1>632) —> CTTGATTTTACAGTTCTTCCTCTTCAAATCTCCTTAACATATCTT
2521155.custom2.ab1(3>573) «—

Figure S6.6
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A.

C.

1@‘ 2?0 3?0 4@‘ 5?0 6?0 70‘ 8?0 9?& genOtyped
igr_‘?B%4;101_contig_1.seq(1>1219) I<- -------------------------------------------------------------------------------- ‘|
a1 e L Rt S S ; sitelD: chr10_68049101
Musaz i seaciazagy o ’ ; i sample sequenced: HGDP00474
Alu subfamily: AluSg2
B percent divergence 12.2%

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

ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA

10_68049101_contig_1.seq(1>1219)
10_68049101_hg19_1.seq(1>972)
2393662 .custom2.ab1(21>663)

2393662.customl.abl1(24>667)

AluSq2_1.seq(1>286)

?

ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA
ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAggccaggcegtggtggctcatgectgtaatcccagecactttgg--

[V (\J /) \ /
ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCAGGCGTGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGACTGAGGAGGGCAGATCACCTGA

Wl 1 ! | L

ATTGATAGTTGTGATTTTATTTTCCGCATTAGCTGTATTTCCCATGGAAGCATAAGAGCTTCCTATATGCAAGGGGTACAAGGTTAAGATTTTTAAAGAACAGGCCA(;(:(_(; 1 L;(;I(;GCTCATGCCTGTAATCCCAGCACTTT GGAGACTGAGGAGGGCAGATCACCTGA
---------------------------------- ggccgggcgcggtggctcacgecctgtaatcccagecactttgggaggccgaggcgggcggatcacctga

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

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

10_68049101_contig_1.seq(1>1219)
10_68049101_hg19_1.seq(1>972)
2393662.custom2.ab1(21>663)

2393662.customl.ab1(24>667)

AluSqg2_1.seq(1>286)

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

u‘.mhmnu.lhhmuuhmum. el Mhmmh“lAMhuhMhmmm“nmhdm

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

GGTCTGGAGTTTGAGGCTAGCCTGGCCAACACGGTGAAACTCTGTCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCTGGCACCTGTAATTCCAGCTACTT4GGAGGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGCAGTGAGTCGACATCA

ggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaattagccgggcgtggtggcgggcgectgtaatcccagctactcgggaggctgaggcaggagaatcgecttgaacccgggaggcggaggttgcagtgagccgagatcg

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

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

10_68049101_contig_1.seq(1>1219)
10_68049101_hg19_1.seq(1>972)
2393662.custom2.ab1(21>663)

2393662.customl.ab1(24>667)

AluSq2_1.seq(1>286)

Figure S6.7

—

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA
777777777777777777777777777777777777777777777777777 aaacaaacaagaadGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

nJm.tAdhL.momummn.hhLmuuuulm‘mmumumlmmmwmmmmtuhm«mmlMk.u.hmMmmummwl.u,v A

TGCCATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAAGAATAAATTTATTTTTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

N

lh tmu..mumm.Mu.uummmm.mwmummumhmluuuuuuuxmusus‘amumwmuumm

ATTGCACTCCAGCCTGGGTGAAAAGAGAAAGACTCCATCTCAAAATAAAACAAACAAGAAAGATTTTTAAA TTCCTGTATTTGATATTCATTTATTTTGAATCCTCCTACTATTACACCCAATATATTAACTTCGGGGAGCCCAAATTAATA

cgccattgcactccugcctgggcgacaagugcgaaactccgtctcaaa



A.

C.

genotyped
100 200 300 400 500 600 700 800
€Nl 3 e contin 1 102y 3 N sitelD: chr11_35425496
- _contig_1.seq(1> I
11_35425496_hg19_1.seq(1>545) } > sample sequenced: HGDPO00857
2384373.customl.ab1(11>232) | T
2396740 customl . ab1(16>490) U U RSO UU RS Alu subfamily: AluSx3
AluSa_1.sea(1>281) §mmmmmmmmmmmmmemeenenee e percent divergence 13.0%
B 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

AAACCAGAAATTCTTGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTGTGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCAcagctggacagaatcctgattttcctg

