
Start crop Point End crop Point

MSA length = 164
AC - - - - AGT A T A T ACC T A TGT T ACC TGTGGT AA T A T CAACA T A TGACA T C - - - - - - - - - - - - CAGACCAC T CAC T AGCGAGCA TGA TGAGCAGCA TGC T T - - - - - - - - - - T CCA T T TGCCAACA TGT TGCCCAACA TGT T CCC T AGTGAGTGACCCGC T T T AGAGAAAAAAAAAC T - T T T AC TGT A TGA T T A T ACCC T AAAC TGT A T - - A
T T T T T - - - - - - AGT T T T A T T T AAAAA T T A T AA T A T CGAGGA T AA T T T A TG - - - - T AC T T AAGCAGGCCAC T T AC T AA TGAACA TGT T AACCAACA TGC T T - - - - - - - - - - T CCA T T CCCCAAGA TGT TGCCCAACA TGC T T CCCAA TGAC TGGCA TGC T T AA TGT AAAAAAAGCA T - - - - - - - - - - - - - - - - T T ACA T AGAC T T T T T - - -
GT CGT - CGCA TGT AAC T A T T T T AGC T T T T - - - - - - - - - - - - - - - - - - - - - - - - T T C T T AAAGCGGGCCAC T CAC T AAGGAACA TGT TGAGCAACGTGC T T - - - - - - - - - - T CCA T T CACCAACA TGT T CCCC T ACA T - - - - - CCAGTGAGTGGCC TGC T T AA T T CAGAAA T T C T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
AAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGT AAAGCAGACCAC T T AC T AGGGAGCA TGT TGAGCAACA TGC T T - - - - - - - - - - ACCA T T CGCCAACA TGT TGCCCAACA TGC T C T C T AGTGTGTGGCC TGC T T T AA T A T T AAGA - - - - - - - - - - - - - - - - - - - - - T AA TGT AACA T T T CA - - T
A T T T T - - - - - - A T T A T T TGT T CGT A T T T T AAAGT T T T A TGA T A T C TGA T AA - T - CAC T AAAGCAGAC T AC T CAC T AGAGAGCA TGT TGAACAACA TGC T T - - - - - - - - - - T CCA T T CGCCAACA TGT TGCCCAA T A TGC T CCC T AGTGAGTGACC TGC T T AAGA T T A - - - - - - - - - - - - - - - - - - A T C T T T C T AAAA T AAGT T - - - - - - -
T T T T A T - - - - - GTGCCAC T T AAA T T CC T CGCAGT AGT A T CA T A T C T CCGG - - C T - - T C T T AGCAGGCAAC T CAC T A TGGAGCA TGT TGAGCAACA TGC T T - - - - - - - - - - T ACA T T CGCCAACA TGT TGCCCAACA TGT TGAC T AGTGAA TGGGTGGC T T T AA TGAAAAA T A TGA T - - - - - - - - - - T T T T T T CAACCCAAGC T T CA T A T T
ACC T A T AA T A T A T CGC T T T T T TGA T T T T T CAAACGACACCACA T AACA T A - - - - - - - - - - - - - ACGCGAC T CAGT AGGAAGCA TGT TGAGAAACA TGC T T - - - - - - - - - - T C T A T T TGCCAACA TGT TGCCCAACA TGC T CCC T AGTGAGTGGT C T AC T T T AGT T A T A T ACAGAC - - T T T T C T A T ACA T TGT T AA T T TGAAGTGTG - - - A
A T CCA T AGT A TGT CACCGA T T CA T CAGGT A T A T C T T AC T T AAAA T AAA TGA T - - T A T CA T AGCAGGC T AC T CAC T AGGGGGCA TGT TGA T CAACA TGC T T - - - - - - - - - - T CCA T T CGCCAA T A T A T TGCCCAACA TGC T CCC T AGTGAGCGGT C TGC T T T AGT T AAAAAA T T ACCA TGT AC TGT A T T T T T ACAAAA T A TGCCAGCAA - T
CCACA - - - - - - C T CC T CA T T AAA T A T T A T T AAGAGT T T CAGAA TGACACGAA T T AAC T T AAGCAGGCCAC T T AC T AGGGAGC T TGT TGAGT AACA TGC T T - - - - - - - - - - T CCA T T CGCCAACA TGT TGCCCA T CA TGC T CCC T AA TGAC TGA T C TGC T T AC TGT A T A TGAA TGT T T T T CAC - AAAAA T T AA T AAA T T AAGA T TGA T AAA
ACA TG - A T T A TGTGA T A T AAC T AACA T A T TGA T A T T T AACAAAACA TGT - - - - - - - C T AAAACAGGC T AC T CAGT AGGGAGCA TGT TGAACAACA TGC T T - - - - - - - - - - T CCA T T CACCAACA TGT TGCCCAACGTGCCCCC T AGTGAGTGACC TG - T T T AAGT A T A T AA T A T T T A T T CA T T A T A T A T T T A T T AC T T AGA T AC T T CA - T
