
Start crop Point End crop Point

MSA length = 1352
T AAAAG - - - - T TGAAAACAGAA T A T T T ACAGT T C T T C T C - - - - T A T C TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T CCCGA T T T AGCA T CA TGGGC T CCCC T AC T A T A - - - - - - - - - - - - - GCAGAA T A TGGA TGT T TGA T A T T T AA T T A T T T TGT AACAGTG - - - - - - - -
C T T AA - - - - - - AA T A T T T AAAAAAA T T - CGA T T T T A - - - - - - - AAA T AA T AGT AGGGGAGT CCAAGGGGGGA T T CCGGGAGT T AC T AAAGCACGGCAAA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T T A TGGGC T CCCC T A T T A T A - - TGCAAA - - ACAGAAGAGT A TGAAAA T AAAAAACAGA T CA T AGC TGT AGCGGT A T T T CAAGT
T C T AA - - - - T T AA T T A T AAACA T A T T TGTGT C T C TGT T T A T T - T T A T T A T AGT AGGGGAGCCCAGGGGGGGA T T T CGGGAGT T AC T AAAGCGTGACAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CA TGGGC T CCCC TGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGTGGT ACAAGGGT AGT ACACA T
A T T AAA T A T AGAA TGAAA TGGAAA T T - A T A T T ACCA T AGT - - - CC T T TGT AGT AGGGGAGCCCAAGGGTGGA T T T CGGGAGT T AC T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CA TGGGC T CCCC TGC T ACAAGT ACAAAA TGAACAAAAAAGCCAA T C T CAAAAACGAAACAGT T T TGT AAAG - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T CCCGA T T T AGCA T CA TGGGC T CCCC TGC T A T A - - - - - - - - - - - - - - - - - - - - T T T AACGT T C TGAA T ACA T TGAAA T T AAAGAAACAAAC T - - - -
- - - - - - - - - - - CA T T ACGAAAA T AA TGA TGCA T T T AC TGA - - - AAC T AA T AGT AGGGGAGCCCAAGGGGGAA T T T CGGGAGT T AC T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CA TGGGC T CCCCAAC T A - - - - - - - - - - - - - - - C T TGCA T T T CAAAGT T CA T C - - - - - - - - - T T T CC T AGAA T CA T TGT AGA T
- - - - - - - - - T T A T A T A T A T A T A T A T A - A T A T A T A T A T A T A T A - T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T CC TGA T T T AGCA T CA TGGGC T CCCCAAC T A T A T - - - - - - - - - - - - AAC T AACC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT AAAAA T T T T AA T T T AAAAA TGT C T - T AC T AA T A T T T A T ACA T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T CCGA T T T AGCA T CA TGGGC T CCCC T AC T A T AA T - - - - - - - - - - - - - - - - - - T T T AA T TGT CGGCGGACA T TGAGA T ACAAAA T A T A T T T TGT T T
AGT AAAAA T T T T AA T T T AAAAA TGT C T - T AC T AA T A T T T A T ACA T T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T CCGA T T T AGCA T CA TGGGC T CCCC T AC T A T AA T - - - - - - - - - - - - - - - - - - T T T AA T TGT CGGCGGACA T TGAGA T ACAAAA T A T A T T T TGT T T
C T T AAAA - - - T AA T AA T CAAAA T A T C - - CGC T T T T AC T A - - - - AAAC T ACAGT AGGGGAGCCCAAGGGGGGA T T T CGGGAGT T AC T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T T A TGGGC T CCCGTGC T AA - - - - - CAAA T T AAACGAAAAA T T AAA TGC T T AACA T A T AA T C T T C T T T AAAAAAC T CAACGAAC
T T T AAA T T T TGGA T AA T ACGAA TGGC - A TGC T T C TGA T T AAA T T T CCAA T AGT AGGGGAGCCCAAGGGGGGA T T T CGGGAGT T AC T AAAGCGCGGCAGA T - - - - - - - - - - - - - - T CCCGA T T T AGCA T CA TGGGC T C T CC TGC T ACA T - T ACAA - T T AAAAGT CA T T A T T AA T A T T T T AC - - T AAA T CAGGT AGT AA T A TGT A T T TGAAG
- - - - - - - - - - - AAA T ACAAAAA T AC T - - - - - - - - - - - - - - - - - AAA T T A T AGT AGGGGAGCCCAAGGGGGGA T T T CGGGAGT T A T T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CA TGGGC T CCCC T AC T A - - - - - - - - - - - - - - - CGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAA T AA TGTGGT C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C T T T A T T T - - - - T AC T AACAGT AGGGGAGCCCAAGGGGGGA T T T CGGGAGTGAC T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CAAGGGC T CCCC T AC T A - - - - - - - - - - - - - - - AGACGA T T T T AAGAGA T AAAGT T T A T T TGCAC T AAGGAAC T T T T CCGAC T
T T CAA - - - - - CAA T AAAA T T AA T A TG - GCGCCA T CG - - - - - - - T CC T CGT AGTGGGGGTGT CCAAGGGGGGA T T T CGGGAGT T AC T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CACGGGC T CCCC T AC T A - - - - T ACGAA T T AAAA TGAAA T T T AAA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C T T T A T T T - - - - T AC T AACAGT AGGGGAGCCCAAGGGGGGA T T T CGGGAGTGAA T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CAAGGGC T CCCC T AC T A - - - - - - - - - - - - - - - AGACGA T T T T AAGAGA T AAAGT T T A T T TGCAC T AAGGAAC T T T T CCGAC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T CCGA T T T AGCA T CA TGGGC T CCCC T AC T A T AA T - - - - - - - - - - - - - - - - - - T T T A T T TGT CGGCGGAC - - - - - - A T ACAAAA T A T A T T T TGT T T
T AC T AGAAAA TGA T ACC T A TGAAAC T - AAA T T AC TGT T T A T T C T AC T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGCCGA T T T AGCA T CA TGGAC T CCCC TGAA T - AA T T A T AAA T T - - - - - - - - - - GCCAA TGTGT T ACCC T CGT T CCA T T TGAAAAAA T TGA TGAGA T
- - - - - - - - - - - AAA T ACAAAAA T AC T - - - - - - - - - - - - - - - - - AAA T T A T AGT AGGGGAGCCCAAGGGGGGA T T T CGGGAGT T AC T AAAGCGCGGCAGA T - - - - - - - - - - T AAA T CCCGA T T T AGCA T CA TGGGC T CCCC T AC T A - - - - - - - - - - - - - - - CGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAA T AA TGTGGT C
C T T AAAA - - - T AA T AA T CAAAA T A T C - - CGC T T T T AC T A - - - - AAAC T ACAGT AGGGGAGCCCAAGGGGGGA T T T CGGGAGT T AC T AAAGCGCGGCAGA - - - - - - - - - - - T AAA T CGCGA T T T AGCA T CA TGGGC T CCCC TGC T - - - - - - - - - - - - - - - - T T T AAAA T TGA T AGCGGGT T A T CAA T T CGCGT CAGAAAAA TGCCGC - - - -
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TE: rnd_5_family_7658.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: 1352bp; fragments: 66; full length: 5 (>=1216.8bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1352 bp
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TE: rnd_5_family_7658.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: 1672bp; fragments: 67; full length: 0 (>=1504.8bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7658

 size: 410bp; fragments: 478; full length: 53 (>=369bp)
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Before TEtrimmer 410 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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