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MSA length = 7004 1
AATAAIT.AAITm- - -TGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAAAG-TTTATATTGA - - = = - = = - - - ATGCTATATAAATAAAAAAAAATATTTTATTTTTCTTATTCGCTCTTACA
T AAGTAAATGT

AATAA TTATGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAAAA -TTTATATTGA - = = = = = = = - - ATGCTATATAAATAAAAAAAAATATTTTATTTTTCTTATTCGCTCTTACA
AATAA - = = = e e mm e e e e o e TTATGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAAAG-TTTATATTGA - - - = = = = = = - ATGCTATATAAATAAAAAAAAATATTTTATTTTTCTTATTCGCTCTTACA
AAIAAIT-AAIT.A.TT— - —TGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAI— - - TTTATATTGA- - = - = = = = - - ATGCTATATAAATAAAAAAAAATATTTTATTTTTCTTATTCGCTCTTACA
AATAA - = = - e mmm e e e e e - TGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAAAAGT TTATATTGA - - = = = = = = - - ATGCTATATAAATA - AAAAAAATATTTTATTTTTCTTATTCGCTCTTACA
-------------------------------------------------- TGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAAAAGTTTATATTGA——————————ATGCTATATAAATAA———AAAAIATTTTATTTTTCTTATTCGCTCTTACA
GA- - - TGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAAAAGTTTATATTGA - - - = = = = = - - ATGCTATATAAATAAAAAAAAATATTTTATTTTTCTTATTCGCTCTTACA
AATAANT TTTTATGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAAAAGTTTATATTGA - = = = = = = = - - ATGCTATATAAATIAAAAAAAATATTTTATTTTTCTTATTCGCTCTTACA T ARRTTTT TT
GAIAA T TTTTATGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAA - -GTTTATATTGA - = = = = = = = = - ATGCTATATAAATAAAAAAAAATATTTTATTTTTCTTATTCGCTCTTACA uAITTTTlTI
A A

AATAGG T TTCTATGTAAGAATTTTGTGTTTTATTAAAGAAAAAAAAAAA--GTTTATATTGA--=-------- ATGCTATATAAATA-AAAAAAATATTTTATTTTTCTTATTCGCTCTTACA -=-=-T
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] uf.bed g 4.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_se After TEtrimmer 7004 b P

size: 7004bp; fragments: 3031; full length: 1 (>=6303.6bp)
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/ 802.fasta.b.bed uf.bed g 4.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.i After TEtrimmer Extended plOt Blue lines are boundaries

size: 7304bp; fragments: 3027; full length: 1 (>=6573.6bp)
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TE: Itr 1 family 802 Before TEtrimmer 5041 bp

size: 5041bp; fragments: 184; full length: 1 (>=4536.9bp)
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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)

Dotplot

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