
Start crop Point End crop Point

MSA length = 8175
C T C - - - - - GACAA T T T C - - - A T AGAGT T T T TGT CCAAACAA T C TGT T C - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACA T CC T T T - AAAAGGACGGG - - - - - - - - - - - ACGGC T C TGT C TGGAC - - - - -
GCACGCGAC T CGGC TGCGGAA T AGCC T C T CAA TGCA T ACAACCAGT T - - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACA TGA T T - - T T AAGGCCGCA T T TGT T T A T TGT T AA T T AAGA T AA TGT T T T T T
AC T CGCGA T A T AGC T CC - - ACAAAC T T C TGGGACAAAACAA T - - - - - - T C TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAGT ACA - - A T ACGAA T CGCCAC T TGT A T CAA T AA T C T CAC TGA TGA TGT C T
- - - - - - - - AACGACA T T CG - - - - - - - - - - CCAACAAGT - - - - - - - - - - - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAAGT TGT AC T AAAGA TGAGTGT AC T - - T CAGT AAC TGT T CCC T AAAA T A T T
- - - - - GAACAGAGT T C T CCAA TGGT T T T T A T A T C T AAG - - - - - - - - - - T T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAA T T TG - - A T A T AA T ACGAC T C T T T TGT A T AAAA T T AAA T CGGAC T T T - - -
A TG - - T CAAACAGCGCCCA - - - - - - - - - - C T AGCCAAA - - A T C T A - - - - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGCA T - AAAACAA T CGGCACG - - - - - - - ACAAC T C T T C T CAGA T T C T TG
GT T TGCGAAAAAA T T CC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T T T A T A T A T ACCGGGT ACGT CCAAAAGTGGC T CACCCC T A T AAC T T A
A T T CGT AGGACAACACCAAGACAA T T T T T CCACCGAAAC T A T C TGT T C T T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAA T C T T - - - AAACAACCGGCA T A T A - - T ACACGGA T T T AAA T AGCG - - - - -
A T A T ACAGGAAAGT T T T AAAACA T C T T T T T T T T CAA - ACAA T C TGCAC T T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAA T A T T CA T T AAGAC T CACCC TGT - - - - - - A T AGT T T T ACCAC T A T T C - T T
GT T TGCGAAACAA - - - - - - - AGA T TGT T T C T T CC T A - - - - - - - - - - - - - A TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAC T AAACAAAAAAGAC T A T T ACGA T - - T T AACAAC T T AA T CGA T AA TGGT C
AC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACA - - - - - - - AAAAGACACAA T A T A T T - - T AAACGGT T C T T T ACAA T T T A T T A
A T T T T AAC T AAAGT T T CAAACAAA T T CGT T T ACCCAA - - - - - - - - - - - TGTGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAA T AGA T AGGAGAAC T C TGT C T C T T T A TGAAAAA T AAAA T T AA T T T T T - - -
T C T - - - - - GACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T C T T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAC TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C TGACCGT AC T C - - -
T T CGC T TGGGCAGTGC TGAGAA TGT T A T T CC T T CGA - - T A T T T TGT T C - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACACAGT - - - GAAGAA T AAAGT AAA T T - - T AAA T AAGACCA T CCA T A T T C - T A
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TE: ltr_1_family_532.fasta.b.bed_uf.bed_g_2.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_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 8175bp; fragments: 7153; full length: 1 (>=7357.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 8175 bp
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TE: ltr_1_family_532.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8475bp; fragments: 7085; full length: 1 (>=7627.5bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_532
 size: 8419bp; fragments: 5301; full length: 1 (>=7577.1bp)
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No TE domain detected

Before TEtrimmer 8419 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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