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------------------------------------------------------------------------ AAAAAAATTABTTTAAATGAATGAATCT - - - - - - - - - - TGTAAAAATCTGTAAAAARIATATATTTA-TTTTATATAGGTTATAAAATAAATTJAAAAATAAAGCATAGGATTTTTTJBTTGCTGTATTATAAATCT
- - -AATA--ATTATATTTTTAARTTA- - - - - TTTRAAAARATAAGTGARBTGTET TRBAAAABCTBABATABAAAAAAATTAATT - AAATGAATGEATCT - - - - - - - - - - TGTAAAAATCTGTAAAAAAAATATATTTATTTTTATATAGGT TATAAAATAAIIT TAA - < -« o c o m e
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TTRAATE-AATTA- - - - - TAAATTTETETTTTTTTAAAAAATAAATA-BTTGTTTTTTEAAATTTTATAAATIRBAAAAAT TAATTTAAATGAATGAATCT - - - & -« o c ot ettt oo ATATTITRGAATA- - -« -« -« -- TTTTETTA GTATaTAARTC-
-------------------------------------------------------------------------------------------------------------- TGTAAAAATCTGTAAAAAAAATATATTTATTTTTATATARGTTATAAAABAAAATAAAAAAAATGCATAAAART - - - - - TAJITGCTGTATTATAAATCT

-------------------------------------------------------------------------------------------------------------- TGTAAAAATCTGTAAAAAAATATAT - - - TTITIATA.GITTATIAAITIArTAAAA-AATGC-GGA.TTIT.ATTIC-ATT.AACT.
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AAB T TAT - - - o o oo o oo e e

-------- AATTA- <= - mm e o e oo - S e - ATCTTATAAATAABAAAATTAATIBAAATGAATGABTCT - - - - - -« - o c oo oot oL oo
-------------------------------------------------------------------------------------------------------------- TGTAAAAATCTGTAAAAAAAATATATTTATTTTTATATAGGTJATAAAATAARTTAAAAAATAATGTTAGGATTTTTATTAJTGCTGTATTATAAATCT
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-TAAATAG- -@TABABCE- - -BT T TATGTTTTTTTAAAAAATAAATARRTTGTTTTTTEAA-TTTTATAAATAAARTAATTAATTTAAATGAATGAATCT - - - < -« o c st m ottt ABATTAACEBAABG- - - - - - - - - o e - ATR-- - - U U
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AAAATAA -« -« o oo e e e e e e
---------------------- TTTATGTTTTTTAAAAAATAAATAR-TTGTTTTTTBAA-TTTTATAAAT - AARTBAT TAAT T TAAATGAATGAAT CT =« -« s s s e o e e e e oo e oo ATATTARAAAATA- - - - - - - - -BTETERETATT- - - - -T@T
---------------------------------------------------------------------------------------------------------------------------------------------------------------- N N
---------------------------------------------------------------------------------- ATT - AAATAATGAICT - - - - - - - - - - TGTAAAAACTGTAAAAAAAARBATATTTATTTTTATATAGGTJATAAAATAAATTAAAAAATAATGTATAGGATTTTTATTATTGCTGTATTATAAATCT
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.bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:
size: 6210bp; fragments: 3030; full length: 0 (>=5589bp)
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asta.b.bed ufbed g 2.bed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 6851bp; fragments: 2879; full length: 0 (>=6165.9bp)
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TE: Itr_1 family 226
size: 318bp; fragments: 80; full length: 32 (>=286.2bp)
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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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nsus before TEtrimmer (bp)
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Dotplot

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