
Start crop Point End crop Point

MSA length = 3953
- - - - - - - - - - - - - - - - - - - - AAAA T TGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T ACCA T T T T AGT A T TGAAAA T AA T T C T AGCCGCGT T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T C T - - - - - - - - - - - - - - - AA T C T C T T C T A T T CGGT AGT AAAAAACA
- - - - - - - - - - - - - - - - - - - - AGGA T CGAAGAAACA T AA TGGAACA TGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T C T T AC - - - - - - - - - - - - - - - - - A TGAAAAACGAC T C T CGAAAAAGGAAAG
T ACGT AGGT CCGGT T C - - - - T ACAGGGTGT T AAAGT C T T AA T A T T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT T ACGCA TGT TGCAAAA T C TGTGAA T T T T T CCAAA - - - - - - - - - - - - - - - - - GAAACGCAC T T T T T T T A T T T CACCGGTG
T T AA T AAACCCCACAA - - - - AAAACAAAAAAAA TGC T T C T AAAA TGGT AA - - - - - C T T T T T AGC T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T T - - - - A T CA T AC - - - - - - - - AA T T T A T CGAAACCCAAAA T AGT T AAA -
- CCA T T ACC T T - - - - - - - - - - - - - - - AAGA TGAAA T T TGGAA - - - - - GAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA - T T T T T T T CA T T T TGACA T CACAA T A T AA T A T A T AAAA T T C T T AAGTGAC TGAC -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T TGA T T T T AGT A T TGAAAA T AC T T C T AGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T A T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T T AA T TGA T A
- AAGT AACC T CCA T T C T T AAAAAA T AGAGAGGGAA T T T TGT AGT T CGGAA T AAAA T T CA T TGGT T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T T CA T T T TGACA T CACAA T A T AA T A T A T AAAA T T C T T AAGTGAC TGAC -
AAAA T AAAGTGCGT TGT T TG - - - - - T A TGACAAC T T T T TGT AG - - - - - - - - - - AA T CAC T TGGC T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGT A TGT TGCAAAA T C TGGGA T T T T T T T T ACAC T T TGAG - - - - - - - - - - AA T AAGT AAA T T AC T CC T A TGA T AAGAA
- AAGT AACC T CCA T T C T T AAAAAA T AGAGAGGGAA T T T TGT AGT T CGGAA T AAAA T T CA T TGGT T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T T CA T T T TGACA T CACAA T A T AA T A T A T AAAA T T C T T AAGTGAC TGAC -
- A T T T CA T CA T CC TGC T T AAAAAA T AAC T AAAGGT T - - - AAA T T T AA T AA - - - - - - - - - - - - - - - T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGTGACAG - - -
- A TGT CACCA T - T AAC T TGAA T C TGAGT T T AAAGA TGGCGAGT T T CAAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA - T T T T T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGTGACAG - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T - - - - - - - - - - - - - - - - - AA T A T AA T ACACA T T A T ACA T AAACAAAAGACG
T AGGT CAACCCCGTGT - - - - - - - - - AAGGGGGAAGCA T T A T AGT A TGGGC - - - - C T CC T T A T TGT T T T AGT A T TGAAAA T AC - - C TGGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T A T TGA - - - TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGACAGGTG
T AAAACGT CCCGCAAGC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T T T T T T T T AGT A T TGAAAA T AC T T C T AGCCGCGT T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T C T T T TGT CC T CACAAAAGTGT T T T TGAA T T T T C TGAAAAAAAAA T A
- - - - - - - - - - - - - - - - - - - - - GGAGGGGGCGAAGACC T T AAGGGGCGCAA T A T AA T T CAA - AC T T T T T AGT A T TGAAAA T AC T T C TGGCCGCG - T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - T A T A T AA T AAGAC T ACA TGAAAA - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAA T T A TGCGT AGA T T T TGT T T TGT T T T T AGT A T TGAAAA T AC T T C T AGCGGCGT C T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT CGCGCA TGT TGCAAAA T C TGTGAA T T T T T TGC T A T A - - - - - - - - - - - - - - - AC TGGT CA T AGT C T T CGAGC TGT AGCGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A T - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T AA T T TGA T AACA T CGC T A TGT A T T T TGT AAAA T T T T TGTGC T AGAA T AA
T T AA T AGGGT T CCCGT T T AGAACCC T AAAAACAAAA TGTGAACGA TGA T T T AAAA T T T TGT AAC T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T AA - - - - - - - - - - T T T CAA T ACGCC T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T A T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGTGT T A T T AGT A
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TE: rnd_1_family_632.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: 3953bp; fragments: 59872; full length: 4 (>=3557.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 3953 bp
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TE: rnd_1_family_632.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: 4262bp; fragments: 59834; full length: 3 (>=3835.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

0
10

00
0

20
00

0
30

00
0

40
00

0

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_632

 size: 746bp; fragments: 1491; full length: 174 (>=671.4bp)
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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 746 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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