
Start crop Point End crop Point

MSA length = 4826
T CAGCAAC T A T ACC T AGT T T ACA T T - - T CAA T T AA T A T AGAACA T T A T ACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGA T T A T ACC T A T A TGA T A T T T TGA T AGT TGAGT T T T TGAAA T - - - - - - - - -
T C TGGT A T AGGGAA T AAA T CAGT T T T T T T T T CAGAA TGAAAGAA T AC T ACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGA T AC T AC T AA T A T T A T ACC T A T C T C T T T C T T T T T CA T A T AA - - GAACA - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T T TGC T A T T ACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T TGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGC T A T T AC T AA - - - - - CAACGT T CC TGT CGAAGT T AAAAAA T - TGT A T T T T
T C T ACGA T CGAAAAAAAA TGGCGT - - - - - - - CAGT TGGC T CGGAAA TGACGA T CGA TGACA T ACAAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA - A T AAAAC T AA T ACC T C TGC T AA T A T T AAGCA T T T TGGGT ACA T T CA T ACAAAGT TGAA - - - -
- - CA T A TGAAAGCA T CAGAA T T AA T A T T T CAAGT TGC T TGT T CC T AC T ACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGC T AC T AC T C T CAA TG - - - - - T T C TGAC T CGGT CGGA T AGA T T CGGCCA TG
CA T ACAAAAACGGAAAGA TGT AGA - - - - CAAAGT A T T T T A T AGGT A T A TGCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT A T A TGTGG - - - - - CAA TGTGT A T T T TGAAA TGT ACAGGG - - - - - - - - -
T C - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT A T ACCGAACGGT T C T AGCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT T C T AGCA T - - - - - T ACC T TGC T AC T CCCAAGGCGT T AAA - CAAA T A - -
- - T ACAACAAAAAA - - - - - - - - - - - - - - GT T T ACGCGGGT T TGGT A T AACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CGA T AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - T T A T - - - - - - - T CA T AC T C T A T CGT AAAACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - A T CA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT AAAAC T AA - - - - - T ACA T AC T T AA T T T CAGT T CGGAAAA - - - - - - - - -
- - CA T AGT CGGGCA T A T ACAGGGT C T T T T AAA T A TGGGAAAC TGT TGT ACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT TGT AC T A T - - - - - T T CA T AAAA TGT T A T T T T T AA T AAAA T TGAA T A T T
CC TGAAAGT ACCGA T AAAAGACG - - - - - - - - - - GGCAAC T T T AGT AA T AGCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT AA T A - - - - - - - - - - GCC T TGT T T A T A T A T T CGT AGT AA - - - - - - - - - -
T C - - - - - - - - - - - - - - - - - - - - - - - T AC T TGCGT TGT A TGA T AGT ACGACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT ACGACCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T A TGT T T AA T CC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T AGT AA T A T A T AAACAAGGGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGGT T T T AGGCC T AA T CC T AA T - - T T T C T T AC T T CGGAA T AGT A T AA T CC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT A T AA TGAA T A T TGCAAGT A T CAAA T T T AAC T C T AGCGCA T T AAA T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T T AAACGT A T T TGGT A T AACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT A T AACC T A - - - - - CGCGGCGA T CGT A T AGGCGT AGAGAG - - - - - - - - -
- - T ACAA T AA T ACA T CAAA - - - - - - - - - - - - - - - T CAC T T T T AGT T C T ACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT T C T AC T CA - GT T A T A T TGTGA TGA T T T AA T T T T T AAAA - - - - - - - - - -
- - - AAAAAAA T AAAACAAAA T CAA - - - - - - - - TGCCGCA T T AGT T AA T ACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGT T AA T ACCAA - AC T - - - - - - - - T TGGT T TGGT T T T - - - - - - - - - - - - - - -
T C T A T A T T A TGTGA T CGA T AACGT T - T T CGGT T C T CCA T AAACGT C T AACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGGT C T AACGT A TGT T A TGAAA T C T T T T T A T A T T T T T AAA - - - - - - - - - - - -
- - T A T T AAAAGA T A T TGA T T T T A T - - - - TGACAAAA T CGC T T AA T A T AACCC T TGA T T A TGT A T AAA T AGA TGT ACAA TGAGGGC T T AGT ACAAGCCCGT - - - - - - - - - - AGCA T CGAC T T A T ACAGGCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGA T A T AACC T A - A - - - TGGAGA T T T CGT T T A T T CCAA T AAA T T TGA T T A T T
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TE: rnd_1_family_642.fasta.b.bed_uf.bed_g_2.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: 4826bp; fragments: 58388; full length: 44 (>=4343.4bp)
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No TE domain detected

After TEtrimmer 4826 bp
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TE: rnd_1_family_642.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 5126bp; fragments: 58388; full length: 39 (>=4613.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_642

 size: 1912bp; fragments: 677; full length: 132 (>=1720.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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