
Start crop Point End crop Point

MSA length = 2702
CAC - - - - - - - - GGAAAAAGGCCGGT C T T TGCCAACCGTGT A T ACAGGGT A - - - - - - - - - - AGT AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT - - - - - - - - - - AAAGAA TGT AA - C T AAA TGA T T TGT T T CCA T A T T T TGAC T T T T T A T AC T CA
T T T T A - - AA T TGT A T AA T AA T A T A T A T T T T AAAAAAA T C TGT ACA T C T T T - - - - - - - - - CAA T AGT CCAGGAAAC T T A T T T T T AA T T ACA TGT TGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT AC - - - - - T - - AAAGAA - GT AAAAGT AACAA T T TGT T C T AA T A T T T T AA T T CGC T ACA T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAA - - - - - - - - - - - - - - A T A T A T AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT AA T ACC T - - - - - - - - - - - - - - A TGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GA T CAA T AACA T AGGAAAAAA T AAA T AACACAAAAGA TGT A T AAAAC T T A - - - - - T T AC T AGT AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCACC T T AA T TGCCC TGGAGT A T AGT A T T C T ACAAAGTGT AAA TGT AGCGAA T TGT T T T CA T A - - - - AAA T AAA T A T A T T CA
T C T TG - - T A T T T T T AAACAAAGTGT C T C TGACCCAA T T C T AGA T ACAACC - - - - - T T CCAGT T AGT CCAGGAAAC T T AA T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGCAAGTGTGT TGAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGC T T AGACAAA
T CA T A - - AA T T T AAAAA T AAAC TGTGAA TGGC T T AAACGTGAA TGACACAAGAGT T CA T T T A T AGT CCAGGAAAC T T A T T T T T AA T T ACA TG - - - - - - - - - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T T - - - - CCGAAAGAA T - - - - - T AAAGCAACCG - - - - - - - - - - - - - - ACGC T T T AAGT CGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAAAGTGT AA T T TGAA T T A - - - - - T T A T A T T AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A TG - - - - - - - A T TGGT T CCACAGCGAA TGACA T - - - - - - - - - - - - - - T A T C T CCA T AGT T T
GT T T AA T AAGC T T A T A T T A TGAGACAGT T CCAAAAAA T A T T A T A TGCGCAAGAGTGT C TGT A T AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT AGT AGGG - - - - - - - - - - - - - - - CGAGGT AA T T T - - - - - - - - - - T T T AAAGC T T AAAAAC T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T CGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T CAGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T T A T AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T T ACGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGCCAA T ACA TGTGGACCAAGGAC T T A T T T CGGC TGGT T T T ACAAGCA T CAAAGT A T CACCA T AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T CAA T TGCCC TGGAGT ACACCAA - - - - - - - - - - GT T AAAAAAC T AAGT C - CC T T CA T CAA T T AAA T C T T CA T C T C T A
T AA - - - - CAGCA T A T AA T AACGCA T T T T TGCAAA T T CA T CGT T TGGT A T T AGGGT T T CCCAA T AGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGCGGCACC T T AA T TGCCC TGGAGT ACAACCC T CGAAAGAA T - - - - A T CAAAC T AGC T - T T T T AA T A T T T T AGA T AA T TGCA T CGT
CC T - - - - - - - - - - - - - - - - A T AGA TGACA T AGAAAA T C T TGAACGC T T T T A - - - - - - - - T T AGAGT CCAGGAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T T T AA T AGCGCAC T AA T T CCACGT T A T T T T T AAC T AC T T T AA TGGT A TGAGAGT T T A T AAA T AGT T T A T AAAAC T T A T T T T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGTGGCACC T T AA T TGCCC TGGAGT A T T A T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T ACC T T T T T TGA T T AA
T A - - - - - - - - - - GA T AA T T A T AGGT AA T CGT T AA T A T TGAA T T TGA T T T T - - - - - - - - - - A T T CGT CCAGGAAAC T T A T T A T T AA T T ACA TGGTGC T CGT - - - - - - - - - - GGGA T T T TGT T CCACGAGGCACC T T AA T TGCCC TGGAGT A T T A - - - T CGAA TGGACGT AAGCAAAA T AAC T TGT T T T C T T T T T T T - - - T T T T T ACA T C T A
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TE: rnd_1_family_844.fasta.b.bed_uf.bed_g_3.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: 2702bp; fragments: 1885; full length: 29 (>=2431.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2702 bp



0 500 1000 1500 2000 2500 3000

0
5

10
15

20
25

TE: rnd_1_family_844.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 3002bp; fragments: 1885; full length: 0 (>=2701.8bp)
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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_1_family_844
 size: 2177bp; fragments: 1255; full length: 34 (>=1959.3bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 2177 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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