
Start crop Point End crop Point

MSA length = 8002
GGAGGA T A TGCGT T T CCGAGT AAAGT A T T T AAA T A T T T T AAA T AC T T AC - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAGT CGAAA T AA T T T T T A T T AAAGT AGT AA T T T T CA T AAAC T AC T CAAAACA
GT T A T A T T AA T CAA T T TGT C T TGGAAA T T AGT A T T T T T T T AAC T C - - - - - TGT AA TGAAGT T CA T - AAAA T T T T TGAGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAAC T C T AA T AA - - - TGA T T AAGC T TGA T A T T T T T T CAAAA T A T T T T AGGAA
GT T ACACGGGACACCCGACAGAGA T T C T C TGCAC T C TGTGGA T T CC TGC - TGT AA TGAAGT T CA T AAAA T T T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAC TGC T - - - GT T T T CCGT CGGT CCC TGTGT - - - - CAACAA TGCGTGGT T TG
GT T AACA T CA T CAGCAGA TGA T CAAGAC TGAGGT A T A T T T T A T A T A TGT - TGT AA TGAAGT T CA T AAAA T T T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAA TGT A - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T ACAA T ACA T AA T T T T
G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T A T A T - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T C - - - - - - - - - - - - - - - - - - - - - - - - GT C T T AGAGGTGT A T CA T T T T
TGCAA T T T T T T CAA T T A T CA T T AC T T T T TGA T A T T A T T T T AAAC T A T T T A TGT AA TGAAGT T CA T - - AAAA T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGCCACA TGGCACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA TGT ACAG - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACACAGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGAC TGT T T T ACGAC
A TGTGA T T T T T T AA T T CAC T C T AAAA T T TGGT A T T T T T T T AAC T T T TGT A TGT AA TGAAGT T CA T - AAAA T T T T TGAGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAAC - GGGAAGT C T CACA - - - - - - - - AA T A T T T T T T AAAACA T AAA T T C T C T AAA T ACGT T T T AAGCC
- - - CAA TGTGT A T A T T T A TGGT T A T T AAA T AA T T TGT T - AACC T T A T A TGTGT AA TGAAGT T CA T - AAAA T T T T TGAGCAACC T TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA - - - - - - - - AA T T T T T T T T CA T A T AACA - - - - - - - AA TGAGA T C TGGT A T T
C T CAAA T T CA T AAAGAGGAAGGTGA T AA T ACCC T C - - - - AAA T T CA T AA - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAACAGAAAAAAA T T CCC T CAA T T T CACCAC T T T T CGAAAAAAC T CGA TGC T
T TGGAA T CCGT AAA T TGACA T ACGA T AA TGACAC T T T T AAAA T A T C T ACA TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA T T T TGAA T AA - - T T T C T CCA T T CACCGA - - - - - - - AAAACAC T TGCAACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGT T A T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA - - - - - - - - - - T A T T ACC T AA T T T A T T AA T A T A T T AA T AA T ACA T CAAAC T
- T T A TGT AAAACA - - - - - - - - - - - AGGT T AA T A T T AGA TGAGC T - - - - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGAAC T C T CACAAGC T T AA TGAA T T T A T T T AA T T TGGA T AA T T T T AAGAAACGC T CGAACGT
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TE: ltr_1_family_723.fasta.b.bed_uf.bed_g_5.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 8002bp; fragments: 4258; full length: 0 (>=7201.8bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 8002 bp
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TE: ltr_1_family_723.fasta.b.bed_uf.bed_g_5.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8305bp; fragments: 3819; full length: 0 (>=7474.5bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_723
 size: 5225bp; fragments: 983; full length: 0 (>=4702.5bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 5225 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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