
Start crop Point End crop Point

MSA length = 1255
T C T CGGC T C T AGT C T CGGA T A T C T T AAAGAC T T T CAA T TGCAAGAAA T T CGA T ACAGTGT T T T C TGTGACC TGAGT AAAGCCA T CGACAGTGTGGACCA T - - - - - - - - - - T TGT AAACC T T AA TGGT AA T T CACA TGAA T AAAA T - T T TGAA T T A TGA T T AAAAAA T AAAAAACAGAAA T AAAAC T CCAC T A T T T T C T AGAAAA T T A T AA
T C T CGGC T C T AGT C T CGGA T A T C T TGGAGAC T T T CAA T TGAAAGAAA T T CGA T ACAGTGT T T T C TGTGACC TGAGCAAGGCC T T CGAC TGTGTGGACCA T - - - - - - - - - - T TGT AAACC T T AA TGGT AA T T CACA TGAA T AAGAA T T T TGAA T C - - - A T TGC T C T A T AGGC T AC TGAAAGGGGGCAA T AGTGT C T T T AAAAAAA - - - - - -
AACAGAC T CAGACAGC T TGT T T CCGAAGT ACC T T TGGAAAAA T T A TGC T T CA T TGA T T T T C T T C TGTGACC TGAGCAAGGCC T T CGAC TGTGTGGA T CA T - - - - - - - - - - T T A TGAA - - T TGGCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACC T C T C T CC T AGAAGGGCGCCCC T AACGCACGC T C T CGGAGA T CAGA T
GCGACGT ACGA T T C T T TGGGGT A T T AG - - - - - T T T AAGTGAAACACAC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAACC T T AA TGGT AA T T CACAGGAA T T TGAA T T T TGAA T T T TGA T TGAA T T T TGAA T T T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T
TGGT AAC T T TGGT C T CGGGTGT T A T TGGT T C T TGT A T T C T T T AGT CA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAACC T T AA TGGT AA T TGACA TGAA T AAGAA T T T TGAA T T T TGA - - - - - T T T T AA T AAAC TGAAA TGAAC T TGT AA T A T AACA T CACAGT T CA T A T
T C T CGGC T C T AGT C T CGGA T A T C T TGGAGAC T T T CAA T TGCAAGAAA T T CGA T ACAGTGT T T T C TGCGACC TGAGCAAGGCC T T CGAC TGTGGGGACCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T T T CGAA T T T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T
GT T T AAC T T TGGT AAC TGGT AGC T T T AGAAA T T T T AA T T - - - - - - - - - TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAACGT T AA TGGT AA T T CACA TGCA T AAGAA T T T CGAA T T T TGA T T AAC T T C TGAA T AACGGAGGT AAAGT A T C T AGC T CA T TGAA T T AGT A T T AG
T T T CGGC T C T AGT C T CGGA T A T C T TGGAGAC T T T CAA T TGCAA T AAA T T CGA T ACAGTGT T T T C TGTGACC TGAGCAAGGCC T T CGAC TGTGTGGACCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T C T A T CAAC T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA TGA
A T TGAAC T C T A T T T TGTGGAA T TGCGGC T A T T T T T AGT TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T C T CCGGGT AAC T AGAGTGCGACC T CCA T T T AA T T A T AAAAA T CA TGT
- - - - - - - T CACCC T T T CAGTGCCCC T AAC T CCC T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAACC T T AA TGGCAA T T CGCA TGAA T AAGAA T T T TGAA T T T T TGACAAAAACCAAAC T A T CGTGA T AAAA T T A T T T T T AAA T T T T AA T A T T CACAG
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TE: rnd_5_family_3867.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1255bp; fragments: 161; full length: 27 (>=1129.5bp)
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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 1255 bp
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TE: rnd_5_family_3867.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1565bp; fragments: 160; full length: 0 (>=1408.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3867

 size: 1115bp; fragments: 188; full length: 28 (>=1003.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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