
Start crop Point End crop Point

MSA length = 8229
A T A T A T T T T CA T - - - - - - - - - - - - - - - - - - - AAGAGAGAA T A - - - - - - CA TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - C T T AA T AAAGT T T T T T T AAAAAGTGCA T T T CGAA T T TGA TGA T A T AACA T ACA T A T C T - - - A T T A TGACCA T T A T ACA T - - - - - - - - - - - - - - - - - - - - -
T A T - A T A T A T A T - - - C T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T TGAA T AAGT TGT T T T T AAAAAGTGAACGT CGAA - T TGA TGA T A T AACA T A T A T A T A T - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T - A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAACCA T CGACGCC - - - - - - - - - - T T T AA T AAGT T T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T AGA T A T A
AA T - A T - - - - - - - - - - - - - - - - - - - - - - - - CACGCAA T AA T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T A T A T A T A
- - - - A T A T C TGT - - A T TGT A T A T CC T T ACA T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T AGAAC TGCAA TGAA T T A - - - A T C T AGA TGTG
GAA - A T T T T T AC - - - GAGAC T T T T T T T ACGT AAAAAACGT CGT AAA TGT A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA TGT A T A T C T A T AA T ACAGGT ACAAACAAAAAGT T A T AA TGC T A T CCA TGT A
T A T - A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T AG - - - - - - - - - - - - - - - - - - - GT A T AA T AAC TGT A
T ACCA T A T A T T T T T AGTGAAAA T AAA T A T AGAGTGA T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T A T A T A T A
T A T - A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T T T - T T T T T T T T T T T CAA T T T AACAGCA T AA T T C T T
AAG - AAA TGT T T - T AA TGAAA TGC T T T ACA - - - - - AC T TGT T AA T A T AGA TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T AGA T A T AGAAAA T C TGT A T CAAA T CACAGA T AAA T - - - AA T A T AAA T AGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T TGT T T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T ACAA - - - GGA T AC - T ACGGA T T AA T AAA T A T AA TGC T A T CCA TGT A
- - - - C TGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T AGA TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T AGA T A T CC - - - A T AAC T T T T AA T T T A T A T T T A T A T - - - A T T A T AAACA T A
GT T T A T T TGGT T - - - A T TGAAC TGAA T T T AC T AA T T T AGT T CAACA TGT A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA TGT A T A T T CAAAGCGT A T C T ACA TGTGGC TGT AAA T AA - AAAA T AAACAAA
T A T - A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAGT T T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - - - - - -
T A T - A T A T A T A T - - - C T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T - AAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T A T A T A T A
- - - - - - - - - - - - - - - - - - - - - - TGT A T A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - C T A T A T A T A T A
AA T T ACCC T T A T T T AAAAAA T A T ACGT A T AAC T ACC T A TGTGAA T A T ACA TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T ACA T A T AAAAAA T A T AGA T AA T A T CA T A TGAAAACGA T T A T AGCAA T AGA
AAG - AAA TGT T T - T AA TGAAA TGC T T T ACA - - - - - AC T TGT T AA T A T AGA TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T AGA T A T AGAAAA T C TGT A T CAAA T CACAGA T AAA T - - - AA T A T AAA T AGA
T A T T AC T C T T A T - - - - - - - - - - - - - - - AAA T AAAAGC T T T T AAA T A TGT A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T AAAAAAGTGCA T T T CGAA T T TGA TGA T A T AACA TGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGA T T CAC TGAGA - - A T AAC T AA T T T T A T AAAA T AAAAGGT T T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGCA T T T CGAA T T TGA TGA T A T AACA T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T - A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T T T A T A T A T A T A T A T A TGT T A T A T AAGT TGG - CAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T - AAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T A T A T A T A
- - AAA T T T TGA T - - - - - - - - - - - - - - - - T AAAAGAAGT CA T A T ACAGGCA TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGCA T T T CGAA T T TGA TGA T A T AACAGGCA T A T - T - - - ACGAGGAA T A T T A T - - - - - - - - - - - - - - - - - - - - - - - - -
T A T AA T A T A T A T A - - A T A T A T A T - - - - A T A T A T A T A T A T A T A T A T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAG - T T T T T AAAAAAGTGCA T T T CGAA T T TGA T A T A T A T A T A T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T A T A T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T C T CAGT T T T T ACA T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGCA T T T CGAA T T TGA TGA T A T AA T AA T T A T A T CG - - - AC T T T AA T T CGT A T A T T A - - - - - - - - - - - - - - - - - - - - -
GGT T ACGT ACGT A T AACGT T T T T AGT T T T ACA T A T C T T T - - - - - T A T A T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGT T T C T CGAA T T TGA TGA T A T AACA T A T A TG - - - - - - A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - T AGT ACCAAC T T T T T T AAAAAGA TGG - - - - - - - - - - - TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAGT T T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T AAACGAAACA T AAA T T AGT T T T ACCAC T T CC - - T ACAACCAACAA T
T A T - A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T TGTGTGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T TGA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T A T A T A T A
T T T T AAAC TGT T A T AGT T T T T A T A T C TGTGGGT AAACGAA T T TGT AGA T A TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGT AAACGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T AAAGT T T T T T T AAAAAGTGAAC T T CGAA T T T AA TGA T A T AACA T A T A T A T A T - - - A T A T A T A T A T A T A T A T A T A T A T A T - - - - A T A T A T A T A T A
- - - - A T T T T CA T A - - GCCACCA T T T C - - - - - - - - - A T CGA T AA T CA T ACA TGT T A T A T AAGT TGGCCAC TGAACCCCGCGTGACGCCAGCCA T CGACGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_616.fasta.b.bed_uf.bed_g_1.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: 8229bp; fragments: 256; full length: 33 (>=7406.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 8229 bp
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TE: ltr_1_family_616.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 8529bp; fragments: 256; full length: 32 (>=7676.1bp)
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TE consensus genomic coverage plot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_616

 size: 7498bp; fragments: 180; full length: 38 (>=6748.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 7498 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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