
Start crop Point End crop Point

MSA length = 2538
T T C T T TGAAAAA T A T T CAAAC T TGA T C T CA T A T T T T T C T T CAAGGAGGAGTGT AACGAAAA T T AA T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AA - - - - - - CCGA T T TGACGGGA T T C T CAAA T T T T T A T AGT AACAAGAGGCA
T T C T T TGAAAAA T A T T CAAAC T TGA T C T CA T A T T T TGC T T CAAGGAGGAGTGT AA TGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T ACGT T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AA - - - - - - A T AAGT AAAGAGGAC TGT AAAAC T T T TGT AAAA - - - - - - - - - A
T T C T T TGAAAAA T A T T CAAAC T TGA T C T CA T A T T T T T C T T CAAGGAGGAGTGT AACGAAAA T T AA T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AA T A T AGAA TGT CC TGA T AGGA T ACAAAAGT T T T CA T T CGA - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T ACC T A T - - - - - - - - - A T TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T ACA T T TG - CCAACGTGGG - - - - - GCCAAA TGT A T T A T A T A T AA T AAAAACG
TGC T C T AAAAAAA T T T T ACAA T T AGGT T ACAAAGT T AAC - - - - - - - CGGT TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T ACGT T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T ACGGT TGA T TGA TGT A T AAGGGT - - - - - - - - - - - - - - - - - - - - - - - - - CGA
GT CAGCAAAA T ACAGT T AAGT TGGGA T CCGT AAC T T T ACC T AA T AGCAGC TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T ACAGC T AA T T A T ACAGCAA T AA T TGCAA T T T C T C T AAGCAGGC T AGACGCG
TGA TGTGCAAAA TG - - - - - - - - - - - T T CAA T AGCGCC T C T CAGGCAAGGC TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T ACA T T TG - C TGAAACGTG - - - - - T C T TGGCA T T T TGT CGA - - - - - GGAGAG
T T ACGT AAAAAA T CCGGAAA TGT - - - - - - A T AGT T T T T CCCAGGGGAGGT TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AAGGTGGA - - - - - - - - - - AG - - - - - - - - - A T T AC T A T T AAAAC T AAGAGT -
- - - - - - - - - - - - - - T T AAAAAA T T AA T AAA T A T T T T T C T - - - - - - - - - T T TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AC T T T T - - - CAAA TGGAA - - - - - AC T CAC T T T T T T A T T T - - - - - - - - - - C -
T T AGCAGAAAAGGCGT T AAA TGT - - - - - - - - - - - - - - - - - - - - - - - AGT C TGT AACGAAAA T T AA T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGT AGGT T A T AAGT C - - - T TGACACGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T TGT A TGAA TGT AG - - - - - - - - - - - - - - - - - - - - - - - - - T CAA TGAA T AC TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AA T ACGG - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T AAGAAAAAAGT T CAAA T AGC T T C T AAAACGCC T C T T T AAGGAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AAAC TGT AA T T AA T T AAA - - - - - T T CAAAACAC T CGGT AAAAC T - - - - - - A
- - - - - - - - - - - - - - - - - - - - - - - - - - CCAA T CC T T T TGT - - - - - - - ACGT TGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AACGT C - - - - - - - - - - - - AGGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - GAAAA TGT CAAAAGT TGA T A TGA T A TGT CA T T - - - - - - - - - - GTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AC - - - - - - A T T TGGCGCCCCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - G
T T C T T TGAAAAA T A T T CAAAC T TGA T C T CA T A T T T T T C T T CAAGGAGGAGTGT AACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T AA - - - - - - T TGT AC T CAGAG - - - - - - - - A T T T T T T A T CGAAAA TGGAAGGG
- - - - - - - - - - - - - - T T T T AA T A T TG - - - - - - - - - - - - - - - - - - - - - - - - - TGCAACGAAAA T T T A T T T T CGT TGTGC T TGCC T T CGGA T T A T T T T AC T T T - - - - - - - - - - T CCAAAGCA T AC T T C T AAA T T CA T CAACA T CCAGAA T T T TGTGGGT T A T - - - - - - - - - - AA T TGGAC - - - - - C TGCAAA T C T T CA T T T - - - - - - - - - - GG
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TE: rnd_5_family_9115.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: 2538bp; fragments: 562; full length: 105 (>=2284.2bp)
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No TE domain detected

After TEtrimmer 2538 bp
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TE: rnd_5_family_9115.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: 2838bp; fragments: 561; full length: 0 (>=2554.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_9115

 size: 6530bp; fragments: 1010; full length: 18 (>=5877bp)
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