
Start crop Point End crop Point

MSA length = 625
AAGGAAA TGT T AAGAC T TGAGAAAGAA T T AA T T T A T A TGC TGT T T T AGGGCACGCACACAAAGAAAGT AGGT T AA T CAGCGC T T A T T T CCGGCGCCGAAA - - - - - - - - - - - - - - - - GC T ACCAGCAAGCAGGCAACCCGC T T T C T T AGT A T CCGT ACCC T T AG - ACAA T AAGGCA T AA T T AGGT A T AAAAGA T CAA T T T T T - - - - AAAGT
- - - - - - - - - T T T AGT CC T CGACA T AGGACC T C T T T T T T T AAGT T AAAGGGT ACGCACACAAAGAAAGCAGGT T AA T CAGCAC T T A T T T CCGGCGCCGAAA - - - - - - - - - - GCGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGCCCGT ACCC T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCC
- - GGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGT ACGCACACAAAGAAAGCGGGT T AACCAGCGC T T A T T T CCGGCACCGAAA - - - - - - - - - - GCGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGT CCGT ACCCC T AC - AGT T T AGAA T CCGAACGGT AC T A T T TGAGAGGT T C T CGCGT AAA T A
AA - - - AA TGT T T AGT CCCA T A T ACAGA T C T T TGCA T CGCC T - - - - - AAGGT ACGCACACAAAGAAAGCAGGT T AA T CAGGGC T T A T T T CCGGCACCGAAA - - - - - - - - - - GCGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGT CCA T ACCC T AAG - GGT AC - GCACACAAAGAAAGC T AGT T AA T CAGC - T T T ACGAAAAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACACAAAGAAAGCA TGT T AA T CAGCGC T T A T T T CCGGCACCGAAA - - - - - - - - - - - - - - - - GA T ACCAGCAAGAAGGCAACCAGC T T CC T T TGTGT CCGT ACCC T AA T - AGT AC - - - - T C T AA T AGTGT ACAA T ACAACAAA T T T C - - - - AAAA T
AA - - - AA TGT T T AGT CCCC T A T ACAGAA T T C TGCA T CGCC T - - - - - AAGGT ACGCACCCAAAGGAAGCAGGT T AA T CAGCGC T T A T T T CCGGCGCCGAAA - - - - - - - - - - GCGT T TGT T ACCAGCAAGCAGGCAACC TGC T T CC TGT C T AGTGAC T CA T - AA T - CGT A T - T CAAA T AACA T AGGC T AGACAA T - - - - - - - - - - - - - - - - -
- - GGG - - - - - - - - GGCGC T CGGAAAA T AC T T A T T A T A T AA T T A T T AAGGGT ACGCACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T CCGGTGCCGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAGCACAAAC T ACGAAAA T A TGT T A T T AGAC TGA - - - - ACGT AA T T T
AA - - - - GT C T T AAAA T A T TGACAAAAAGT A T CCCAA T CAC TGT T - - AGGA T ACGCACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T CCAGCGCCAAAA - - - - - - - - - - GCGC T T C T T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGT C TGT ACCC T T AG - GGT AC - GGACACAGAGAAAGC TGA T T AA T AAG - - - - - ACGT - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T T T C TGT T T T AAAGT ACGCACACAAAGAAAGCAGGT T AA T CAGCGT T T A T T T C T AGAGC TGAAA - - - - - - - - - - GCGC T TGT T ACCAGCAAGCAGGCAACC TGC TGT C T T TGTGT CCGT ACCC T T ACAAA T A T - ACAAA T AGCA TGA T T T T C T AAGGT T T T C T T T - - - - AAGCG
AAGGAAA TGT T T AAACGT C T AAA T AGAAC T A T T CAAGAACC T T T - - AGGA T AAGCACACAAAGAAAGCAGGT T AA T CAGCGT C T A T T T CCGAAGT C - - - - - - - - - - - - - - GCC T T TGT T ACCAGCAAGAAGGCAACC TGCC T T C T T TGTGT CCGT ACCC T TGGAGA T A T - GGC T A T T A T T AA T TGT AA T CAGA - - - - - T T T A TGT - - A T T
- - - - - AA T A T T TGAGCC T C T AAAAA T AGAA T T ACA T T T T T T A T TGT AGGA T ACGT ACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T C TGGCACCGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAGT A - - - - T T T AGGCAAGAA TGT AAAA T C T A T TGA T ACA T T CA T T AGGGT A TGCACACAAAGAAAGCAGGT T AA T CAGC T T T T A T T T CCGGCGCCGAAA - - - - - - - - - - ACGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGTGC T T ACCC T AAG - GA T T T AAAAGT CGGT AGGCCA T T AACAA TGA T A - - - - - - - - AGGAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T ACCAGCAAGCAGGCAACCCGC T T T C T T AGT A T CCGT ACCC T T AG - ACAA T AAAGCA T AA T T AGGT A T AAAAGA T CAA T T T T T - - - - AAAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T A T A T T T T T T A T T T T T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGC T TGT T ACCAGCAAGCAGCCAACC TGC T T T C T T TGTGT CCGT ACCC T - - - AGC T A - - - - AAGT AACGTGGCA T C T T A T A T T TGA T T T T - - - - AAA T T
- - - - - A T TGT C T AAA T ACC TGCC TGA T T T T T CGCA T T T T CA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT T TGT T ACCAGCAAGC TGGCAACC TGC T T T C T T TGTGT C TGCACCC T T AGA TGT A T AAAA T A T CGAAAAAAGT CAAAGGAAAAA - - - - - - - - T AA T T
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TE: rnd_5_family_3505.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 625bp; fragments: 811; full length: 24 (>=562.5bp)
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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

After TEtrimmer 625 bp



0 200 400 600 800

0
5

10
15

20
TE: rnd_5_family_3505.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 925bp; fragments: 715; full length: 0 (>=832.5bp)

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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TE: rnd_5_family_3505
 size: 453bp; fragments: 134; full length: 45 (>=407.7bp)
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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 453 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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