Start crop Point End crop Point

1 MSA length = 6904 1
GTTACATTAITTTAAATTTGCTGCAAAGTAATCAATATGCTCTGTATTAAGCATCTAATTAAACAAGTCTAAGAAACCTAAAAAATA --------------------------------------------------------------
------------------------------------------------------------------------------------------------- TATATTGTCGGGAATTATAGATAAATACTGTTTGACAAATAATTTTTACATG
GTGAAAAAAITTTAAATTTACTGTTAAATAATTAATATATTCAATTTTAAACATTTAATTGGCCAAATCCAAGGATCGTCAAATTTT --------------------------------------------------------------
------------------------------------------------------------------------------------------------- TATTATGTTGAGAATTTTAAGTAAAAAATATTTTAAAGATAATTACCCGATG
ATTTGCATAITT ----- TTACTGTTAAATAATCAATATGTTCAATTTTAAGCAT TTAAT TGAACAAATCCAAGAAT COT AAAAT T T A - - & o = s o s s oo o m o o ot ot o e o o e e o m e o m e oo oo oo o oo oo o oo oo m s
------------------------------------------------------------------------------------------------- TATAATGCTGGGAATTTTAAATAAAAAATATTTTACAAATGGTTTCCACATA
——TAAAATAIATTAAATTTACTGTTAAATAGTCAATATGTTCAATTTTAAGCATTTAATTGAACAAATCCAAGAATCGTAAAATTTA --------------------------------------------------------------
------------------------------------------------------------------------------------------------- TATAATGTTGGTAATTTTAAATAAAATATATTTTTCGAATAATTTCCACATG
GTTAAAGAAICTTTAATTTACTG——AAATAACCAATGCGTTCAATTTCCGGGACTTAATTGAACAAATTCAAAAATTGGAAAATTTA --------------------------------------------------------------
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 6904 b P

size: 6904bp; fragments: 51; full length: 0 (>=6213.6bp)
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size: 7978bp; fragments: 49; full length: 0 (>=7180.2bp)
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size: 170bp; fragments: 17; full length: 11 (>=153bp)

TE: Itr_1 family 388
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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