Start crop Point End crop Point

1 MSA length = 1006 1
CATAGATAAAAGACTTATAATITTAAATAGATAGGCAACTTATAATACAT ---------- AAAAACTATTTTIAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG

CATAGATAAAAGACTTAIAATATTAAATAGATAGGCAACTTATAATACAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
CATAGATAAAAIACTTATAATATTAAATAGATAGGCAACTTATAATACAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTICCAGCCATG
CATAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATACAT - -=--=-=----- AAAAACTATTTTTAATGAACTGTIATTTCCATTIAAGTTTCCCAGCCATG
CATAGATAAAAGACTTATAATATTAAATIGATAGGIAACTTATAATACAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCITG
CITAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATACAT —————————— AAAAAITATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
CATAGATAAAAGACTTATAATITTAAATAGATAGGCAACTTATAATACAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
ATAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATACAT ---------- AAAAACTATTTTTAATIAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
CATAGATAAAAGACTTAIAATATTAAATAGATAGGCAACTTATAATACAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
CATAGATAAIAGAC——ATAATATTAAATAGATAGGCAACTTATAATACAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
CATAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATICAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
CATAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATACAT - -=--=-=----- AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG TAAAIAIGAITT
CATAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATACAT - -=--=-=----- AAAAACTATTTTTAATIAACTGTCATTTCIATTTAAGTTTCCCAGCCATG T - e e - - - -
CATAGATAAAAGACTTATAA—ITTAAATAGATAGGCAACTTATAATACAT —————————— AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCIGCCATG AA C

n

T AG T ABRABRART --AT---- CATAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATACAT - --=-=--=---- AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG TAAARABAA
A T cGT AGAGAIRT T CATAGATAAAAGACTTATAATATTAAATAGATAGGCAACTTATAATACAT ---=-=-=-=-=--- AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATGHEATGEEEE" G GCAA - - - - - - - ----------- AARANRGA
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1006 bp

size: 1006bp; fragments: 1841; full length: 523 (>=905.4bp)
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ta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa gs.fa
size: 1306bp; fragments: 1839; full length: 0 (>=1175.4bp)
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divergence to consensus (%)

TE: rnd_1 family 475

size: 1001bp; fragments: 1764; full length: 524 (>=900.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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