Start crop Point End crop Point

1 MSA length = 1015
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - --=-=--=--- - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA

A.TCTTATTTC ----AACTG TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT == =-===-==--- TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
——————————————————————— TAGAGATGTTACGATGGAACTGGACCTGTTCCIACGGAAIAGGTATCGGT— - - === —TCGIAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
---- CTTAT.A —————————————————————— TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT == =-===-==--- TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA

TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - - - - - -~ - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTJCGACGGAATAGGTATCGGT - - - - - - - - - - TCGEAATAGGTACATTGAAAAGCTTTCCGTAACATCTCTA
-------------- TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT----------TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGAAATAGGTACABTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGETGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - - - - - - - - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGJAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGGT - - -~ - - -~ - - TCGAAATAGGTACAJJTGAAAAGCTATTCCGTAACATCTCTA
------------------------------ AIA.TG-CIATIGIACTGGACCTGTTCCGACGGAATAGITATCGGT— - —ICGIAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCJACGGAATAGGTATCGGT - - - - - - - - - - TCGAAATAGGTACATTGAAAAGCTATTCCGTAACATCTCTA
TAGAGATGTTACGATGGAACTGGACCTGTTCCGACGGAATAGGTATCGG T - = = = = = = = = = = o = = o e oo o e oo o o e o o f o f e o d o e e e e e o e e e e e e e e e e e oo o -
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1015 bp

size: 1015bp; fragments: 386; full length: 15 (>=913.5bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 1315bp; fragments: 386; full length: 0 (>=1183.5bp)
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divergence to consensus (%)

TE: rnd_5 family 755
size: 911bp; fragments: 520; full length: 32 (>=819.9bp)
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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