11_35425496_contig_1.seq(1>1042) —>  AAACCAGAAATTCTTGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTGTGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCACAGCTGGACAGAATCCTGATTTTCCTG
11_35425496_hg19_1.seq(1>545) g AAACCAGAAATTCTTGAGGTAAAGAACTCATCCAGTGAGCTCTTCGGCTGCATGCATTTATTTATTCAACAAATATCCTGTGATCTTATGACATGAGAAACTCAAGGATTAATTTAATGCCCCCTAACCAGAAACTAGAGCCA 777777777777777777777777777
2384373 .customl.ab1(11>232) —>
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
ttccctaaaagcaagggaacatcttcatcttgctggcttggctcagecagettagectcaaagge agctcaaaggc tcTTTTTTTTTTTTTTTTTTTTTTTGAGACRGAGTCTCRCTCTGTGGCCCAGGCTGGAGTRCAGTGGYGCAA
11_35425496_contig_1.seq(1>1042) —>  TTCCCTAAAAGCAAGGGAACATCTTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGGAGGAAACAGCTCAAAGGCAAAGGGGGAAAGTCTTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCACTCTGTGGCCCAGGCTGGAGTACAGTGGTGCAA
11_35425496_hg19_1.seq(1>545) e A ittt ittt ittt ittt iiet ~ Satiaity LRI ETEELELEEEY - TEEES - §- - J
2384373 .customl.ab1(11>232) -
u.m‘ul‘udlh““u.‘l““,‘““_(“‘t(“.Llhlh.‘A“MJAmAA‘AAmhn“hAA‘AmALAAMAAAuuuuuuuuuuu
TTCCCTAAAAGCAAGGGAACATCTTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGGAGGAAACAGCTCAAAGGCAAAGGGGGAAAGTCTTTTTTTTTTTTTITTTTTTTTT
2396740.customl.ab1(16>490) «—
AN AAD 0D {\
TTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCACTCTGTGGCCCAGGCTGGAGTACAGTGGTGCAA
AluSg_1.seq(1>281) — tgagacggagtctcgctctgtcgcccaggetggagtgcagtggcgega
3?0 3?0 3{0 3%0 3?0 4?0 4}0 4%0 4?0 410 4?0 4?0 4{@ 4%0 4?0 5?0 5}0
TYTCRGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCYTGCCTCAGCCTCCCAAGTAGCYRGGAYTACAGGYGCKCGCCACCAYGCCCGGCTAATTTTTGTATTTTTRGTAGAGACGGGTTTYMWC--TGTTGGCCAGGCKGGCCTGGAACTCCTGACCTCR
11_35425496_contig_1.seq(1>1042) —> TTTCAGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCTTGCCTCAGCCTCCCAAGTAGCCAGGACTACAGGTGCTCGCCACCATGCCCGGCTAATTTTTGTATTTTTGGTAGAGACGGGTTTCA-C--TGTTGGCCAGGCGGGCCTGGAACTCCTGACCTCA
11_35425496_hg19_1.seq(1>545) I ettt ettt et ekt ettt ettt e ettt ettt tettebetets ettt et ettt ettt e e e ettt
