
Start crop Point End crop Point

MSA length = 1000
A T T A T TGT T TGA T T AA T A T CGGAAACA T T CAAAAAA T T TGAAC T CCGT CACACAGAGGT T A T T A T TGCAGAA T AAGGTGGT AA T AAA T AGA TGT T CAAAA - - - - - - - - - - C T T A T T T T T T CGA T T T A T T AA T T CC T AAAAAAA T T AAAA TGACC T T TGTGCGT CA T C T T CCACAAC T - - - - - - - - - - - GACAGC T ACA T CACGCAC T C T T
A T TGT CA T T - - - - T TGT T T C T AAGT T A T T T AA TGT A - - - - - - - - C TGGT ACACAGAGC T CA T T A T TGT AGAA T T AGGTGGT AA T AAA T ACA TGT T CAAAA - - - - - - - - - - C T T A T T T T T T CGA T T T A T T AA T T T C T AAAAAAA T TGAAA TGACC T C TGTGTGCCGTGCCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGA T ACC T T T
AGCA - T CC T TGA T T AGT T T T T AACA T AGCCA T TGAAC T T - - CCGT CGT CGCACAGAGGT CA T T A T TGCAGAA T T AGGTGGT AA T AAA T A T A TGT T CAAAA - - - - - - - - - - C T T T T T T T T T TGA T T T A T T AA T T CC T AAAAAAA T TGAAA TGACC T C TGAGT T - - - - ACGT T T CAA T CCCAGAAAGA T A T A T T T T T AAAAA TGT AAA T T T T
GT C T T T T TGTGA T - AA T T T T AC T A T T TGACAGTGAA T T T TGGT T T CGGT CCACAGAGGT CA T T A T TGCAGAA T T AGGTGGT AA T AAA T AAA TGT T CAAAA - - - - - - - - - - C T TGT T T T T T CGA T T T A T T AA T T CC T AAAAAAA T TGCAA TGA T C T C T A TGCGA T AGT CGCCC T A T T T AAAGAAAGAC T T A T A T T T AAAAAAAA T A T CGT -
- - - - - - - - - - - - - - A T T T ACAGA T A T AGAAA T TGAGT T T T ACCGCCGACGCACAGAGGT CA T T A T TGCAGAA T T AGGTGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T T T T T T TGA T T T A T T AA T T CC T AAAAAAC T TGAAA TGACC T C TGTGCG - - - - GTGGTGT T A T T T T A T AAAAA T - T A T TGT T AC T A T AA T CAA T T T A
A T T AAGT T T TGA T T A TGT A T CAA T A T CGT CGC - - - - - - - - - - - - A TGGCA T ACAGAGGT T A T T A T TGCAGAA T CAGGTGGT AA T AAA T ACA TGT T CAAAA - - - - - - - - - - C T T T T T T T T T CGA T T T A T T AA T T CGT AAAAAAA T TGAAA TGACC T C TGT ACGGCGAGCA T CGA TGAAC TGC T CCAA T A TGT T T T T - - - - - - - - - AC T C T T
AGT A - T T T T T T AC - AAA T T T A T A T T T T CCAACAGAA T T A - - - - - CGA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T T T T T T CGA T T T A T T AA T T CC T AAAAAAA T TGAAA TGACC T CCGTGCGT CGT A T CCAAC T T T T CAGGGTGGA T CGAC T T T T ACGT T T C T T ACGT CC
- - - - - T T T T TGA T - A T T T T T AGA T T T TGTGGC - - - - - - - T AA TGCCGCCGCACAGAGA T CA T T A T TGCAGAA T T AGGTGGT AA T AAA T ACA T T T T CAA T A - - - - - - - - - - C T T A T T T T T T CGA T T T A T T AA T T T C T AAA T AAA T TGAAA TGACC T C TGTGCGC TGGGCGCCAC T AC TGCACAAAGA T A T A T T C T T - C T T A T A T AAGT C T T
- - - - - T T T T TGA T - A T T T T T AGA T T TGGTGGC - - - - - - - T AA TGCCGCCGCACAGAGA T CA T T A T TGCAGAA T T AGGTGGT AA T AAA T ACA T T T T CAA T A - - - - - - - - - - C T T A T T T T T T CGA T T T A T T AA T T T C T AAA T AAA T TGAAA TGACC T C TGT - - - - - - - GCGCCAC T AC TGCACAAAGA T A T A T T C T T - C T T A T A T T AGT C T T
- - - - - T T T T TGA T - A T T T T T AGA T T TGGTGGC - - - - - - - T AA TGCCGCCGCACAGAGA T CA T T A T TGCAGAA T T AGGTGGT AA T AAA T ACA TGT T CAA T A - - - - - - - - - - C T T A T T T T T T CGA T T T A T T AA T T T C T AAA T AAA T TGAAA TGACC T C TGT - - - - - - - GCGCCAC T AC TGCACAAAGA T A T A T T C T T - C T T A T A T AAGT C T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAC T TGGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T T T T T T CAA T T T A T T AA T CC T AAAGAAAA T AGAAA TGACC T C TGTGCGACGACGACGACGT T CAAAGAAAAA T CAAAGA T AA T A T CAA T CAAGT T A
A T T A T T T T T T A T T T AA TGA TGAACA TGGT AA T T - - - - - - AAAAGCAACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T T T T T T CAGT T T A T T AA T T CC T AAA - AAA T TGAAA TGA T C T C TGTGAGCCA T C T T T AAGT T A T T T ACAAAA T T AGGT CC T T AAAA T AGT AA T T TGT
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TE: rnd_5_family_3864.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: 1000bp; fragments: 506; full length: 49 (>=900bp)
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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 1000 bp
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TE: rnd_5_family_3864.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: 1300bp; fragments: 477; full length: 0 (>=1170bp)

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



0 200 400 600 800 1000

0
5

10
15

TE: rnd_5_family_3864
 size: 1012bp; fragments: 509; full length: 49 (>=910.8bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1012 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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