Start crop Point End crop Point

1 MSA length = 3497 1
GCGTAACCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATGGCAGTA

GCGTAATCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATGGCAGTA I
GCGTAATCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATIGCAGTAB- - - - - - - - - T-- —TAGTT.ATAATTT A
GCGTAATCATITICTGITGIGTGTCAAATACTCGTCAGCGAGTAA GGCArA T-- —TAGTTTTACAAITT A

GCGTAATCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATGCARTA
------------------------------------------------------------ GCGTAACCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATGGCAGTA
CCTAGCTTACCCAAAAGTCAACCTCACCTTCACGTGGTGCACCCTGTTTA---------- GCGTAACCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATGGCAGTA AATAATETTETAATT
CCTAGCTTACCCAAAAGTCAACCTCACCTTCACGTGGTGCACCCTGTTTA---------- GCGTAACCATCTTTGATGCGTGTCAAATACTCGTCAGCGAGTAATGGCAGTA TTTAABTIBATTATC
------------------------------------------------------------ GCGTAACCATTTCTGATGHGTGTCAAATACTCGTCAGCGAGTAATGGCABA TATAATTTTATEATCT
------------------------------------------------------------- GCGTAATCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATGGCAGTA

------------------------------------------------------------ GCljT------CTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATGGCAGTA e
------------------------------------------------------------ GCGTAACCATITICTiITGIGTGTCAAATACTCGTCAGCGAGTAAIGGCA.A AAJAATTTTATTA - - TRAAA- - T
CCTAGCTTACCCAAAAGTCAACCTCACCTTCACGTGGTGCACCCTGTTTA- === ------ GCGTAACCATCT- - TJATGCGTGTCAAATACCGTCAGCGAGTAARGGCAGTA - -TTAGTTTTCAATTTRAAA - -
------------------------------------------------------------ GCGTAACCATCTTITGATGCGTiICAAATACTCGTCAGCGAGTAATGGCAGTA e TTEEABAA -
------------------------------------------------------------ GCGTAACCATCTTCTGATGCGTJTCAAATACTCGTCAGCGAGTAATGJCA- - - - - - - - - -- e

------------------------------------------------------------ GCGTAACCATCTTCTGATGCGTGTCAAATACTIGTCAGCGAGTAATGGCAGTA

AIAATT
CCTAGCTTACCCAAAAGTCAACCTCACCTTCACGTGGTGCACCCTGTTTA - === ----- GCGTAATCATCTTCTGATGCGTGTCAAATACTCGTCAGCGAGTAATIGCAGTA

AAA--T

ATAAT———ATAAITEI

ATBTATRT - - - TAATETTATA- -7
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d uf.bed g 3.bed fm_1.bed 0 O bcIn.fa _aln.fa _cl.fa _gs.fa _ce.fa b After TEtrimmer 3497 bp

size: 3497bp; fragments: 26025; full length: 921 (>=3147.3bp)
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tab.bed ufbed g 3.bed fm Lbed 0 0 beinfa alnfa clfa gsfa. After TEtrimmer Extended plot Blue lines are boundaries

size: 3896bp; fragments: 24403; full length: 0 (>=3506.4bp)
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divergence to consensus (%)

TE: Itr_1 family 1001

size: 6693bp; fragments: 29064; full length: 0 (>=6023.7bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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