
Start crop Point End crop Point

MSA length = 2741
T T T T T AA T AAA TGAA T CAC T CCCAAACA T T CGT T T T A T CAGT T T T C T T C T AACC T TGT A T A TGAA T T T T T AAAGT AGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGA T AA T A T AC TGGT A T A T A - - - - - GT TGT C TGGT AAAGT T AA T TGA T T TGC
T T CGA TGA - AACCCACA T C T CCACGGCGT T T A T T T - T T CC T T T AGTGT CCAACC T TGT A T A TGAA T T T T T AAAGT AGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCAGA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGGCCA T A T T T T AGT T T T T C T - - - - - - - - - - - - - TGC TGT AAC T T T C T C T A T
- - - - - - - - - - - T T AA T T T TGT TGAAGT AAGTGT - - - - A T CAGT A T T AAC T - - - - - - AGT AGT A T T A T T T T AAAGT AGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGGT A T T - - AC T AA T AGT T - - - - - - - - T TGA T AA T AA T T T AA T T T T A T T T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCACA T T T TGT CAAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGC T ACGA T T T CGT T T T A T T AGT T AAGC T TGT AA T CC TGT AA T T - - - - - - - -
CCC T A T AA - - - C T TGT T A TGGCA T TGT AA TGT T - - - AC T T AGT C T T A TGCA T CC T TGT A T A TGAA T T T T T AAAGT AGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CCAGAGA T TGACCAAC T T T AAGAA T A T A T AAACAAGGGT A T T A - AAGAGT A T T T - - - - - - GACCAA T T A T AGAA TGAC T A T CC T T AC
C T AGT CCAAAA T T T T T T T C T CAAAAA T A TGCAC - T T T CCGAA T TGT A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCACA T T T TGT CGAGAAGT TGACCAAC T T T CAGAA T A T A T AAACAAGGGT AGT A T C T AGA T A T T C T - - - - - GT AGT AACA T AGGCAGAACCGGACGAA
T T T T T AAC - - A TGAACGT T T A T T C T T AAAACAA - - - A T CAAGCGA T ACC T - ACC T TGT A T A TGAA T T T T T AAAGCAGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGC T AA T A - - - CC T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGA T CAAC T T T AAGAA T A T A T AAACAAGGC T AA T A TGT CAACAGGT T - - - - A T T T T TGT CAA T AA TGACA TGT A T TGA T
C T T T ACCA - GC TGT ACAAC T C TGGAA T ACCCAGT T T A TGAAAAAGTGAA T AACC T TGT A T A TGAA T T T T T AAAGT AGC T CAACC T AAGGCGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGA T AAAA - GC T AGT T CAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T C T T AAAA - - GCCGGT T A T TGT AAAGT ACACA T - - - AA T AAGT AGT ACC T AACC T TGT A T A TGAA T T T T T AAAGT AGC T CAACC T AACACGT T T A TGGA T - - - - - - - - - - CAGCACAGT T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGC T AC T - - AGCAA T A T A T - - - - - - - - TGT AAAA T AGACAAAA T CGA T T T T T
A T CACAAGAAGAAGGT C T CGT CGAAA T AAA T AA T T CC T CAA T T T ACAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCA T A T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGA T AA T A - GT T AA T A T T CA T A T T AA T A T ACACGTGAAAAAAC T TGCAGCC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGC T A T T A T A T AAACACAC T AAGGGT A T T T A T AA T A T AGAAAA T T CA - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCACAGT T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGT T TGT A T T C T T AGACC T T AA T T ACCC T T A T AA T AA T T T AA T T T AC T T TGG
T T C TGAA T - - AAGT AA T AGT A T AGT A T AC T T A T - - - T TGAAA T AA T ACA T - ACC T T A TGT A TGAA T T T T T AAAGT AGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGA T AGAA - - - CGGAGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T A T A T AAA T A T A T A T A T A T A T AC T A T A T A T - - - AA T A TGCGGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCGAC T T T AAGAA T A T A T AAACAAGGGT A T T A - - - - - - - - - - - - - - - - - A T A T CGAGAAAC T A T AGT T ACAC T CGT
- - - - - - - - - - - CCGGT AGT CC T AGAAAA T ACAC - - - CGT AAA T A T T AC - - - - CC T TGT A T A TGAA T T T T T AAAGT AGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGA T A T T A T AGT AA T A T A T T AA T T AAA T A TGT AA T ACAA T AAA T AGT T T T T C
T CA TGAAA - - - CGTGT T A T T A T CAAA T A TGCCG - - - AAGA T A TGT C T T A T - ACC T TGCA T A TGAA T T T T T AAAGT AGC T CAACC T AAAACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T TGT CAAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGT T AA T A T T ACAGTGT T T A - - - - - GCC T TGGAA T AGCAAGGT ACAGC T TGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCACA T T T TGT CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGA T A T T A - - - - - - - - - - - - - A T T A T C TGCC T AA TGC T T AGCCCAA T CC TGT
C T T T T A TGGAA T T AA T AA T T T TGTGACGT T TGA T T T AAAAAA T A T T T T T T CACC T TGT A T A TGAA T T T T T AAAGT AGC T CAACC T AAGACGT T T A TGGA T - - - - - - - - - - CAGCACA T T T T A T CGAGAGGT TGACCAAC T T T AAGAA T A T A T AAACAAGGGT AA T A TGT TGT CA T A T T AA T T T T T T AAGT AAAAA T T AAAAAAAAAA T AC
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TE: rnd_1_family_471.fasta.b.bed_uf.bed_g_2.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: 2741bp; fragments: 41008; full length: 45 (>=2466.9bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

50
00

10
00

0
15

00
0

20
00

0
25

00
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500

0
50

0
10

00
15

00
20

00
25

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000 2500

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2741 bp
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TE: rnd_1_family_471.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 3050bp; fragments: 41003; full length: 19 (>=2745bp)

TE consensus (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_471

 size: 496bp; fragments: 933; full length: 548 (>=446.4bp)
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Before TEtrimmer 496 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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