2396740.customl.ab1(16>490) —
) X\ ! LS s ) AL
TTTCAGCTCACTGCAACCTCCGCCTCCCGGGTTCAAGCGATTCTCTTGCCTCAGCCTCCCAAGTAGCCAGGACTACAGGTGCTCGCCACCATGCCCGGCTAATTTTTGTATTTTTGGTAGAGANGGGTTTCATC--TGTTGGCCAGGCGGGCCTGGNACTCGTGACCTCA
AluSg_1.seq(1>281) €— tctcggctcactgcaacctccgcctcccgggttcaagegattctcctgectcagectcccgagtagetgggattacaggcgcgcgccaccacgcccggetaatttttgtatttttagtagagacggggtttcaccatgttggccaggcetggtctcgaactcctgacctcg
) 5%0 5%0 510 5?0 5?0 5{0 5?0 5?0 6?0 6}0 6%0 6?0 610 6?0 6?0 6{0 6%0
TGATCCGCCCRCCTTGGCCTCCCAAAGTG-CTGGGMTTACAGGCGTGAGCCAYCGCGCCCGGCCgggaaagttccctttaagcaaacatatggacgcatggatcagtccctgeteskkrwymrcggeccgcctCAGCTGSACAGAATCCTGATATTCCTGYTCCCKGMAAR
11_35425496_contig_1.seq(1>1042) —> TGATCCGCCCACCTTGGCCTCCCAAAGTG-CTGGGCTTACAGGCGTGAGCCATCGCGCCCGGCCGGGAAAGTTCCCTTTAAGCAAACATATGGACGCATGGATCAGTCCCTGCTCCGTGATCACGGCCGCCTCAGCTGCACAGAATCCTGATATTCCTGCTCCCGGCAAA
11_35425496_hg19_1.seq(1>545) B e CAGCTGGACAGAATCCTGATTTTCCTGTTCCCTAAAAG
2396740 .customl.ab1(16>490) «—
(K A AR b i QWY AN T LAY 0L LA B Ao O N UM L R A
NGATCCGCCCACCTTGGCCTCCCAAAGTGTCTGGGCTAACAGGCGTGATCCATCGCGCCCGTCCGGGAAAGTTCCCTTTAAGCAAACATATGGANGCANGGATCAGTCCCTGCTCGTGATCAGCGGCCGCCTCAGCTGCACAGAATCCTGATATTCCTGCTCCCGGCAAA
AluSg_1.seq(1>281) €— tgatccgcccgcctcggectcccaaagtg-ctgggattacaggcgtgagccaccgcgcccggec
) 6?0 7?0 7}0 7%0 7?0 7?0 7?0 7?0 7?0 7%0 7?0 8?0 8}0 8%0 8?0 8?0 8?0
CAAGGGAACATCTTCMTCTTGCTGGCTTGSCTCAGCAGCTTAGCTCAAARGCAAAGAGGGAAAGTCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGCAGTGTGCCCTTTACCAAAAACACAACGTTTTCACRCCTAT
11_35425496_contig_1.seq(1>1042) —>  CAAGGGAACATCTTCCTCTTGCTGGCTTGCCTCAGCAGCTTAGCTCAAAAGCAAAGAGGGAAAGTCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGCAGTGTGCCCTTTACCAAAAACACAACGTTTTCACGCCTAT
11_35425496_hg19_1.seq(1>545) —>  CAAGGGAACATCTTCATCTTGCTGGCTTGGCTCAGCAGCTTAGCTCAAAGGCAAAGAGGGAAAGTCCTCTCTAAGCAAACATATGGACACGTGGATCAGTCTCTGCTCCTCCACGGGCGCCTCCTAAGGCAGTGTGCCCTTTACCAAAAACACAACGTTTTCACACCTAT
2396740 .customl.ab1(16>490) “—

