
Start crop Point End crop Point

MSA length = 1511
GT A TGT T AGT A T A TGACA T AAA T T T T CAA T TGT T T T CGGT CAC T T CCGGT T A TGA T AAA - - - - - CGCGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGGT T A T T CA T T T T ACCCAC TGTGCGT C TGT AAGACAC T C TGAAA T T CA T T T T CGCA T A TGGT T T A T T T CAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCAGGT T ACAGT AGGT T T CA T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGAGT CGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A TGT TGA T T T A TGT TGT AA TGT T T T A T A T T T T AC T AGT TGAAGCC TGG - - - - - - - - - - - - - - - - CACACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCG - - - - - - AAA T AC T T T T T A - - - - - - - T T T T T T T T T AA T T AAA TGAAAAA
T T A TGT TGA T T T A T T T TGT AA TGT T T T A T T T T T T AC T AGT TGAAGCC TGG - - - - - - - - - - - - - - - - CACACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCG - - - - - - AAA T AC T T T T T A - - - - - - T T T T T T T T T T AA T T AAA TGAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - GT CGGACC T T AC T AACGA T A T ACAACAACAA T AAAGT T A - CGCGCACAGTGGAGT A T T T T T T A T A T C T ACGAAA T A - - - - - - - - - - T AGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCGT CGC T CAGACACCCAA T A - - T CA T CA T CA T CCC T T T C T CACCACAGAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCGCCGT CAAAA T AGAGT T T A - - - - - A T A T C TGT T T CAGCGAC T TGAC T AA
T T A T T T T T T T AC T TGA TGT ACCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A - CGCGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T AGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCGGCGT T - GGA T ACA T T T T AA T T C - A T T T CCAAGCCAAC TGGACGCAG - -
- - - - - - - - - - - - - - - - - - - - - - - - GT CGCGGACGGT CCGT CGCA TGTGAA - - - - - - - - - - T T A - - - CGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T AGT TGA T T AC T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGGC - - - - - - - - - - - - - - - - - - - - - - - GTGT T T T T T CAAGA T AGCC - - - - - -
GCGCGT T CGGT T CGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCAAC T T T AAGGCGCGT T TGG - - - - - TGT T T TGT TGCAAGTGAA T ACCCAA
A TGC T CCGTGT T CCGA TGC T CCACAC TGCA T ACAGGT TGT T AA T T TGT T T AA T A T T AAAGC T ACCGCGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T AGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCG - - - - - A T AACCC T A T AAGA T T CA TGT T CCCC T A T AAGT AAC TGT CCAA
A TGT CCCGCGT T CCGA TGCACCACACGGT A T ACAAA T AA T AAAAGT T T CAAA T AA TGAAA T T A - CGCGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - GT TGGGC T AGT C TGGAAGGCGCAAAA T CCGAGCCGTGGT CC T CAGC - - - - - - - - - - - - - CCGCACACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T AGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGCGACA T - - - AGT AAC T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AC - - - - - - - - - - - - - CCGCGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T T A T T CA T T T T ACCCAC TGTGCGGCGC - - - GGCGCACC T CAA T T AGAAA T C TGAGCCAGA T AGGT A T AGG -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T AGCGCACAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGAGCCGG - - - - - - - - - - - - - - A T T CAGA T T T C T A T T T A TGT AGT C - - - - - -
CGGCAAC T T T T T C T T CAA T TGCACA T CGT T T CCAAA T CGAGACA T T T T AGAA T AAAAAAGC T T - - - C T CAGAGTGGAGT A T T T T T CA T A T C T ACGAAA T A - - - - - - - - - - T TGT TGA T T A T T AA T T T T T AA T TGC T AGA T T A T T CA T T T T ACCCAC TGTGA T T C TG - - - - - - - - - - - - - - - - - - - AAA T T T T CGCCGAGT AA T T T T CGAA
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TE: rnd_5_family_9515.fasta.b.bed_uf.bed_g_1.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: 1511bp; fragments: 92599; full length: 14 (>=1359.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000 1200 1400

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1511 bp
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TE: rnd_5_family_9515.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1814bp; fragments: 90292; full length: 0 (>=1632.6bp)

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: rnd_5_family_9515
 size: 851bp; fragments: 120; full length: 21 (>=765.9bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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