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1 MSA length = 3963 1

A AGCTAAAAAGEGEERE AN - - - - - ATTAAAGTGGTGGCAACGTGGCATTGTTTGGGAAATAACGTAAATTATTC-=-=-=-=-=----- AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
A AGCTAAAAAGEGEERE AN - - - - - ATTAAAGTGGTGGCAACGTGGCATTGTTTGGGAAATAACGTAAATTATTC-=-=-=-=-=----- AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
A ATCTAIAGA TTTTTATTAAAGTGGTGGCAACGTGGCATTGTTTGGGAAATAACGTAAATTATTC-=-=-=-=-=-=---- AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
A TTCATATAA TTTTTAAGA TTTTTATTIE.EGITGGCAACGTGGCATTGTTTCGGAAATAACGTAAATTATTC —————————— AAAAGACTCAACAAAGAGAGACCAGTIAGAAGAGTATGGGAGICAAGAAG
A ATCATATAC TTTAAAAA TTT ----BAGE------- ACGTGGCATTGTTTGGGAAATAACGTAAATTATTC-=-=-=-=-=-=---- AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
A ATCATATHEC TTTTT.AA TTTLATTAAAGTGGIGGCAACGTGGCATTGTTTCGGAAATAACGTAAATTATTC —————————— AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
C ATTTAAAAA TITTTAITAAAITIGTGGCAACGTGGCATTGTTTGGGAAATAACGTAAATTATTC —————————— AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
C TTTAAAIA TTTTI —————————————————————— ATTGTTTGGGAAATAACGTAAATTATTC--=-=-=-=-=---- AAAAGACTCAACAIAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
————— CHRARTTAAAAA S m e e e e e e e e e e e e e e e e e e e e e e e - e e e e s s o e o m e s o e mm - o - - - - - - - -AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG

—————————————————————————————————————— TT T - - m s s s s e e e e e e e e e e e e e e e e e e e e e o e e m e o e o - - - - - - - - - - - AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG

-------------------------------------------------------------------------------------------------------------- AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG
TATAATTG AR T AR T A T T T - - - - - e e e AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAGAAG



Start crop Point End crop Point
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ed uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.fa_
size: 3963bp; fragments: 298; full length: 29 (>=3566.7bp)
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After TEtrimmer 3963 bp
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6.fasta.b.bed uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs« After TEtrimmer Extended plOt Blue lines are boundaries
size: 4125bp; fragments: 298; full length: 27 (>=3712.5bp)
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divergence to consensus (%)
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TE: rnd_5 family 12266

size: 3851bp; fragments: 301; full length: 29 (>=3465.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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