Start crop Point End crop Point

1 MSA length = 5951 1

TACAAATTTTTATTTATATTTT-TTGTAATAATAAAAAAATAAAAA-ATGCCAATGTTAATTATTCTTTTAACCGAGTTTAAGT TTTAGATAAAAAIIAT - - - - - - - - oo oot o ..o .o . _._._.....
-------------------------------------------------------------------------------------------------------------- AATTTTTTTGABTATAAATAATATTCTTACAAAGTTJATAATGTTAAAACTJAGAACAAAA - TAAAAAAG - AATGAGGGAGACTATTAAAATTAAGA
TATA- - == m oo o e - - ATBTTATTATAAT - ATAAAAATIITGAAAAA - - - - - < - - o oo f ot L Lo
-------------------------------------------------------------------------------------------------------------- TRATRTTBT TGAATATAGATTACTTTIRT TAAATAATTATACAATTAAAA -« -« o xmcmmmma oo oo - A-AAAATATAAGA
-------------------------------------------------------------------------------------------------------------- T--TTTTTTTHABCATAACTA- - - TTCTTACAAAAATTATGA- - -« -« - = TTCATAACAGCATTAGAAAAA= - -« -« -=----TATA-----TETAATA
TATAGATTTCTATTTABATTTCATTATAATAABAAAAAATA - AABAAAATGTTGATACTAATTATCCATATAATAAAGT TTTAATTTAAGATAAAAAAA - <« = - = - = - - - oot o oo . _._._.....
----------------- ATITT————————AA!.AAAITATAAAAIAATCTCATTATTAGTTATTCACTTTATAGAGTTTAGA—————GAIAAAAAAIT——————————TAATTTTTTTGTATATAAATAATA————————————————————————————————————————————————————————————————————————————
-------------------------------------------------------------------------------------------------------------- TAATTTTTTTGTATATAAATAATATTCTJACACAAACTATAAAATTAAGATTCC- - - - - - - - TTGGAAGJGGAAAGGGGTGGACTTTACAAAA- - - - - - -
-------------------------------------------------------------------------------------------------------------- AAAII T TTIGAATRRT - - - - - - - - - TCTTACAAAAATTAT - - AATTAAAATJCCGGATAAAATCAAATAAGAAATGAAGGAGACTTTACAA- - - - - BBGH
----------------------------------------- L N e I e e
TETAAATTTTTATTTAT -TTTTA- -« cnocmcae e LI e
-------------------------------------------------------------------------------------------------------------- TAATTTTTTTGAACAT - - - - -GTATTCBTACA- - - - - TATAAAATTAAAATTJCGAACGAAGTCAAATAAGAAATTAGGGAA - ClJTTATAAAAATAATA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TTCC-----------ABAAAG-AATGAGAGAG- - - - - ATEAAATABABGA
TATAAATCTTTATTTETATTTC-TTATAATAATAAGAGATATAAAAGAARGTCAATATTAATTATTCATTTATTAGAATTTAAAT TTAAGATABBBAAAT - - - - - - - - -« o c oo oL ..o __......__._._.....
----------------------------------------------------------------------------------------------------------------------------------------------------------------------- CAAAA - = - = - = - o e mememee e o cACTTTA- = - s oo o - -
TATA- - ------- TTATRTTETA- - - TAACAATABGAAABATARABGE - - GTCAATATTAATTTTTAATTCAATAGAGT CCAAAT TTAAGATAAAAAAAT = - = - - - - o oo oottt ot oL Lo
------------------------------------------------------------------------------------ TT TAAGATAAAAAAAT = -« =« = & o o o o o o o o o b o b e e e e e e e e e e e e e e e e e e e e e e e e oo oo oo
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------- TTGAAAAAAA=- - =« -=---------TAABATATAACE
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 5951 bp
size: 5951bp; fragments: 80; full length: 0 (>=5355.9bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries
size: 8805bp; fragments: 80; full length: 0 (>=7924.5bp)
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divergence to consensus (%)
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TE: Itr_1 family 271

size: 209bp; fragments: 31; full length: 27 (>=188.1bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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