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Flanking seq TSD 5'LTR

GAAGTTGTGGTACA
GAAGTTGTGGTACA

GTCAGGCCTCTGAGCCCAAGCTAAGCCATCATATCCCCTGTGACCTGCACGTACCCATCCAGATGGCCG!

TCCTGCCTTAACTGATGACATTCCAC

AATTTTCCTTTATCCACTCARATCCTATAAAATGGCCCCGCCCC-ATCTCCCTTCACTGACTCTGTTTTCAGACTCAGCCCACCTGCACCCAGGTGATTAAAAGCTTTATTGCTCACACAAAGCCTGTTTGATGGCCTCTCCACAGGGAGGTGCA

(@GHERr TTGGTGCCTTGACTCGGATT CTCCCTT GATCAATCCCCTGTCCTCCTGCTCTTTGCTCCGTGAAAAGGATCCACCTATGACCTCTAGTCCTCAGACCCACCAGCCCAAGGAACATCTCACCAATTTCAAATCTGGTAA

TGAAATTTGGTGCCATGACTCGGATC CTCCCTT GATGAATCCCCTGTCCTCCTGCTCTTTGCTCCATGAGAAAGGTCCACCTACGACCTCAAGTCCTCAGACCGACCAGCCCAAGARACATCTCACCAATTTCAAATCCGGTAA

GCGGCCTCTTTTTACTCTCTTCTCCAACCTCCCTCACTATCCTTTAACCTCTTTCTCCTTTCAATCTTGGCGCCACACTTCAATCTCTCCCTTCTCTTAATTTCAATTCCTTTCATTTTCT-GGTAGAGACAAAGGAGACACATCTTATCCATGG

GAGGCCTCTTTTTAGTCTCTTATCCAGCCTCCCTCATTATCCCTCAACCTCTTTCTCCTTTCAATCTTGGCACCACACTTCAATCTCTCCCTTCTCTTAATTTCAATTCCTTTCATTTTCTGGGTAGAGATAAAGGAGACACATTTTATCCGTGG

ACCCCAAACTCCGGCGCCAGTCACTGATTAGGGAA-GCAGCCTTTCCTTGGTGTTTAATCATTGCAGGGATGCCTCTCTGATTATTCACCCAGGTTTCAGAGGTGTCAGACCACGCAGGGACATCTGCCTTGGTCCTTCACCCTTAGCGGCAAGT

ACCCAARACTCCGGCGCTGGTTACGGACTAGGGAAGGCAGCCTTCCCTTGGTGTTTAATCATTGCAGGGACACCTCTCTGATTATTCACCCAGGTTTCAGAGGTGTCAGACCATGCAGGGATGCCTGCCTTGGTCTTTCACCCTCAGCGGCAAGT

CCCGCTTTTCTGGGAGAGGGGCAAGTACCCCAACCCCTTCTCTCCATGTCTCTACCCCTTCTCTGCTTTTCT

AAGAACCCTTCAACCCCTTCTCCTTCACCCTTAGCATCAAGTCCCGCTTTTCTAGGGGGGCAAGAACCTCCA

CGTATCTCTGTGCCCCGACCCCTTTCCCACTTTTCTGGAGGGTAAGAACCCCCGAACCGCTTCCCTCCATGTCTCTGCTGTCCCTTTTCTTTARACTTGCCTCCTTCACTATAGGCAAACTTCCACCCTCCATTCCTCCTTATTCTCCCTTGCCT

GTGTTCTCAAAAACTTAAAACCTCTTCAACTCACACCTGACCTAAAACCTAAATGCCTTATTTTCTTCTGCAATGCTGCTTAACCCCAATACAAACTCGACAGTAGTTCCAAAGAGCCAGAAAATGGGACTTTCAATTTTTCCATCCTGCAAGAT

