
Start crop Point End crop Point

MSA length = 1315
T C - - - - C T T A TGT T T A T TGAAAA T T AA T A T T C T TGC T T T A T CCACAACGA T T AA T T T AA T CACAC TGCCGCACAGTGGA T CGACCCAA TGCAA T T TGC TG - - - - - - - - - - GAAA T A TGT A T T TGT A T AGAAAAA T TGGT T T T T AA T CGAGT T AAAA T T T T T T C TGAAGT ACA - - T CC T AA T ACA T AC T T - - - - - - - - - - T AGGT T TGCA T
T C - - - - C TGA TGA T T T CGT CCAC T T AGAGGCA T CGGT T CGT AACGACGGGC T C T C T ACA TGAAAACGT CGCACAGTGGA T CGACCCAA TGCAA T T TGC TG - - - - - - - - - - GAAA T A TGT A T T TGT A T AGAA T AA T TGAAAC T T AA T T AAAC T AA T A TGA T T CAC T A TGCGT CGT A T CCAA - - - - - - C T TGCAGGGCGGA TGCACCGT CGC
T T AA T T - - - - T T C T AGGT T A T A T TGTGC T A T T T C TGT T A T T T CAGAGAAA T T AA T T T AAAGAAGACGAAGCA T AGTGGA T T T AC T CAA TGCAA T T TGC TG - - - - - - - - - - C T AACACGCCA T T A T A T CGA T TGT T T AAAA T CCGA T T AAACCGA T A TGA T A T CA TGGGC T CGA T T T T TGAGACACGT T T A TGGCGT A - - - AACCGCGTGT
T CAA - - T TGA TGT TGAGCGACGGTGCACACGGT CCCACCC T ACAAAGT T - - - - - - - - - - - - - A T ACAACGCACAGTGGA T CGA T CCAAGGCAAC T CGC TG - - - - - - - - - - GAAA T A TGT A T T TGT A T AGAA T AA T TGAAA T T T A T T T AAAC T AA T A TGA T CCAC TGTGCGACGT T T TGT T T ACA T C T T C T CAGGGT AGA T AAGGA T T TGT
T T A T T TGCGA T T C T CAC T A T AACGT ACCGCCACCGT CACGT CCAG - - - - - - - - - - - - - - - - - - - GCAACCCACAGCGT A T CGACCCAA TGCAA T T TGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGAGT CA T A T T AACA T CAAAA T CAAA T T C T CA TGCCAACCAA T T T T CA T
T T - GT TGGCACAC T AGA T T CAAA T T T AAAA T ACGA T T TGT T T T T AAGCGA T T AA T T T AGTGA T ACC T AGACACAGTGAA T CGACCCAA TGCAA T T TGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGCGGGCAAAA T T T A T AA T AA T AAA T T T T AGCGC - - - - - - - - - - - - - -
C T AAC T ACCA T AGT AGG - - AAAAGAGGAACGGCGT A T CGA T C T CCAGC - - T T AA T T T AA TGAA T CCGCCGCACAGTGGA T CGACCCAA TGCAA T T TGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T AGT T CAAAA T CCAA T AAGTGT T C T T TGTGT AAACAA T CCCGCAC
C T - - - - - - - - CGGT CGAC TGT ACCCAGAAGT AAACA TGTGT ACAAAAAAA - - - - - - - - - - - - A T T T T AAGT C T A TGAGA T CGACCCAA TGCAA T T TGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AACACA T T T T T T T TGAAAAA T T T T C T T C T AGCGAAA - - - - - - - - - - - -
A TGGT T T T CGGT A T CCC TGA TGT T CCGGAGTGT TGT T T T C T T CC TGGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGAC T CA T T T TGT CC TGCAG - - - - - - - - - - GAAA T A TGT A T T AGT A T AGAA T AA T AGAAA T T T AA T T AAAC T AA T A TGA T CCAC TGTG - - - - - - - - - - - - - - - - - - - - - A TGGCGT AG - TGAGT T T C T C T
T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T - - - - CCGACGCACAGTGGA T CGACCCAA TGCAA T T TGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCCA T AA T A TGA T AAAAGT AGT T T TGC T T T CAAACAAA T TGAACA TGGT
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TE: rnd_5_family_4651.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_ce.fa_gs.fa_bc.fa
 size: 1315bp; fragments: 16014; full length: 0 (>=1183.5bp)
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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 1315 bp
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TE: rnd_5_family_4651.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: 1877bp; fragments: 15294; full length: 0 (>=1689.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_4651
 size: 947bp; fragments: 4551; full length: 44 (>=852.3bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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