T TGT T T - - - - - GT T T T T T T T T TGC T T C TGA TGACGA TGTGGTGA T A T ACC T T T T CGGT AAAGCAAGCCA T T CAC T AGGGACCA TGT TGAGCAA T A TGC T T - - - - - - - - - - GCCA T T CGC T AACA TGT TGCCCAACGTGC T CCC T AGTGA T TGGCGTGT T T T CGACAGA T T TGGT T T - - - - - - T A T A T AGT T T T T AAA T AA TGT TGT T A T C
T ACCA - - - - - - T T T A T T T A T T T A T T T T T T T T T AA T T T C T T T CGT T CAA T - - - - - - - - - - - - - - GGGA TGC T CAC TGGAAAA T A TGT TGAGCAAGA TGC T T - - - - - - - - - - T CCA T T CGCCAACA TGT TGACCAACA T AC T CCC T AGTGTGTGGCC TGC T T T T A T T AAA - - - - - - - - - - - - - - - - - AA T T T A T T AAC T T AAA T T A - - - - - -
T CC T AA - - - - - CC TGT TGC T C T AGT T T C T CACAAA T T AAGT A T T AGTGT AA T T CCA T T AAAGCAGGT CAC T CAC T AGGAAGCA T A T TGAACAACA T T C T T - - - - - - - - - - T CCA T T TGC T AACA TGC TGCCCAACA TGC T CCC T AGTGAGTGGCC TGC T T AAGACGT A T T ACAGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A
A T C T T - - - - - - A T T T T AAC T CAA T A T T T T TGTGT A T T - - - - - - - - - - - - - - - - - - - T T T AAGCAGGCCAC T CAC T AGGGAGCAGGT TGAGCAACAAGC T T - - - - - - - - - - T CCA T T CGCCCACA TGT TGT CCAACA TGC T C T C T AGTGAGTGACC TGC T T T T T AC T C - - - - - - - - - - - - - - - - - - - - - - - - - TGAAA T AGGA T TGCC - - A
T T T T C - AGT A T AGT T T CC T AC TGC T T T T T T TGGGA T C - - - - - - - - - - - - - - - - - T A T T AAAGCAGGCCAC T CAC T ACGGAGCA TGT T AAGCAACA TGC T T - - - - - - - - - - T CCA T T CGCCAACA TGT T AC T CAACA TGC T T CC T AGCGAGT AGCCAGC T T T AGT C TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G
- - - - - - - - - - - GT T T T T TGT AC T T TGT C TGT AACAC TGT A T A T T T A T A T - - - - - - CA T T A T A T AGGCCAC T CGC T AGGGAGCA TGA TGGGCAACA TGCC T - - - - - - - - - - T CCGT T CGCCAACA TGT TGCCCAACA TGC T CCC T AGTGGGTGGC T TGC T T T AGACACGGAA T CGACA T T T - - - A T T CACGT T T CA T T TGACACA T T T A - T
AGA T T - AGT AA T T T A T T AA T A T A T A T T T AGT CAA T A T A T T A T AGCAAAA T A T - - T C T T T AAGCAGACCAC T CAC T AGGGAGCA T A T TGAACAACA TGC T T - - - - - - - - - - T CCA T T CGCCAACA TGTGGCACAACA TGC T CC T T AA TGAGTGAAC TGC T T T AC T AA T C T A T T TGCAA T T T - - - A T AGC T A T A T TGCA T AACA T A TGT A T C
AA - - - - - - - - - A T T AC T AGAC T AA T C T AC T CGGT AACA TGAAAGAA T A T T A T T T CA T TGAAGCAGGT CAC T CAC T AGAAAGCA TGT TGAA T A T CACGC T T - - - - - - - - - - T CCA T CCGCCAA T A TGT TGCCCAACA TGC T CCC T AGT - - - - GGCC TGC T C T AAAAA T AGAA T CA T A - - - - - - - - - - - - - - - - T AGAGT AAA T T A T ACA - A
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TE: rnd_4_family_4594.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: 164bp; fragments: 180; full length: 22 (>=147.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 164 bp
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TE: rnd_4_family_4594.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: 466bp; fragments: 177; full length: 0 (>=419.4bp)

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_4594
 size: 160bp; fragments: 154; full length: 16 (>=144bp)
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No TE domain detected

Before TEtrimmer 160 bp



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

TE consensus after TEtrimmer (bp)
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