
Start crop Point End crop Point

MSA length = 3352
T T T T C T C T A - - - AAA T T T AGT - - - - - - - - - - - - - - - - - - - - - A T A T T T AA TGC TGGT TGAGGCGCGCCGC TGAC T CGGGAGAGGGA T CGA TGCGGCCGCC - - - - - - - - - - CGT AGCGCA T C T C T CGCGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T A T AAAAGGT AAA T AAA TGAAC TGAC T TGGT T T - - T A T AGTGGAAGA
CC T C T CA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC TGGC TGAGGCGCGCCGC TGAC T CGGGAGAAGGA T CGA TGCGGCCGCC - - - - - - - - - - CGTGGCGCGT C T C T CGCGT AAC T C TGACGCA T AACACGTGCCC T ACGACACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T T T AGT T - - - - - - - - - - - - A T T CAA T - - - - - - - - - - - - - - - C T AAAAA TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACAAAAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AACGA
GT T A T T A T T - - - - - - - - - - - - T A T AGT T - - - - - - - - - - - - - - - T A T A T AA TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGT AGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGACGACAA T AAGCCAAA T A T TGT T T ACA T AA T T T T C T AGT T T - - - T A T - - - - - - - - -
GACGT A T T CGCA - - - - - - - - - T ACAA TG - - - - - - - - - - - - - - T T T AAA TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGG - AAA T A T AC T T T AAA T AAA T T AAC T TGGT - - - - - - AGT T A T T AG
T T CGT T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T T A TGC TGGC TGAGGCGCGCCGC TGAC T T AGGAGAAGGA T CGA T ACGGC T ACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCC T ACGACA T T T ACCC - - - - - - - - - - - A T ACAGT AAC T A T T T A T A - - - AA T T T T AA T AA
T T TGTGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T C T TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGGT - - - - AA T CGT T AGAGCAACCGT T C T CAAGT - - - A T AAA T AGT CA
GT TGGCGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T A TGTGC TGGC T AAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT T T T - - - - - - T CCGCCGAA TGAA T A T C T TGT A T T - - - A T AACAAA T AC
GCCGT CA T TGT AGT A T AAAGC T T C T C T T - AAAAA T A - A T T T A - - - - - - TGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCAAC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGACGACAC T TGGT - AAA T C T TGCCAAAA T AAGC T T T T T ACA T - AA - - - GGT T AA T CA
CGT T T AA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T T AC TGT TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AACC T T T AAGT AGT ACA T AAGCA T CGT T ACGA T A T A T TGT T A - - - - - - AGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACA - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGGCGCGT AACACGTGCCCGACGACA T T AGGT - - - - - - - - - - - - - - - - AGT T A T AA TGTGC - A T T AAAA T TGAAGA
A T TGT - - - - - - - GT T T T AAA T TGT T A T C - - AAAA T A T T A TGG - - - - - - AC TGC TGGCCGAGGTGCGC TGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGT CGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGAC T ACA T T A TGT - - - - - - T C T C T T AA TGGAACACCC TGT A T - - - - - - - A T T T A T AA
GT A T AA T T T - - - - - - - - - - - - T AC T T T CACAAAA T A T T A T T A T T T A T A T A TGC TGGC TGAGACGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT C T T TGT T - - - - - - - - - AA T - - - - - - - GCCAAGT A - - - - - - - - - - - - T A TGC TGGC TGAGGCGCGC TGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGT AGCGCA T C T C T CGCGT AAC T C TGACGGT T AACACGT CCC TGACGACA T A T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T C T T T A T T T - - - - T AAAGAA T T CCCA T T - - - - - - - - - - - - - - - - T A T A T A TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AA T T C TGACGCGT AACACGTGCCCGACGACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T AAA T T - - - - - A T AAAAC - - - - - - - - - - - - - - - - - - - - - - T AC T T T A TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T A - - - - - A T TGCGAAAAAA T T T T T C T T A T C T A - - - A TGAC T AAAAG
