
Start crop Point End crop Point

MSA length = 711
C T AA T CA T AAA - - AA T CC T T TGGCA T T T A T CCGAC - - - - - - - - - - - - A T T AAGCCGGCAA TGGACGA TGAGCGA T AA T - - - - - A T A T A T T A T AGGT A TGT - - - - - - - - - - A T AAGA T A T AGT A T A T A T T A T A T T A T CGC T CA T CGT CCGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T A T T T AA T AAA T A T CA
C T CA - - - - - - - GA TGT CGGGT AG - - - T TGCA TGAGT AAAA T T T T C T T A T T AAGCCGGCGACGGACGA TGCGCGA T AA T A T AACA T A T A T T A T AGC T A TGT - - - - - - - - - - A T AAGA TGT AA T A T A T A T T A T A T T AGCGC T CA T CGT CCGT TGT CGGCA T A - - - - - - - - - - - - - GT T AGACA T T AGT T A - - T AAGT T T C T AACAGAGGT T A
T T T CGT A T ACAAAGC T C T T T CAAC T T T AAACA T - - - AC T AACAAAC T T T AAAGCCGGCAACGGACAA TGAGCGA T AGT A T AA T A T ACA T T A T AGC T A TGT - - - - - - - - - - A T AAGA T A T AA T A T A T A T T A T A T T A T AGC T CA T CGT CCA T T ACCGAC T T A T TGAACAAAGTGT A T A T AA T T A T AA T T - - - TGCAGACC TGC T ACA T T T T T
CGT AC T A T AGAAA T T T T CCCAAGCGT A TGAAA T A T T AA T A T A T CA T CGT AAAGCCGGCAACAGACGA TGAGCAA T AA T A T AA T A T A T A T T A T AGC T A TGC - - - - - - - - - - A T AAGA T A T A - - - - - - A T AA T A T T A T TGC - - - - - - - - - - - - - - - - - - - - - T - - - - AAA T T T T T A T A TGT T A T AGACCA - - AGGCCA T A T A T AAAAAGAC T
C T T T ACGT AAA - - A T T TGGC T AACCAACAAAAACC - - - - - - - - - - GT T T AAAGCCGACAACGGA - - - - - - - CGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - A T AAGA T ACAA T A T T T T T T T CCAGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAC TGCAA T C - - - TGCAGT CA TGA T ACAAACAA
T T CGTGA T AAAAGACAC TGA T AA T T CCAA T C T C - - AAA TGC T CACAGA T T AAGCCGGCAACAGACGA TGA T CGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - A T AAGA T A T AA T A T A T A T T A T A T T A T CGT T CA T CGT CCGT TGC TGGC T T A - - - - - - - - - - - - CGTGCACACACAGT T - - - T ACA - - - - - - - - - - - - - - - -
T T T A T AA T AA - - - A T T AAA T T AA T AA T AAA T AAA T T T AAAA T AA TGT A T T AAGCCGGCAACGGACGA TGAGCGA T AA T A T AA T A T A T A T - - - - - - T A TGT - - - - - - - - - - A T AAGA T A T AA T A T A T A T T A T AA T A T CAC T CA T CGT CCGT TGCCGGC T T A - - - - - - - - - - - - T C T AAAA T A T T T T CCA - - T AAAGACA T AAAAGAAA T - -
T T T AGTGC T AAAA - - - - - - - T AACGT T AAGACAGT - - AA T A T AAACC T T AAAGCCGGCAACGGA TGAAAAGC T A T AA T A T AA T A T A TGT T A T AGC T AGGT - - - - - - - - - - T T T AAGTGT AGCAAA T T T T AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - T T T T T T ACAA T T A T T T T T - A T A T C TGAC T T AACGT AA T T T T
C T TGC T A T AAAA - A T T CCCC T AAA T T AAAA T A T T T AA T T AA TGGTGGT T T AAGCCGGT ACCGGACGA TGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGGACAAA - - - T A T A T AA T T T T AGT T - - - - - - - - AC TGA T CA T T AA T T C
A - - - - - - - - - - - - AGT TGGC T AA T AA T AA TGT T T T - - A T AGACCACAACA - - - - - - - - - - - - - - - - - - - - - - AA T AGTGCAA T AAAAAGT A T AA T T A TGT - - - - - - - - - - A T AAGA T A T AA T A T A T A T T A T TGT A T CGT T T ACCACACG - T - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C - - - - - - - - - - - - GC T CCGT T T T T T T T T A T T T T TG - - - T T A T TGACAA T AAAGCCGGCAACGGGCGA TGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGC - - - - - - - - - - A T AAGA T A T AA T A T A T A T T A T A T T A T CGC T CA T CGT CCGT TGCAGGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AC
C - - - - - - - - - - - - - - - - - - C T A T T T T T AAC T T CCG - - A T CAC TGTGGCCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAGA T A T AA T A T A T A T T A T A T T A TGGC T CA T CGT CCGCCGCCGGC T T A - T AAAAAAA T T T A T TGC T C T C T CGGT CAAA T AGAGA TGGT AAAAAAA T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACAA T AAAGCCGGCAACGGACGA TGAGCGA T AA T A T AA T A T A T A T T A T AGC T A TGT - - - - - - - - - - A T A TGA T A T AA T A T A T A T T A - - - T A T CGC T CA T CGT CCGT TGCCGGT T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CCGAACGAGA - CC T CCCGAAACGT T AAGCA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAGA T A T AA T ACA T A T T A T A T T A T CGC T CA T TGT CC - - - - - - - - - - - - - TGAGAAAA T T T T A T AC T A T T T T A T T T AA T TGAAAAAA TGC T AAAA T T T T
T T TGT A - - - - - - - T T T CGT T T AA TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAGA T A T AA T A T A T A T T A T A T T A T T A T A T T T TGT C T - T - - - - - - - - - - T TGAAA T AA T T T T A T A T T AA TGCA T T AGT TGGCAGT T T TGT T T AA TGT T T
T - - - - - - - - - - AAA T TGT T T T T A T T T T T T T T ACAGTGGAAC T TGT AAC T AAAGCCGGAAACGGACGA TGAGCGA T AA T A T AA T A T A T A T T A T AGCAA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAAAGT AA T T T ACA T T T ACC TGA T CA TGGT CCCGC T AAA T CA T A
T T CAC T A T TGAAC T T T CC T T T AGC T T C T A TGT T C T T AAAAA T A T T AAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACAA TGC TGA T - - - - T AGA T T C T T TGAGGTGGC T A
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TE: rnd_5_family_4084.fasta.b.bed_uf.bed_g_1.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: 711bp; fragments: 223; full length: 18 (>=639.9bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 711 bp
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TE: rnd_5_family_4084.fasta.b.bed_uf.bed_g_1.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: 1014bp; fragments: 209; full length: 0 (>=912.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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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_4084
 size: 712bp; fragments: 223; full length: 18 (>=640.8bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 712 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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