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1 MSA length = 249 1

AAATAATAATTT GGGGATGTTACATAATGTAATAAATGTAGTTT-=-=-=-=-=----- AATCCAGAACCATCCAGAACATAACA
AGATEGT - -TTA GGTIATGTTACATAATGTAATAAATGTAGTTT —————————— AATCCAGAACCATCCAGAACATAACA TGTCAGGTTAAAGAAGAAGCAATHTTARTGAAAATAGERGTGTAAGAAAAT
AIAC!.TATTT AATGATGTTACATAATGTAATAAATGTAGTTT-=-=-=-=-=----- AATCCAGAACCATCCAGAACATAACA TGTCAGGTTAAAGAAGAAGCAATITTAITGAAAATAGIGTGTAAGAAAAT
AAATAATAATTT GGGGATGTTACATAATGTAATAAATGTAGTTT-=-=-=-=-=----- AATCCAGAACCATCCAGAACATAACARIE - - - - - - - - - - === - s s e o e e e e o e o oo o - - - G.AGAAAAT
AAATAATAATTT GGGGATGTTACATAATGTAATAAATGTAGTTT-=-=-=-=-=----- AATCCAGAACCATCCAGAACATAACA
AAATAATAATTT GGGGATGTTACATAATGTAATAAATGTAGTTT-=-=-=-=-=----- AATCCAGAACCATCCAGAACATAACA
----GTGTTACATAATGTAATAAATGTAGTTT-=-=-=-=-=----- AATCCAGAACCATCCAGAACATAACA

TATACTTA—TTA.TICTGTATA
CATTCTTI ...............
TGITATTCTIT
TATACTTA-TTA
TATACTTA-TTA
TATACTTA-TTA

TATATCECTTT
ABCTTA

TAAAIAIA GIGAA.AIAAT

TGAAAATAGERGTGTAAGAAAAT

TGTCAGGTTAAAGAAGAAGCAAT

> O > > > 0O > >

> > > > > > > > >

TITICT AAGTTGTTACATAATGTAATAAATGTAGT T T---cmmnn-- AATCCAGAACCATCCAGAICATAACA GTCAGGTTAAAGAAGAAGCAIT TGAAAATAGBGTGTAAGAAAAT
CGTATTAATTHA e [€ TTGTTACATAATGTIATAAATITAGTTT ---------- AATCCAGAACCATCCAGAACATAA TGTCAGGTTAAAGAAGT - - CGAC TGA--- - - - G.AAAGAAIAT
TATTACAATI T ABTIEC TR TAT-BTTTEABMACAAT - - - - - o o o oo o oo GTGTTACATAATGTAATAAATGTAGT T T---cn-n--- AATCIAGAACIATCCAGAACATAACA AGTT-GAAGAAI——AC TAAAAATAG GTGTA.AAAAT
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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 249 bp

size: 249bp; fragments: 16; full length: 0 (>=224.1bp)
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astab.bed ufbed g Lbed fm Lbed 0 0 belnfa ainfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 551bp; fragments: 16; full length: 0 (>=495.9bp)
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size: 202bp; fragments: 15; full length: 9 (>=181.8bp)

TE: Itr_1 family 365
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