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MSA length = 1450

AAAATATTATTTTATTAATACATTACGGCGA - - - - - = = - - - GCTATTATCA-AAJJAGGTAGCAAGTTTAAAAAACATGCTACA- - - - - - - - TTGGGT A--ATCTTHA S
AAAATATTATTTTATTAATACATTACGGCGA - - - - - - = - - - GCTATTATCA-AAAAGGTAGCAAGTTTAAAAAACATGCTACAGTAATTGA- - - - - AfACTARCHT
AAAATAAAATTTTATTAATACATTACGGCA---------- GCTATTATCAAAAAIGTAGCAAGTTTAAAAAACATGCTACA-TIJATGTCTCGGTA AAACTATCTT TAGG
AAAATATTATTTTATTAATACATTACGGCGA - - - - - - = - - - GCTATTATCA-AAAAGGTAGCAAGTTTAAAAAACATGCTACATTAATGTC- - - - - T AAA - - AA
AAAATATTATTTTATTAATACATTACGGCGA - - - - - - = - - - GCTATTATCA-AAAAGGTAGCAAGTTTAAAAAACATGCTACATTAATGTC- - - - - TTT----
AAAATAAAATTTTATTAATACATTACGGCGA - - - = = = = - - - GCTATTATCAAAAAAGGTAGCAAGTTTAAAAAACATGCTACA-------ccceccaaceaee-me----AANTTHATE TG IEENIE T - - - - -
AAAATAAAATIITTATTAATACATTACGGCGA- - - - - - - - - - GCTATTATCAAAAAAGGTAGCAAGTTTAAAAAACATGCTACA- - - - - - - - TTGGT

AAAITAAAATTTTATTAATACATTACGGCGA- - - - - - - - - - GCTATTATCAAAAAAGGTAGCAAGTTTAAAAAACATGARA - TAATGTCTTGATA

AAAATAAAATEBTTATTAATACATTACGGCGA- - - - - - - - - - GCTATTATCAAAAAAGGTAGCAAGTTTAAAAAACATGCTACATTAA----TTTGTA

AAAATAAAATTTTATTAATACATTACGGCGA - - - - - - = - - - GCTATTATCAAAAIA.TA-AGITIAAAA. ----------------------

AAAATATTATTTTATTAATACATTACGGCGA - - = = = = = - - - GCTATTATCA-AAAAGGTAGCAAGTTTAAAAAACATGCTAA- - - ---- - -

AAAATAAAATTTTATTAATACATTACGGCA---------- Gl TATTATCAAAAAAGGTAGCAAGTTTAAAAAACATGCTACA - - = - -« - = -« - - -

AAAATAAAA-TTTATTAATAJATTACGGCGA- - - - - - - - - - GCTATTATCAAAAAAGGTAGCAAGTTTAAAAAACATGCTACA

AAAATAAAATTTTATTAATACATTACIGCGA ---------- .TITTATCIAAAIAGITAGI ----------------------------------
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1450 bp

size: 1450bp; fragments: 421; full length: 25 (>=1305bp)
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fastab.bed ufbed g Lbed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 1761bp; fragments: 401; full length: 0 (>=1584.9bp)
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TE: rnd_5 family 106
size: 1477bp; fragments: 433; full length: 24 (>=1329.3bp)
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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 10/10/25)
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