Start crop Point End crop Point

MSA length = 6028 1
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------------------------------------------------------------------------------------- TTATACTG-TJTTTTCATATCAACTTAT- - AATTAATTTTTTTAGTTARTAAGTTAATTCEBCAA
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------------------------------------------------------------------------------------- TTATRRTGTTTTTTTAATATGAACTTACTTAAAT -ATTTTTT--------TG-GABTA---------
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--------------------------------------------------------------------------------------- AABCTGTTTTTTAATETCAACTTATTTAAATATTTTTTTRGTTAATT - AGAT[E- - TCTTTAA
------------------------------------------------------------------------------------- TEATACT-TTTTTTCATABGAR T TATTTAATRAART TG T TAGTTAATTGGATTARTTTTTAA
- TARAABTAAARTT - - - - - TTAAAA - © -« = & o o o o oo e e e e e e e e e e e e e e e e e e bbb ek e e oo e
----------------------------------------------------------------------------------------------------------------------------------------- AGERT-----------
--------------------------------------------------------------------------------------- AAACTGTITTTT -~ -TTACTTEETTAATTTTTETART TBATECAGATRAATTCTTT - -
- TAAAAATAAATTTTCATETTAAAATATTTAAAART TTAA-ATETETAAAAAAGCT TTT T T TATAATCATGTAT - - - - - - - st e m ot oo _...o.__._.-..o._...
--------------------------------------------------------------------------------------------------------------------------------------- TGAaTTAATECE T THA
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 6028 bp

size: 6028bp; fragments: 120; full length: 0 (>=5425.2bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 8460bp; fragments: 120; full length: 0 (>=7614bp)
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size: 302bp; fragments: 58; full length: 50 (>=271.8bp)

TE: Itr_1 family 103
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After 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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