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1 MSA length = 13247 1
ACGTGTTGTTCATTATTAGCCAACTGGTCTTTCATCCACACACGAAAACAAA

ACGTGTTGTTCATTATTAGCCAACTGGTCTTTCATCCACACACGAAAACAAA
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TATTCTTAGAGAACHE- - -ATAACTTCTTCTTTTAT
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TATTCTTAAAAAACITTTATAATTTTTATTTTCAT

TATTCTTAGAGAACI———ATAACTTCTTCTTTTAT

TATTCTTAAAAAACEBTTTATAATTTTTATTTTCAT

TITTCTTAAAGAAT TTT-=----- TGATTTTCGTGTAGTCC

-------------------------------------------------------------------------------------------------------------- ACGTGTTGTTCATTATTAGCCAACTGGTCTTTCATCCACACACGAAAACA- - - -ITETTCTTAAAGAATETTT-------TGATTTTCGTGTRAGTCC
-------------------------------------------------------------------------------------------------------------- ACGTGTTGTTCATTATTAGACAACTGGTCTTTCATCCACACACGAAAACA TATTHTTAAAGARTEI T TTATAACAC- - -- - - - - - TRIGTHAATC
) TR CABAART - - - - e ACGTGTTGTTCATTATTAGACAACTGGTCTTTCATCCACACACGAAAACA TATTHTTAAAGARTETTTATAACAC- - - = - = - - - GTEAATC

TTAATTTTTTTATTTAATATTTTTTCAATTTTTAAAAAATTGTTCGGGCAGTTACGGTCCCATGAATTGGAACTAAACGTGACAACGC TG = = = = = = = = = % = = % @ e & @ e & @ e & @ e & @ e & @t & f e @t e & @t & @t &t ot & @t @ f e @ f e @ f e & @ e @ f ot @ f e m ot e m ot e & f e dm ot mf e df e mf e m i e mmem o mmmmemaa o
TTAATTTTTTTATTTAATATTTTTTCAATTTTTAAAAAATTGTTCGGGCAGTTACGGTCCCATGAATTGGAACTAAACGTGACAACGCTG

CAAGGAACHTT-GTACCTT--=-=------ THMATEMAACCT
CAAGGAACHTT-GTACCTT--=------- THMATEMAACCT
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa
size: 13247bp; fragments: 234; full length: 0 (>=11922.3bp)

divergence to consensus (%)
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1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc
size: 13606bp; fragments: 253; full length: 0 (>=12245.4bp)
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divergence to consensus (%)
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size: 285bp; fragments: 21; full length: 21 (>=256.5bp)

TE: Itr_1 family 362
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)
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