
Start crop Point End crop Point

MSA length = 857
ACAAAA T T CGT A - - - - - A T T A T A T CGAAAA T A T A T T - AACAA TG - - T T C T AA T - - ACCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGG - - - - - - - - - - - - - - - - - - - - - - T T CCAACCCACA T T T AGT T T T AGT - - A T CGT - - -
AA T AACAAA T T A T T T - - - - - GT A T AAAG - - - - - - - - - - - - - - - - A T TGGT AA - T T A T CAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGC T CGGT ACGGT CAA T CAA T T T TGAAAAGT TGGCAACCC TGAGC T T T T T C T - - - - - - - ACCCAAAA TGT T T T T TGGGTGGT C T CCGT T - - A T T CAC TG
AGACAAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT CAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGC T T - - - - - - - - - - - T CAACA T AGGTGT CAA T C T AAAA T A T C T T T AGA - - A T T T T T TG
ACAA T A TGCGT AC T A - T A T CAC T T T A T AAA T ACA T ACGACCA T A - A T AA T - - T - - TGT AGGGT TGCCAACCGT ACGGT AA T T ACGGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGCAC - - - - - - - GGAACGTGAC T A T TGT C TGC T T T TGT TGA T TGT TGGT - - A T TGT TGG
GGGCGACACGAAGT A - T A T T A T A T AA T AAGT A T A TG - GA T AAGA - - T AGT - - T - - A T CAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGGTG - - - - - - - GGAGAAAA T C T - - - - - - CA T T T T T A T T AA T - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - CAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - CCGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGGCC - - - - - - - - - - - CCGC TGCC TGGACCGC T C TGGT T TGCGCGTGGC T AA T T T T T AG
GT TGGAAGA T T A T T AC T C T TGT TGGAAC - GCA T T T T CA - - - - - - - - - - - - - - - T ACGCAGTGT TGCCAACCGTGCGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGCA T - - - CCC TGAACCGGGT C T T TGCCGTGT TGGAACGAACC T A T AA T - AAC TGAC TG
A T T AAC T AAC T A T T A - - - - - A T A T A T A - - - - - - - - - - - - - - - - - - - - AACAA - T T A T CAGGGT TGCCAACCGTGCGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGCC T AA T T CC TGGAGC T AAC T T T A TGT T TGT T T TGA T TGA TGT ACAAG - - T T T CCCAG
AC TGGAGAAA T A T T T - - - - - - - - - - - - - - GGAA T T CCAACAA T AAA T AAAAA - T T ACCAGGGT TGCCAACCGTGCGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT T CGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGC T T AA T T CC T - AAGCCGGT T TGTGGCCGGT T T AGAC T A T AC T A T AAA - - A T T A T T AG
A T T T AAAAA T CA T T T T T AC T A T A T AAAAA T T AA T TGCAGT AACAAA T AAC - - - - - T CCAGGGT TGCCAACCGTGCGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGTGGGCAACCC TGGAGAA T T CC T - GAGT TGGA T CA T T T T AC T C T T AAAA TGT ACCG - - - - - - A T T A T CGT
GGT T AAAGAA T AC TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT CAGGGT TGCCAACCGT ACGGT AA T T AC TGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGTGGT ACGGT AA T T CAA T T T TGAAAAGT TGGCAACCC TGACCAAA T T CAGGAGC T CA T CGT T T T CCAGTGT TGCCGGAAC T A TGG - - - A T T AA T CC
GCA T CCACA T CCGT AC T A T T - - - - - - - - - CCGT ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGCGC TGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGT T A - - - - - - - - - - - - - - - - - - - - - - - C T AC T TGAC T C T ACA T CAAAGT - - - - - - - - -
ACGT AAAGA T ACGT A T CA - - - - - - - - - - - - CGT A T CCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGCGCGGCACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGCCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGACC T A T A T AAAA T TGGT T T AGCG
T A T CAACAAA T AC T A T T A T T A TGCAAAAACCA T A TGCAACAA T CGGTGGT CA T T TGCCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
ACC T AAAACAGGAAA - - - - - A T T TGCAA - - - - - - - - - - - - - - - - - A T AACAA T T TGT CAGGGT TGCC T ACC T T ACGGT AA T T ACCGT AC T TGT ACGGT AA - - - - - - - - - - C TGCGCGGT ACGGT AAA T C T A T T T TGAAAAGT TGGCAACCC TGCGT - - - - - - - - - - - C T CGT A T T AGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAGAAAAAA T A T A T - - - - - GT TGAAAAAACA T A T T - - - - - - - - - - - AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGCGA - - - T CCAGGAGT CAA T A T TGGAACAGT A T AAGC TGT A TGACGT A T AA T T A T C T A
A TGTGAAAA T T AGT A T CCC T A T T T T AAAAA T A T A T A - - - - GA T AAA T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGAA T AA T - - - - GGAGCGCA TGACGGA TGCA T A T AAACC T ACACACGGA T AAC TGT T AA
ACGCAAAGA T ACGT A T CA - - - - - - - - - - - - CGT A T CCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_6425.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: 857bp; fragments: 191; full length: 39 (>=771.3bp)
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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 857 bp
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TE: rnd_5_family_6425.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: 1166bp; fragments: 185; full length: 0 (>=1049.4bp)
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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_6425

 size: 840bp; fragments: 188; full length: 48 (>=756bp)
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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

Before TEtrimmer 840 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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