
Start crop Point End crop Point

MSA length = 1043
AACGCAAA T - AAAACAGAA T C T AC T ACGT T T CA T C T AAGCAA T - - - - - - - AAA T A TGCGAA T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T T A T TGT CA T TGA T A T T A T CCCC T TGC TGCCA T ACGAAA T A T A T AAC TGCAACA - - - - AACAC T AA T AA T A TGCC T T T T - - - CAA TGACAGTGGCA
AACGT AAA T - AAAACAGAA T C T AC T ACGT T T CA T C T AAGCAA T - - - - - - - AAA T A TGCGAA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T T A T TGT CA T TGA TGT T A T CC T C T TGC TGCCA T ACGAAA T A T A - - A T A T A T A TGCGGAC T TGT T A T AGA T A T T T CA T T A TGGCA T T A T AA T T C T T T
C T A TGAAA T T T AGT AAGAA T T CA T T AGA T T TGGA T T AAA T A T C - - - - - T A - - - - - - - - - - - - - - - CCA T C T CCCAAAA T A T C T TGCCGTGACAC TGGA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T C T T C T AA T TGGT CA T T ACAAGAG
AACA T AAA T - AAAACAGAA T CAAC T ACGT T T CA T C T AAGCAA T - - - - - - - AAA T A TGCGAA T T ACCCA T C T CCCAAAA T A T C T TGGCGTGACAC TGGA T C - - - - - - - - - - A T TGT T A T TGT CA T TGGTGT T A T CCCC T TGC TGCCA T ACGAAA T A T A T AC TGCGCA T A TGGT A T AGGT CC TGA T T T T C T T T T C TGA T AA TGCAAGGCC T C
AGCACAAA T AGAAGGAAAAAAAA T T A T CC T T T A TGAAAA T ACCA T AA T - - - - - - - - - - - - - - - - - CCA T C T CCCAAAA T A T C T TGGCGTGACAC TGGA T C - - - - - - - - - - A T TGT CA T TGT CA T TGGTGT T A T CCCC T TGC TGCCA T ACGAAA T A T A T AA T CGAGA T A T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- A TGT AAA T AAAACAAAAAC T T T T AA T T T T T TGT CAA T A T T T T AAAA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT T A T TGT CA T TGGTGT T A T CCAC T TGC TGCCA T ACGAAA T A T A T AA T A T A T A T A T A T A T A T A T A T T AAA T T T T C - - - - - - GAAAGCGT T TGAAGT T
AACGT AAA T - AAAACAGAA T C T AC T ACGT T T CA T C T AAGCAA T - - - - - - - AAA T A TGAGAA T T ACCCA T T T CCCAAAA T A T C T TGGCGTGACAC TGGA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC T AA TGCAA T AACGT T T T CAACAA T CC T ACC - GACAGCGCCAC T T AAC
AGT A T CAA T A T AA T T AGT A T A T ACA T AA T T CCA T T T T T AGGA TGAAGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T T A T TGT CA T TGC TGT T A T TGT A T T A T TGCCA T ACGAAA T A T A - - - - - - ACAAA T A T T CGAA T T T C T T A T A T T T A TGT C - - - - - - - - - - - - - - - - -
AAA T CA T A T AA TGC T AGGA T C TGCCA T C T C T CAAC T T CA T AA T AAAA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T T A T TGT CA T TGA TGT T A T CCCC T TGC TGCCA T ACGAAA - A T A T - - - - - A T A T ACCGC T T CACGACCAA TGGT T T C T T C TGAGGCC T C T AAAAAAG
AACGCAAA T - AAAACAGAA T C T AC T ACGT T T AA T C T AAGCAA T - - - - - - - AAA T A TGCGAA T T ACCCA T C T CCCAAAA T A T C T TGGCA TGACAC TGGA T C - - - - - - - - - - - - - - T T A T TGT CA T TGGTGT T A T CCCC T TGC TGCCA T ACGAAA - - - - - - - - - - A T A T A T AA T A T A T T T CGGGA T T T C T C T T CA - CA T AGGAACCAAAAAC
- - - - - - - - - - - - - - - - - - - T T T A T T A T T T A T T A T CCACAAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T T A T TGT CA T TGA TGT T A T T C T C T TGA TGCCA T AC T AAA T A T ACAAC T T A T A TGAA T A T A TGT CC T AAACA T C T T AAC T T T ACAGGGTGGT AAAA T
T AGA T AA T A - GTGT T AGAGT A T T T AGTGA T TGGT AC TGA TGC T AAAA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAAAACAA T T T T TGT T T T AA T AAC T T T T T T T AA T AA T C T T AAACA TG
T AAAAGAA T AAAAGT CGAGCA T AC TGGT C T T CGAC TGAACGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_8819.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1043bp; fragments: 140; full length: 15 (>=938.7bp)
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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 1043 bp
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TE: rnd_5_family_8819.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: 1390bp; fragments: 123; full length: 0 (>=1251bp)
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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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TE: rnd_5_family_8819

 size: 680bp; fragments: 137; full length: 45 (>=612bp)
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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 680 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
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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