
Start crop Point End crop Point

MSA length = 13342
GT T ACAGGCA T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC T CA T A T - A TGACA T TGACC TGTGCGCA T T T T AGGCCAA T T T T T CACGTGT C
GT T ACAGGCA T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC - - - - - T T AAGACA T AAGT T AGT - - - - - T T T AGGAA T AGA T T T T T T T A T T TG
- - - - - - - - - - T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC T AAC - - - - - - - - - - - - - - - - - - - - - - A T T TGGAAC T CGA - - - - - - - - - - - -
- - - - - - - - - - T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC T AGT - - TGT A T T AAGAGT T T T T AGT - - - - - T T AAA T T AA T T T T C T TGTG - -
- - - - - - - - - - - AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC TGAC - - - - AAA T A T TGC T C T T TGCCAA T T TGAGGT T T T T TGTGA T TGT A - -
- - - - - - - - - A T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC T CACA TGAA T A T A TGAGCCC T T T ACAA T T AGACGT T T A T T T - - - - - - - - T A
- - - - - - - GCA T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC T CA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - A T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC T T CA - - TGGGACACAAA T A TGGCCG - AC T T AAA T T CCGGT T T A T CAGT A T -
- - - - - - - - - - T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC T - - - - - C T AAA T AAAAC T C TGTGGC - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC T 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
- - - - - - - - - - - - GAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC T AAAA - T TGAGCA T AAA T T C T T A T T A - - - - - - - - - - - - - - - - - - - CA T A T A
GT T ACAGGCA T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC T T A T - T TGTGA T AAA T A T CGAA T CAAA T T AGGT AC T A T A T T T T T T T A T A - -
- - - - - - - - - - - - GAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T T C T A T C T AC T T TG - - CA T A T T AGGAAA T TGT AGT A - T C T T CAGT T TGT T T T AAA TGT A - -
- - - - - - - - - - T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC T T A T - T T AAA T TGAGAA T C T T ACA TGA T AGT AACA T T A T T TGCACAA TGT A
GT T ACAGGCA T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC TGT AC T TGGCA T A T C T ACCAA TGACAA T C T AGAA TGACC T CCA T TGC TGT A
GT T ACAGGCA T AGAAC TGGAA T T AC TGA T AGA T CCAGA T A TGA T ACA T T T - - - - - - - - - - GGAGGAGGAGGAGT A T T T TGAGGAGGAGGA T C T C T CA T A T A T T A T C T AC T AAA - - - - - - - - - - - - - - - - - - - - - - A T T T A T T AAGT TGT T TGA T AAGGT A
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TE: ltr_1_family_1061.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: 13342bp; fragments: 1218; full length: 24 (>=12007.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 13342 bp
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TE: ltr_1_family_1061.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: 13492bp; fragments: 1211; full length: 24 (>=12142.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_1061

 size: 4091bp; fragments: 1872; full length: 0 (>=3681.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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