
Start crop Point End crop Point

MSA length = 5633
- - - - - - - - - - - - - - - - - - - - - - - - T T TGT A T T AA T AA T T T A T T AAACA TGT T - - GTGTGTGTGTGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T AGGTGTGTGTGTGTGTGT A TGT A T A - - - - - - T T TGAA TGAAAAAA T TGAGAAAAAAGCAC T - - - - - - -
C T T AAAGAGCAAA T T A T T C T T A T A T A T AAAGAA T A TGT A T A T A TGTGT TGT T - - GTGT A TGTGTGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T AGGTGT A T A TGT A TGTGTGTGT A T A TGT A T - - T - AAAAAAAA T CA T T A T ACAAGG - - - - - - - A T T A T A
C T T AAAGAGCAAA T T A T T C T T A T A T A T AAAGAA T A TGT A T A T A TGTGT TG - - - - - - - - - - - - - - - TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGT A T A TGT A TGTGTGTGT A T A TGT A T - - T AAAAAAAAA T CA T T A T ACAAGG - - - - - - - A T T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGTGTGGT TGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGAGCGTGCGTGT C TGCAC T TGT ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CC T AAAGGAAAAA T T AA T T T CC T C T A T T T AAACACCAGA T A TGT AC T C TGT A - - GTGTGTGTGGGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGT A T AGGT AAGTGTGGGT AAAAGTGAAC T AAAAAAAAAA T A T CA T AAA TGAAAGAG - T A T CA T A
T C T AAAA TGGA T AGGA TGCCCA TGCAA T TGGT CACA TGGT T T C T A T CC TGT T T T T TGTGT A TGTGTGTGT A TGT C TGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGTGTGTGTGTGTGTGT AGGGGGGT A - T AA TGAAA - - - - - - - - - - - - - - - - - - - - - - GT T A TG
C T CAAA T AGGAA T CCAC T T CCGGAAAAACGGA - - - - - - - - - - - - - - - - - - - - - - T C T TGT A TGT A TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGCA T T TGT A T A TGTGTGTGT T T T T A T - C T AAAGTGAAAGCAACGAA T T T AAA T AGG - - - - - - - -
T T T AAA T T T T A T A T T A T T A T T TGAAA T A T CGAAAAA TGT T T T A T T AAA T T T T - - - - - - - GT TGT T TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AA T T C T T T TGT T CGT T T T C TGT A T T TGTGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGCGTGTGTGTGT T T AAA - - - - - - - - - T A T TGAAA - - - - - - - - - - - - - - - - - - - - - - A T T T T T
T TGT AAAAACAA T CCAC T T AA T T AGAGT T AA T T A T A T AACA T A TGT A T - - - - T T A T T TGAACGTGTGT A T A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGT T TGT CAACGTGT A - - - - - - - - - - - - - T AAA T TGAGC T CGT CAAAA T T A T CA T CGT - GT CA T T
T TGACA TGAGAAAC T A T T C T TGT AGAGGGCGCA T C T ACA T A T T T T T T ACGT T T AGT CGGT ACC TGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGAAAC T AC - - - - - - - - - - - - - - - - - TGAGT AAAAAA T A T ACA T T T A TGACGT T T T TGC T C T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGTGTGTGTGTGTGTGTGTGTGT A T A TGTGTGCAGT AGT AA T A T T TGTGACA T ACC - - - - - - -
T T T AAAGAAGCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGTGTGTGTGTGT T T AC - - - - - - - - - - T T A T AAAA T CAA T A T A T ACACAC T T AAGT TGCAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGACGACC - - - - - - - - - - - - - - - TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGT ACA T T TGTGT A T AAAAAAGCAA T T AA T T T CAA T ACAAGAAC T AA T AA T ACA T T - T C T AA T
T T TGAGC TGGGGAAC - - - CC T AAAAACACAGAA T T T CAA T T T T T CAC T T AC T T TGTGT T CA T - - - TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT T A T ACGTGT A T TGGTGGT T T AGTGTGTGT AAAAA TGT C T A T T - T T T TGAAAGA TGT T CGT A TGT T A T A T TGT T C T T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT A TGC - - - TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGT ACA TGAGTGCC T - - - - - - - T A T A T AAA T A TGGAAC T AGAACGC TGAA T A TGGT TGT CA T T
T T CAAA T ACAA T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T T AGTGTGTGTGTGTGT A T T T T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - A T T T CCA TGT T TGTGAAAACCCGA T ACGAGTGT TGT T T TGCGAGTGTGCGTGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGT TGCCGAGTGTGCAGCAGAA TGGT T - T TGACAACA T - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T T AA T A T T A TGC T A T T A T AA T A T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGT A TGTGTGACCA T A T T TGTGACACC T TGTGT - - - - - - - - - - CACGGT TGT CACAAA T A TGGT CA T ACGTGT A T TGGTGTGTGTGTGTGTGTGTGTGT - - - - - - - T AGGGGT AGT ACC T A T A TGT TGACC TGGA T T - - - - - -
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TE: rnd_1_family_992.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: 5633bp; fragments: 43365; full length: 4 (>=5069.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5633 bp
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TE: rnd_1_family_992.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: 5934bp; fragments: 43327; full length: 4 (>=5340.6bp)
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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_992
 size: 2580bp; fragments: 28391; full length: 28 (>=2322bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500

20
00

40
00

60
00

80
00

10
00

0
12

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

Before TEtrimmer 2580 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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