Start crop Point End crop Point

1 MSA length = 8997
-------------------------------------------------- TCGAATTGATCTATCACAGCAGTGCAGAACGAATCTCTGCCCGACTTTTT————————————————————————————————————————————————————————————ATITCIGA.AIA.A-TCI----————--------————-------
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG——TTTA———AIATT
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAA
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG
-------------------------------------------------------------------------------------------------------------- IT-AA.AIAAA
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG
AGTTCTTTAGTTTTCTITGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG

TTAIAAATAT
TTTA---ATA- -

T----AAATATT
TT---AATAGT
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG - = = - = = = = = - - - TT
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAGHE- - - - - - AATATT
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAGRIRTTTAC - AATART
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAGH-
AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG

AGTTCTTJAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAG
TGTATCCAGCTTTCTTTGTTCCATAGACTTCAAACTTCGAATTGATCTATCACAGCAGTGCAGAACGAAT CTCTGCCBIACT TTTT - - -« - c - o e e et oot - - - -GEAAAABARAA
------------------------------------------------------------------------------------------------ AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTEATATCGGAAAACATAAAG

-------------------------------------------------------------------------------------------------------------- AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAGHENT TTACAAATATT
AllGA ATARTETABCIGG CT T T T BT A T - - - - - - - - - - AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAGHITTTGCARATT TCGE
AlGA N Y AGTTCTTTAGTTTTCTGTGTTAGAAATAATTTTTTAAAAATCAATTTTTAATATCGGAAAACATAAAGEIRT TTACAAATATT TATGTTTT
TCTGC T CTT




End crop Point
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa

divergence to consensus (%)
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size: 8997bp; fragments: 1062; full length: 0 (>=8097.3bp)
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TE consensus self dotplot (bp)
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1 uf.bed g 2.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bc
size: 11388bp; fragments: 1429; full length: 0 (>=10249.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)

TE: Itr_1 family 996

size: 5405bp; fragments: 324; full length: 1 (>=4864.5bp)
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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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