
Start crop Point End crop Point

MSA length = 7870
AAACGGGT CAGT CGGGT CAGT - T ACAAA T T CGACGAC T ACAC T T T CG - T CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 - GGGT CAAC TGGGGAGT - - - C TGGA TGTGAAGCCA T CCCGGAA T AGGAC
T AA T AGAAGGCAC TGGC T AGT ACAA T AAACAAGGCA T AAAC TGTGCA - ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 TGG - AAAC T A T CGAAAGCACA T A T TG - A T T TGAAGAAAGT T T T T AG - - - - - -
CA T A T AGAGT A T A T AAAAA T T - AAA T AAGT AGGC T T TGAACGGCACC - AACAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 TGG - GT AA TGCAAAAAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAG
CAGAAGAAGT C T T CCGT CAACA T T AAAAA T AGA TGGAGAA T A T C T CA - ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCAGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGA - AACC T T CGC TGA TGACA T ACAGGA T T CAAAC T AAA T ACAGCA - - - - AA
T - - - - AAAA TGAGT AAC T AA T - TGAAAAA T AAGGT T CCA - - - - - - - - - ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 - - GT T CCAACC T AGA TGCA T AC T AG - - T TGA TGCGAAC T CCGGA T AAGAA
CA T T AAAAA T A T T CAA T T A T T - T AAAAGCA T AGGT T T T A - - - - - - - - - T CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 - - GT T T T A T CCAAA - - - - - - - - - - - - - - T AGAA TGAAA T AAGA - - - - - - -
CAGTGAACGGCCGCAAACAGCA TGAGCGGC TGA T T AC T AGGT CC T CCGAGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 TGGAACCACAC T T AAAA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T
A - A TGAAC T TGT T AGA T T CA T AGAGGGAA T TGA T AACAA TGGCAA TG - T ACAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 TGGGGAAA T A TGCAGGAA TGA T AC - - - - - - T AA TGT A TGTGT AGAA - AGT A T
T - - - - - - - - - - - - - - - - - - - - - T AAAAA T T AAA - - - - - - - - - - - - - - GT CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 TGGAA T T T CA T CA TGAGA T T C T A T TGTGT T T A T AGCGGT TGCAAAACA T AAC
A - - - - - - - - - - - - - - - - - - - - - T A T T AA T T CGACGCGAACGAAGT CGGACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 TGG - AAAC T A T AAAGT ACGT A T AC TGGAA T C T AAA T T A T T T T CAGGT AGT A T
- - - - - - - - - - - - - - - - T CAGC - TGAGA T A TG - - - - - - - - - - - - - - - - - - - CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 - - GAGA T A TGT AAA T AA T - - - - - - - - - T T AGCGCGAGA T CAGAA T CA T A T
TGT T A T T T T T A T T T AA T T T ACA T AA T AAGT AAGT A T T T A T T A T T T T AGGGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T 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 TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAA T
A - - - - - - - - - - T C T C T T T AA T - T CAAA T T TGGGT T A T T A - - - - - - - - - ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGGT AAAAC T C T AAGA T AAAAGT T T AAAACAAA T T T A T A TGAA T T T AG - - CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGA T
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TE: rnd_5_family_7884.fasta.b.bed_uf.bed_g_4.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: 7870bp; fragments: 11713; full length: 53 (>=7083bp)
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No TE domain detected

After TEtrimmer 7870 bp
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TE: rnd_5_family_7884.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 8170bp; fragments: 11697; full length: 44 (>=7353bp)
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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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No TE domain detected

Before TEtrimmer 7877 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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