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1 MSA length = 3177

ACTTTAAAAATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGTTGTGCCACAGCIAGACCTTTTGG ---------- IATTTA-GIGITG-G.ATCACAICITIT.AIATGITITACAAIAAIT.ATGICTTTTTTTTCCCTATTGT ----------------
ACTTTAAAAATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGT TGTGCCACAGCGAGACCT TTT GG = = = = = = = = = = = = m m o m @ m @ e o m e e e e @ e @ e @ m m @ e @ e m e e e m e @ e 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 e e e e o e
ACTTTAAAAATCCTCTTAAAAATTTAAATICTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGTTGTGCCACAGCGAGACCTTTTGG ACGAGA TTTCTTTTTTCCTATTAT AAAAATT
ACTTTAAAAATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTJGATACTAATTTATTAAAGGTTGTGCCACAGCGAGACCTTTTGG ACCACA CTTTTTTTTCCCTATTGT AGIAATT
ACTTTAAAAATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGTTGTGCCACAGCGAGACCTTTTGG ACCACANCHAE TEBEABATCGRTRTATAANTABGERATART - - - - - - - - - - - - - - AT AAAA - - -
ACTTTAAAAATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGTTGTJCCACAGCGAGACCTTTTGG ACGAGANCH TR TEBE B ABCRTBTAC- -BArBcEBRABMABC------------- - AAAAATT
ACTTTAAAAATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGT TGTGCCACAGCGAGACCT TTT GG = = = = = = = = = = = = m mmm m o m @ e e m m e @ e @ e @ e @ m @ e @ e @ e e e e e o 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 e e e e e e m e
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ACTTTAAAAAICCTCTTAAAAATTTAAATTCTATITAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGTTGTGCCACAGCGAGACCTTTTGG
ACTTTAAAIATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGTTGTGCCACAGCGAGACCTTTTGG
ACTTTAAAAATCCTCTTAAAAATTTAAATTCTATCTAGTTCTTAGCAAAATTCGATACTAATTTATTAAAGGTTGTGCCACAGCGAGACCTTTTGG
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End crop Point
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After TEtrimmer 3177 bp

A

2d_uf.bed g 5.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa
size: 3177bp; fragments: 15496; full length: 2 (>=2859.3bp)
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, 8603 fasta.bbed ufbed g 5.bed fm Lbed 0 0 bcnfa alnfa c After TEtrimmer Extended plot Blue lines are boundaries

size: 3387bp; fragments: 14480; full length: 1 (>=3048.3bp)
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divergence to consensus (%)
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TE: rnd_5 family 8603
size: 1290bp; fragments: 6250; full length: 2 (>=1161bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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