
Start crop Point End crop Point

MSA length = 3604
T A T A T T TGAAAA T A T A TGG - - - - - - - - - - - - - - - - - - - - - - - - CC TGGA T T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AGCC TGGA TG - - - - - - T C T T T T T T T AGGT CACAA T TG - CACA T ACGT CAGA
T A - - AA TGAGAACGCGCAGT T T CCAACA T AAA TGCGA T - - C T A T AC T T T C T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AA T AC T T T C T AAC - - AC T T T T C T T CAAA T CAA T ACCGT - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - T T TGAAAAC T A - - T - - - - - CAGT T T AAAGT AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AGT T T AAAGC TGCAA - - T T AAC T A T AAACAAA TGT A T T A T AAA T T T AGGGT
T AGAAA T AGAA TGACA T A T - - - - - - - - - - - - - TGT AA T T A TGGT T A T ACA T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AGT T A T ACA T A T AAA T T T T T T AC T CGT A T AA T T T T TGAGA T AGA T T T AGGT
CAC - GGT TGGAGT AAA T AAAAC T TGAAC T AAA - - - - - - T CACAAGA T AAC T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACA T TGA T A TG - - AAGT TGC T T T CGCCAGAAACAA T T AAA T AA T T T AA T
TGCAC T T CAAA T AA T AAAGGCA T T T TGAAAAA - - - - - - - - GCA T T T AAA T T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AA T T T AAA TGA T AAA TGC T AAGAC T A T CAAAA TGT TG - A T AACAA T T TGG -
AC T - GT CAAAAA TGAA T TGACAAGGTGGGGGG - - - - - - - - GGGGGGGGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AA T TGC T A TGTGT A T TGT C T CAA T CGT A T A T A T T T CGT AGTGTGT T T T AAA
- - - - T ACCGAACGGC T C T AGT A TGGCAAGC TG - - - - - - - - ACC T TGC T AC T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AC T TGC T AC T CCCCG - - - - - - - - - - - - - - - - - - - - - - - T A T A T ACGGGAGC
- - - - T C TGT CCCAGT A TGA - - - - - - - - - - - - - - - - - - - - - GAGT T ACAAGT AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AGT T ACAAGGGT AAAA T T TGA T T T TGAACAAA T A T T T T T A T A T AGTGCGT A
- - - - - - - - - - - - AA T AGT AAC T C T TGGAAA TGTGT AAA T AAAGT T T T AA T T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AGT T T T AA T A - - - - - CACCGA T T T CAAGT AAAAGT T C T AAAAAGT T ACGAA
G - - - - - TGAGAA TGAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AA T T AGAAGT T T CGA T A T T T AGC T CGGAAA T T T T T TG - A T CA T AA T T T CAC
- - - - T T T T A T AA T T T A T AGA TGT AA T AA - - - - - - - - - - - - - - - - - - - - - GT AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AGT - - - - - - - - - - - AGT C T C T A T T T AAC T AAA T A T T - - ACA T T A T T T CGGA
T ACA T T T CAGA T T C T ACGA T TGAAA T AAAGGT - - - - - - - - AAA T T - - - TGT AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T A - - - - - - - - - - - - - - - - - T AAA T T TGA T T AAGGT T T - - A T CACAC T T - - - -
CAC - CA T AAAA T AA T ACAAA T T AA T AACAAAA T A - AA T CCA T A T T AAAA T T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AA T T AAAA T AA T CAA - - - - - - - - - - - - - - - - - - - - - - - GCCA T A T T AAAA T
- - - - A TGAAAAAAGT A T CGTGT T T A T AGACAA T - - - - - - - - - - - - - - - - A T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T A - - - - - - - - - - - - AA T T T T AAA T T T TGC T T AA T A TGG - ACAA T A T T CAAC T
CGGACA T AAAAAAAAA TGA - - - - - - CAGAAAG - - - - - - - - CAGCA T AAA T T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AGCA T AAA T A TGAAAGCGT C T AGT TGGCACGGAACA - - - - - - - - - - - CGGA
- - - - - - - - - - - - - - - A T AA T T A T T A T TGA T AA - - - AA T T AACA T T AC T AC T AGTGT TGGGAAAAA T CGGA TGA T T T T AA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AA T T AC T AC T T T T TGTGT TGT T T T T TGT T AAGT T CGT - - - - - T A T T T AAAC
- - - - T T T CAAA T T T T A T T A T TGGGT AAAAAAACGT - - T T A T A T T T T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAA T AC T CGGA TGACCGAGT A T T T T T CAC T CGAGTGA T CCCA T CAC T AC T T T T - - - - - - - - - GT C T C T T A T T AGACAGAC T T AAA - - - - - - - - - - - - -
T T T ACCCCAAA T AA T T T AA T T T ACACCCCGTG - - - - A T CACACCCAAGAGT AGTGT TGGGAAAAA T CGGA TGA T T T CAA T CC T CGAGT A T T T A T CC T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_482.fasta.b.bed_uf.bed_g_2.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: 3604bp; fragments: 3265; full length: 16 (>=3243.6bp)
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No TE domain detected

After TEtrimmer 3604 bp
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TE: rnd_5_family_482.fasta.b.bed_uf.bed_g_2.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: 3904bp; fragments: 3265; full length: 14 (>=3513.6bp)
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TE: rnd_5_family_482
 size: 2373bp; fragments: 1771; full length: 0 (>=2135.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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