T T TGT AA T T - - - A T AGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - ACAAC TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGA TGCGT AACACGTGC T TGA TGACACAACA T - AAA T A T T T A T AAA T TGT ACCA T T T T TGT T - - - - - - - - - - - - - -
AA T C T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T A T T T C T A T A TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T CCGT AGC TGGC T T C - - - - - - - - - - - - - T A T T T CC - - - - - T T T A TGAGA T T T CCA T TGCGAA T T AA TGT AA T C T T TGG
CC T C T CA T AA T AGCA T AA TGT TGGGC T T ACACAAGA T T A T T A - - - - - - - - TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACA T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
ACCG - - - - - - - - GT A T AAAA T TGT A T T T - - AAAA T T - - A T T C - - - - - - TGTGC TGGCGGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - - - - - - - - - - - - - C T CGCGT AAC T C TGACGCGT AACACGT A T CCGA TGACA T T TGCC - - - - - - T CCC T A - - - - - - - - - - - - CA T A T - - - - - - - ACCCA T AA
ACAA T AA T T - - - - - A T AAAA T T AACA T T - - - - - - - - - - - - - - - A TGT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGACGACA T T T A T A - - - - - - - - - - - - - - - - AC T T T T T T CA T A T T AA - - - CGCAAGTGA
ACCGT AGT TGT AGT A T AAAA T T A T T T T T - - - - - - - - T T A T AA - - - - - - - - TGC TGAC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGT AGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGACGACA T ACC T A - AGA T AA T A T AGT AA T AAA T T T C T CGT A T - AA T A - T AC T CGT TG
T T T ACCAAA - - - - - - - - - AA T T T T CA T TGAAAAACA - - - - - - - T CGT T AA TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T AGGGCCACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAC T C - - - - - TGGC T AAAC TGT T T A T T A TGCAC T - - - GCACC T CAGGT
GT T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T A T TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGT AGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCAGACGACA T T A TGGCACGT AA T AA T C T CA T AA TGGAC T AGT T T T AA T AAAA T T AA T AA
ACA T CAC T A - - - - - - - - - - - - TGC T T T T - - - - - - - - - - - - - - - T T C T ACGT AC TGGC TGAGGCGCGCCGC TGAC T CAGAAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGT AGCGCA T C T C T CGCGT AAC T C TGACGCGT AACACGTGCCCGACGACA T T CGTG - - - - - - - - - - - - - GGTGAA TGC T CGGCGC - - - - T TGC T T AGT AG
ACACGT T C TGT AGT A T AAAA T T A T C T T T - - - - - - - - T TGT TGTGT ACA T A TGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGC T CGACGACACA T A - G - AAAAAGCGT TGGGACGGT TGT CGTGT A T - AGT - - - - - - - GT T A
GT T T AAC T T - - - - - - - - - - - - T A T T T - - ACAGGGT A T T AA T A T - - - - - - - - GC TGGC TGAGGCGCGCCGC TGAC T CGGGAGAAGGA T CGA TGCGGCCGCC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCC T ACGACAA T A T T A - AAA TGT CGACAA T T T A T T T C T T C T A TGC - AACA T C T T T T ACAA
- - - - - - - - - - - - - - - - - - - - - T CC T T T T ACACAGT A - - - - - - - - T ACGTGTGC TGGC TGAGGCGCGCCGC TGAC T CAGGAGAAGGA T CGA T ACGGCCACC - - - - - - - - - - CGTGGCGCA T C T C T CGCGT AAC T C TGACGCA T AACACGTGCCCGT CGACACGTGT T CACGT AGT A T T TGAGCGA T T T T T C T T C T T - AA T T T T AC T AAC TG
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TE: ltr_1_family_569.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 3352bp; fragments: 1915; full length: 1 (>=3016.8bp)
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No TE domain detected

After TEtrimmer 3352 bp
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TE: ltr_1_family_569.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 3652bp; fragments: 1792; full length: 1 (>=3286.8bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_569

 size: 2628bp; fragments: 7185; full length: 1 (>=2365.2bp)
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No TE domain detected

Before TEtrimmer 2628 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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