Start crop Point End crop Point

1 MSA length = 2582 1
TTATI——TTATGAAATATTTTCATTTAATAAAAATTTTATAAGTAGATGTTTGATAAATTAT ---------- AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTT CCCATAGC

--------- ATGAAATATTTTCATTTAATAAAAATTTTATAAGTAGATGTTTGATAAATTAT ----------AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGG
TTATAACAT AT A - - - - - - s s s oo s s oo oo s m s oo s m s mmmmmm e AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGC
------------------------------------------------------------------------ AGAICJJAAGCTCCATAAGAAAAAGCATGGGATTTT
------------------------------------------------------------------------ AGAACGAAGITCCATAAGAAAAAGCATGGGATTTTGC
'TATAACTTITA -------------------------------------------------- AGAACGAAGCTCCATAAGAAAAAGCATGGGITTTTGG
CIATAAC ------------------------------------------------------- AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGC
------------ AAATATTTTCATTTAATAAAAATTTTATAAGTAGATGTTTGATAAATTAT----------AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGG
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TATCTACT - - - - - AATTTTT
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------------------------------------------------------------------------ AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGC
------------------------------------------------------------------------ AGAACGAAGCTECATAAGAAAAAGCATGGGATTTTGC
TTATAACT T - = - = 5 o 5 o f o m ot o o f e o f e e oo oo AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGC

TAAAACTT

------------------------------------------------------------------------ AGAACGAAICTCCATAAGAAAAAGCATGGGATTTTGC CCCATAGCHTATCTACT - =-----=-=-- TAAAA- - -
------------------------------------------------------------------------ AGAACGAAICTCCATAAGAAAAAGCATGGGATTTTGC CCCATAGCETATCACTREREAATTTTT TABATCTT
------------------------------------------------------------------------ AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGC CCCATAACBTATCTACT-----GTTTTCT TA---TT
------------------------------------------------------------------------ AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGG CCCATAGCHTATCTACT - =-------=-- e
------------------------------------------------------------------------ AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGG CCCATAGCHTATCTACT - =-------=--
------------------------------------------------------------------------ AGAACGAAGCTCCATAAGAAAAAGCAJJGGGATTTTGC ccclftacc TCTAaA.AATTTT— - - - - AAAATTT
---------- TAAAATATTTTCATTTAATAAAAATTTTATAAGTAGATGTTTGATAAAT TAT <=« o c o e oe o m oo - TRA TARGT ARRAAAATTTT AGEEAA - -TTT
TTATAATTTATAAAATATTTTCTTTAAAAAGAAACTTCATAAGTGCATTTTTAATAGATTAT - = - === - - - - AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGCHMBCAGAAMBCCCATAACHTATCTACT - - -------- - AEAAA—TIT -B
------------------------------------------------------------------------ AGAACGAAGCTCCATAAGAAAAAGCATGGGATTTTGCICAGAAICCCATAAC TATCTACTRAGEE- - - - - - - - - - - e e
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 2582bp; fragments: 453; full length: 0 (>=2323.8bp)
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d g 2.bed fm_Lbed 0 0 nbed g 1bed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 3270bp; fragments: 221; full length: 0 (>=2943bp)
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divergence to consensus (%)

TE: Itr_1 family 710
size: 2641bp; fragments: 581; full length: 0 (>=2376.9bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF1 ORF4

ORF5 ORF2 ORF3

500 1000 1500 2000 2500




[E consensus before TEtrimmer (bp)

Dotplot

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