
Start crop Point End crop Point

MSA length = 750
GA - - - - - - GT C T T A T - - GGGGACA T AC TGT A TGT A - - - - - AGC TGC TGAA T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGC - - AA - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGCCGT AAAAAGT AGT T T CGGT CGGGCAC T A TG - - GT CGAAGC T A T A T T AAAGT TGGAAA - T A T AGT AAAGT T T TGTGAGG
AAAA TGT AAAGC T A T AGT AA T A T A T T T AGT A TGCCAACAAC T AAAA T A T T - - - - - - - - - - - - - - - - - - - - - A T T T CGGT T T CGGCC T AGT T T CGGCAAAA - - - - - - - - - - GAAA T T CGGT T T CGGT T ACAGCCGT AAAAAGT AGT T T CGGT CGGACAC T A - - - - - - - AAAA T A T T A T ACACC T CGACA T - - - - - - - CACGTGT C T C T ACG
T A T AA T - - - - - - - - - - A T AA T A T A T AC TGGGTGT TGT AAAGA T T AAA T T T T AGTGT CCGACCAAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAAAC - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGCCA T AAAAAGT AGT T T CGGT CGGACA T T A T AA TGT T AAAGC T A T C T CAAAA T TGAAAA T T A T AGT - - T C TGT T A T T A - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT TGC T AA T AGTGT CCGACCGACA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAAAA - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGCCGT AAAAAGT AGT T T CGGT CGGACAC T A T TGTGT AAACGCGCGT CCAGTGT T AAAAGT - - - - - - AAAGTGT T T T AGTG
CCAAAGT AGA T AAGT TGT AA T T TGT T T T AGCA T CAA T A - - T CC T AAAA T C T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T TGACAAAA - - - - - - - - - - - - - - T T CGGT T T CGGT T T CGGCCGT AAAAAGT AGT T T CGA T CGGACAC T A - - - - - C T AAAA T CC T C T AAAAC TGT A T TGT - - - - - - CAAC T A T T T CAA - -
CA - - - - - AGAGA T ACAA T T A T T T A T T A TGT T A T CAA T AAAGC TGT A T C T T T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAAAA - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGCCGT AAAA TGT AGT T T CGGT CGGACAC T AGT A T - T A T A T A T AA T C T AAGT A T T T AAAGC - - - - - - AA T A T A T CGAGCGA
CAA T AC T AGAA T CA T - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAGAAC T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A - - - T T AAAA T TGT T T TGA T AGT T CCAGA - - - - - - AA T AAA T CAA T AAA
CAAAGT - AGGGT TGT AA TGAGGTGT T C TGGTGT T T - - - - - - - - - - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CGGT T T - - - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGCCGT AAAAAGT AGT T T CGGT CGGACAC T A - - - - - - T AAAA T TGT T T T TGAGT A T ACAG - T A T AA T - - - C TGT T T T T AAA
- - - - - - - - GGCC T - - - - T AGAAGAA TGTGT A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGCCGT AAAAAGT AGT T T CGGT CGGACAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AGG - - - GC T T TGTGGAG
CCGCGT T - - - - - - - - - GTGT AACA T CACAGA T AACG - - - - C TGTGGT AAC T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T T CGGCCGT A T AAAGT AGT T T CGGT CGGACAC T A TGGA - AAAACA T AAAGT T CAAGT T CAAAGT - - - AGT AA TGT T T T - - - - - -
A T A T T T AAAGAC T AGAGT T AAGT A T AC T A T - - - A T A T AAAAAAAAA T T T T T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAAAA - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGC TGT AAAAAGT AGT T T CGGT CGGACAC T - - - A T - T T A T AGCA T T CCGGAAA T T CA T A T - - - - - - - - - - - - - - - - - - - - -
CCGAGGA - - - - - - - - - A T AAAA TGCAC TGACCA TG - - - - - GT CC TGGTGA T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T - ACCAAA T T ACC T AAAAC T A - - - - - - - - - - - - - - - - - - - - - - - - - -
GACAAA T - - - - - - - - - GGAGGGTGT CA TGT A T T T T - - - - - CCGTGT A T AGT AGT A T CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAA - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAA T T T AA T A T ACAAA T T CA T T A T - - - TGT AAAA TGT T T AAAA -
CAC T AA T - - GGT T A T - - - - - - - - - - - - - - - - - - - - - - - - - T AGT CC T AAC T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - A T A T AGT A T T CCA T T T AAAA T AAA T A T T AGT A T T - - - - - T T CGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGGCAA T A - - - - - - - - - - GAAA T T CGGGT T CGGT T T CGGCCGT AAAAAGT AGT T T CGGT CGGACAC T AAAA T - T TGAA T CACCC T T T A T A T TGGCAA - - - - - - - - AGA T A T T T T T AAA
T - - - - - - - - - - - - - - - - T T C TGCA T T A TGAA T A T T - - - - - ACA T T CGGGC T AGTGT CCGACCGAAA T T T CGGT T T CGGT T T CGGCC T AGT T T CGACAA - - - - - - - - - - - - GAAAGT CGGT T T CGGT T T CGGCCGT AAAAAGT AGT T T CGGT CGGACAC T A T T - - G - - - - - - - - A T AGT A T AA T C - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - GCC T TGT CAGGCGCCACCC TGT A T A T A - - - - - GT A T AGCGAC - - - - - - - - - - - - - - - - - - - - - GT T T CGGT T T CGGCC T AGT T T CGGCAAAA - - - - - - - - - - GAAA T T CGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T T CGGT T T CGGT T T CGGCCGT AAAAAGT AGT T T CGGT CGAACAC T A T A - - G - - - - - AGT A T AGCAAAACACAAAA - T A T AGC - - - - - - - - - - - - - -
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TE: rnd_5_family_2832.fasta.b.bed_uf.bed_g_2.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: 750bp; fragments: 317; full length: 40 (>=675bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 750 bp
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TE: rnd_5_family_2832.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1059bp; fragments: 272; full length: 0 (>=953.1bp)
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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_5_family_2832

 size: 685bp; fragments: 253; full length: 43 (>=616.5bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 685 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before 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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