
Start crop Point End crop Point

MSA length = 2745
- - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT - - - - - - - - - - - - - - GCC TGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AAGAAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCGT AC TGC T T AACA T T T T CGGGTGT AGCACGT A T CGGC T T CAAAC T CC TGCAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T AG - - - A T T ACA T TGAAA T A T AA T A - - AA T A T AAGC T AGA T T TGTGA T T T
T A T - - - - - - - - - - AC T A TGGTGT T ACCGCGCAAAAAAGA T CAAAA - - - - GT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T A T A - AGTGGTGTGGT AAAACCC T A - - C T T A T AAAGAA T A T T T T T A TGGC
- - - - - - - AGT T AAACAGGT ACGC TGCCAGGCAA T AAAGA T AAAAAACGT T T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAG - GGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T - - - - - - - - - CA T CA T T T T C TGA T A - - A T T A T T A T CAAAC T T T C TGAAGC
CGT T A T AAA T AAAA T T AGAACGCCAC TG - - - AAAAAAAAAAAAAA - - - - - T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AACGA - AAC TGT T T T AAC TGACAA T A - - AA TGT CA T AAAAA T ACC T A T AGC
AA T T A T AAC T T AAGGTGTGGGGT T AAA T CGGAAGAAAAA T AAGAGAAGA T T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T ACCG - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAGGT AAAA T AAAAA TGGA
- - - CGT AACCA TGGT AA T A T CAGGGC TGCGT T AACCGAA T AGAAAGAGAGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T ACA T AA T C T TGT T TGAAAA T AGTG - - AAAAGGACGAACAA T T T T AAGGT
TGT - A TGT A T AGAA T AA T T T TGC TGCCA T A T - - - - - - - - - - - - - - GAGAGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AC TGA - AA T T A T TGCAGGC T T T TGTG - - - - - - - - - - - - - - - T T TGTGT AGC
A - - T AAAAA T T AGAAAA T AAA T T T T C T T CGT - - AGGAAACA T AAA T ACCA T AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T - AA T AAC T A TGT AA T ACA T T T T T CGT AC - - - - - - - - - - - - - - T CGTGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T T - - T ACCGA T A T T C T CCGA TGGTGCAAGAA TGCACCAAGCC T A T A TGT C
- - - - - - - - - - - - - - - - - - - - - - - - - - - T ACC - - - - - - - - - - - - - - AC T TGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T AGAGGCAAAGGGA T T AGCA TGCAAAAGACGCACAA T AAAACGT AA TGGAGA
T A T T A T CCACCGAACAA T TGT AAA TGT T T A T - AAAAAAA T AAGGGGGGTGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - A T T AA T AAA T T A T A TGCC T T AGGTGCGCAGT A T T CCCCCAC T T T CCCC T A T T T - AGGT T A TGT T AAA T T CCAAAACA T CAAAAAGA TGAC T T T T T T T AAC
- - - T T AAAAACAGT AAA T A T AGA TGC T AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA TGT T T - - - - - - - - - - A T T AGT AAA T T A T T TGCC T T A - T TGCGCGGT A T T CCCCCAC T T T CCCC T A T A T A T AAAAA T A T CAAAACACAAAACAAA TGAAAAAGAAGT AAA T A TGGA
AAG - A T TGA T AAAAA T A T CA T A T CGT C TGA T - - - - - - - - - - - - - - CGT AGT AGGGGAAAGTGGGGGAA TGCCGCGCAGGGGGT AA T A T CGCGCAGTGGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AA T AAA T T A T T TGCC T T AGGTGCGCGGT A T T CCACCAC T T T CCAA T CAAAA TGC T T AGA TGAA T C T T TGAGA - - AACA T AA T C TGT AC T AGT AAAAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA TGT AGGGGAAAGTGGGGGAA TGT CGCGCAGGGGGT AC T A T CGCGCAGTGGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_767.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: 2745bp; fragments: 24; full length: 11 (>=2470.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2745 bp
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TE: ltr_1_family_767.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: 3045bp; fragments: 24; full length: 10 (>=2740.5bp)
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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 Extended plot Blue lines are boundaries
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TE: ltr_1_family_767
 size: 2539bp; fragments: 55; full length: 0 (>=2285.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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