
Start crop Point End crop Point

MSA length = 919
AAAGAC T T ACA T T A T A T T T T AGA - - - - - - - - - A - AAAA T TGT T T AGT - - - - - - - - T AAAA T CC T AGA T CA T A T A T AC T T ACGTGGA T A T A T AAACGCCA T - - - - - - - - - - CCA T AGTGGT T T ACA T A T CCACGT AAGT A T A T A TGA T C T AGGG - - - T T AA T T AAAA T ACAA T T AA T AAAAA T T A - - T AC T T T T AAAA TGT T T TGA T AAC T
- - - - - - T CGC T T CA T AGCC TGAACC T C T AC - - A - AAACC TGC T T AACGAA T T TGA T A T AAACC T AGA T CA T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T A T A T A T CCACGT AAGT A T A T A TGA T C T AGGT - - - - - - A T AAA T AAACAACCCAAAA T AAAAAA T C T T CA T T ACAA T A T C T TGA - - - - C
- - - - - - T CGC T T CA T AGCC TGAACC T C T AC - - A - AAACC TGC T T AACGAA T T TGA T A T AAACC T AGA T CA T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAGT A T A T A TGA T C T AGGT - - - - - - A T AAA T AAACAACCCAAAA T AAAAAA T C T T CA T T ACAA T A T C T TGA - - - - C
AGGAA T CAGT T T T AAAC T T TGAA T A T C T - - - - A - GA TGT CGT AGAA T - - - - - - - - AAAAAACC T AGA T CA T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T AC T T A T CCACGT AAGT A T A T A TGA T C T AGGGT AA T T AA T AAA T A T AAAACAAAAAAAGT C T AA T AAA T CGTGAAA T - T T C T AGT T A T T
GAAGCC TGGCA T T ACGAAA T T AA T T AA T CAAA - - A T AAC TGA T CGA T T T T T T TGA T AAAACCC T AGA T CA T A T A T AC T T ACGTGGA TGCA T AAA TGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACA T AAGT A T A T A TGA T C T AGGCA T AC T AA T AAA T T TGC T A T CAGGAA T TGT ACCA T AA T T T T T AAA TGT T TGGA T T T C -
A T T A T T AAGTGT T T T A T CGTGAGT T TGAA T AAA T AGAC T CACCC TGT ACGTGTGT CGCAACCC T AGA T CA T A T A T AC T T ACGTGGA TGCA T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGAAGA T A T A T A TGA T C T AGGA T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACCAGCCAC -
- - - - - - TGACA T T T T T TGC T AAAAC T A T A T T - - - A T AAAC T T T T AGT - - - - - - - - T ACA T CCC T AGA T CA T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T AC T T A T CCACGT AAGT A T A T A TGA T C T AGGGT T A T T T T CAAGTGGAAAC T TGGGAGA T CC T ACAAC T T AAC T AGA TGT AC T AA T ACA T
A T CGGA T ACC T T CA T T TGC T ACA T TGT TGACGGT ACGGT AGTGAAA T T CAA T - - T AGCAACCC T AGA T CA T A T A T AC T T ACGTGGA TGCA T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAGT A T A T A T AA T C T AAGA T AA T T AA T T AACAGA T A T A T T T T AAC T T T AACA - - - - - - - - - - - - GCC T AGGA T A T -
T T AA T ACAGT C T T ACAAC T T ACAAC T A TGC - - A TGCAGT TGAAAAA T A T A T - - - - T T CAA T CC T AGA T T A T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAGT A T A T A TGA T C T AGGGT T - - - - - T CAA T AAA T AA TGC T AAAA T TGGC T T T AA T T A T AGAA TGC T CCGT C T T C T
AACAAAAAGCGA T T T A T A T T AAGAAGA T A TGA - T AAAAA TGTGT CGAA T A T T TGT TGGCACCC T AGA T CA T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAGT A T A T A TGA T C T AGGGT T A - - - - CAAACA - - - - - - - - - - - - - - - - - - - - CA T TGT T T CGAAGT T T CGC - - - - -
T T AA T CACGC TGT A T A T AC T T AAGA T AAGT AAG - AAAACGGAA T AA T A T - - - - - - AAAAACCC T AGA T CA T A T A T AC T T ACGTGGA TGCA T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAA T A T A T A TGA T C T AGAA - - - - - - - T AAAAACACAAA T CGAAAACAAAA - - - - - - - - - - - - - - - TGT CAGA TGT C
- - - - CCAGA T C T CC T A T AC T AAA TGAC T AAAA - T AAAAAAAAAGAA T - - - - - - GC T AAAA T CC T AGA T CA T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAGT A T A T A TGA T C T AGGT C T - - - - - AAAA T A T A T T T T A T T T AAA T T AAAA T T T T CAA T TGAA T C T C T T AAA T AA T
A T AAGT T A T C T A T T T T T A T T AGAA T TGT A T A - - - - - - - - - - - - - - - - - - - - - - - T T T T T A T CC T AGA T CA T A T A T AC T T ACGTGGT TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAGT A T A T A TGA T C T AGGA T T A - - - - T T AA T AAC T AA T T AACAA T T T T AA T A - - - - - - - - - - - - - - - - - - - - - - - -
CCACGAC T A T T T T ACCGGA T CGGAGT A T A TG - - - GAAGC T AA T T T A T T T - - - - - T TGCAA T CC T AGA T CA T A T A T AC T T ACGTGGA TGT A T AAACGCCA T - - - - - - - - - - CCA T AGTGA T T T ACA T A T CCACGT AAGT A T A T A TGA T C T AGGA T T A - - - - - - - - - - - - - - - - - - - - GA T T T CAGCA - - - - - - - - - - - - GC T CCGA T T T T C
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TE: rnd_2_family_473.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: 919bp; fragments: 5424; full length: 1480 (>=827.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 919 bp
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TE: rnd_2_family_473.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: 1219bp; fragments: 5420; full length: 0 (>=1097.1bp)
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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_2_family_473

 size: 897bp; fragments: 5786; full length: 1512 (>=807.3bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 897 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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