
Start crop Point End crop Point

MSA length = 1119
A T TGT ACGACAA TGCGACAA TGA T T AGAA TGGCCA T TGAACAGT AC TGGGAGAA T TGCCAGC T CAGGAGC T TGGAACACC T CAAAAGGAAAA T T CAC T CC - - - - - - - - - - TGT AAGGT CGCGGTGGT T AAC T T CCCCCC T CC T A T ACAA T C TGCAA T C T ACAAGT AAA - - T A T AAAACA T CCCC T AA - - - - - - - - T AA TGC T A T T T A T T T
A T C T T AC T TGAA T C - - ACGAAGT CCA T CAC T CC T AC TGAGCC T TGT T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAC T CC - - - - - - - - - - T C T AAGGT CGCGGTGA T T AAC T T CCCCCC T CC T A T ACAA T C T ACAA TGT AC T AAC - - - - - TGT ACAA T A - - - - - - - - - ACA - - - - T CACACA T CACA T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AACGT CGCGGTGA T T AAC T T CCCCCC T CA T A T ACAA T C T ACAA T C T ACAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACAAC T A T T CAA T - -
A T TGT ACGCCAA TGC - ACAA TGA T T AGAA TGGT T A T TGAACAGT AC TGGGAGAA T TGT CAGC T CAGGAAC T TGGAACACC T CAAAAGGAAAA T T CAC T CC - - - - - - - - - - T C T AAGGT CGCGGTGA T T AAC T T CCCCCC T CC T A T ACAA T C T ACAAAA T C T AAA TGGA - - - GT AAAACA T T T T C T AAAACA - - - CAAAAGT AA T A T A T T T
- - - - T T T TGGAAAC T AC T T A T A T T T C T CA T AGT T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T C T ACC T CAAAAGGAAAA T T T AC T CC - - - - - - - - - - T C T AAGGT CGCGGTGGT T AAC T T CCCCCC T CC T A T ACAA T C T ACAA T C T A T A - - - - - - - - T C T C T AA T AGT T T T TGAGA T A - - - - AAAAA T AAAACA T - -
AC T A T ACACAGGTGACAGCAA TGA T CCCAC TGT T AC TGAACAGT AC TGGGAAAA T TGT CAAC T CAGGAGCGTGGAACACC T CAAAAGGAAAA T T CAC T CC - - - - - - - - - - T C T AAGA T CGCGGTGA T T AAC T T CCCCCC T T CC T T ACAA T C T ACAA T C T ACAA TGA T CA T C T T AGAACGT T T A T T A T AA T T AAA TGCAAAAAAGA T A T T T
- - - - - - CAACCA T A T AGTGGT AC T - - - - - - - - - - - - - - GGCAACA T CA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGT CGCGGAGA T T AAC T T AC - - - - - CA T A T ACAA T C T ACAA T C T A TGT A T T T T A T CGT A T AAGAGC T T AGA T A T T A - - - T AAGGT T AC T AAA T T A
- - - - - - AA T T T T T T T AA T AA T A T T T CGT T T AGCCAC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGTGGCGGT AGT T AAC T T CCCCCC T CC T A T A T AA T C T ACAA T C T AA T A T C T C T A T T A T A T T AAA T CA T T T A T T T AA - - - C - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGT CGCGGT CA T T AAC T T CCCCCC T CA T A T ACAA T C T AC - A T C T ACAA - - - - - - - T T C T T AAAA T T T T C TGGACAAA T A T TGAA T AGAAAGA T - -
- - - - - - TGACGA T T TGACAGT TGT TGT CA T T TGT T C T C T A T AC T T T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGT CGCGGTGGT T AAC T T CCCCCC T CA T A T ACAAAC T ACAA T C T ACAAGT CAC - - CAGTGGACA T CA T T T A T T ACA - - - - AA T AAGTGT CAA T - -
GT T - - - T T T CCGTGT AA T CGT AC T AAAGT T TGT T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGT CGCGGTGGT T AAC T T CCCCCC T CC T A T ACAA T C T ACAA T C T ACAAAGAAG - - CA T TGGA T C T CC T A T T C T A T A - - - CAC T A T T T A T ACA T T C
A T TGT ACGCCCA TGCGACAA TGA T T AGAA TGGT CA T TGAA T AGT AC T CGAAGAA T TGT CAGC T CAGGAGC T TGGAACACC T CAAAAGGAAAA T T CAC T CC - - - - - - - - - - T C T AAGGT CGCGGTGA T T AAC T T CCCCCC T CA T A T ACAA T C T ACAA T C T ACAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGAGGAAAGGAA T T C
AACGT ACA T C TGT C T AAGAAAC T T TGT CGT CCCAAC T C T A T C T TGCGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CAC T CC - - - - - - - - - - T CAAAGGT CGCGGTGGT T AAC T T CCCCCC T CC T A T ACAA T C T ACAA T C T AGT T ACCGGA T CGT T T AA T A T T AA TGC T AAAAC T A T AAAAC T AAAC T A T - -
T T TGT T T AGAAA T A T AACAA T A T T TGA T A T CACAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGT CGCGGTGA T T AAC T T CCCCCC T CC T A T ACAA T C T ACAA T C T ACAA - - - - - - - T C T ACAACA - - - - - - - - - - - - - - - - AAGAGAGAAAA T T - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGT CGCGGTGA T CAAC T T CCCCCC T CA T A T A T AA T C T ACAA T C T ACAAAAC T A - T TGT T TGACGT T T AC T C T A TGAA T A T CAAA T T A T T AAA T T A
A T TGT ACGC T AA TGCGACAA TGA T T AGAA TGGT CA T TGCA T T C T AA T CGGCGAA T TGT CAGC T CAGGAGC T TGGAACACC T CAAAAGGAAAA T T CAC T CC - - - - - - - - - - T C T AAGGT TGCGGTGA T T AAC T T CCCCCC T CA T A T ACAGT C T ACAA TGGT AA T AACAAA T CGGCGAA T A T T T T T T T AAGAAA T A T AAAAAAAA T T AA T CC
- - - - - - TGA T CC T T AGGT T ACA T T C T CCAGT CC T A T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAGGT CGCGGTGA T T AACCCCCC T C - - - - T A T ACAA T C T ACAA T C T ACAACC T AAG - - - - - - - - - - - - - - - - - - - - - - - - - T AGAAC TGAAAAGT T C
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TE: rnd_5_family_7334.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 1119bp; fragments: 72805; full length: 1079 (>=1007.1bp)
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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 1119 bp
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TE: rnd_5_family_7334.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: 1424bp; fragments: 72153; full length: 0 (>=1281.6bp)
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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_7334
 size: 834bp; fragments: 71495; full length: 7162 (>=750.6bp)
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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

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 834 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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