
Start crop Point End crop Point

MSA length = 5932
A T A T T T T T T AA T T A T AAA T AAA T T T AAGT T TGGGT AAACAGA T C T A T T A T T T A TGA T AA T - AAAAAAAAAACAAAAC T T CA T T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - - - AACAACGAACCCACGAC TGC T CGCAAA - AAGACG
- - - - - - - - - - - - - - - - - - - - AGGT T A TGT CA T TGT T A TGT CA T T CGGT AA - - - - - A T - - - - - AA T AGCAAAAAAAAC T T CAA T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGA - - - - - T C T A T AGAAAAA TGC - - AAAAACGA T T - - - - - - - - - TGAGGGAA - CAA T T A
GT C T T T T TGA T T AGT AGAAAAAGC T AAGAAAC T T T TGAC T T T T CCAGT AA T T A TGA TGA T AAAGAAAAGT AAAAAAC T T CAA T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGT AAGAA T C T A T AAGACAA TGT T T AA T AAGAAGA - - - - - - - - - C T AAGGAA - GGAGCA
GT AGA T T AAA T TGAAAGA T CGCGCC TGGT ACA T T TGAAC T A T T T C T T CAA - - - - GA T AA T AAAAA T AAA - - - - - AAC T T CAA T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAAA - - - - - - - - - - - - - - - - - - - AA T AAAAACA T T T T AA T TGA T T T T AA T - T AAA T C
GACA T T T T CA T T AGT AGAAAAGGT T A T CAAAC T T T T AAC T T T CCCACAC T T T - - - - - - - - - - - - - - - - - - - - - - - - C T T CAA T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGA - - - - - T T CA T T AAAAGA TGT T T AAGAGAAA T T - - - - - - - - - GTGGT T AG - AAA T CA
TGA T T AC T AA T TGAC T TGAAGAAA T A TGGT T T CGGAAAGGT A T T T A T T TGT CA TGA T AA T T AAAAA T AA - - - - - CAA TGCAA T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGAAA T T T ACAAAAAAGTGT - - AGTGGCGT T T T CCAGT ACACC T ACAAA TGGA T AA
G - - - - - - - - - - - - - - - - - - A T AGACAGGAACC TGAAGGA T T T T T CAGGAAC T A T AC T AA T AAAAGAAAGAGAAAAAC T T CAA T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGA T A - - - - - - - GC T AC TGT T CA T TGA TGGT A T C TGCCAC T CA T A TGAA - GACGCG
AA T AA T T CAAC T TGT CAC T CAAA T T T T AAA T A T A T T AA T T T T C T A TGAA T - - T T - - - A T T AA T AA T AAAAAAAAAAC T T CAA T T T T T T T CGGTGC T TGTG - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGGAGAAGGAGGAGAAA - - - - - - - - - - - - - - - - - AA TGACAGACACA T C T A T CAC TGT CAA T CGAA T A
GACA T T T T AGT CGGCAGACAACGCGA T AGAGGCA TGAAAA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGAAAC T T ACAAAA - - - - - - C T AA T AAGAA T CA TGCCAGCGCGGA T AGA TGGA T T A
ACGCCAAAA T A T AA TGAAAGAAGCGA T AGCC T C T AAAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGGAGAAGAAGAAGA - A T T T A TGAAAACAGGT - - A T AGACA T T T T T T AAAA T A T T T CGCAA TGCA T AA
AAAA T T TGC - C T AACAAAGAAAA - - - - - AAA TGC T T AACGT T T CGGAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGA - - T T TGT AAAAAAAAGC T T AACA TGGA T T T CGACGA T AACAGGT AA - GAA T AC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAGAA - - - - - - - - - - - - - - - - - - - GT T AAAAAC T T T A T T T A T T C T CGCACGT - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGT TGCC T TGT AGCAGAGCCA T C T T AAAACAAGAAGAAGAAGAAGAAA - - - - - - - - - - - - - - - - - AC T AAAAAGT - - - - - - - - - - - - - - - - - - TGT AGC
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TE: rnd_5_family_5932.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 5932bp; fragments: 1030; full length: 24 (>=5338.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000

0
10

0
20

0
30

0
40

0
50

0
60

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000

0
10

00
20

00
30

00
40

00
50

00

TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 5932 bp
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TE: rnd_5_family_5932.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: 6238bp; fragments: 1030; full length: 23 (>=5614.2bp)
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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)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_5932
 size: 5917bp; fragments: 1034; full length: 24 (>=5325.3bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 5917 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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