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1 MSA length = 9513 1

------ TGTAATGTGTAAAAAAG- - - - - - - -GTCTCGATAGATCGATTAGAAGGGCCTGCTTTGATTTA - - - - TAGTACAAAAAAAGBA - = AT - - - - - - - - oo oot oo oL Lo __...._.__._._...
------------------------------------------------------------------------------------------------------- AT- - -AAGCATTTAAAABA TR Tl T TCACACAGATATCATGAATTGCGACATT - - -GTATACTCACTCAATAATTAATTTTTATATAAAATAGGTCC
------------------------------------------------------------------------------------------------------- ATACCAAGCATTTAAAAAATAGTGATGTTTGCACAAAAACCTTGAATTGGTGCACTAAGGTAGATACATTAATCAACAACTTCATACAACCGGCCAATCA
------------------------------------------------------------------------------------------------------- ATACCAAGCATTTAAAAAATAGTGATGTTTGCACAAAAACCTTGAATTGGTGCACTAAGGTAGATACATTAATCAACAACTTCATACAACCGGCCAATCA
TTGCTTTATAAAGTGTCAAAAAGTATATTTTGTTTCGAAATATTGATTAAAAAAGT TTGCTTTGAT T TAAT TAATAATACAAAAAAAT AT TAT = -« = & = & = & = & o o s m e o e o e o o oo ottt ot ot ottt o o o o b o b o o ot f et bt e e e o et e o e o e et o e e e et et e e e e i mi e i e eae oo
------------------------------------------------------------------------------------------------------- ATACCAAGCATTT -AAAAATAGTGATGTTTGCACAAAAACCTTGAATTGGTGCACTAAGGTAGATACATTAATCAACAACTTCATACAACCGGCCAATCA
TTGCTTTATAAAGTGTCAAAAAGTATATTTTGTTTCGAAATATTGATTAAAAAAGT TTGCTTTGAT T TAAT TAATAATACAAAAAAAT AT TAT = -« = - = & = & o & s m s m e m e o e o e o ottt ottt o bt ot o o o b b b o e o e o o o b o f e o et e e e o e o e e e e e et e e e e e i miei e e e
------------------------------------------------------------------------------------------------------- ATACCAAGCATTTAAAAAATAGTGATGTTTGCACAAAAACCTTGAATTGGTGCACTAAGGTAGATACATTAATCAACAACTTCATACAACCGGCCAATCA
TTGCTTTATAAAGTGTCAAAAAGTATATTTTGTTTCGAAATATTGATTAAAAAAGT TTGCTTTGAT T TAAT TAATAATACAAAAAAAT AT TAT = -« = & = & = & o & o m s m e o e o e o e o ot o o ottt ottt o o o b o o o e ot bt o b o et et e o e e e e e e e ot e e et e e e e e e i e i e i e e e
TTGCTCTACAAAATGTCAGCAGATATATTTTGATATGAAATATTGGTTGATAAAGTTTGTCTTACTTTRGTTAATHATEAAAAABATATTRT---------- ATTACAABCATHETABABAATAGEGATG - - - - -« c e e e
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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 9513 b P

size: 9513bp; fragments: 1291; full length: 0 (>=8561.7bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f

divergence to consensus (%)

size: 10126bp; fragments: 9324; full length: 0 (>=9113.4bp)
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size: 288bp; fragments: 20; full length: 19 (>=259.2bp)

TE: Itr_1 family 151
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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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nsus before TEtrimmer (bp)

Dotplot

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