GTGTTCTTAAGAACATAAAACCTCTTCAACTCTCACCTGACCTAAAACCTAAATGCCTTATTTTCTTCTACAATGCTGCGTGA-CCCAATACAAACTCGACAGTGGTTCTAAACGGCCAGAAAGTGGCACTTTCCATTTCTCCATCCTACAAGAC

CTAAATAATTCTTGTCGTAAAATAGGCAAATGGTCTGAGGTGTCTGACATCCAGGCATTCGTTTACATATCACTCCCTTCCTAGTCTCTGTGCCCAATGCAACTCATCCCAAATCTTCCTTCTTTCCCTCCCACCTGCCCTCTGAGTCCCAACCC

CAAGCGTTGCTGAGTCTTTCTTATCTTCCTTTTCTACAGACCCATCTGACCTCTCCCCTCCTCCCCAGGCTGCTCCTCGCCAGGCTGAGCTAGGACCCAATTCTTCCTCGGCCTCCGCTCCTCTACCCTATAATCTTTTTATCACCTCCCCTCCT

CACACTCAGTCTGGCTTACAGTTTCATTCCGTGACTAGCCCTCCCCCACCTGCCCAGCAATTTCCTCTTAAAAAGTTGGCTGGAGCTAAAGACATAGTCAAGGTTAATGCTCCTTTTTCTTTATCTGACCTCTCCCAAATCAGTTAGCATTTAGA
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Consensus_HERV-H/1-8613 CTCTTTTTCATCARATACAAAAAACCCAGCCCAGTTCATGGCTCATTCGGCAGCAACCCTGAGACGCTTTACAGCCTTAGACCCTARAAGGTCAARAGGCCGTCTTATCCTCAATATACATTTTATTACCCAATCTGCTCCARACATTARATARA 2106
Chr5_7262317-7262762/21-466 ——— == —m oo oo oo o - 20
AC226159.3_c6295-555/1-5741 CTCTTTTTCATCAAATATGAAAAACCCAACCCAGTTCATGGCTCGTTCGGCAGCAACCCTGAGACGCTTTACAGCCCTAGACCCTARAAGGTCAARAGGTCGTCTTATTCTCAATATACATTTTATTACCCAATCTGCTCCCAACATTARATARR 2096

Consensus_HERV-H/1-8613 BCTCCARRAATTAAATTCTGGCCCTCARACCCCACAACAGGATTTAATTARCCTCACCT TCARGGTGTACAR - TANTAGARRR ~——————————————————————————| AAGTTGCAATTCCTTGCCTCCACTGTGAGACAAACCCCAGACACA 2233
Chr5_7262317-7262762/21466 —— == = m — oo 20
AC226159.3_c6295-555/1-5741 ECTCCARARAATTAAATTCTGGCCCTCARACCCCACAACAGGACTTAATTAACCTCACCTTCARGGTGTACAATTANTAGAGTAGAGGCAGCCARGTAGCARCATATTTCTGAGTTGCGATTCTTTGCCTCTACTGTGAGACARACCCCAGCTACE 2251

Consensus_HERV-H/1-8613 TCTCCAGCACACAAGAACTTCGARATGCCTCAACCTCAGGTGCC TTCCTCCAGAACCTTCTCCCCCAGGAGCTTGCTACAAGTGCCAGAAATCTGGCCACTGGGCCARGGAATGCCCACAGACCAGGATTCCTCCTAAGCTGTATCCCAT 2388
Chr5_7262317-7262762/21-466 ——— == ——mm m o oo o o o - 20
AC226159.3_c6295-555/1-5741 TCTCCAGCACACAAGAACTCC-BAACGCCTGAACCGCAGCTGCCAGGGGTTTCTCCAGAACCTCCTCCCCCAGGAGCTTGCTACARGTGCCGGARATCTGGCCACTGGGCCARGGAATGCCCACAGCCCARGATTCTTCCTARGCCATGTCCCAT 2405

