
Start crop Point End crop Point

MSA length = 489
GT A T T T T TGT CAA T A T T T TGC T TGT A T A TGT TGAGT T CAAACAAAGCAGCGT T T A T T A T TGT ACA TGT CA T T AGT T T T CC TGTGT T AAA - - - - - - - - - - - - - - - - - - - - - T T TGCCA T T TGC T T A T A T T T A T AAAA T AAAA T T A TGT TGT T AAAA T TGT AACGAGT CAGGGAA T A T T T CAAC T AACA T - - - - CAAAA TGACAGAAAA T AC
A T ACC T C TGA T T C T TGT T T T AC TGT T T ACA T - - - - TGCC TGCAGAGTGGTGT T T A T T A T T A T A T A T A T T A TGAGCC T T T C T A TGT T AAA T AA T AA TGT T A - - - - - - - - - - T T AAAAAGT CC TGTGT A T T T A TGAAACAGAA T - - - - - - - - - - - - - - - - - - AAAAAA T AAA T AACGT T T CAGGGGC T A T T CCACCAAAAAA TGGAAGAAA T
G - - - - T T TGT T T A T A T T T TGC T TGT A T A TGT TGAGT T CAAACAAAGCAACGT T T A T T A T TGT ACA TGT CA T T AGT T T T CC TGTGT T AAA - - - - - - - - - - - - - - - - - - - - - T T TGCCA T T T - T T T A T A T T T A T AAAA T AAAA T T A TGT TGT T AAAA T TGT AACGAGT CAGGGAA T A T T T CAAC T AACA T - - - - CAAAA TGACAGA T AA T AC
A T ACC T C TGA T T C T CGT T T T AC TGT T T A T A T - - - - TGCC TGCAGAGTGGTGT T T A T T A T T A T T T A T A T T A TGAGT C T T T C T A TGT T AAA T AA T AA TGT T A - - - - - - - - - - TGAAAAAA T CC TGTGT A T T T A TGAAACAGAA T T A TGT TGT T AAAC T T T T AAAAAAA T AAA T AACGT T T CAGGGGC T A T T CCACCAAAAAA TGGAAGAAA T
- - - - T T A TGGCGT TGA T T T A T CCACGT AAGT AGGGT T AAAACAAAGCAA T - T T T A T T A T T - - GT A TGT CA T T AGT T T T T C T A TGT T AAA T AA T AA TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGAGT CAGGGAA T A T T T CAAGAAA T A T - - - - CAAAA TGACAGAAAA T AC
A T ACC - - - - - - T C T TGT T T T T C TGT T T ACA T - - - - TGT C TGCAGAA T TGC - - - - - - - - - - - - - - - - - - - - - GAGT T C T T C TGTGT T AAA T AA T AA TGT T A - - - - - - - - - - TGAAAAAA T T C T AGGT A TGT A TGAAA T AGAA T T A TGT TGT T AAAA T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGGAA T
- - - - - - T TGT T T AAA T T T TGT T TGT A T A TGT TGGGT CAAAAAAAAGCA T TGT T T A T T A T T A T ACGTGT CA T AGGT A T T CC T C TGA T AAAAAA T AA TGT T A - - - - - - - - - - T T TGT CA T T T CA TGA T A T T T - - A T AAAAAAA T T A TGT TGT T AAAA T TGT AACGAGT CAGGGAA T A T T T CGACA T AGGT T CCAAAAAA TGGT TGAAAA T AC
- - - - - - - GGT T T A T A T T T TGC T TGT A T A TGT TGGGT CAAAACAAGT T A T T - - - - - - - - - - A T ACA TG - - - TGGGGT T T CC TGT A T T CAA T AA T AA TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGAAGT A T T A T T T CACACA T T C T A T T AAGT T AA T AAAA T T A T
GT T CAGA T A T T T AAGGA T T T T T T A T AGA TGT CAAGC T CACAGAAAAC T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGT A TGCAA T TGT - T T T C T A T CGC T T C - - - - C TGT T T CACCGGAAA TGA
C T - - - - - - - - - T C T CGT T T T T C TGT T TGCA T - - - - TGCC TGCAGAA TGGT - - - - - - - - - - AAAAA TGT CA TGAGT T T C T C TGTGT T AAA T AA T AA TGT T A - - - - - - - - - - TGAAAAAA T CC TGGGT AGGT A TGAAAGAGAA T T A TGT TGT T AAAA T TGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - CGT T TGT T T A T A TGT T AC T TGT ACA TGT TGGA T CAAAACAGAGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGGT AA T AAA T T T A T T A T CCCACCAAC T A T AAACGT AAAAC T T
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TE: rnd_5_family_22241.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: 489bp; fragments: 12; full length: 0 (>=440.1bp)
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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

After TEtrimmer 489 bp
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TE: rnd_5_family_22241.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: 830bp; fragments: 12; full length: 0 (>=747bp)

TE consensus (bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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