Start crop Point End crop Point

1 MSA length = 697
CATIA“TGAIG‘T’ATCT— - - CIATA.CTAAGAGCTAGCAACGTTTTCGAGAAAGTATTTTAAGACAICTGAC ---------- TTTTTICGACGTTGCTAICTCTCGTACTATA
- -TTTABACEAGARA CECABCTAAATTATTECT T TCAGAGAGTA--------------- TAGCAACGTTTTCGAGAAAGTATTTTAAGACGTCTGGC - - - - - - == - - TTTTTCCGACGTTGCTAGCTCTCGTACTATA
TAATAGTCTAAGAGCTAGCAAGTTTTCGAGAAAGTATTTTAAGAAABCTGGC- - - - - - - - - - TTTTTCCGACGTTGCTAGCTCTCGTACTATA
TAATAGTCTAAGAGCTAGCAACGTTTTIGAGIAAGTATTTTAAIECGTCTGGC ---------- TTTTTCCGACGTTGCTAGCTCTCGTACTATA
- AJAGTCTAAGAGCTAGCAACGTTTTCGAGAAAGTATTTTAAGCGTCTGGC - - - - - - - - - - TTTTTCCGACGTTGCTAGCTCTCGTACTATA
AAA cljtcTaA TAATAGTCTAAGAGCTAGCAACGTTTTCGAGAAAGTATTTTAAGACGTCTGGC - - - - - - - - - - TTTTTCGACGTTGCTAGCTCTCGTACTATA

ART T
AAAIGIATICACCCAAA ---------------------------------------------------------------------------------- TTTTTCCGACGTTGCTAGCTCTCGTACTATA
------------------------------------------------ AA = - s LTCTGA- - - - - - TTTTTCCGACGTTGCTAGCTTCGTACTATA
—ACTAGTCTAAGAGCTAGCAACGTTTTCGAIAAAGTATTTTAAGAAAICEIGC ---------- TTTTTCCGACGTTGCTAGCTCTCGTACTATARM- - - --------------
TAA C- TC -ACTAGTCTAAGAGCTAGCAACGTTTTCGAGAAAGTATTTTAAGACGT -|GC- - - - ---- - TTTTTCCGACGTTGCTAGCTCTCGTACTATARMM- - - - - - - - - - - - - - - -
llAIAAAI I T - —TC - -ATAGTCTAAGAGCTAGCAACGTTTTCGAGAAAGTATTTTAAGACGTCTGGC--=-=--=- - - TTTTTCCGACGTTGCTAGCTCTCGTACTAT CATA
AAT TAA A

CRCATCTAA TAATAGTCTAAGAGCTAGCAACGTTTTCGAGAAAGTATTITAAGACGTCTGAC —————————— TTTTTCCGACGTTGCIAGCTCTCGTACTATA TATA
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 697 b P

size: 697bp; fragments: 6638; full length: 1194 (>=627.3bp)
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fastab.bed ufbed g 3.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 997bp; fragments: 6536; full length: 0 (>=897.3bp)
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divergence to consensus (%)

TE: rnd_1 family 131
size: 361bp; fragments: 3402; full length: 1313 (>=324.9bp)
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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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