Consensus_HERV-H/1-8613 CTCTGTGGGACCCCACTARRRATCAGACTGTTCARCTCACCTGGCAGCCACTTCCAGAGCCCCTGGARCTCTAGCCCARGGCTCTCTGACTGACCCCTTCTGAGATCTTCTTGGCTTAGCAGCTGARGACTGACACTGCCAGATCGCCTCGGARG 2543
Chr5_7262317-7262762/21466 === = m m o oo 20
AC226159.3_c6295-555/1-5741 CTGTGTGGGACCCCACTGAARATTGGACTGTTCAACTCACCTGGCAGCCACTTCCAGAGGCCCTGEARCTCTGGCCCARGGCTCTCTGACTGACTTCTCCCCAGATCTTCTTGGCTTARCAGCTGARGACTGACACTGCCCGATTGCCTCAGAAG 2560

Consensus_HERV-H/1-8613 CCTACAGGACCATCACAGATGCTCCAGGTAACTCTCACAGTAGAGGGTAAGTCTGTCCCCTTCTTAATCAATATGGAGGCTACCCACTGCACATTACCTTCTTTTCAAGGGCCTGTTTCCTTTGCCTCCATAACTGTTGTGGGTATTGACGGCCA 2698
Chr5_7262317-7262762/21-466 ——————— - 20
AC226159.3_c6295-555/1-5741 CCTACAGGACCATCACAGACGCTCTAGGAAACTCTCACAGTGGAAGGTAAGTCCGTCCCCTTCTT----AATACAGAGGCTACTCACTCCACATTACCTTATTTTCAAGGGCCTGTCTCCCTTGCTTCCATAATTGTTGTGCATATTGATGGCCA 2711

Consensus_HERV—H/ 1-8613 GGCTTCTAAACCTCTTAAAACTCCCCAACTCTAGTACCAACTTAGACAATACTCTTTTAAGCACTCCTTTTTAGTTATCCCCACTTGCCCAGTTCCCTTATGAGGCCGAGACACTTCAACTAAATTATCTGCTTCCCTGACTATTCCTGGACTAC 2853
Chr5_7262317-7262762/21466 === == mm — —m m o o 20
AC226159.3_c6295-555/1-5741 GGCTTCTAAACCTCTTTAAACTCCCCARCTCTGGTGCCAACTTAGACAATACTCTTTTAAGTACTCCTTTTTARTTATCCCCACCTGCCCAGTTCCCTTATTAGGCCGAGACACTT -~~~ TARATTATCTGCTTCCCTGACTGTTCCTAGGCTAC 2862

Consensus_HERV-H/1-8613 AGCTACATCTCATTGCTGCCCTTCTTCCCAATCCAAAGCCTCCTTTGCATCTT--~-CTTGTATCCCCCAACCTTAACCCACAAGTATAAGATACCTCTATTCCCTCCTTGGTGACCAATCATGCACCCCTTACCATCTCATTAAAACCTAATCAC 3005
Chr5_7262317-7262762/21-466 ——————— - 20
AC226159.3_c6295-555/1-5741 BAGCCACACCTCATTGCCACCTTTTCCCGCCGTTTAAAGCTTCCTTCACGTCCTCCCCTTGTATCTCCCCACCTTAACCCACAAGTATAAGACACCTCTACTCCCCCCTTAGTGACCAATCATGCACCCCTTACCATCCCATTAAAACCTAATCAC 3017

Consensus_HERV—H/ 1-8613 TCTTACCCGGCTCAATGCCAAGATCCCATCCCACAGCATGCTTTAAAAGGATTAARAACCTGTTATCACTCGCCTGCTAGAGCATGGCCTTTTAAAGCCTATAAACTCTCCTTACAATTCCCCCATTTTACCTGTCCTAGAACCAGACAAGCCTTA 3160
Chr5_7262317-7262762/21466 === = m — o oo o 20
AC226159.3_c6295-555/1-5741 TCTTACCCCGCTCAATGCCAATATCCCACCCCACAGCATGCTTTGAANGGATTARAGCCTGTTATCGCTCACCTGTTACAGTATGGCCTTTTARAGCCTATAARCTCTTCTTACCATT - CCCATTTTACCTGTCCTARAACCAGACAAGGCTTA 3170

