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MSA length = 2436 1
AAATAT GGATAACTCTGC---------- TTCCGGGGTTGCCARAR- - - - - TTTAATTTAGGGAGGTATCGATAACA - - - - - - - - - - o e e oo oo - - TTTTAACGEAT - - - --------
AGATIT ------------------------------------------------------------ TTCCGGGGTTGCCAMNA

AAATATIRE THEC TR AN TR T TR TG A AR T CE T TEGH T AGEA - - - - - - - - - - oo TTCCGGGGTTGCCA

————— TTTAATTTAGGGAGGTATCGATAACACATTTTGTTTTTTERCAAARTGTTTTTATA
TTTTATTTAAATTAGGGAGGTATCGATAACACATTTTGTTTTTTERCAAARTGTTTTTATA

AAATAT GGATAACTCTGC-=--==-=----- TTCCGGGGTTGCCARARMT TTTATTTAAAT TAGGGAGGTATCGATAACA - = = = = = = = - = m oo mm e o e oo - CTAATA T
AAATAT GGATAACTCTGC-=--==-=----- TTCCGGGGTTGCCARART TTTATTTAAATTAGGGAGGTATCGATAACAC - = = = == === == == - = - TTTGTA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TTTTGTTTRTT
TTCCGGijTTGCCA TTTATTTAAATTAGGGAGGTATCGATAACACATTTTGTTTTTT
TTCCGGGGTTGCCARAR- - - - - TTTAATTTAGGGAGGTATCGATAACAC- - -TJlTTTT
CT G----AGTGTATATATATCTGAGATATCGATTCAAATCAAAATTTACAAAAT - = - == - == mm o e m - TTccllceGTTGCHA - TTTATTTAAATTAGGGAGGTATCGATAACA-ATTTTGTTTTTT
CT G----AGTGTATATATATCTGAGATATCGATTCAAATCAAAATTCACAAAAT - = - == - == m oo e m - TTCCLGGTTGCIA - TTTATTTAAATTAGGGAGGTATCGATAACA-ATTTTGTTTTTT@BTATGT T T-----cncmce e oo
AAACAT TT GGTAGAATGTATATATATCTGAGATATCGATTCAAATCAAAATTCGGATTACTCTGC - == -=-=--- TTCCGGGGTTGCCARARTTTTATTTAAATTAGGGAGGTATCGATAACA - - = - - = - - - TTATECAAABTTT----- - - ABAART T
AAACAT TT GGTAGAATGTATATATATCTGAGATATCGATTCAAATCAAAATTCGGATTACTCTGC - == -=-=--- TTCCGGGGTTGCCARARTTTTATTTAAATTAGGGAGGTATCGATAACA - - = - - = - - - TTATECAAABTTT----- - - TclGTHCHA
AAACAT TT GGTAGAATGTATATATATCTGAGATATCGATTCAAATCAAAATTCGGATTACTCTGC - == -=-=--- TTCCGGGGTTGCCARARTTTTATTTAAATTAGGGAGGTATCGATAACA - - = - - = - - - TTATECAAABTTT----- - - CEARAARTT
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 2436 b P

size: 2436bp; fragments: 36; full length: 6 (>=2192.4bp)
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asta.b.bed ufbed g Lbed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 2862bp; fragments: 34; full length: 0 (>=2575.8bp)
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divergence to consensus (%)
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TE: Itr_1 family 254

size: 317bp; fragments: 16; full length: 6 (>=285.3bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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sensus before TEtrimmer (bp)

Dotplot

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