
Start crop Point End crop Point

MSA length = 1107
T CAA - - - - - - - - - TGAA TGACAA T A TGAA TGAAAA T A T TGGC T AGAAC T T T A T TGT CAGAA T T AAACGAA TGA T AAACA - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T C T A T - A T AAA - - - - - - - - - - - - - - - - - - - -
A TGT AAACGGT AA TGCAAGGA T T T T TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - - - - - - - - - - - - - - - - - - GA T T AGT CAACGT AA T AA T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CAA - - - - - - - - - TGAA TGACAA T A TGAA TGAAAA T A T TGGC T AGAAC T T T A T TGT CAGAA T T AAACGAA TGA T AAACA - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T T A T ACCGTGGG - - - - - - - - - - - - - - - - - - AAAA T T TGC - GGTGAACAGGCAGT AC T AAAAAGT T
AGTGAAGA T A - - - CAGA TGACA T CCAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - - - - TGTGGTGGAGGCGCCGT TGGT T C T T T T AAA T T T T T T T T T ACACCACCAC T CA TGTGGTGGAGGC
ACAAGAGAAGT AAAGCGCAGAA TGAAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T - - - - C T T T A T ACGGAA T T T AC T C T AACGGTGGGT T TGC T A T C T AAAAGC T TGCA T T A T T AAAGC
- - - - - - - - - - - AGA TGGT TGAA T T CAGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - - - - TGTGGTGGAGGCGCCGGT C T C T T T T C T AGAAAACAACC TGT T CGAA TGC T T AC T T T C TGAAC T C
T CAAAGA T T - - - - - - - - - T TGA T T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - - - - TGTGGTGGAGGCGCCGT CGGT T A T T T T AA T T T T T T T T T T ACACCACCAC T CA TGTGGTGGAGGC
ACAGAAA TGGT AA T AAA - - AAAC T CAGT A T AAAAA T A T T AGC T AGAAC T T T A T TGT CAGAA T T AAACGAA TGA T AAACA - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T T A TGC T T T - - - - - - - - - - - - - - - - - - - - - - C T C T A TGG - A T ACAACAGAC T ACCGCCC T AGA T C
GCAGAAAAA - - - - - TGA T CAA T T T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - - - - TGTGGTGGAGGCGCCGT CGGT T A T T T T AA T T T T T T T T T T ACACCACCAC T CA TGTGGTGGAGGC
T CAGAAA TGGT AA T AAA T T AAC T CCAGAA TGAAAA T A T TGGC T AGAAC T T T A T TGT CAGAA T T AAACGAA TGA T AAACA - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T ACAGT T T T C T AAGT T CAA T C T ACCAG - GT AA T AA T T T TGC - A T C TGAC T A T T CGCGCC T T T AC - - -
T CAGAAA TGGT AA T AAA T T AAC T CCAGAA TGAAAA T A T TGGC T AGAAC T T T A T TGT CAGAA T T AAACGAA TGA T AAACA - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCGT - C T CAAAAGGGCC T CA T CCC T A T AAC
T CAGAGAAA - - - - - AAGGAACA T C T ACAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - - - - TGTGGTGGAGGCGCCGT CGGT T A T T T T AA T T T T T T T T T T ACACCACCAC T CA TGTGGTGGAGGC
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TE: ltr_1_family_196.fasta.b.bed_uf.bed_g_3.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: 1107bp; fragments: 374; full length: 57 (>=996.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1107 bp
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TE: ltr_1_family_196.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1324bp; fragments: 356; full length: 0 (>=1191.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_196

 size: 504bp; fragments: 406; full length: 235 (>=453.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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