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1 MSA length = 2333 1
A.GTATAAGGAAAAGIGTAGTTGCACTCTCGCAAATATTTTCTICCAGT ---------- AGAA—AAAGGATTTGAIAATGAGTAAAACTACTAGTTTCCTTATACTATG

ATAGTTTAAGGAAAAGAGTAGTTGCACTCTCGCAAAT-TTTTCTGCCAGT - - - -~~~ - - AGAACAAAGGATTTGACAAGGAGTAAAGCTACTAGTTTCCTTATACTATG
ATAGTTTAAGGAAAATAGTAGTTGCACTCTCGCAAATATTTTCTGCCAGT - - - -~~~ - - AGAACBAAGGATTTGACAAGGAGTAAAGCTACTAGTTTCCTTATACTATG
ATAGTTTAAGGAAAATAGTAGTTGCACTCTCGCAAATATTTTCTGCCAGT - - - - ----- - AGAACAAAGGATTTGACAAGGAGTAAAGCTACTAIT-TA.CTAT
------------------------------------------------------------ AGAA - AABIGGATTTGACAATGAGTAAAACTACTAGTTTCCTTATACTATG
------------------------------------------------------------ AGAACAAAGGATTTGACAAGGAGTAAAGCTACTAGTTTICTTATACTATG
ATAGTTTAAGGAAAAGAGTAGTTGCACTCTCGCAAATATTTTCTGCCAGT - - - -~~~ - - AGAACAAAGGATTTGACAAGGAGTAAAGCTACTAGTTTCCTTATATATG
ATAGTAIAAGGAAAAGAGTAGTTGCACTCTCICAAATATTTTCTICIAGT ---------- AIAACAAAGGATTTIACAAGGAGTAAAGCTACTAGTTTCCTTATACTATG
ATAGTTTAAGGAAAAGAGTAGTTGCACTCTCGCAAATATTTTCTGCCAGT - - - -~ -~ - - AGAACAAAGGATTTGACAAGIAGTAAAGCTACTAGTTTCCTTATACTATG
------------------------------------------------------------ AGAACAAAGGATTTGACAAI!AGTAAAGCTACTAGTTTCCTTATACT
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.bed _uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 2333 bp

size: 2333bp; fragments: 15508; full length: 2 (>=2099.7bp)
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fasta.b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.f
size: 2638bp; fragments: 15377; full length: 0 (>=2374.2bp)
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divergence to consensus (%)

TE: rnd_1 family 22

size: 2054bp; fragments: 21213; full length: 1 (>=1848.6bp)
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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)
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(windowsize = 25, threshold = 50.00 09/10/25)
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