Figure S6.8
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C.

100 200 300 400 500 600 700

Tontig 1 7 ! — genotyped

chr12_26958667_contig_1.seq(1>1396) ;

chr12_26958667_hg19_1.seq(1>998) ;

2521154 customl.ab1(2>2 L H

2326283, custond ab1(272123) P | sitelD: chr12_26958667

2523374.customl.ab1(14>140)

2521154 custon? ov1(5468) . sample sequenced: HGDP00471
Alu subfamily: AluSq
percent divergence 9.4%

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

ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGGtaaaactGGCCGGGCACCGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGG

chr12_26958667_contig_1.seq(1>1396) —> ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGGTAAAACTGGCCGGGCACCGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGG
chr12_26958667_hg19_1.seq(1>998) —>  ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGG- -~~~ == - - oo oo oo oo oo oo oo oo
2521154 .customl.ab1(2>269) —> —
ettt o o
ACTCTTCCAGGAGGGAATGGGGAGGAGACAAATCACAAGCAATAAGCATAGTAAATCCATAAATTACATAGCACGCTAAGGGATAAACACTATAGAAAAAAGGAAACATAAAACACGGTAAAACTGGCCGGGCACCGTGGCTCACACCTGTAATCCCAGCACTTTGGAAGG
AluSq_1.seq(1>284) - s M  —— W W W 9gccgggcgcggtggctcacgcctgtaatcccageactttgggagg
180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330 340
(] AT 1 1 1 1 Lol 1 1 Al 1. 1 Lo, 1 1 TR | 1 ol
CCRAGGYGAGTGGATCACA--AGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCYGTCTCTACTAAAAATACAAAAAAAAGaaaaaataGCCGGGCKTGGTGGCRGGCRCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAAGAGAATCGCTTGAACTTA
chr12_26958667_contig_1.seq(1>1396) —>  CCAAGGTGAGTGGATCACA--AGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCTGTCTCTACTAAAAATACAAAAAAAAAAAAAAATAGCCGGGCTTGGTGGCAGGCACCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAAGAGAATCGCTTGAACTTA
chr12_26958667_hg19_1.seq(1>998) G e e e = ettt et tetetetelel- = eleteielelatetel== T = T T T TR T TR P UL R
2521154.customl.ab1(2>269) —>
2526283 .customl.ab1(22>123) <
2523374 .customl.abl(14>140) —>
GGGAGGCTGAGGCAAGAGAATCGCTTGAACTTA
AluSq_1.seq(1>284) —> ccgaggcgggtggatcacctgaggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaatta--------- gccgggcegtggtggcgggegectgtaatcccagctactcgggaggctgaggcaggagaatcgcttgaacccg
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 I 1 1 1 1 1 H 1 1 1 1 1 1 1 1 1 1 1 I
GGAGGTAGAAGTTGCRGTGAGCYGAGATCACGCCAYTGCACTCCAGCCAGGGCAAYAAGARCGAAACTCCGTCTCAAAAAAAAAAAAAAAACCCcagggt -tt t atgc tgcattccaggcagagggaatagccagggc
chrl2_26958667_contig_1.seq(1>1396) —>  GGAGGTAGAAGTTGCGGTGAGCTGAGATCACGCCATTGCACTCCAGCCAGGGCAATAAGAACGAAACTCCGTCTCAAAAAAAAAAAAAAAACCCCAGGGTAAAAAGAC-TTAAAGAAGGTGAGGGAGACATGCAGGAGAACTGCATTCCAGGCAGAGGGAATAGCCAGGGC
chr12_26958667_hg19_1.seq(1>998) Sudttt el s pR Rl R e B et ekt
2526283.customl.ab1(22>123) —
GGAGGTAGAAGT
2523374 .customl.ab1(14>140) -
2521154.custom2.ab1(5>468) —
o o A O A
AAAAAAAAAAAAAAAACCCCAGGGTAAAAAGAC-TTAAAGAAGGTGAGGGAGACATGCAGGAGAACTGCATTCCAGGCAGAGGGAATAGCCAGGGC
AluSq_1.seq(1>284) —> ggaggcggaggttgcagtgagccgagatcgcgccactgcactccagecctgggcaacaagagcgaaactccgtctca
) 52|0 53|0 Sllt@ 5?0 S(ISQ S7|0 58|0 5?0 6?0 61|0 GZIO 63|0 610 6?0 6?0 67llb 68|0
aacgaCTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGG
chr12_26958667_contig_1.seq(1>1396) —>  AACGACTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGG
chr12_26958667_hg19_1.seq(1>998) - ----- CTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGG
2521154 . custom2.ab1(5>468) & —

Figure S6.9
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AACGACTCTACAGTGGGACCGTGTTCACTATGTTCCAAGACCTGCAAGGAAGCTAATATGGCTGGCAGGAGCCAGGAAGGAGGTAAGTGATTGGCAAGGACATCTGAACCATTAAGGAATGGAAGGCCAGACCTGCAGGGCCTCCCAAGTCATAGGAAACACTCTGG




A. C.

not genotyped
100 200 300 400
Contig 4 ! 4 .
1;_;3%56541_c0ntig_1.seq(1>348) L 4 sitelD: chr1 2_73056541
2393664 . 1.ab1(1>348
2393664fazmzﬂbl&bwi) €mmmmmmmm e 4 sample sequenced: HGDP00987
PRy o e — Alu subfamily: AluJb
percent divergence 14.2%
B - 10 20 30 40 50 60 70 80 90 100 110 120 130 140 150 160 1?0

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
TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTATGGTGGGCGTCTGTAGTCCCAGCTACTAGGGAGGCTGAGGTGGGAGGACTGCCTGAGCCCAGGAGGTCTAGGCTGGGGTGAACCGAGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGAGTGAG

12_73056541_contig_1.seq(1>348) TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTATGGTGGGCGTCTGTAGTCCCAGCTACTAGGGAGGCTGAGGTGGGAGGACTGCCTGAGCCCAGGAGGTCTAGGCTGGGGTGAACCGAGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGAGTGAG

i1

2393664 .customl.ab1(1>348)

