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1 MSA length = 2025 1
-------------------------------------------------------------------------------------------------------------- TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGTTAATTGTATAAAATTCAAGTAAGGAAACGG
7G- - -MARATAAAARTIAGAAAAAATCGTTTARAATTATATAATRARARTGA- - - - - - TTTTTTTT----AABAAT-CCBTA--TT---ABABTTACTT---------- TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGTTAATTGTATAAAA - = - = - -2 m e e o e e e o -
TAAAAITIATAAAAITIAGAAAAAAATCITTTALATTAIATAATIAIGT-IACTCATTITTTTITIAAAGAATAATACI!TAAATTAAGAAAITIAATI ---------- TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGTTAATTGTATAAAA - = - = - -2 s e e o e e e o -
-------------------------------------------------------------------------------------------------------------- TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGTTAATTGTATAAAATTCAAGTAAGGAAACGG
TGA- -@ABATBCBABTIRTAAA- - - - - - - GTATATBATTATAT TAGIABGT - - - - - - - c e e TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGT TAATTGTATAAA - - = - - = o o oo oo e oo -
-------------------------------------------------------------------------------------------------------------- TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGTTAATTGTATAAAATTCAAGTAAGGAAACGG
TGARNTHTHcAAAATRTRAAAAAABARTCGTATIABTTHT- - - - - BAWATTGATTAATTTTTTTTTTAGATAATABTACGATAGGTAAGAAAGATACAT - = - - -« -t e e e e TTTGAGTGAGIJABAC - -
-------------------------------------------------------------------------------------------------------------- TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGTTAATTGTATAAAA - = - = - -2 s e mm e e e o -
-------------------------------------------------------------------------------------------------------------- TTTGCGAGAGTGACAATAGTGACTCAAATTTTTATGTTAATTGTATAAAATTCAAGTAAGGAAACGG
GATA-BrBcTAAAABTBAAAAAAAAAGEBT TTABAATEATAGAATABATTGATTACTTTETET TTTAAACEBRTEATGCGATAAAT TAAGAAAGATACAT = = - = - & -« s o sttt f o f ottt i oo AGGAACGG
TAAATERTRGAAAATRABGACAAAAAATCGTTCARMA - - - - - - - - - - ABATTGATTAATTTTTTTTTTAAAGAATAATACGATAAAT TAAGAAAGAT = = AT = - = & & & &t o o e m ot e o e o f e f e e m et et e f ot e m et e o e e o i e e e i e meommaaoeoameaoo
TAAATERTRGAAAATRABGACAAAAAATCGTTCARMA - - - - - - - - - - ABATTGATTAATTTTTTTTTTAAAGAATAATACGATAAAT TAAGAAAGAT = = AT = - = & & & & m o o s e m e o e o e o ot e o e e f et et e f ot e m et e o e e oo i e e e i e meeommaaoaoamea o
TAAATITEGTACBARTBAGAG- - - - ---- - - - ABAATTATATAATEARAT - - - - - o o c oo oo e N X7 AGGAACG -
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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:
size: 2025bp; fragments: 59; full length: 0 (>=1822.5bp)
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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: 2460bp; fragments: 57; full length: 0 (>=2214bp)
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divergence to consensus (%)
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TE: Itr_1 family 334

size: 246bp; fragments: 11; full length: 10 (>=221.4bp)
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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)
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