Reference sequence (1): MINERVa
Identities normalised by aligned length.
Colored by: identity + property

1] .

1 MINERVa 100.0% TGTAGCTGAAGGGCCCTCCATGGAGGEERRIGGCAAGASEEES AGAAGGAAGTCAGAGCAGACAGCGGAAACCGAAGGAGE
2 ChirDelta2 53.6% TGTAINCGA R EaTEddcdac TTEART T TTCccdYXgc TeTRE G TGAN T cTTC TR e T - - - - - - - c]

81 . 1 . . . . : . 160

1 MINERVa 100.0% CATGAATAACTGERIAGCCACGTACTTGT GG R AGGATGAAGGCCAGEEEEEEFEEEEE

2 ChirDelta2 53.6% [FaalcchicEEacXEaYdAc e[ cfdcAldac CACATACGAAAAATATCTGCGT GlFNAIAT CAT[IXdCACCTTCAGCCG
161 . . . 2 . . . . 240

1 MINERVa 100.0%  =-=---- CCTGCATGGCTGGTGACCTRGTGACATCCTCTTAGCAACAACCCAGEEEEE ATATGTTTCCCCATACECTTGC

2 ChirDelta2 53.6% TCATAT[Hq(JdccT[ddcdacARcapelc AT TfEc cXE6llc TS cldc cAcAcfAIA cLa e T Gl T[EA G
241 : . . . . 3 . . 320

1 MINERVa 100.0% CATCACEEEEEEEEEEREE GCTATGGCATTTAGCATACCCCEEEERE GAGATACCCAAATTACCTTCCTGTTAACCTCAA

2 ChirDelta2 53.6% TRCATGAATCCTTTTGAGEYTLGL{EARN- - - AT e T TT AL T T cclhgicETopcfEcamTTAEC T
321 . . : . . . . 4 400

1 MINERVa 100.0% TAAAATGCCGGTCCACGRRIGGTGGCAGGGGACTCAGAAGCGAREEEE CGCTAGGCACCGAAGGCCTAGCTCCCCGTTCGG

2 ChirDelta2 53.6% TAAAATGCCLIGTCCACIREAGGEGHCAGGGENCTCAGAAGCGALN(adCITATIarNIARCliaGGChITHMMT CCCCGTECGG
401 . . . . : . . . 480

1 MINERVa 100.0% GTTCTGGTACTCTCGAGACGCTCGTGGCCACGGGRACTAGATCTCCCAGAACTTCTGAGTCGCCGCTGGCCAGGTAAGET

2 ChirDelta2 53.6% GITCTGGTECTCTHGAGAGETCCN e clc Y GIfdcTAINET CTCCCAGAACTTCT GAGTRGCHIGC[dTICCAGGTHTICT]
481 . 5 . . . . : . 560

1 MINERVa 100.0% CCCCGCCGATTGACAGGCCTCCTCCGGLCCGGECTGGCCAGGCCGTTGAGTTGGTTGCTCTCTTGCCTAGTCGCTCGACT

2 ChirDelta2 53.6% jjccclcccErTcAcAmicicclicceccclicliccllccecAclcEcTToAGEREEE ccqaeTfacclascecTGACT
561 640

. . . 6 . . . .
1 MINERVa 100.0% AGTGTCTCGGEETGTCTTGTTGGGACTTGCCTGCCANCCTGTCGCTCACGGACGCCGGGCTTAAAATTCTCACTTCCA
2 ChirDelta2 53.6% WecToTC I e TETCT T GAET TR CTGCCECCTGTCGETEACGGANGHCIGCTTAAABEECTCACTEEEE

641 : 7] 701

1 MINERVa 100.0% CGTCT G TGTCTTTTACTTTCAGTTCGCCGTGTAACAGAGTCCGGGACTTTGTTACA)
2 ChirDelta2 53.6% coTYTdqpiddcEcTeTTACTTTC6 T T TNITC TR s a ke c CNGGACIT T A CA

Figure S2: DNA sequence alignment of ChirDelta2 and MINERVa LTR.

DNA sequence alignment was generated using Muscle algorithm. Calculation of percent identity
and visualization was performed by MView tool (www.ebi.ac.uk). MINERVa - consensual
sequence of MINERVa orthologs [3]; ChirDelta2 - sequence from R. sinicus genome assembly
(GenBank accession no. LVEH00000000).



