
Start crop Point End crop Point

MSA length = 4658
T AACGA T T A - - - T CGT C T CGT AAACAA T A T T T TGT CGGA TGCC T AGGTGCAGCAGACGT T AAGACAC T AA T A T T CC T AACCAA T CAAACAACCGGAACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAGC T AACA T AG - - - - GC T A TGAAGAAGACAC T A T T A T A - - - - - - - - - - - - GCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - AC T A T T A T AAAA T ACACAAAGCA T CAA T AA TGAGCGA T T T T T T T AA T T T A
AAA T T A T - - AAA - - - - A T T AAAAACA T T ACGT T ACGCCAC TGC TGGCAAGAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - - - - - - - - - - - - - - - - - - TGGCAAGTGGT AACAGA T T T A TGAGT C T AGC T A
AACC T A T C TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACCAGAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - GT T ACCAGAAAGCGCAAAAAGCAA TGGCA T TGA T TGAAAAAGC T ACGT CA
AGGT T A T CGAA - T CGT A T T TGAAAAAA T AGT C T T TGGT T T C T T CAA TGTGAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - - - CGCAA TGTGT TGT T C T A TGAA T T T T TGGT T AGT T AGC T AACCAGA T T A
- - - - - - - - - - - - - - - - - - - - - - GGT AGT CA T T T ACAGCGCGGCAAAGAA T AGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T T AA T AC TGT ACCGT AGACC T T TGGC T T T CAGT CGACAGAGCGCCCGT CGCA
- - - - - - - - - AAGC TGAA T T AAGAA T AA T ACGAC T CCGCGT AA T CAAC T ACAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - ACAAC T ACGA TGCAAA - - - - - - - - T T C T T A TGGACGT C TGGC TGTGC T CC
- - - - - - - - - AAG - - - - - - - - - - AACCA T AAA T T T TGGCAGTGAAAA T AACAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - - - - - - - - - - - - - - - - - - AA T AACC T A T T T ACGTGT T ACAA T T T AAA T T T A
GAGT T T A T AAAG - - - - - - - - T AAA T AAGAA T C TGTGA T A T CAC T AA T ACAAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - AC T AA T ACA T AGT A T A - ACAAAGT CGC T T CCCGC TGT C TGT CCC T A TGT A
AAA T T T T CC - - - T TGT ACAGAC T A T AA TGA T C T AGGGAGC T T A - - - - CCCAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T T AGT T C TGCGT T ACC T A - - - - - AA T T C T T A T C T T AAA T T CAAGT TGACA T A
AAACGA TGAAAGT CGT AC TGAAAGCCAAAGCA T AC TGAAC TGCAA T T C T T AGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC T AC T T ACCGC TGCGC TGT AAACC T AAAC T AAA T C T CGGACACGCCGAC TGT AACG
AAAGT T T AA - - - T CGC - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAAAGAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - - - - AACAAAAAGT A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAAC TGT T AAAGT CGTGCCCA T CGT AGC T ACC TGCGA TGCCGT CC T C T T AAGCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T - A TGGGGA TGC TGT A TG - - - - - - - - - - GT CGCGAA TGTGT TGT CC T CC T AA
- - - - - - - - - - - - - - - - T T CCGT A T CGGCCAC T T T CCGT T CAGCAGA T T AAAGCAGACGT T AA T AAAC T AGGGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T T - - CGT AAAA T A T T A T A - - - - - - - - - T CGTGT AAA TGAA TGGGGC T A TGCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAGCAGACGT T AA T AAAC T AGGGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T C T CCGC T ACA T AC T ACACAAAAAAGT T C T T T T T AA TGT T T AAGC T AA TGT A
AAA T T A T CA - - - - - - - T CA T T CCCCAGCCC T C T T TGACA - - - - - - - - - - - - GCAGACGT T AA T AAAC T AGTGT T CCAGGCCAA T CAAACAACCGGAACA T - - - - - - - - - - AGTGT C TGCAA T C TGA T TGGCC TGGAACC T T AGT T T A T T AACGGC TGC T T T CGA T CGT A TGGT A T T - T AAAAA T CGGCGGTGAGCC TGTGGT C T AAGGCG
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TE: rnd_5_family_13281.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: 4658bp; fragments: 205; full length: 34 (>=4192.2bp)
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No TE domain detected

After TEtrimmer 4658 bp
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TE: rnd_5_family_13281.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_rc.fa
 size: 4958bp; fragments: 205; full length: 33 (>=4462.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_13281
 size: 2508bp; fragments: 228; full length: 9 (>=2257.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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