
Start crop Point End crop Point

MSA length = 240
T A T T T TGT T T - T A T A T A T TGA T CGAGGT CGA T CAAA TGT CAGGA T TGGCC - - - - - - - - - - - - GAGC TGT T AACC T AAA T T T A TGC T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AAACCCGAGCCC T T ACA - - - A T A T A T AGGGTGT - - - - - - - - - AAAAAACACAAC T T TGA TGTGT AAC T T T - - T T TGGGGAACC T - - - - - ACA
T A T TGAACA T T CAC T T T T AAA TGCAAGTGA T T C T T A T T T AA - - A T TGA T C T T T A T T T AAAA T A T A T TGT T AACC T AAA T T T A TGC T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AACCCCGAGCCC T T ACAGT CAGAAGTGGGA T ACA TGTGGAAACAGTGA T CAGGTGT AGT T A T TGGT T T T A - - T T T T AAGA - - - - AGT T T ACG
GGGC T AA T T CCCC T T CAA T T ACCCAAA T TGT T CCAGT T T TGGC - - - - - - - T T T AC T CAAAA T A T A T TGT T AACC T AAA T T T A TGT T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AACC T CGAGCCA T T ACAGT CAGAAGTGGGA T ACAAGTGGAAACAGTGACCAGGTGT AGT T A T TGGT T T T A - - A T C T AAGA - - - - AGT T T ACG
TGGGT AA T T T T C TGGGT TGC T CAGAAGC TGGCC T T T T T T CAGGACAGT A T - - - - - T T AAAA T A T A T TGT T AACC T AAA T T T A TGT T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AACCCCGAGCAGT T ACAA - T A T A T A T AAAA T A T A T ACA - - - - AAAAAC T T T CAGT T T CCC TGAAA T T T T AGAC T T T AAGAACC T AGA T AA T A
GAGA T AA - - - - - GCC TGAAAA T C T AACCAC T T T T T A T T CAAGGA T AAGGC T T AA T - - - - - - - A T A T TGT T AACC T A T A T T T A TGT T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AACCC TGAGCCA T T ACAGT CAGAAGTGGGA T ACAAGTGGAAACAGTGACCAGGTGT AGT T A T TGGT T T T A - - A T C T AAGA - - - - AGT T T ACG
T A T T T TGT T T - T A T A T A T TGA T CGAGGT CGA T CAAA TGT CAGGA T TGGCC - - - - - - - - - - - - GAGC TGT T AACC T A T A T T T A TGT T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AACCCCGAACCA T T ACA - - - A T A T ACAGGGT AAC T A T - - - - - AAAAAAC T T CA T A TGAA T A T A TGT CC T A T A T T T TGAGAA T C T T T A T T ACA
CAAAAAAAC T T CGT A TGT A TGT T CCCGT TGT AC T CA T T TGAGT - - - - - - - T T T A T T T AAGAAGT A T TGT T AACC T AAA T T T A TGT T T TGGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AACCCCGAGCCA T T ACAG - T A T A T A TGGAACA T AA T T T CAA - AAAAGACC T TGTGGT A T AAAA TGGGT T A T A T T C T AAAA T C T T A T T TGGAA
T A T T T TGT T T - T A T A T A T TGA T CGAGGT CGA T CAAA TGT CAGGA T TGGCC - - - - - - - - - - - - GAGC TGT T AACC T AAA T T T A TGT T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAGT AACCCCGAGCCA T T ACAA T T A T A T A T CGAAAAAGTGT AGAAGT AC T ACCA T CGCACGGGT A TGTGT C T CA T C T A T TGAAAACC TGT T TGGT T
GA TGGCA TGT T CA T CCCAAGGCGCAAC T T TGCCC T AA T T T AAC T T CGT A T T T T T T T TGAAA T A T A T TGT T AACC T AAA T T T A TGT T T T TGGA T A T T T AA T - - - - - - - - - - A T T CCAC T AACCCCGAGCCC T T ACAA T CAGAAGTGGGA T ACAAGTGGAAACAGTGACCAGGTGT AGT T A T TGGT T T T A - - T T T T AAGA - - - - AGT T T A TG
T CA T TGGAC T TGAAAGAAAAGT T AACA T T AGCA T A T T A T AAGT - - - - - - - - - - - - - - - - - - - AAA T TGT T AACC T AAA T T T A TGT T T T T AAA T A T T T AA T - - - - - - - - - - A T T CCAC T ACCCCCGAGCCC T T ACAA - - - - - - - - - A - - - - - - - - - - - - - - CGT AACAAA TGAA T AGT TGTGT A T T T TGT A T T C TGT AG - - - - ACAGCA TG
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TE: ltr_1_family_166.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: 240bp; fragments: 15; full length: 0 (>=216bp)
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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 240 bp
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TE: ltr_1_family_166.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: 542bp; fragments: 15; full length: 0 (>=487.8bp)

TE consensus (bp)
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TE consensus genomic coverage plot (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_166
 size: 202bp; fragments: 14; full length: 9 (>=181.8bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 202 bp



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

TE consensus after TEtrimmer (bp)
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