A |

TCTGTTCCAAAATCAATTACATCACAACTAATTGACATAATCTGTATGGTGGGCGTCTGTAGTCCCAGCTACTAGGGAGGCTGAGGTGGGAGGACTGCCTGAGCCCAGGAGGTCTAGGCTGGGGTGAACCGAGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGAGTGAG

i

TCCAAAATCAATTACATCACAACTAATTGACATAATCTGTAT AGATTTCGCCACTGCACTCCAGCTGGGC-GTTGGA!
I(_ | m TCCAAAATCAATTACATCACAACTAATTGACATAAT CTGTC- - - - - - - - --------------m - oo o--ooo---o oo i--ioo oo ii—-—iisiiiioiiiiioioiioo——-
gtgaaaccccgtctctacaaaaaatacaaaaattagccgggegtggtggegegegectgtagtcccagetactcgggaggetgaggcaggaggatcgettgageccgggaggtcgaggetgcagtgagecgtgatcgegecactgeactccagectgggegacagagegag
*

2393664 .custom2.ab1(27>353) <

12_73056541_hg19_1.seq(1>208)
Alulb_1.seq(102>283)

il

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

ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTTA

12_73056541_contig_1.seq(1>348) ¢ ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTTA
2393664 .customl.ab1(1>348) i
A o A L

ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTT.
2393664 .custom2.ab1(27>353) —

ACCCTGTCTTAAAAAAATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTCGTTCATGTTTGTTGGACATGAGTTCTTTTTA
12_73056541_hg19_1.seq(1>208) —> - ATATTTCATTCAGTTGCCAAGCTCACTCCACAGTACTAAATATATCTTCTATAGTGGTCATGGCATTTTGTTTCAAATATATTGTTTTTTAATGTTTCAAATAGATTCTTGTTCATGTTTGTTGGACATGAGTTCTTTTTA
AluJb_1.seq(102>283) —> accctgtctca

Figure S6.10



A.

C.

100 200 300 490 500 genotyped
Contig 1 !
chr15_20586592_hg19_1.seq(1>1883) I
chr15_20586592_contig_1.5eq(1>962) &=mmmmmmmmmem-;e---e--e---es—=s——m——————————————— sitelD:
2526599 custom2.ab1(12>167) —_— .
2526599 custon3 . ab1(1>267) D sample sequenced:
AluSz6_1.sea(1>283) T Alu subfamily:

B.

percent divergence

10 20 30 40 50 60 70 80 90 100 110 120
1 | 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 | 1 1

chr15_20586592
HGDP00854
AluSz6

3.1%

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

TTGCATAACGAAGATGTATAAGCCAGACCATG-TGCAGCAGAGASAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACATTCTTHETTTTTTTTTTTTTTTTTTITTTTTTTTTTTTttTGAGACAGAGTCTC

chr15_20586592_hg19_1.seq(1>1883) —>  TTGCATAACGAAGATGTATAAGCCAGACCATG-TGCAGCAGAGAGAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACAT TCTT- - - - - o m oo oo oo oo
chr15_20586592_contig_1.seq(1>962) €— TTGCATAACGAAGATGTATAAGCCAGACCATG- TGCAGCAGAGACAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACATTLI TTTTTTTTTTTTITTITITTITITTTITTITTTTITTTTTTTTTGAGACAGAGTCTC
2526599. custom2.ab1(12>167) -
MMA\M\WMIAI‘MNJK“M tml‘mmm U‘ﬂumh‘h M)M“m hbummmumummmumuuu
TTGCATACGAAGATGTATAAGCCAGACCATGGTGCAGCAGAGACAAAGCCAGCATGTGAAATACTATTTTACCTTCATGACTACTACAGGCTCTGAAACATATTGGTGCTTAGAGACATTCTTTTTTTITTTITTTTTTTTTITITTITTITIT1T
2526599.custom3.ab1(1>267) «—
TTTTTTTTTTTTTTITITTTTTTITITTITTTTTTTTGAGACAGAGTCTC
AluSz6_1.seq(1>283) — - tgagacagagtctc
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
GCTCTKTYGCCCAGGCTGGAGWSATKCKTAAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTTCAAGATTATACGTTTGACAAATGTTTATCTGA
chr15_20586592_hg19_1.seq(1>1883) - - --AAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTtcaagattatacgtttgacaaatgcttatctga
chrl5_20586592_contig_1.seq(1>962) €~  GCTCTTTTGCCCAGGCTGGAGACATTCTTAAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTTCAAGATTATACGTTTGACAAATGTTTATCTGA
2526599.custom3.ab1(1>267) «—
hhum | lhll MWl mmmlhlmﬂhmmm“mlhﬂlmm‘mmmmmuLMNMNM m‘.““AMMW‘UMN“W‘W‘M‘M
CTTTTGCCCAGGCTGGAGACATTCTTAAAAACATTAATGAATGATGAAAACATTTAAAATTGTGTCACAAACAAGAAGTCTTTTATTAAATACTTGTTCATTATATTTATAGAAAGGAGAGATAAAGAAAATAGTTTCAAGATTATACGTTTGACAAATGTTTATCT A
AluSz6_1.seq(1>283) —

