Start crop Point End crop Point

1 MSA length = 6488
-------------------------------------------------------------------------------------------------------------- CAGCCCCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACAAEA TIEIICT TBT TTCATGATAAGCGAAARTRTAAARTATIBAT - - - - -

-------------------------------------------------------------------------------------------------------------- CAGCCTCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACAAT CTTRTTTC----TAAATGGAA f e e e - - -GTTTT
GTTAAGATTAAGCGAGTGATCGTACATTTAAATTTTAGATTAGTAAATTAGTTCGGTATTTTATTGTATTCATTTTAAATTTAATTTCGCGCATAATTT T - ===« - - - CAGCCTCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACAAT CTTITTTC————TAAATGGAA ----------- GTTTT
GTTAAGATTAAGCAAGTATTTGTACATTTAAATTTTATAAAAATAAATTAGTTCGGTATTTTATTGTATTCATTTTAAATTTAATTTCGCGCATAATTT T === == - - CAGCCCCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACAAARCCH- -------------- TATGCGAAA TAAAGTACTAAT - - - - -
-------------------------------------------------------------------------------------------------------------- CAGCCCCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACAAA feeeee--------TATGCGAAA TAAAGTACTAAT - - - - -
-------------------------------------------------------------------------------------------------------------- CAGCCCCAATGGATTTACAACCCATTTAAATTTAAATATAAAA - AAAACATT CTTRITTTCATAATTTGCAAAA TCAAGTATTAATGTGTA

-------------------------------------------------------------------------------------------------------------- CAGCCCCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACAA T

CTTIITTTCATAATTTGCAAAA
T CTCATAGTATGCGAA
CTT TTIC————IATATIAAA

TCTIAGAATAAGTIGIA

-------------------------------------------------------------------------------------------------------------- CAGCCCCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACATT
-------------------------------------------------------------------------------------------------------------- CAGCCCCAATGGATTTACAACCCATTTAAATTTAAATATAAAATAAAACATT

TCAAGTATTAATGTGTA
TAAAGTTBAAT - TTl§T




Start crop Point End crop Point
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 6488 bp

size: 6488bp; fragments: 318; full length: 0 (>=5839.2bp)
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f.oed g 3.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcIn.
size: 6811bp; fragments: 318; full length: 0 (>=6129.9bp)
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divergence to consensus (%)
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TE: Itr 1 family 114
size: 404bp; fragments: 112; full length: 91 (>=363.6bp)
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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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