H19 94: ERV1 —AAGACTGCCTCCTCTT—EED:d—(A)13AAGACTGCCTCCTCTT— ERV1

185 125
H19 124: SATR1 —ATTATCCTCTCCCC—[D:D:D:I:D:ﬂ—(A)GATTATCCTCTCCCC— SATR1
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H13_35 GCAlCCTCTECE TGO L LGECGE TG TETOGoAAGTEAGGACGE|CCTCTGCACAGCTGCCACCTCATCTGGGA
H19_129  GCGlCCTCTSGCTTGCCGCTGCTECGTTTGGGAAG TEAGGAG TECOTCTEGCCAGECETGLAAACCETOTGEEE
H13 94 GTTCCTCTGCECGGLCGCCCCACTGTCTGGGAAG THAGAAGCGICCTCTGCCTAGCEGCC - CACCATCTGGGA
H13_ 65 GCGlCCToTeCTCAGLCACCACACCGTCTGGGAAGTEAGGAGCAICCTCTGCCTGGCCACCACCOTETOTEGGA
AH19 66 GCGlCCTCTSCCTGGOTGE GLCCTGTCTGGGAAGTEAGAAGCAICCTCTGCCT GG CEGCCACCEAGTOTAGEA
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H19_924 AGTGAGGAGCAICCTCTGCCCGGCAGCCOCCTGTTOTGeGAAGTGAGGAGCACCTCTGCOOGGCTCOTEOAAL
H13 94 MG TGAGGAGCAICCTCTGCCCGGCEG COC CACACCATEG - - -« cm o mm e oafoe e oo e oo CGOC
H13 65 AGTGAGGAGCOACTCTGTCTGGCCACTGLAG TG TCTAGGAAGTEAGGASTECCTCTAACCGGCCGECGOALT
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Hig 25 GTCTGGeAAATGAGGAC TG CCTCTGCCCAGL TG OO TCCCCATCTGGGATGTGAGGAGCAICCTCTGECOTGGOG
Hi9 d2d ATCTCEGAAGTGCAGGAGCACCTCTSGCCCGGCTGCCTCACCGTOCTGOGCAGTGAGGAGCE|CCTCTEGCCCGEGLC
Hig oF ATCTGGEAAGTGAGGAGTECCTCTGCC TG GLLCCCGCAACGTLTGGEAAGTGAGGAGCGICCTTTECECEGOT
Hi18 &5 GTCTGGEGAAGCGAGGAGCGICCTCTGCCTGGCCGCCCCACTOGTOTGGGAAGTGAGGAGCAICCTCTETCGAGCE
AH19_B5 CCTCTCTCOAGCIT
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Hig_ 25 ACTETGCAACCTTCCGAGTGTEAAGTGACAACCTTCTG TG TGATCTTTTOCTGTOCTTCCCCAAGTTTGCATTT
Hig 124 ACTGTGCAACCCTCCAATTGTGAAGTGGCAGCCTTCTGTTTGATCTTT - CTGCCCTTCTCAAGTTTGCATTT
Hig oF GLTGTGELEACCCTOCARAG TG TEAAGTGACAGLCCT TG TG TG TGATCTTT - CTGCCCTCCCCAAGTTTGCATTT
Hi1g g5 ACTGTGCAAACCTCCAAGTGTGAAGTGACAGCCTTGTGTGTGATCTTT - CTGCCCTOCTCCAAGTTTGCATTT
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H19_es TCAACATTAAAGTTTATTTTTT - AATTAAAAGT T TTAAAT TGCAGAATAMAAMR - - - - - - - - = - o n o oo
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Supplemental Figure 1: SVA2 elements on chromosome 19. A, The four SVA2 elements identified are composed of
185 to 1068 nts VNTR sequences (grey bars subdivided in segments) and heterologous non-SVA sequences covering
95 to 125 nts (green bars). Segments within the VNTR sequences indicate individual tandem repeats. Hallmarks of L1-
mediated retrotransposition are polyA tails at the 3’-end and TSDs

flanking each insertion (red lettering). Designation of the elements is shown on the left. The SVA2 elements
retrotransposed into repetitive sequences like ERV1, LINE-1, Alu Y, LTR sequences and in SATR1 (satellite) repeats.
B, Multiple alignment of the 3’-ends of SVA2 elements with an ortholog (RH19_65) on chromosome 19 of rhesus
macaque. Nucleotides shared among the majority of elements are shaded. Five SVA-specific tandem repeat units are
marked by black frames. Non-SVA sequences at the 3'-ends are indicated by a green frame. Canonical polyadenylation
signals are underlined.



