
Start crop Point End crop Point

MSA length = 741
AGT T C TGACA T T T C TGAA TGGCCAGCAC T AGT T C TGC T TGT T T T ACAGCC T CCCAAACCAAA T AAAGAGT AGGGT T - - - - - - - - - - CGT A T T T T T T T CGGGCA T TGT CCGAA T T CGAC T A T TGAGCGT AACA T A T A T AA TGAA TGT ACGT A T T T CAGAGT TGT T T T C T CCAG - T CCA T T TGAAGGA
AGT T C TGACA T T T C TGAA TGGCCAGCAC T AGT T C TGC T TGT T T T ACAGCC T CCCAAAC T AAA T AAAGAGT AGGGT T - - - - - - - - - - CGT A T T T T T T T CGGGCAC TGCCCGA T T T CGAC T A T TGAGCGT AACA T A T ACAA T A T C TGAA - - T A T AA T AGAGT T CA T T T AGC - - - - - A T A T AAGCAAAG
AGT T C TGACA T T T C TGAA TGGCCAGCAC T AGT T C TGC T TGT T T T ACAGCC T CCCAAACCAAA T AAAGAGT AGGGT T - - - - - - - - - - CGT A T T T T T T T CGGGCA T TGCCCGAA T T CGAC T A T TGAGCGT AACA T T CA T AA T T ACC T AA - - T A T T ACAC TGT CCA T T CA T C T TG - T A T AC T T T T A T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - AC T AGT T C TGC T T C T T T T ACAGCC T CCCAAACCAAA T AAAGAGT AGGGT T - - - - - - - - - - CGT A T T T T T T T CGGGCA T TGCCCGAA T T CGA T T A T TGAGCGT AACGT A T A T A T T T AAAGAAC T T A T AAAA T AGT T CA T A T T A TGAGAA T T C T T AAGA T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT A T T T T T T T CGGGCA T CGCCCGAA T T CGAC T A T TGAGCGT AACA T A T ACA T CAAAC T TGT T AA TGAAAAC T C T AAA T T AGC T T T T TGT ACAAACGT A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT A T T T T T T T CGGGCA T TGCCCGAA T T CGT C T A T TGAGCGTGACA T A T A T A T - - - - - - - - - - - - T A TGA TGA T T AGGA TGA TGA T A - - CA T T AAA T CAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT A T T T T T T T CGGGCA T TGT CCGAA T T CGAC T A T TGAGCGT AACA T A T ACA T A T AAGAAAC T AA T A T TGT AA T T A - - - - - - - - - - - - - - - - T AA T T CAA
AGT T C TGACA T T T C TGAA TGGCCAGCAC T AGT T A TGC T TGT T T T ACAGCC T C T CAAACCAAA T AAAGAGT AGGGT T - - - - - - - - - - CGT A T A T T T T T CGGGCA T TGCCCGAA T T CGAC T A T TGAGCGT AACAGA T ACAC T AGA T CAAGT A T T T A T A T T T T T AA T T T T C TGGCA T A T AGT T AAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT A T T T T T T T CGGACA T TGCCCGAA T T CGAC T A T TGAGCGT AACA T A T ACA T - - - - - - - - C T AC T T AAAA T T T ACGT A T T A T T T AA T A T A T AAA T CGGA
GT T AGT AGCA TGT T T TGT T AA T AAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT A T T T T T T T CGGGCA T TGCCCGAA T T CGAC T A T TGAGCGT AACA T A T ACAAAAAGACGACC T T T CACAGGA T TGA T C - - - - - - - - - - - - - - - - - AGAA
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TE: rnd_5_family_1119.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: 741bp; fragments: 418; full length: 0 (>=666.9bp)
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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 741 bp
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TE: rnd_5_family_1119.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: 1052bp; fragments: 411; full length: 0 (>=946.8bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1119

 size: 1325bp; fragments: 1575; full length: 1 (>=1192.5bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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