
Start crop Point End crop Point

MSA length = 342
- - - T T TGTGTGAGA T T T TGAAGT T AAAAAAAC T AAAC - - - - T A T - - - T A TGAACGAAACGAGTGAAAGACAGACAC T T C T A TGA T T A T T T T A T TGT T T T T - - - - - - - - - - GGAGCCGAAAAA T AC TGC T CACAC T CGGCCA T CC TGAC T CAAAGAGT C T T C T TGGTGCC T T AGT CAGCAAA T AGCA - - - - - - - AC T C T T T T TGT ACCCAG
T C T C T T A T A TGA T C T A T T AA TGCCAGACCAAACAAGT - - - - T ACA TGT AAGAACGAA T CGAC TGAAAGACAACCAC T T C T A TGA T T A T T T T A T TGT T T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACAC T CGGCCA T CC TGAC T CAAAGAGT C T CC T TGGT ACC T T AGT CAGCAAA T AGGG - - - - - - - AC T C T T T T TGT ACCCAG
- - - T AAA T A T AAA T AAA T AAA T AAA T AA T AAA T AAA T AA T AAA T AAA T AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGAA T A T T T T A T T A T T T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T T ACAC T CGGCCA T CC TGAC T CAAAGAGT C T T C T TGGTGCC T T AGT CAGCAAA T AGGA - - - - - - - AC T C T T T T TGT ACCCAG
- - - - C T A T A T AGT C T T T CGA TGT T - - - - - - - GCAAA T - - - - T A T AAGT A TGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGAA T A T T T T A T T A T T T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACAC T CGGCCA T CC TGAC T CAAAGAGT C T T - - - - - - - - - - - - - - - - - CA T A T AGGA - - - - - - - AC T C T T T T TGT AACCAG
T C T T CAGAA T AGGAC T T A TGTGT AA T T AAAAA T A T A T AAAAAAA T AC T AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGA T T A T T T T A T TGT T T T T - - - - - - - - - - GT TGCCGAAAAA T AC TGC T CACA - - - - T AA T A T - - - - - - - - - - - - - - - - - T AAAA T AC T A TGGGT C T T AAA T AAA T ACA T T T AAC - - - AAAAGTGC T T AA
GCAC T AA T A - AGGCC T T TGGGGT AC T - T T AAA TGAGCAA T C T T C TGA T AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A T AA T T A T T T T A T TGT T T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACACAAGCA T T A T CAAACAAAAAGAGTGT T T AAGAAAA - - - - - - - - - - AAACAAAAACA T AAC - - - - - - - - - - - - - - - - A
T T T C T A T CA - - - - - - - - - - - - - - - - - - ACAAA TGTGT T ACA - - - - AA T AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGA T T A T T T T A T TGT A T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACAC - - - AAA T AA - - - - - - - - - - - - - - - - - T C T T A T C T TGT AGT T A T T AAGT A T - - A T A T AAAAC T AGA T T T CCAC T AAA
T C T C T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGA T T A T T T T A T TGT A T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACACAAGT AACA T - - - - - - - - - - - - - - - - - AAA TGT A T CA TG - T C T T T A T A T AA - - A T AC - - - A T C TGT T T TGT T T CCCC
- - - A T CAAA TGAGCA T T T AAAA T T T - - - - - - T T AAA T T A T T T A T A TGT AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGAA T A T T T T A T TGT T T C T - - - - - - - - - - GT CGCCGAAAAA T AA TGCCCACAC T CGGCCA T CC TGAC T CAAAGAGT C T T C T TGGT ACC T T AGT CAGCAAA T AGGA - - - - - - - ACCC T T T T TGT ACCCAG
A T A T CGAAAAAAGGT T T A T T CGT T T T AA T AAA T A - - - - - - - - - - - AA T A TGAACGAA T CAAGTGAAAGACAACCAC T T C T A TGA T T A T T C T A T TGT A T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACA T AAAGAAA T T C - - - T TGGAC - - - - - - - AAGTGC T C T AAAGACC TGAGA T AAAGA T AAAAAAC - - - - - - - - - - - - - - -
GCAC T AA T A - AGGCC T T TGTGGCAC T - T T T AA TGAGT T A T C T T C TGGT AAGAACGAA T CGAC T AAAAGACAACCAC T T C T A TGA T T A T T T T A T TGT T T T T - - - - - - - - - - GT CGT CGAAAAA T AC TGC T CACAC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AAAACAAGGA T A T AAA - - - - - - - - - - - - - - T T A
GCAC T AA T A - AGGCC T T TGTGGT AC T - T T T AA TGAGCAA T C T T C TGA T AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGAA T A T T T T A T TGT T T C T - - - - - - - - - - GT CACCGAAAAA T AC TGC T CACAA T A T CAC - - - - - - - - - - - - - - - - - - - - TGTGGT AA T - - - - T T C T T AAA T A - - - A T T T AAA - - - - - - - - - - - - - - A T A
T T A T AAA T AAA T AACGT TGT A T T A T T - CAACGT T A T T AAA T T AA T AC T A TGAA TGAA T CGAGTGAAAGACAACCAC T T C T A TGAA T A T T T T A T TGT T T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACAA T AC T T A T - - - - - - - - - - - - - - - - - - - T C TGGAA T T ACAGA T CGCAAAAAA - - - - - - - - - - - - - - - - - - - - - CC - - -
GTGGT AA T A - AGGCC T T TGTGGT AC T - T T T AA TGAGT T A T C T T C TGA T A TGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGAA T A T T T T A T T A T T T T T - - - - - - - - - - GT CGCCGAAAAA T AC TGC T CACA T AAGT AA - - - - - - - - - - - - - - - - - - - - T C T C T T T T C T - - - T T T T CAAA TGA - - - - - - - - - - - - - - - - - - - - - - - - - -
A T A T TGAAA - AACA TGT CGA T T T CAC - AAAAA T AAG - AAACAAC T TGT AAGAACGAA T CGAGTGAAAGACAACCAC T T C T A TGA T T A T T T T A T TGT A T T T - - - - - - - - - - GT TGCCGAAAAA T AC TGC T CACAC T TGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T AAAA TGAA T A T A T - - - - - - - - - - - - - - - - - - - A
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TE: rnd_5_family_1327.fasta.b.bed_uf.bed_g_1.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: 342bp; fragments: 132; full length: 62 (>=307.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 342 bp
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TE: rnd_5_family_1327.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 643bp; fragments: 132; full length: 0 (>=578.7bp)
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TE consensus genomic coverage plot (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_1327

 size: 320bp; fragments: 179; full length: 85 (>=288bp)
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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 320 bp



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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