
Start crop Point End crop Point

MSA length = 578
AAAA T A T AA T T TGAC TGCCAAGC T CCAGTGACAGAGT AGAGCC TGCCCCACAA TGAC T AAAGAA T A T AAGGACA TGT AACGT CCA T A T ACGGGC TGCAGC - - - - - - - - - - GT CACGA T T TGC T T T CGGGTGT T A T T TGT CC T TGAA T T C T T T AGT CA T TGG - - T C TGCCA T A T AA T T A T AACCAAC - - CCAGTGC T T CGAACA T A TGGC T
T T T A T T TGA T T T T A T CGC TGAA T - - - AGTGGT T TGAGAGGT T - - - - - - - - CAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCCA T A T ACGGGC TGCAGC - - - - - - - - - - A T CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T TGAGT CA T TGGG - - - - - - - - - - - - - - - - - - - - - - - - - - C T ACAC T C T CAGTGA T T T TGCA
GT TGGT AGT T T T CGAAGT T AAA T - - - ACAGAGAAA T AA T AC T A T AC TGAGCAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCCA T A T ACGGGC TGCAGC - - - - - - - - - - GT T ACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGA T - C TGAAAGT AGT A T ACGA TGCAA T CA - CAA TGGT TGAAA T AGT TGGT T
CGGT T T C T T T T C TGTGGC TGA T T T T T - - - - - - - - - - - - - - - - GT T ACA T C T AA TGAC T AAAGAA T A T AA TGACA TGT AA TGCCCA T A T ACGGGC TGCAGC - - - - - - - - - - GGCACAA T T TGC T C T CGGGCGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGGT A T T TGAA T AAGAAGAC T AAGGAAGGA T AAAAA T C T T AGGT ACACCGCG
AAAA T T T AACC T T A T T ACCGGGC T AC - - - - - - - - - - - - - - - - A T C TGGC T CAA TGAC T AAAGAA T A T AAGGACA TGT AACGT CCA T A T ACGGGC T ACAAC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGA T AC T AGAAA T C TGAAA T CAGC TGT TGA - T CGGCCA T T T T T T A T T T T A T T
GT TGT TGAC T CA TGA T AACAGT - - - - - - - - - - - - - - - - - - - - GT AACAGCCAA TGAC T AAAGAA TGAAAGGACA TGT AACGCCCA T A T ACGGAC TGCAGC - - - - - - - - - - GT CACAA T T TGC T C T CGGGAGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGGT A T ACA T AA T A TGA T A T T CGT T T A TGGC TGA T T T T T T T T C T AAA T TGT A
AC T T T T AA T A T AAGACGT AAAA - - GCGGTGACAGAACAAAACAC TGCGACCAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCCA T A T ACGGGC TGCAGC - - - - - - - - - - GGCACAA T T TGC T T T CGGGTGT T A T T TGT CC T TGGA T T A T T T AGT CA T TGAC - TGTGGAC T ACGAAA TGAA T AAA T - - - T AA T A T T T T AA T CGCCCCC T -
A T T TGTGACC T T AGACGCCAA T C TGTGGAAAC - GAA TGAGT CGTGAAA T ACAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCCA T A T ACGGGC TGCAAC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T AGT TGT CC T TGGA T T C T T T AGT CAC TGG - - - - - - TGAAA T AACA T T AA T T AAC - - - - - - C T CAC T T T C TGT A T CGT -
ACC T T TGA T T T CACCGGT CAC T T CA T AAA T ACAAAA T T T A T CA T ACAAACCAA TGAC T AAAGAA T A T AAGGACAGGT T ACGT CCA T T T ACGGGT TGCAGC - - - - - - - - - - GT CACAGT T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGA T ACCAAAAA T A T - - - - - - - - - - - - - - - - T T A T A T A T TGAC TGTGT CGT -
T A T T T TGA T T T T A T T T CCCGA T T T T TGC TGA T AAA T T AGGT T - - - - - - - - CAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCCA T A T ACGGGC TGCAGC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGT - C T T AAAGGAA T AA T A T AGTGT AA TGAC T T T C T T T T T AA T CAAAA T A T T
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TE: rnd_2_family_204.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: 578bp; fragments: 4966; full length: 1899 (>=520.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500

26
00

28
00

30
00

32
00

34
00

36
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500

0
10

0
20

0
30

0
40

0
50

0

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

No TE domain detected

After TEtrimmer 578 bp
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TE: rnd_2_family_204.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: 878bp; fragments: 4956; full length: 0 (>=790.2bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500 600 700

0
10

0
20

0
30

0
40

0
50

0
60

0
70

0

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_2_family_204
 size: 563bp; fragments: 5237; full length: 1948 (>=506.7bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 563 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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