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1 MSA length = 2217 1

GCATGTTGCTTAACTCTATEABGAAGCA CTTATCHATAATTTBBICTTTACAAGTTACAGAAATAAGATTATAAAAATTAAATGAAAGTTGGGTC- - === - - - - - ATTATTAAAATATATATAAAGTTTGATTTCCACTCAACCACCGAGTATTT
------------------- ¢ (¢ INelo CTAACERT AT AR T T - - - - - - oo m et ATTATTAAAATATATATAAAGTTTGATTTCCACTCIRACCACCGAGTATTT
GCATGTTGCTTAACTCTATEABGAAGCA CTTATCHATAAT T TEBBIC T TTACAAGT TACAGAAATAA - - - = = = - = o oo m o e e e e e e e e e e e e e e e oo - -ATTAAAATAIA.TAAA—TTTGATTTICACTI!AIC-AA ------
GCATGTTGCTTAACTCTATEABGAAGCA CTTATCHATAATTTBBCTTTACAAGTTACAGAAATAAGATTATAAAAATTAAATGAAAGTTGGGTC- - === - - - - - ATTATTAAAATATATATAAAGTTTGATTTCCACTCAACCACCAAGTATT
---------- € cBcTAT-------CA TTTACCHEAAAATG e e e -GACTATTAAGATTAAATGAAGGTTGGGTC----------ATTATTAAAATITATATAAAGTTTGATTTCCACTCAACCACCGAGTATTT
------------------ HAAITCG TTTT GTAAAGT ————————————————————————————————————————————————————————————ATTITIAAAAI!T-TAIAGTIT.TITI————————————————————
GCATTTTTGATAJCTRTAJARAAAGCA TTTTTCHGTAAAGTIMATTTCCTGGTTACCAAGATTAAATTTCAAAAATTAAATAAAAATTTGGCC - - - - - - - - - - ATTATTAAAATATATATAAAGTTTGATTTCCACTCAACCACCGAGTATTT
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] uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_se After TEtrimmer 2217 b P

size: 2217bp; fragments: 128; full length: 0 (>=1995.3bp)
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/ 544.fasta.b.bed ufbed g 3.bed fm Lbed 0 0 belnfa an.fa cl After TEtrimmer Extended plot Blue lines are boundaries
size: 2857bp; fragments: 129; full length: 0 (>=2571.3bp)
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divergence to consensus (%)
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TE: Itr_1 family 544
size: 4317bp; fragments: 126; full length: 3 (>=3885.3bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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