Consensus_HERV-H/1-8613 CAG----GTTCAGGATCTGTGTCTTATCAATGAAATTGTTTTCCCTATCCACCCTGTGGTGCTGAACCCATATACTCTCCTATCCTCAATACCTCCCTCTACAACCCATTATTCTGTTCTAGATCTCAAACATGCTTTCTTTACTATCCCTTTAC 3311
chr5_7262317-7262762/21-466
AC226159.3_c6295-555/1-5741
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CAGCTGAAGTGCAGGGCTGTGCAGTCAGAATTCTTACACAAGGACCGGGATCGCATCCTGTAGCCTTTTTGTCCAAACAACTTGACCTTACTGTTTTAGGCTGGCCATCATGTCTCCATGCAGCGTCTGCTGCCACCCTAATACTTTTAGAGGCC

CTAAAAATCACAAACTACGCTCAACTCA--ATCTACATTTCTCATAACTTCCAAAATCCATTTTCTTCCTCATACCTGATGCATATACTTTCTGCTCCCCGGCTCCTTCAGCTGTAATCACTCTTTCTTAAGTCCCACAATTACCATTGTTCCTG

GCCTGGACTTCAATCCGGCCTCCCACATTATTCTGGATACCATACCTGACCCTCATGACTGCATCTCTCTGATCCACCTGACGTTCACCCCATTTCCCCACATTTCCTTCTGCCCTGTTTCTCACCCTGATCACACTTGGTTTATTGATGGCAGT

GCCCAGACTTCAATCCGGCCTCCTACATTATTCTGGATACCACACCTGACCCTCATGACTGTCTCTCTCTGATCCACCTGACATTCACCCCATTTCCCCATATTTCCTTCTTTCCTGTTCCTCACCCTGATCACACTTGATTTATTGATGTCAGT

TCCACCAGGCCTAATCGCCACTCACCAGCAAAGGCAGGATATGCTATGAACTAGTTGCCTTAATTCAAGCCCTCACTCTTGCAAAAGGACTACGTGTCAATATCTATACTGATTCTAAATATGCCTTTCATATTCTGCACCACCATGCGGTCATA

AGTGTTCCATCTGCTATTCTACTACTCCTCAGGGATTATTCAGGCCCCCTCCCTTCCATACACATCAAGCTTGAAGATTTGCCCCCACCCAGGACTGGCAAATTAGCTTTACTCAACATGCCCTGAGTCAGATAGCTAAAATACCTCTTAGTCTA

GGTAGACACTTTCACTGGGTGGGTAGA CTTTCCCATAGAGTCTGAGAAGGCCACCGCGGTCATTTCTTCCCTTCTGTCAGACATAATTCCTTGGTTTGGCCTTCCCTTCTCTATACAGTCTGATAACGGACCAGCCTTTACTAGTTARATCA

GCCAAGCAGTTTTTCAGGCTCTTAGTATTCAGTGAAACCTTTATATCCCTTACGGTCCTCCGTCTTCAGGAAAAGTAGAACGGACTAAAGGTCTTTTAAAAACACACCTCCCCAAGCTCAGCCACCAACTTAAAAAGGACTGGACAATACTTTTA

CCTCTCGCCCTTCTCAGAATTAGAACCTGTCCTCGAGATGCTACAGGGTACAGTCCATTTGAACTTTTATATGGACGCACTTTCTTGCTTGGTCCCAACCTCATCCCAGACACCAGCCCTCTAGGCGACTATCTTCCAGTCCTCCAACAGGCTAG




Consensus_HERV-H/1-8613 GAACAGTAATAACCCTTATGAGCCTAATACATCCCTTCATTCTATTAGGTCTGTTTGTCCTTACCCTACTTTTTGCAACAGGGCTTTATGAACTCACCCCCACCACTTAGGCTGAGCCCAAAAAATCTTGTCATCCCTACTATTTTCTGTCCAGT 6100
chr5_7262317-7262762/21-466
AC226159.3_c6295-555/1-5741

