
Start crop Point End crop Point

MSA length = 1503
T AAAAACA T T T ACCAAAAA T A T A T A T A - T AA T T T AAGAAAAA T A T AGGT A T T CACGGC T T AAACAAGGAAAGAGAGGGGACAGC T AACACGGA T A T T C T C - - - - - - - - - - C T T CAC T T T CAGC TGCCGTGT T ACC TGT CCCC T C T C T TGCC T TGT C T AAGA T T ACGAGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA T C T A
- AGT AC TGCCAGGC T A T ACCAGGTGGCGT CA T T AACA TGAAGT T AAGC T A T C T AAA T C T T TGACAAGGAAAGAGAGGGGA T AGC T A T CACGCA T A T T C T C - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC TGT CCCC T CGC T T T CC T TGT C T AAGGGCAAAA T TG - - - - - - - - A T A T CC T AAAAGT T TGG - - - - - - - - - - - - - - -
T ACA T CCACA T T T CAAAAGCA T T AAGT C T T C - - - - - - - - - - - - - - - GT CA T T C - - - GC T T AGACAAGGAAAGAGAGGGGACAGC T AAGACGCA T A T T C T C - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC TGT C T CC T C T T T T T CC T TGT C T AAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- AGAGC T ACAA T T T AAAAA T A - - - - - - - - - - T T T T ACAAGA T ACAA - - - - - - - - - - AC T T AGACAAGGAAAGAGAGGGGACAGC T AACACGCA T A T T C T C - - - - - - - - - - CC T CAC T T T CAGC T T CCGTGT T ACC TGT CCCC T C T C T T T CC T TGT C T AAGGT CCCAA - - - - - - - - - - - A T AAGT AAAAAAACA - T A T T T T T T T AAA TGGA
- T CA T CCACC TGCCACAAA T C - - - - - - - - - - - T T CCACAAA T T AAA - - - - - - - - - - CC T T AGACAAGGAAAGAGAGGGGACAGC T AACACGCA T A T T C T C - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC TGT CCCC T C T C T T T CC T TGT C T AAAGGT C T AA T - - - C T T A T AAA TGTGT CAAAAAACCGGA T AC T T CGAAACC T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T A T ACAAC T TGAA - - - - - - - - - - T C T T TGACCA T T ACACA T CCGGGACAGC T AA T ACGCA T A T AC T T - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC T A T CCCC T C T C T T T CC T TGT C T AAGGT CCGT CAC T T - - - - - - - - - - - - - - - - - - - - - - - - - CAC TGCAAAGT CAA
- AAAACAACCAC - AACAAACCAGAGTGC T AA - - - - - - - - - - - - - - - - - - - - - - - - - AC T T AGACAAGGAAAGAGAGGGGACAGC T AACACGCA T A T T T T C - - - - - - - - - - CC T CAC T T T CAGC TGCC T TGT T ACC TGT CCCC T T T C T T T CC T TGT C T AAGGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGGCGC T AAAGA T T T T AGACAGTGACA - - - - - - - - - - - - - - - - - - - - GT A T T - - - - GC T T AGACAAGGAAAGAGAGGGGACAGC T AACACGCAGA T T C T C - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC TGT CCCC T C T C T T T CC T TGT C T AAG - - - - - T A T T T T C T AAGAC T TGAA T AAGAAGAC T AGGCGCGGCGC TGTGAA
TGACA T CA T C T A T A T AGGGCACA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T AGACAAGGAAAGAGAGGGGACAGC T AACACGCAGA T T C T C - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC TGT CCCC T C T C T T T C T T TGT C T AAGGCACA T ACGA T C TGA T T CAAGTGT A TGGGTGA TGGA T ACCACGT T A TGGA
- - - A T T C T TGGGCA T AAAA T AAGGT A T - - - - T T T A T AAGGGT T T AA - - - - - - - - - - T C T T AGACAAAGAAAGAGAGGGGACAGC T ACAACGCA T A T T CC T - - - - - - - - - - CC T CAC T T T CAGC TGCCGAGT T ACC TGT CCCC T C T C T T T CC T TGT C T AAGGT T T AAA TGC - - T T A T AAA T A T T T AAA T A TGCA - - - TGT T A T AA T AAAAA
- AGAA T CGGT ACAAA T AA T T C TGAA T AC T AA T T AGT ACAGA T AAAA TGT A T T CAAACC T T AGACAAGGAAAGAGAGGGGACAGC T AACACGCA T A T T C T C - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC TGT CCCC T C T T T T T CC T TGT C T AAGGGT AAAGCC T - - - - - - - - - - - - - - - - - - - - - - - - GA T T AGCGAGCA TGTG
- AAC T T C T CGAGGC TGGAGT AGCAGT T - - - - - - - - - - - - - - - - - - - GGCGA T C - - - CC T T AGACAAGAAAAGAGAGGGGACAGC T AACACGCA T A T T C T T - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACC TGT CCCC T C T C T T T CC T TGT C T AAGT CCGGGCC TG - - - - - - - - - - - - - - - - - - - - - - - - - A T ACCGT TGGAGGCG
- - - - - - CC T TGA T T A T AAACAAGGA TG - - - - T CCAA T CAA T T T AA - - - - - - - - - - - - C T CAGACAAGGAAAGAGAGGGGACAGGT AACACGCA T A T T C T C - - - - - - - - - - C T T CAC T T T CAGC TGCCA TGT T ACC TGT CCCC T CCC T TGCC T T A T A T AAGAA T AAAA T T T T T T TGTGAAA TGTGT TGAA TGT C - AAGGCGC T AGGACGAG
T AAAAC T AAAGTGT T AAAACC T T AAAAC T AACA TGACCAA TGACAA - - - - - - - T AA T C T T AGACAAGGAAAGA T AGGGGACAGC T AACACGCA T A T T C T C - - - - - - - - - - C T T CAC T T T CAGC TGCCA TGT T ACC TGT CCCC T C T C T T T CC T TGT C T AAGAAA T AAA T AA - - - - - - - - A T AAA TGTGGCAAC TG - - - - - - - - - - - - - - - -
T AAAAC TGCC TGA T AAAAAAA - - - - - - - T AGT AAAGT CAAA T C T ACGGTGT - - AAAAC T T AGACAAGGAAAGAGAGGGGACAGC T AACACGGA T A T T C T C - - - - - - - - - - CC T CAC T T T CAGC TGT CGTGT T ACC TGT CCCC T C T C T T T CC T TGT C T AAGCA T AAAGAGA T - - T AAAAA T AACC T CAAAAGT T - - - - - - - - - - - - - - - - -
- - - - - - CACAGGCC T CGGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T AGACAAGGAAAGAGAGGGGACAGC T AACACGCA T A - - - T C - - - - - - - - - - CC T CAC T T T CAGC TGCCGTGT T ACCGGT CCCC T C T C T T T CC T TGT C T AAGCC T CGGGT T A T C T TGT AAACGAA T T AGAA TGT C - GA T T CGGTGAGACGAG
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TE: rnd_5_family_2659.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 1503bp; fragments: 9379; full length: 29 (>=1352.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1503 bp
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TE: rnd_5_family_2659.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1803bp; fragments: 9376; full length: 0 (>=1622.7bp)

TE consensus (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2659

 size: 931bp; fragments: 2457; full length: 194 (>=837.9bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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