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AATTA - -IBARAGE T CilS A
AAATA G T TGAA

1 MSA length = 430

AACTTTATTT TAAT - - -GGTTACCAGATGAAAACGTGTCCACCCAGGACAAGTCTTCCAAAAA - - = - - - = - - - CATGTCCGGATTAATCGGGACGTCTGGTAACCCTARMAAABT

GATTTTIGT TABATTAGGGTTACCAGATJAAAACGTGTCCACCCAGGACAAGCCTTCCAAAAA- - - - - - - - - - CITGTCCGGATTAATCCGGACCTCTGGTAACCCT—AITATAICI

AATTCAATT CABGTTAGGGTTACCAGATGAAAACGTGTCCACCCAGGACAAGCITTTCAAAAA- - - - - - - - - - CATGTCCGGATTAATCCGGACHTCTGGTAACCCTA - - - = o c o s e e e
GETTTARATT TABA - TAGGGTTACCAGATGAAAACGTGTCCACCCAGAACAAGTCTTCCAAAAA - - = - - - = - - - CATGTCCGGATTAATCCGGACGTCTGGTAACCCT-AMTATA- - - - - - - -

AATTTTATTT TAGGGTTACCAGATGAAAACGTGTCCACCCAGGACAAGJCTTCCAAAAA- - - - - -~ - - - CATATCCGIATTAATCCGGACGTCTGGTAACCITA.TACAITIAAATTA

TATTTTGlTT GTTAGGGTTATCAGATGAAAGCGJGTTCACCCAGGACAAGCCTTTCAAARA---------- CATGTCCGGATTAATCCGACGTCTGGTAACCCTA- =« - - - - - o - - -

AATTCAATTAGARTA TRTACTTAAGAG TTTCT TAAAATTAACAGAA T ATA- - - - ---- - TCAGITG.AGI— TCCACCCAGAAIAAGCCTTTCAAAAA --------------------- TAATCCGGACCTCTGGTAAICCT ----- ACATAA

AATTTTAAGT TAGGGTTACCAGATGAAAACGTGTCIACCCAGGACAAGICITCCAAIAA ---------- CATGTICGGATTAATCCGGACCTCTGGTAACCCTAA TAATAA

AATTTTATTT _CTIATTAGGGTTITCAIATGAAAACGTGTTCACCCAGGACAAGCCTTCC—AAAA ---------- CATGTCCGGATTAATCCGGACGTCTGGTAACCCT-ABBMTATARTHE- - - - -

TACTTAGTTARGHEACIRG AT GBIl T - - - - - - - - - - - - - - - - - - oo o o oo o oo o oo e oo e .C.AACAAGCCTICCIAAAA ---------- IAIATCCGGA—TA-GGIAIGTCTGGTAACCCTAA TIC -----
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).bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

divergence to consensus (%)
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size: 430bp; fragments: 1686; full length: 278 (>=387bp)
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fasta.b.bed uf.bed g 4.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries
size: 731bp; fragments: 1676; full length: 0 (>=657.9bp)
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divergence to consensus (%)

TE: rnd_1 family 347
size: 408bp; fragments: 2084, full length: 322 (>=367.2bp)
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[E consensus before TEtrimmer (bp)
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