Consensus_HERV-H/1-8613
chr5_7262317-7262762/21-466
AC226159.3_c6295-555/1-5741 CATACTCCTATTCACCATTCTCAACTACTCATACATGCCCTGCTCTTGTTTACACTGCCGGTTTACACTGTTTTTCCAAGCCATCACAGCTGATATCTCCTGGTGCTATCCCCAAACTGCCACTCTTAA----CTCTTGAAGTAAATAAATAATC 4931

Consensus_HERV-H/1-8613 TTTGCTGGCAGGGCACCCTCCARTACTTCCACCCTGATGARGTTCTATTCTTTACTTTTATACTCTCTCTTATTCTCATTCCCATTCTTATGCCACCTTTTGCCTCTCCCCAGCTATCTCCACCACACTATCARCCTTACCCATTCTCTCCTAGE 6410
Chr5_7262317-7262762/21=466 === mmmmmm e o e e e e 20
AC226159.3_c6295-555/1-5741 TTTGCTGARAGGAC 4945
Consensus_HERV-H/1-8613 TGCTTCTANTCCCTCCTTAGTGARCARCTGCTGGCTTTGCATTTCCCTTTCTTCCAGTGCCTACATAGCTGTCCCTGCCTTACAGACAGACTGGGCTACATCTCCTGTCTCCTTACACCTCTGAACTTCCTTTARCAGCCCTCACCTTTACCCTE 6565
Chr5_7262317-7262762/21-466 == m—m—mm oo oo - 20
AC226159.3_06295-555/1-5T41 ——mm oo oo 2945
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Consensus_HERV-H/1-8613
chr5_7262317-7262762/21-466
AC226159.3_c6295-555/1-5741 GATGTCCTGGGTCCTCCCAAATCTTAGACCTTTTATACCTGTTTTTCTCCTTCTGTTA-————————————=~ TTCCATTTAGTTTTTCAATTCATGCAAAACCATATCCAGGCCATCACCAATCATTCTAAATGACAAATGTCTCTTCTAACAG 5115




Consensus_HERV-H/1-8613 CCCCACAATATCACCCCTTACCACAAGATCTCCCTTCAGCTTAATCTCTCCCACTCTAGGTTCCCATGCCACCCCTARTACCGCTTGARGCAGCCCTGAGAAACATCACCCATTCTCTCTCTCCATACCACCCCCCARRAATTTTCACTGCCCCA 8115
Chr5_7262317-7262762/21-466 ——————mmmm o o o oo - 20
AC226159.3_c6295-555/1-5741 TCCCACAATATCACCCCTTA-CACAARATCTTCCTTCAGCTTAATCTCTCCCACTCTAGGTTCCCATGCCACCCCTARTCCCGCTCARAGCAGCCTTGAGARACATTGCTCAT - TATCTCTCCATACCACCCCCARARRATTTTCACCATCCCA 5267

'
K okkkkkkkkkkRkk kR khkhkhkhkhkhkhhhkk kkkkkkhhkhkk  kkkk k% Kk kkkkkkkkkk *

Consensus_HERV-H/1-8613 ACACTTCAACACTATTTTATTTTTCTTATTAATATAAGAAGGCAGGAATGTCAGCCCTCTGAGCCCARGCTARGCCATCACATCCCCTGTGACTACCACATATACGCCCACATGCCCTGRACTAACTCANCARTCACARACANCTCARAATCECE 8270

chr5_7262317-7262762/21-466

AC226159.3_c6295-555/1-5741

* kkkkkkkkhkkkhhk kA kkhhhhkhhhhhhhhhhhhhhhhhhhhd K,k % Khhhhhhhdh *hkhhhhhhd  hhkhhhhhd *hhdkdh *hhkhhhhhhhhhhhhhhh Fhhkhhhhhhhhkhhhhhhhhhhhdhd hkhkhhhhhdhd *hkkkx

