
Start crop Point End crop Point

MSA length = 859
- - - - - - - - - - - - - - - - - - - - AAAAGC T TGT A T AC T CA TGGA T CAGGA T C T T AAA - - AGA T C TGA T T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T - - - - - - - - - - GT A T T T T TGT T T T T T T T TGT T T T CGA TGCGCAGT T T T TGT CAGGGGACCCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T C T AAGCAA T
AGT T CC T TGT AAGT A - - - - A T AGGGC T AAGAA TGAC T CGA T T T AGAACA T T AAAAAAA T T T TGGT T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T - - - - - - - - - - GT A T T T T T - - - - - - - - - - - T T T T CAA TGCGCAGT T T T CGT CAGGGGACCCC T - AA T T T T T ACA T A T A T T T - - - A TGAA T AGGAGAA T ACAC T T T T AAGAG
- - - - T T T T AA - - - - - - - - - - - - - - - - - - - - - - - T T T T T T C T C T AAA - - - - - - - - - - - T T T T AAGT T ACCA TGAC TGAAAC TGT CCA TGC T T AA T A TGT C T - - - - - - - - - - GT A T T T T TGT T T T T T T T TGT T T T CGA TGCGCAGT T T T CGT CAGGGGACCCG - - - - - - - - - A T T T T T ACACCAACGAAA T A T TGT A T T - - - AC T A T A T T AC
AGT T A T T TGTGA T T AGAC - A T AGA T C TGAAAAGGCCGCAGT - - - - - - - - - - AAAAAGAC T T TGT T T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT C T - - - - - - - - - - GT A T T T T TGT T T T T T T T TGT T T T CGA T ACGCAGT T T T CGT CAGGGT ACCCCGGGGA T T C TGT AAC TGT CCAAAC TGT C T AGTGA T T CA T AC T T A T T CGGC
- - - - CC T TGAAGA T - - - - - - CACAAA T AAAA TGT T C T T AA T T T AGAA T AA T - - - A T T T T T T CGGT T ACCA TGAC T AAAAC TGCCCGTGC T AAA T A TGT C T - - - - - - - - - - GT A T T T T T T - - - - - - T T TGT T T T AGA TGCGCAGT T T T AGT CAGGGGACCCC T AAAAC T T CC T A T A TGT C T T - - A T T AA T A T AAGC T T A T A T CGT T T TGGT
AGT T T T T TGGTGT A TGA T T - - - - - - - - - - - - - - GT T T T A T T T TGC TGT TGT - - - - - AACACCGGT T ACCA TGAC T AAGAC TGCCCA TGC T AAA T A TGC T T - - - - - - - - - - GT A T T T T T - - - T T TGT T TGT T T T CGA TGCGCAGT T T T CGT CAGG - - ACCCGT AGGT T CCAA T CC T CAAC T - - - - - - - GT AA T A T AA T AGACGA T A T C TGC
AGT T T T T TGGTGT A TGA T T - - - - - - - - - - - - - - GT T T T A T T T TGC TGT TGT - - - - - AACACCGGT T ACCA TGAC T AAGAC TGCCCA TGC T AAA T A TGC T T - - - - - - - - - - GT A T T T T T - - - T T TGT T TGT T T T CGA TGCGCAGT T T T CGT CAGG - - ACCCGT AGGT T CCAA T CC T CAAC T - - - - - - - GT AA T A T AA T AGACGA T A T C TGC
- - - - A T T CGAAGT TGGA T T AAGAAAA T AAAGT CC T CC T AC T C TGGG - - - - - - - - AAGT T ACCA T T T ACCA TGAC T AAAAC TGCCCA TGC T AAA T A TGT T T - - - - - - - - - - GT A T T T T TGT T T T T T T T TGT T T T CGA TGCGCAGT T T T CGT CAGGGGACCCGAGAAAACAAACAA T C T AGC T AAGTGAACAC TGCAC T AGAACCGT T C TGC
AGT T C T T TGCAA T T AGT T T A T AA T C TGGACGAGCGT T T A T T T CCGAGA T A T T AAAAAAAA T CGGT T ACCA T AACGAAAAC TGC T CA TGC T AAA T A TG - - T - - - - - - - - - - AC T AGCCCCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T T AGGC T T T TGGGT T - - A T AAA T AGCGCCC T AAGCA T A T T C T AC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGGT T ACCA TGAC T AAAAC TGCCCA TGCCAAA - - - - - - T - - - - - - - - - - GT A T T T T TGT T T T T T T T TGT T T T CGA TGCGCAGT T T T CGT CAGGGGACCC - - AA T A T A T AAA - - - - AGCCGAAC T T AA T CACGTGACAAGT T T A T T TGGT
A T T AGT T T AAAA T TGAA T T A T CGGAGT AAAAA TGT C T T T T TGTGCC T CGCCAAG - - CCC T AA TGT T ACCA TGACGAAAAC TGCCCA TGC T AAA T A TGT C T - - - - - - - - - - GT A T T T T TGT T T C T T - - TGT T T T CGA TGCGCAGT T T T CGT CAGGGT ACCCC T AA T A T AC T AGA T A T AGACAAAA T T AA T T A T A T T ACA T T T T TGT T TGT T
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TE: rnd_4_family_619.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: 859bp; fragments: 632; full length: 68 (>=773.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 859 bp
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TE: rnd_4_family_619.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: 1159bp; fragments: 632; full length: 0 (>=1043.1bp)

TE consensus (bp)
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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_4_family_619

 size: 839bp; fragments: 628; full length: 70 (>=755.1bp)
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Before TEtrimmer 839 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



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

TE consensus after TEtrimmer (bp)
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