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1 MSA length = 11036 1
------------- TACTTTTTAAAAAAGAACCTGTTGGATATAAAAATGA----------ATATGGGGTAACCTCCTCCCTCGGAGGAGGTATCCCATAAACTCACTACT

—————————————————— TTTAAAAAAGAACCTGTTGGATATAAAAATGA----------ATATGGGGTAACCTCCTCCCTCGGAGGAGGTATCCCATAAACTCACTACT
GGTTTATATGAATTACTTTTTAAAAAAGAACCTGTTGGATATAAAAATGA----=-=-=---- ATATGGGGTAACCTCCTCTCTCGGAGGAGGTATCCCATAAACTCACTACT
————————— GAATTAC-TTTTAAAAAAGAACCTGTTGGATATAAAAATGA----------ATATGGGGTAACCTCCTCCCTCGGAGGAGGTATCCCATAAACTCACTACT
GGTTTATATGAATTACTTTTIAAAAAAGAAIC—GTTGGATATAAAAATGA —————————— ATATGGGGTAACCTCCTCTCTCGGAGGAGGTATCCCATAAACTCACTACT
GGTTTATATGAATTACTTTTTAAAAAAGAACCTGTTGGATATAAAAATGA----=-=-=---- ATATGGGGTAACCTCCTCTCTCGGAGGAGGTATCCCATAAACTCACTACT
———————————————————————————————————————————————————————————— ATATGGGGTAACCTCCTCTCTCGGAGGAGGTATCCCATAAACTCACTACT
GGTTTATATGAATTACTTTTTAAAAAAGAACCTGTTGGATATAAAAATGA---=-=-=----- ATATGGGGTAACCTCCTCTCTCGGAGGAGGTATCCCATAAACTCACTACT
GGTTTATATGAATTACTTTTTAAAAAAGAACCTGTTGGATATAAAAATGA----=-=----- ATATGGGGTAACCTCCTCCCTCGGAGGAGGTATCCCATAAACTCACTACT
———————————————————————————————————————————————————————————— ATATGGGGTAACCTCCTCTCTCGGAGGAGGTATCCCATAAACTCACTACT
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3.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_

divergence to consensus (%)

size: 11036bp; fragments: 1308; full length: 6 (>=9932.4bp)
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After TEtrimmer 11036 bp
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o 3.bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa alr After TEtrimmer Extended plot Blue lines are boundaries

size: 11186bp; fragments: 1308; full length: 6 (>=10067.4bp)
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divergence to consensus (%)
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TE: rnd_5 family 588

size: 1453bp; fragments: 225; full length: 19 (>=1307.7bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF1

zf

200 400 600 800 1000 1200 1400




sensus before TEtrimmer (bp)
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