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1 MSA length = 1185
GTTAAAAAATATTTATTGTATAAAATGACATTGCAAAATAAAAACAGATT ---------- TTCCGGATTTTATGTACA----GTACGTTA
GTTAAAAAATATTTATTGTATAAAATGACATTGCAAAATAAAAACAGATT ---------- TTCCGGATTTTATGTACAGIAGGTACGTTA
GTTAAAAAATATTTATTGTATAAAATGACATTGCAAAATAAAAACAGATT ----=------ GTCGAAAATTTTTGTAAGGCGGTTTCAATT
GTTAAAAAATATTTATTGTATAAAATGACATTGCAAAATAAAAACAGATT ---------- GTCGAAAATTTTTGTAAGGCAGTTTCAATT

ACGAGAAAA
ACGAGAAAA
GCAAAAAAA
GCAAAAAAA

TTTTGTTATTHEATA TTTTTTT
TTTTGTTATTHEATA TTITTTT
TTTTGTGATA TTTTATG
TTTTGTGATA TTTTATG

TA--------- ATACG- - -@ATT TAG
TA--------- ATACG- - -@ATT TAG
TATCTTGTTTTCTATGAGG - = = = = = = = = = = = - -

TATCTTGTTTTCTATGAGGEATT

ITIAAIA TTTTATTAIAIATA
ACAAAAAAR- - - - - - -- - -- ABA
ACGAGAAAA TTTATTATAIATA

ITCGAAAATTTTTGTAAAGCGGITTCAATT TATCTTGTTTTCTATGCGT
GTCIAAAATTTTTITAAGGCGGTTTCAATT TATCTTGTTTTCTATGAGG
GTCGAAAATTTTTGTAAGGCGGTTTCAATTTATCTTGTTTTCTATG- - -
GTCGAAAAITTTTGTAAGGCGGTTTCAATT TITCTTGTTTTCTATGAGG
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.
size: 1185bp; fragments: 216; full length: 45 (>=1066.5bp)
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tastab.bed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1564bp; fragments: 207; full length: 0 (>=1407.6bp)
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TE: mnd_5. family 3556 Before TEtrimmer 1490 bp

size: 1490bp; fragments: 237; full length: 44 (>=1341bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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