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N O N e I A B O B Y O T T I I I CTAAAAATACATATGTGTAGATGTTACATATATC--- - - - ACTTGC

ATCTACAGAGTGATTTTGATACGTAAATACTTATCTGACACTJTAGTATCCAAGAAAGGAACTCCCATCGTGCTCCTCCTCCATGTAAAATTATCGAAAG- - - - - - - - - - ATACATTGATCGCTTCCCCGAATAATATAATTTTCGTTATATTTATAAATATATATATATATATATATATATATTATATATATTTATTAAACTT-TTA
ATCTACAGTGTGGTTTTGATACGTAAATACTTTTCTGAAACTTTCGTATCTAGGAACGGGACTCCAATCTGTTTCTTGCTCTATGTAAAATTATTGAATG - = = == = = - - - ATACATTGATCGCTTCCCCGAATAATATAATTTTCGTTATATTTATAAATATATATATATATATATATATATATTATATATATTTTTTTAACTTGTTA
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WrCBACBGTTTGGCCTGGATABCEEAATACTCTTGCGACHCTRIMAGAACC - - - - - - v e e e ATACATTGATCGCTTCCCCGAATAATATAAT TTTCGT TATGT T TATCAAT = - = - - = = m = mmm e o e o e o e e i e e e e e o TTTCTAACTGCTA
ACBTACAG--------- BAATACETAAATAR- - - cee e AAT A c o o o o e e e e e e e e e e e e e ATACATTGATCGCTTCCCCGAATAATATAATTTTCGTTATATTTATAAATATATATATATATATATATATATATTATATGTATTTTTTTTETTGTT

—————————————————————————————————————————————————— TAGGAACGGGACTCCAATCTGTTTCTTGCTCTATGTAAAATTATTGAATG----------ATACATTGATCGCTTCCCCGAATAATATAATTTTCGTTATATTTATAAATATATATATATATATATATATATATTATATATATTTTTTTAACTTGTTA
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size: 8813bp; fragments: 533; full length: O (_>:7931.7bp)
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After TEtrimmer 8813 bp
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g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 _bclnfa al After TEtrimmer Extended plot Blue lines are boundaries
size: 10022bp; fragments: 472; full length: 0 (>=9019.8bp)
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TE: rnd_5 family 1893
size: 1798bp; fragments: 140; full length: 12 (>=1618.2bp)
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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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ynsensus before TEtrimmer (bp)

Dotplot

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