Figure S6.11

gctctgtcgcccuggctggugtgcagtggcgcgutctcggctcactgcaucctccgcctcccgggttcaagcgattctcgtgcctcagcctcccgqgtagctgggattacaggcgcgcgccaccacgcccggctautttttgtatttttugtagagacggggttttgccatg
*



A.

C.

Contig 3 I { genOtyped
17_46617242_hg19_1.seq(1>921) I >
17_46617242_contig4_1.seq(1>1087) I B .
2384370.custom2.ab1(10>501) e mmm e ——————— | sitelD: chr1 7—4661 7242
2384370. customl.abl1(7>420) F sample sequenced: HGDP00858
AluSx1_1.sea(57>222) I > .

Alu subfamily: AluSx3

percent divergence 12.2%

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

GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT

17_46617242_hg19_1.seq(1>921) —>  GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGT TTCATAAAT TTGGA - = = = = = = = = = o o o o o o oo
17_46617242_contig4_1.seq(1>1087) —>  GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT
2384370.custom2.ab1(10>501) <~ -
el oo O
GAGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT
2384370.customl.ab1(7>420) g
D M e o M,
AGTCACTTCCTTCTGCAAATTCATTGCCTCTTTGTGCTGCCGTGGTATCATCAGAGACGGTGAGTTTCATAAATTTGGACGGATCACTTGAGGTCAGGAGTTCGAGGCCAGCCTGGCCAACATGGTGAAACCTCATCTTTACTAAAAATATAAAAATTAGCCAGGCGT
AluSx1_1.seq(57>222) e d cggatcacctgaggtcaggagttcgagaccagcctggccaacatggtgaaaccccgtctctactaaaaatacaaaaattagccgggegt
170 180 190 200 210 220 230 240 250 260 270 280 290 300 310 320 330
1 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
GGTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA
17_46617242_hg19_1.seq(1>921) = - T - e AAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA
17_46617242_contig4_1.seq(1>1087) —>  GGTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA
2384370.custom2.ab1(10>501) <~ -
u.uhmmnum.mumm mnhUdhmxumulﬂhmmuulhlhhlhﬂmhumuthnMﬂUWMMl Um“h lhm h Il M‘
GGTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA
2384370.customl.ab1(7>420) g
h»hmhmm o 0 ot ot
GTGGCAGGTACCTGAGGTCCCAGCTACTTGGGAGGCTGAGACAGGAGAATCACTTGAACCCAGAAGGTGGAGGTTGAAGAAGACAGCCAGCAACGCTTTTGTGTTTCCTGTAAAAAGAGTTTCAACTCCTCTCCAATAATCAGCCAAAGACAACACCTGGACTAAGA
AluSx1_1.seq(57>222) 4 ggtggcgggcgcctgtaatcccagctactcgggaggctguggcaggagaatcgcttgaacccgggaggcggaggttg

Figure S6.12



A.

C.

100 200 300 400 500 600 nOt genOtyped
Contig 2
chrl5_52649008_contig_1.seq(1>1167) ;
T e e sitelD: chr15_52649008
RiSa . concinziay CHB sample sequenced: HGDP01036
Alu subfamily: AluSq
percent divergence 9.0%

