
Start crop Point End crop Point

MSA length = 4029
T T T TGGGTGAA T - - - - - - - - - - - - T T AAAAAAGT T T A T AAAAACAACA T T T A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T AC - T T - T C T CAA - - GA T AAGGGA T T C T C T - AC T CGT T T T T T AGAGGCAGA TGCCGA - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - T TGAAAC T T T T - - - - - - - AAC T ACA T ACACA T CAA T T CGCGAAC T T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T AC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - A T CAAA T T T AA T - - - - - - - CAA TGCA T A T A T A T CAA T T CGCGAAC T T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T CAA T T CGCGAAC T T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T ACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT AGT AAACCGA T CA - - - - - - - -
GA T AAAA T C T AGGTGGC T T T CAA T A T T AAAA T A T T CAAAGAAA - - - - A T A T A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T AC T T - - - - - - - - - - AAAA TGGTGGT T A T T - - - - - - - - - - GCGGA TGAAGT TGA TGA - - - - - - - -
GT CA T CGT C TGT CGAAA T T - - - - - C TGAGAAAAAAAAAACAAAACC T ACC T A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - CCAAGGAGCAAC T T TGCA T T CGT A T C T A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T A T T A T A T CGCA T A - GA T T T T T AAGT CA T T A T T T T A T T A T T T AAAAAAAAA T A T ACGAACCAGT T
T C T T T AAA T A T C T CA - - - - - - AA T T T T A T AAGT T A T A T C - - - - - - - - A TGT A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAA TGT T CGCGAA T TGGAC T T T A T A T - - T CGT AAA T AA T CAGGAAA T C TGAGA T T T T T T T T - - A TGAGGGC T TGT C T AAACCAGT T
- - - - - - - - - - - - - - - - - - - - - - - T T TGACGGACCAGACCC - - - GC T AA TGT A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAA TGT T CGCGAA T TGGAC T T T A T A T - - T TGT T AACC T TGTGTGAAC T A TGAGT TGT T CA T ACAGAAGGAAA TGT T T AGAC T CGT T
- - - - - - - - - - - - - - T T CC T T AGA T CCCA T A T T T C TGACA T ACA T CGT T TGT A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T A T A T - A T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T CGT CGT AGA T AAGTGC T T AAA T C T AAAAAC TGGAGT AGGAACGA T AGGT A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T AAA TGAAC T T AAA T AA T T AA T CAACC T T T AA T T T TGT A TGTGGA TGGGGAAGTGGA - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - T T T AGAA TGGAAA T AG - - - - - - T CAA T A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AA T T AAA TGT T - A T T A T T T A T T T AAAAA T AGT T T T T T AA T ACAGTG
T T T AA T A T CGT CGCGT A T T T C - - - C TGAAAA T CCA T CAA T AG - - - - - AAGT A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T ACA T T AGT A T AAA T AAGAGACGCCCC T CGGAA T T T T AA TGT ACACCGGACCGTGCCAGCCGGCC
GGTGACGAGA T AACACCC - - - AC T ACAACAA T T AACACA - - - - T T T T T AC T A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T A T A T - AA T A T AA - - CGT AAC T T ACCGA T AAA T T T - - - - - ACAGAA T AGCGCCCCAACACCA T T T
T A TGGAGT T AACCGGT AC T - - - A T T TGAAAGCCAC T A TGGA - - AACAAGGT A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T T A T CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T A TGT T A T T A T AAC TGA T TGT T T AGT T T T T - A T T T T T T A T T T AAA TGGGT A T AAAAA - - - - - - - -
AGTGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGT A T A T A T CGA T T CGCGAGGT T TGGAAC T T T CGT CACAGA T TGT CA T T C T C - - - - - - - - - - GA TGACGAAAGT C TGAAAGT T CGCGAA T TGGAC T T T A TGT - GT T A T AA - T AA T - A T T AAACCA T AAAC T T - - - - - - - - - - - - - - - - - - - - - - AAA T AA T T
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TE: rnd_5_family_4599.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: 4029bp; fragments: 14625; full length: 10 (>=3626.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4029 bp
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TE: rnd_5_family_4599.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: 4339bp; fragments: 14624; full length: 8 (>=3905.1bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (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_4599
 size: 3254bp; fragments: 1153; full length: 35 (>=2928.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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