
Start crop Point End crop Point

MSA length = 1185
ACGAGAAAAGT T T TGT T A T T AA T AGT AGT T A T TGC T AA T A T A T T T T T T T AGT T AAAAAA T A T T T A T TGT A T AAAA TGACA T TGCAAAA T AAAAACAGA T T - - - - - - - - - - T T CCGGA T T T T A TGT ACA - - - - GT ACGT T AA T A - - - - - - - - - A T ACG - - - GA T T T T C T AGCA T T AA T T T AA T AAAA T A T T A T A TGA T T AAACAAAGAACG
ACGAGAAAAGT T T TGT T A T T AA T AGT AGT T A T TGC T AA T A T A T T A T T T T AGT T AAAAAA T A T T T A T TGT A T AAAA TGACA T TGCAAAA T AAAAACAGA T T - - - - - - - - - - T T CCGGA T T T T A TGT ACAGT AGGT ACGT T AA T A - - - - - - - - - A T ACG - - - GA T T T T C T AGCA T T AA T T T AA T AAAA T A T T A T A TGA T T AAACAAAGAACG
GCAAAAAAA T T T T TGTGA T A TGTGT T T T T T T T AA TGAACGTGT T T T A TGTGT T AAAAAA T A T T T A T TGT A T AAAA TGACA T TGCAAAA T AAAAACAGA T T - - - - - - - - - - GT CGAAAA T T T T TGT AAGGCGGT T T CAA T T C T A T C T TGT T T T C T A TGAGG - - - - - - - - - - - - - - C T T C T T A TGGGAGAAC TGGCAA TGGT T CAAAAC T TG
GCAAAAAAA T T T T TGTGA T A TGTGT T T T T T T T AA TGAACGTGT T T T A TGTGT T AAAAAA T A T T T A T TGT A T AAAA TGACA T TGCAAAA T AAAAACAGA T T - - - - - - - - - - GT CGAAAA T T T T TGT AAGGCAGT T T CAA T T C T A T C T TGT T T T C T A TGAGGCA T T A T T T ACA T T TGT CA T CACGTGACAAAC T T CGAGCA T T C T AAACGCA
A T A - - - - - - - - - - - - - - - - - - A T A T CAGA T A T CA T T - - - - - - - T TGT AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCA T T T AGCGA T AA T T T A T T T T AA T A T T AA T T AGGGA TGT CGGAAA TG
T T T AAGACGT T T T T A T T AAA T A T AAAA T T CACA T TGAAGA TGA - - CGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGAAAA T T T T TGT AAAGCGGC T T CAA T T A T A T C T TGT T T T C T A TGCGT C TGT A TGTGGGGCCCA T T T AC T T CAA TG - - - - - - - - - - - - - - - - - - - - - -
ACAAAAA T AG - - - - - - - - - - - AAACCC T A T ACA T CAGA T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAAAA T T T T T A T AAGGCGGT T T CAA T T T T A T C T TGT T T T C T A TGAGGT A T C T T CCCGGGC T AAA T AAA T T CAAAA T AAA T T CC T T AGA T AAA T AGT T
ACGAGAAAAGC T T T A T T A T AAA T AGT AGT T A T TGC T AA T A T A T T T T T T T TGT T AAAAAA T A T T T A T TGT A T AAAA TGACA T TGCAAAA T AAAAACAGA T T - - - - - - - - - - GT CGAAAA T T T T TGT AAGGCGGT T T CAA T T C T A T C T TGT T T T C T A TG - - - CA T TGT C T AA T A T T - A T T AA T TGCAA T A T AGT AAAAAAAAA T AAAA T A T A
A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CGAAAAA T T T TGT AAGGCGGT T T CAA T T C TGT C T TGT T T T C T A TGAGGCAGGT CGT AGT A T T CGGCCCCCA T AA T A T TGAAAGAAAAAAAGAGTGCGG
A T A - AAGAAA T T T AGGT A T A T C TGGT A T A T ACCCAGAAGGTGTGGGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_3556.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: 1185bp; fragments: 216; full length: 45 (>=1066.5bp)
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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 1185 bp
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TE: rnd_5_family_3556.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: 1564bp; fragments: 207; full length: 0 (>=1407.6bp)

TE consensus (bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_3556
 size: 1490bp; fragments: 237; full length: 44 (>=1341bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1490 bp
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PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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