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

TGGGCCAATTTAAACTTCTATCAGCAACCATCACCTTGCCTTCAACAGTAGTAACCGTTATAATTAAAAAAAAAAAAAAATTAGCTCAGTTAATAGACCAAAAGTGGCActcccctgttgatttaatttnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnnCTTCGCTG

chr15_52649008_contig_1.seq(1>1167) €— TGGGCCAATTTAAACTTCTATCAGCAACCATCACCTTGCCTTCAACAGTAGTAACCGTTATAATTAAAAAAAAAAAAAAATTAGCTCAGTTAATAGACCAAAAGTGGCACTCCCCTGTTGATTTAATTT TTCGCTG
chr15_52649008_hg19_1.seq(1>732) —  TGGGCCAATTTAAACTTCTATCAGCAACCATCACCTTGCCTTCAACAGTAGTAACCGTTATAATTAAAAAAAAAAAAAAATTAGCTCAGTTAATAGACCAAAAGTGGCA -~ = == == == == == — o o oo oo CTTCGCTG
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 1
TTGAtTTAATTTGeatttctttgac TTTTTTTTTTTTTTTTT Tttt ttttttTG-GACSGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCARTGGCRCRATCTCRGCTCACTGCAACCTCTGCCTCCYGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCYGAGTAGCTG
chr15_52649008_contig_1.seq(1>1167) €— TTGATTTAATTTG------------ TTTTTTTTTTTTTTTTTTTTTTTTTTTTTG-GACCGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCAATGGCACAATCTCAGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCTGAGTAGCTG
chr15_52649008_hg19_1.seq(1>732) —>  TTGATTTAATTTGCATTTCTTTGACT T T T T T T T T T T T T T T T == == == m o — o oo oo o oo o o oo
2521153.custom2.ab1(9>46) - —
~TTAATTTGCATTTCITTGACTTTTTTTTITTITITTTT
2521153. customl.ab1(9>448) “«—
TTITTTITTT I 116 GACCGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCAATGGCACAATCTCAGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCTGAGTAGCTG
AluSq_1.seq(1>284) — tgagacggagtttcgctcttgttgcccaggectggagtgcagtggegegatcteggctcactgcaacctccgectcccgggttcaagegattctcctgectcagectcccgagtagetg
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
GGATTACAGGYGCCYGCCACCACACYYGGCTAALTTTTTGTATTTTTAGTARRGACGGGG-TTTCACCATGTTGGCTAGGCTGSTCTCGAACTCCTGACCTCAGGTGAYCCACTYGCCTYSGCCTCCCAAAGTGCTGGGATTACAGGCR-TGAGCCACYGCGCCTGGCCtt
chr15_52649008_contig_1.seq(1>1167) ¢— GGATTACAGGTGCCTGCCACCACACTTGGCTAATTTTTTGTATTTTTAGTAAGGACGGGG-TTTCACCATGTTGGCTAGGCTGCTCTCGAACTCCTGACCTCAGGTGACCCACTTGCCTTCGCCTCCCAAAGTGCTGGGATTACAGGCA-TGAGCCACTGCGCCTGGCCTT
chr15_52649008_hg19_1.seq(1>732) A - T - - - & - - — - I - M- - B - e - - R - - B — e — Rt — i
2521153.customl.ab1(9>448) <~
L L L mumht‘nmlluuwmmulumw MMU.“NNW‘M“UMIJW“& 10}
GGATTACAGGTGCCTGCCACCACACTTGGCTAATTTTTTGIATTTTTAGTAAGGACGGGG-TTTCACCATGT TGGCTAGGCTGCTCTCGAACTCCTGACCTCAGGTGACCCACTTGCCTTCNCCTCCCAAAGTGCTGGGATTACAGGCA-TGAGCCACTGCGCCT GG
AluSq_1.seq(1>284) €— ggattacaggcgcccgccaccacgcccggctaa-tttttgtatttttagtagagacgggg- tttcaccatgttggccaggctggtctcgaactcctgacctcaggtgatccacccgcctcggcctcccaaagtgctgggattacaggcg tgagccaccgcgcccggcc
—
520 530 540 550 560 570 580 590 600 610 620 630 640
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
ctttgacttttgatgagattgaataattttTATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCTGAGAAGAATCAAC
chr15_52649008_contig_1.seq(1>1167) ¢— CTTTGACTTTTGATGAGATTGAATAATTTTTATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCTGAGAAGAATCAAC
chr15_52649008_hg19_1.seq(1>732) e TATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCTGAGAAGAATCAAC
2521153.customl.ab1(9>448) <~

Figure S6.13

gl ey N

TTTGACTTTTGATGAGATTGAATAATTTTTATTTTCAGGAATTGTATATTAATTAGCTACCTTTGGTCTTTCATGAATTCAGAGTAGTGTTAAGTGTTATTCCAATTCAAAAACAACCCGAGAAGAATC




