
Start crop Point End crop Point

MSA length = 16970
AAA T T AAA T C T - - - - - - - T T AA T AAGCGT T T AAGGGT AAAACCAACA T AA - - - - AGT T T TGAAGT A T AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGG - - - - - - - - - - TGGTGAAACCCCC T T C T ACC T C T AC TGGT A - - - - - - - - T AAAA T T T T - - - TGCGACGT TGAAGGA T T T T A T - - T A T CGA T AA T T T CGAGGT AGC T CA T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGA T T CAAC T ACAGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGG - - - - - - - - - - TGGTGAAACCCCC T T C T ACC T CAAC T - - - - - - A TGAAA T ACAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AA T TGCGACG - - - - - - - - - -
T TGT T TGA T C TGT CGA T AA T CA T AA T T T T TGT TGGGT AA T T T CAAGTGCAA T T TGGT C T T CAA T CACAGT AGAGGGAGAAGGGGGT T T C T ACGCCAGTGG - - - - - - - - - - CGT AGAAACCCCC T T C T CCC T C T AC T A T CA T T - CAAGC TGCAA T T T T T T T T T CCCAC T AGAAGT ACCGCA T CGT A T TGGTGA T T T TGTGA T CA T T AA T AA
T TGT T TGA T C TGT CGA T AA T CA T AA T T T T TGT TGGGT AA T T T CAAGTGCAA T T TGGT C T T CAA T CACAGT AGAGGGAGAAGGGGGT T T C T ACGCCAGTGG - - - - - - - - - - CGT AGAAACCCCC T T C T CCC T C T AC T A T CA T T - CAAGC TGCAA T T T T T T T T T CCCAC T AGAAGT ACCGCA T CGT A T TGGTGA T T T TGTGA T CA T T AA T AA
GC T ACGGGGT T T T CAAAAA TGTGCA T T T T T AA T - - - - - - AA T CGC TGT AA - - - - - - - C T A T C T AC T T AGT AGAGGT AGAAGGGGGT T T C T ACGCCAGTGG - - - - - - - - - - CGT AGAAACCCCC T T C T ACC T C T AC T - GT A T T A T T AAA T A T A T T T T T T T A T T AA T AA T T T AAGAGT T T T A T - - T A T T C - - - AA T T T AAAGGAAC T T AAAA
CCA T T T T A T CC T T CGGAA T T AA T CA T T TGT AA TGGGT AAAGCAAAGCAAG - - - - - - - - - - - - - - - T T AGT AGAGGT AGAAGGGGGT T T C TGCGCCAGTGG - - - - - - - - - - CGT AGAAACCCCC T T C T ACC T C T AC T - - - - - - - C TGGA T AAAA T T T - - - - T T T A TGT CAGCA TGAGAA T A TGGT A T TGT T CA T C T CGT TGGAA T T TGACG
T T T T T CAAG - T T T CAA T T T TGT T CAAGT T T AGT - - - - - - - - T CAA T T T AAA T T T T C TGT AAAGCCGT AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGG - - - - - - - - - - TGGTGAAACCCCC T T C T ACC T C T AC T AGT A T T A TGGT AGGT AGT T C T T T T T T CAAAGT AAAGGAA T T - - - T - - T A T TGGGGAGT T TGGAGT T C T CCACAC
TGT T T CGGA - - - - - - ACAAAAAA T A T T T T T T T T AGT T CAAA T AAC T CGAAA TGT A T T C T ACAAA T C T AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGG - - - - - - - - - - TGGTGAAACCCCC T T C T ACC T C T AC T AAGA T TGTGCCGAGGAA T T T T T C - AAAAA T T T TGGAAAA T CA T T T CG - - - - - C T T A T T TGGTGA T A TGT TGT AG
GGAACGAAGT CACCGCGACC T T A T AGA T C T AC TGAGT ACAGTGA T T C T CCA T T TGT T A T ACCAAAGT AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGG - - - - - - - - - - TGGTGAAACCCCC T T C T ACC T C T AC T - - - - - - A T A TGGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCGT T CCGGTGCAC T CAGTGA
AA TGT CAAAC T T ACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGTGAAACCCCC T T C T ACC T C T AC T AA T AGT ACCAAAAGACA T T T C T T T AAAAGA T T AAAAGT A T T ACGT CA - - - - - GT CAAC T AGGTGTGGC T CAAA T
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TE: rnd_5_family_757.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: 16970bp; fragments: 12765; full length: 18 (>=15273bp)
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No TE domain detected

After TEtrimmer 16970 bp
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TE: rnd_5_family_757.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: 17278bp; fragments: 12308; full length: 17 (>=15550.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_757

 size: 9738bp; fragments: 10307; full length: 84 (>=8764.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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