
Start crop Point End crop Point

MSA length = 717
CAAA T TGAGGCAGT CGAACAACCCGCAGACCAC T T AGCGGAC T T TGT T TGAGCAAACCAAAGA T A T AA TGGCCGA T TGTGGT AGA T T T T C T TGC T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGC - AC TGT A T CACGAA T T T CGGGCCCC TGAGACAGAAC - - - - - - - - -
T T A T A TGGGAAAGT CGA T CA T T T CCCAGCCAAC TGGA TGCCGT T T T T T T C - - CGT A T T A T CA T T A T - T T T T CGGT T TGTGGT AGA T T T T C T TGC T T T T AC - - - - - - - - - - TGT AA TGAGAAAGTGA T A T A T AAAGAAAAGAAGAAAAA T A T CC T A T T ACA TGGCCGAA T AGCCC TGGCAGC T CAGGCCA T CAAAC T AAAA T AC T AC T AAA
T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGT T T T A T T T AC T CC - - - - - - - - - - - - - - - T - - - - - - - - - - - GTGGT AGA T T T T C T TGC T T T T A T - - - - - - - - - - TGT AA TGAGAAAGTGA T A T A T AAAGAAAAGAAGAAAAA T A T CC T A T T ACA TGGCCGAA T AGCCC TGGCAGC T CAGGCCGT T AAAC T AAAA T AC T AC T AAA
CAAA T TGAGGCAGT CGAACAACCCGCAGACCAC T T AGCGGAC T T TGT T TGAGCAAACCAAAGA T A T AA TGGCCGA T TGTGGT AGA T T T T C T TGC T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CCCGAA T AGT C T T T AAA T T T - AAGT A T C T AACA T T AAA TGT TGT A T T A
T T AGC T T AAAAAA T CGAA - - - - - - - - - - - - - - - - - - - - - T CAC T C TGT A T A T - - T A T T AAAA T T A T A T T AA T AGA T TGTGGT AGA T T T T C T TGC T T T T AC - - - - - - - - - - TGT AA TGAGAAAGTGA T A T A T AAAGAAAAGAAGAAAAA T A T CC T A T T ACA TGGCCGAA T AGCCC TGGCAGC T CAGGCCGT T AAAC T AAAA T AC T AC T AAA
CAAAA T AGA T AA - - - - - - - - - - - - - - - - - - - - - - T AGAAAAAC T AGT T AA - - - - - - - - - AAAA T AC - - - - - - - - T T TGTGGT AGA T T T T C T TGC T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGT A TGGCACAGAC - - - - - A T AGAC T T AAAA T AAAA T A T AGAC T AC
T T AGT TGACAA TGT TGAA - - - - - - - - - - - - - - - - GGGTGT CGT T AGT CAG - - - - T A T T CACAGT A T A T T T A T AA TGTGTGGT AGA T T T T C T TGC T T T T A T - - - - - - - - - - TGT AA TGAGAAAGTGA T A T A T AAAGAAAAGAAGAAAAA T A T CC T A T T ACA TGGCCGAA T AGCCC TGGCAGC T CAGGCCGT T AAACGAAAA T AC T AC T AAA
CAAA T TGAGGCAGT CGAACAACCCGCAGACCAC T T AGCGGAC T T TGT T TGAGCAAACCAAAGA T A T AA TGGCCGA T TGTGGT AGA T T T T C T TGC T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T A T T T C T T AA T T T T - AGGGACC T AAAGTGAAACA T T CCCA T A
T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAA T T AAAGT TGA T AG - - - - - - - - - - - - GT A T - - - - - - - - - - TGTGGT AGA T T T T C T TGC T T T T AC - - - - - - - - - - TGCAAAAA T A T A T T AGAA T T T AGAAAAAAA T ACGA T AACC T T C T A T T TGA TGGAA TGA T ACCGC T T AC TGCC TGAC TGA T TGAAC T - - GA TGGCACCAGA
- - - - - - - - - - - - - - - - - - GAACCCGCAGACCAC T T AGCGGAC T T TGT T TGAGCAAACCAAAGA T A T AA TGGCCGA T TGTGGT AGA T T T T C T T T C T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CC T T T T ACCC T T TGC TGT T T T A T T A T C TGCA T T ACCAGCCACA T T T A
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TE: ltr_1_family_164.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 717bp; fragments: 12; full length: 1 (>=645.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 717 bp
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TE: ltr_1_family_164.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1084bp; fragments: 12; full length: 0 (>=975.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_164
 size: 480bp; fragments: 12; full length: 10 (>=432bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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