Start crop Point End crop Point

1 MSA length = 6474 1
------- TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT ----------AATTTTTAAAATAAATAAGTTTAACATTTTATAATAAAAATTAAGTATTT

------- TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT = = = = = = = = = = = % ot m ot &t &t &t e &t f ot e d ot e m it mf e mm e m i mm e o e mae o
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT === === = = - - TGTTTTTGAAATAGAAAAGTTTATCATCTGGTGATATAAACTGAGTACTT
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT = = = = = = = = = = = % ot m ot &t &t &t e &t f ot e d ot e m it mf e mm e m i mm e o e mae o
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT === === = = - - AACATTTAAACAAAAAAAGTTTAACATTTTATAATATAAATTAAGAATTT
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT = = = = = = = = = = = % ot m ot &t &t &t e &t f ot e d ot e m it mf e mm e m i mm e o e mae o
------- TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT = = = = = = = = = = = % ot m ot &t &t &t e &t f ot e d ot e m it mf e mm e m i mm e o e mae o
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT === === = = - - AATTTTCAATATTAAAAGGTTTAATATTTTATAATATAAATTAAGTATTT
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT = = = = = = = = = = = % ot m ot &t &t &t e &t f ot e d ot e m it mf e mm e m i mm e o e mae o
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT === === = = - - AATTTTTAAAATAAAAAAATTAAACATTTTATAATGTAAATTAAATATTG
TGTGGTGACAATGTTGAAAGCGACATTCCTACTCTATCCTTGGTGATACT = = = = = = = = = = = % ot m ot &t &t &t e &t f ot e d ot e m it mf e mm e m i mm e o e mae o
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_bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcin.fa_aln.fa_ After TEtrimmer 6474 bp

size: 6474bp; fragments: 66; full length: 0 (>=5826.6bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 6642bp; fragments: 66; full length: 0 (>=5977.8bp)
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divergence to consensus (%)
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size: 282bp; fragments: 27; full length: 13 (>=253.8bp)

TE: Itr_1 family 267
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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Dotplot

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