
Start crop Point End crop Point

MSA length = 7842
A TGA T A T T AAAAA T AA - A T CA T ACAAA T - - - - - - - - - - - CA TGGACA T T ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - - GACA T T ACC T T - - AA T TGT AAGC T ACA T T - - - - - - - - - - T T AACGGGAAA
GT TGCGT AGC T AGA T A - - - - - - - - - - - - - - - - - - - - - - - TGTGGT A T AGGGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - AACGGGCCA T T T T T C T T CC T T A T C T C TGGGAGTGT A - - - - GGGGT T T T CGG
A TGA T ACAAACA T T - - - ACAA T CAAAGT A T A T T A T T T - - T A T AGGT AAAA T CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGT A T C T A T C T CC T T T T T T C T A T AAGAC T CGT CA TGGT A T AACC T A T TGT TGCC
- - - - - - - - - - - - - - - - - - - - A T AAAAGAGT A T ACC T T - - - - - - A T ACCACCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - AAGT A T T T CCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T
A T T ACA T - - - - - - - - - - - A T A TGTGAGA - - - - - - - - - - - - - - - - - - - - - - CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGT AAAAAC T T T T T T TGA T T T T T AAA T T CA T TGT TGCCA - - - - A T CA TGGGCGC
A T CCCA T CAAAAACA T - AGAA TGT AAAAAA TGT CA T C - - - A T AA T T C T T CCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - - - - - - - - - - - - - - - A T T C T T - - - - - - - - - - CCAC T A - - - - T AAAAAAGTGT
AA T T T T T AGGACGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGC T AACGT T C T T T T T T AC T T T T ACGCC T AAGCA T AAAA T AAC TGGA T T AAAC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAGGCGAAGGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - A T A TGT CC T T - - - - AAAA T T AAACA T TGT T T T A T T A - - - - - - - - - - - - - - -
ACC T T AAA TGAGGGAA T AA T T TGTGAA T T TGAA T T T - - - AA TGGT AC T AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - AAA - - - - - - - - - - - - - T T T T AGT T CAA T T T T T A - - - - - - - - - - - - - - - - - A
- - - T T AAGCA T AGCAA T CGT CAC T AAAAGT T T A T T - - - - - - TGGT ACGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - A - - - - - - - - - - - - - - - - TGT AGA T C T AC T T T T ACC T TGAC T T A T AA T T T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A TGGAGAGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - - - - - - - - - - - - - - - ACCGGGAAA T C T T A T T CGGT TG - - - - TGT T CAGGAAG
A T A T T T T TGA T CA - - - - AAAAGAAAAA TGCGAA T T T T - - AA TGGT T TGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGT - - - - - - - - - - - - - - - - - - - TGAACCCCC TGA T AA T A - - - - CAGA T AACA T A
AGT TGGT CAAAAA T A T - ACCGCC T AACAA T A T T TGGT AAGTGGTGT A T AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T T AAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGT - - - - - - - - - - - - - - A T C T C T CGA T T T TGCA TGAAAA - - - - - - - - - - - - - C T
A T T T TGT TGA TGT T TGAAAAGT T AAAGAAGT TGT C - - AAA TGTGC T ACAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGT T AGT A T AA T C T T - - A T C T T T AA T T T CC T T C T T CA T T T AACAGCCAGT T TGA
CA T T T A T T T AGAA T AC T ACAA T T T AAAAGT A TGT A T T AAAA TGGTGGT AGGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - AGGT A T A T T T T T - - A T T AA T AAA T T T AA T T - - - - - - - - - - T T AA T AGGT A T
AC TGT AGT CACCGCGA - GAAA T AAAAGAGGAAGGCCCAA T AGAGGAA T ACCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T T AAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - - - - - - - - - - - - - - - CC T CA TGA T C T C T AGC T AAA T A TGGA T CGGAAAACGT
AAAA T A TGAAACAGAA - AA T A T C T AAGT A TGT ACA T T - ACAAAAGT CCGC - - - - - - - - - GA T CAGAAGGCAC TGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - AAAAAC T CAC - - - - C T T C T T AAGT T T TGT TGA TGT A T AG - T T T A T A T CGAG
A TGCGT A TGCCAGAAG - GAAA T A T T AAGACA T T A T C T CAA T CGGT AA T AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - CGCGGT AAAA TGT AGA TGGGCCAGT C TGCGA T T T T TGTGG - - - - - - - - - - GA T T T T T CGGCC T T T T T A T AGGT T AA T TGC T CCGA - - - - - - - - - - - - - - -
GA T T T T TGAAGA - - - - T ACAAGAGAAAA T T A T T T C T T - - - GCCGT TGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - AAA T A T A T T T - - - - - T T AGT AAAGT T T A T T T C T C T A T AA - T AAC T C TGAAA
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TE: rnd_5_family_7884.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: 7842bp; fragments: 11544; full length: 57 (>=7057.8bp)
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No TE domain detected

After TEtrimmer 7842 bp
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TE: rnd_5_family_7884.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: 8150bp; fragments: 11544; full length: 48 (>=7335bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7884
 size: 7877bp; fragments: 11909; full length: 52 (>=7089.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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