Consensus_HERV-H/1-8613 TGCTCCACCTTAACTGATCACATTCCACCACAABACAACTCARNATCGCCCGTCCTTCCCTTANGTCATGACATTACCTTCTCARAGTCCTTTTCCTCGCTCATCCTCOCTCARNARCCTCCCCTACTCAGCACCTTGCGACCCCCACTCCTGEE 8425
chr5_7262317-7262762 /21-466 -TTCCTGCCTTAACTGATGACATTCCACCACAAAAGAAGTGAAAATGGCCTGTTCCTGCCTTAACTGATGACATTGTCTTGTGAAATTCCTTCTCCTGGCTCATCCTGGCTC-AAAAGCTCCCCTACTGAGCACCTTGTGACCCCCACT-CTGCC 243
AC226159.3_c6295-555 /1-5741 -TTCCTGCCTTAACTGATGACATTCCACCACAAAAGAAGTGAAAATGGCCTGTTCCTGCCTTAACTGATGACATTGTCTTGTGAAATTCCTTCTCCTGGCTCATCCTGGCTC-AAAAGCTCCCCTACTGAGCACCTTGTGACCCCCACT-CTGCC 5538

khkhkkkkhkkhkdhhk dhhhkhkhhhhhhhd *hdhhkhdhhkhdhd dhkkd *% *kkdhkhdhkkd khkkkhhkkhkhhkkhhhkhkhdhhkdx *,hkkkk khkkhkhhkkhhhkhkhhhkhdhd *hhhkhdhhhdhhhdhhdhhhhhhhhhhhdhhhdhhhdhhdd *hdkk
Consensus_HERV-H/1-8613 CGCCAGAGRACARCCCCCCTTTGACTGTARTTTTCCTTTACCTACCCARATCCTATARARCAGCCCCACCCCTATCTCCCTTTGCTGACTCTCTTTTCGGACTCAGCCCGCCTGCACCCAGGTGATTARARGCT TTATTGCTCACACRARGCCTG 8580
chr5_7262317-7262762/21-466 TGCCAGAGAACAA-CCCCCTTTGACTATAATTTTCCTTTATCTACTCACATCCTATAAAATGGCCCCACCCCTATCTCCCTTCGCTGA-—CTCTTTTCGGACTCAGCCTGCCTGCACCCAGGTGATTARAAGCTTTATTGCTCACACAARACCTG 395
AC226159.3_c6295-555/1-5741 TGCCAGAGAACAA-CCCCCTTTGACTATAATTTTCCTTTATCTACTCACATCCTATARAATGGCCCCACCCCTATCTCCCTTCGCTGA--CTCTTTTCGGACTCAGCCTGCCTGCACCCAGGTGATTAARAGCTTTATTGCTCACACAARACCTG 5690

kkkk hhkkkhkkkkkhhhkhhhkkhhkkkhkkhk *TSD Flanklng Seq
Consensus_HERV-H/1-8613 ————— 8613
chr5_7262317-7262762/21-466 TTTGATGGTCTCTTCACACGGACGCGCATG! CTTGAAAATAT 446
AC226159.3_c6295-555/1-5741 TTTGATGGTCTCTTCACACGGACGCGCATG] CTTGAAAATAT 5741

Additional file 7: Alignment of HERV-H consensus with 5p15.31_H2 solo LTR and provirus. The target site duplications (TSD) are marked in red. The 5' and 3'LTRs are
highlighted in pink. The HERV-H consensus sequence is from Repbase (LTR7 and HERVH).
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Additional file 7: Alignment of HERV-H consensus with 5p15.31_H2 solo LTR and provirus. The target site duplications (TSD) are marked in red. The 5' and 3'LTRs are 
highlighted in pink. The HERV-H consensus sequence is from Repbase (LTR7 and HERVH). 




