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AAAARTTTAAARATEAA - - AAAACAAATTGTTTGTAAAlTTTTTAAAGTAAATTACGTTTAAAGCTTTTAAAACGGTAGTTATTTTAAcTATARATTTR---------- AGATGTTGCCACGTCTAACATTTAATCATTAAATTATAAATATCCCGACAJAT - ATIARAT
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-------------------------------------------------------------------------------------------------------------- AGATGTTGCCACGTCTAACATTTAATCATTAAATTATAAATATCCCGACATAT-ATHM- - - -
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---------------------------------------------------------------------------------------------------------------------------------------------------------------- TAT - ATIRRARE T
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AAAATTTTAAA AGATAAAACAAATTG- - - -TAAAATT-------- - AATTATTTTTAAATCTCTTAAAACGGTAGTAATTTTAAACTATATATT T T ------- - - AIAIG-i-A-TT.AT.TTITATTA— —AITACIA-CAGAITIT ABAT
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-------------------------------------------------------------------------------------------------------------- AGATGTTGCCACGTCTAACATTTAATCATTAAATTAJJAAATATCCCGACATAT-AC
-------------------------------------------------------------------------------------------------------------- AGATGTTGCCACGTCTAACATTTAATCATTAAATTATAAATATCCCGACATATTAT
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TE: Itr_1 family 662

size: 3268bp; fragments: 3912; full length: 3 (>=2941.2bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

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