
Start crop Point End crop Point

MSA length = 1842
AC T A - - - - - - - - - - - - - - T A T CCA T CCGTGGAAAA - - - - - - - ACGA T T - - - - - - - - T A T C T CCAAAAA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AGAAAAAA T T A T T T T TG - T - T AAAA T T AC T AAACAAAAA T C T AA T T T TGCCA T T AA T A T CCG - - AGCA T A T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAACC T CAAAA T AGT CA T T TGTGT AA T T AGTGCAAAAAGGA T A - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AGAAAACA T A T AAC T T T A T T T AGAAACACCA T AAAA T TGCACA - - - - TGAAAC T TGT T T TGAG - AC T T CAACA
AA T T - - - - TGC TGGT TGT T T T ACGT T CAGT CAA T AAA T - - A T A T T A T - - - - - - - - - - - - - - - - - AACA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AGAAAAAA T A T - - A T T T A T T T AA - - - - - - - - AA T ACAA T CC T A T T T - - AAAGT AGA T AGA TGA T T AA T T C T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGTGA TGAAA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T A T TGGACGA T CGT AAAAAAACCA T A T A T T T A T C - - - - T A T CC T AAAAAC T AAGG - - - - - - T T CGGCCGGTGT C T AAA T A T - - - - - A
A T C T AAG - - - - - - - - - - - T A T CAAA T AA T AC T A T A T A T A T - - - - - - - - - - - - - - - - - - CCA T AGA T AA T AGT T - - - - GTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AGACAAAAA T T T T T AA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T ACA T C T C T T TGGT CAC T T T T CA
A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGGAGGGCAAAA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AGAAAAAAA T T A T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT T TGT T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T T TGT CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAAA T AGT T A T T TGTGT AAC T AGTGCAAGAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T T ACACGA T C T T AGAAAAAA T A T T T T T T T A T T T AA - - - - - - - - - - - - - AAC T T T A T T T CAAAGT T T T A T TGA T AA T CA T T T A T T A
AAGCAAAA T A T CCAC TGT A T T AAGA T C TGACGAAGT A T - - - T A T T A T CGCC T AAA T T AGA T T C T A T AA T AGT T A T T TGTGT AAC T AGTGT AAAAAGT AAA - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AA T AAAAAAGT A T T A T T - - - - - - - T T T T A T A T AA T A T AA T C T A T T T T TGAAAC T AAA T CA TG - - - - - - - - - - -
AA T AAAAAAGCAAAGA T T AACAAAA T AAAAC T AAAAACAAAGA T T A T T AA T T T AA T T AGAC T AAA T AA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGGCA - - - - - - - - - - AAAAA T AGC T ACA T T T T ACACGA T CGT AGAAAAACGC T T T T T T T - T T T AAAA T CA T - - - - - - - - - - - - - - - - - - - - - - AGT AA T T T T T A - - - GT T TGAAG
A T T AACAA TGT CAAGT T T T T TGCAC T AGTGCAAAAAA T - - A T A T T A T T AA T T T AA T T AA T T TGAGAAA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AGAAAAAAAAA T A T T T A - - - - - - AA T T AC T CACACAAAA T A TGA T T T - - - - AACAA T A T T TG - - - - - - T A T T A
A T T T T AC T AA T T T T A T T T AA T AAA T ACGA T CGAAAGAAA T A T AC T A T T T A - - - - - - - - - - - - - - - AAA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T TGT ACAA T CGT AGAAAAA TGA T T T T TGAAC T - - - - - - - - - - - AACAAAAAAA T A T T T T TGAAA T AGA T T TGTG - - TGT C TGG - -
AA T A T T T T TGTGT AA T AAAAAA T A T T T A T CC T AAA T T T A TGAACAA T T AA - A TGA TGACAGA T T T AAA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGA T A - - - - - - - - - - AAAAA T AG - - - C T T T T TGCACGA T TGTGGAAACA T T T T T T A T T T - - - - - - A - - - - - - AAGAAA T AAAA T A T T TGCAAACCA T C TGT CGAAA T A T T AA T T A
AA TGAGAA TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGT T A T T T A TGT AAC T AGTGCAAAAA TGACA - - - - - - - - - - AAAAA T AGC T AC TGT T TGCACAA T CGT AGAAAAA T T - - - T A T T T - - - - - - - A T T ACGAAAAAA TGAAAAA T T T T T T AAA T CGA TGCC T AA T T A T C T AGC T
AGCAA T A T T A T T T C T T T A T A T CCCC T AA T T T AA T T AA T - TGT A TGT T T A T T T T AA T T AAA T T AA T AAA T A T T T A T A TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T ACA T T T AGCACGA T CGT AGAAAA T AGA T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T CA T A
A T C TGGT T CAA T T C T T TGGGTGCACAAAC T T AGAAAAAA T - - - - - - - - - - - - - - - CGT CA T A T T CAAA T AGT T A T T TGTGT AAC T AGTGCAAAAA TGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAAGC T AA T AGT T T T AGT A T ACAAA T T T CGA TGGA T T T T T T
A T T AACAA TGT CAAGT T T T T TGCAC T AGTGCAAAAAA T - - A T A T T A T T AA T T T AA T T AA T T TGAGAAA T AGT T A T T TGTGT AAC T AGTGCAAAAAGGACA - - - - - - - - - - AAAAA T AGC T AC T T T T TGCACGA T CGT AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_7682.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: 1842bp; fragments: 1634; full length: 3 (>=1657.8bp)
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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 1842 bp
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TE: rnd_5_family_7682.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: 2151bp; fragments: 1630; full length: 0 (>=1935.9bp)
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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_7682
 size: 589bp; fragments: 546; full length: 15 (>=530.1bp)
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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 589 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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