
Start crop Point End crop Point

MSA length = 3775
T ACC T AAAAAAAGC T C T AA T T C T - - - T AGAAACGC T T A T AAA T TGAAAGGT AAGCAGA T T T T T A T T AACCACGA T C T T CCAAAAAAGAGAGAGTGT A T TG - - - - - - - - - - GAGAAAA TGT AA TGGTGA T T AA T AAACGT T A T T A T T AGT AA T - - - - - - - - - - - - - T CAAAA T CAAAA T T T T AAA TGC - - - - - - CCGT AGAA T T T ACAAAA
T A TGTGAAAGGCAGCA T AGT C T T T T T T AGGA T CAGT C T TGCAA T T AGACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAAA TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T A TGT - - - - - GT T T C T CGT A T CGA T A T CGC - - - - AC T TGCGT AAGA T AAGCGA
CGA T CAGA T AACCA T T T AA T T C T T CGT CACAAACC T CAGCAGA TGGA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAA T TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T A T T AA T T T CAA T TGGACGC T T T T AAAGGGCC T T T T C T A T AGGAGA T AGACGA
T ACC T AAAAAAAGC T C T AA T T C T - - - T AGAAACGC T T A T AAA T TGAAAGGT AAGCAGA T T T T T A T T AACCACGA T C T T CCAAAAAAGAGAGAGTGT A T TG - - - - - - - - - - GAGAAAA TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T A T T AA T T - - A T A TGAACCGT A T AAAAAAACC T CA TGT C T AAAAC T AAA T T AG
T ACC T AAAAAAAGC T C T AA T T C T - - - T AGAAACGC T T A T AAA T TGAAAGGT AAGCAGA T T T T T A T T AACCACGA T C T T CCAAAAAAGAGAGAGTGT A T TG - - - - - - - - - - GAGAAA T TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T A T T AA T T T CAA T TGGACGC T T T T AAAGGGCC T T T T C T A T AGGAGA T AGACGA
T A T - TGA T A T C T T AA T T AGA T T T T T T T AAGAA T A T T T T T TGAGTGAAGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAAA TGT AA TGA TGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T A T T A - - - - - GGACCAA T T T AA T T T AACAA - - - - A T T T ACGAAAAAAAAA T CG
T ACC T AAAAAAAGC T C T AA T T C T - - - T AGAAACGC T T A T AAA T TGAAAGGT AAGCAGA T T T T T A T T AACCACGA T C T T CCAAAAAAGAGAGAGTGT A T TG - - - - - - - - - - GAGAAAA TGT AA TGGTGA T T AA T AAACGT T T T T T T T T T T T T T T T T T - - - - - - - - - - - AA T C T CAGGT T T C TGGAAA T - - - - - - - - - - - - - - - - - - - - - - -
A T T T TGT CA T AA T A T A T AA T T C T - - - T A T AAAAA T T T T CAGA T T T T T ACAAGCC T AAA T T T T T A T T AACCACGA T C T T CCAAAAAAGAGAGAGTGT A T TG - - - - - - - - - - GAGAAAA TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T A T T AAGT AC TGT CAAGA T T T T T T T AACAGT C T T C T T T AAGCAAC T CAGAAAA
TGACCAAA - - ACCGT T T AGT T T T - - - T CGAAAA T C - - - GAAA T TGAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAAA TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T - - - - - - - - - AAC TGAAACA T A T T AAA - - - - - - - - - - - - - - - - - - - - AAA TGA
- - - - - - - - - - ACGAC T T T A T T T T C T TGAAGAA TGTGT T AGCA T CGACGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAAA TGT AA TGGT AA T T AA T AAACGT - - T CA T CA T T AA T AAGT T CA T A T A T T T T AA T CGAAA T A T AAGAGACAACCA T A T T T A T T TGACA T T TGAAA
T A TGT AA T T T ACA T A T T CA TGT T - - - T T AAAA T AC - - - - - AAA TGT ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAAA TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T A - - - - - - - - - GT C TGAAAAGAA T T CAACAA - - - - - - - - - - - - - - - A T CGGAGA
- - - - - - - - - - A T T AA T T AGT T T T T T T T AAAA T CGGT C T C T AA T CAAC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAAA TGT AA TGGT AA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T A T AAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - C T T CCAGT AA T CCGGA T AC
TGACCAAA - - ACCGT T T AGT T T T - - - T CGAAAA T C - - - GAAA T TGAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAAAA TGT AA TGGTGA T T AA T AAACGT T A T T A T T A T T A T T A T T A T T - - - - - - - - - AAC TGAAACA T A T T AAA - - - - - - - - - - - - - - - - - - - - AAA TGA
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TE: rnd_4_family_534.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 3775bp; fragments: 575; full length: 20 (>=3397.5bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500 3000 3500

50
10

0
15

0
20

0
25

0
30

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500 3000 3500

0
50

0
10

00
15

00
20

00
25

00
30

00
35

00

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 3775 bp
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TE: rnd_4_family_534.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: 4097bp; fragments: 598; full length: 5 (>=3687.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_534

 size: 1764bp; fragments: 748; full length: 2 (>=1587.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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