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MSA length = 16874
CAAGA TGGA T AA T AGC T ACAAGAAA T T ACAAAAAA T A T A T - - A T AA T AAGCGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC TGA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACC T CAGAA T T C
C T T CAACAA T A T TGA T T T T CCAA TGA T AA T AA T AC T A T A T AAAC TGTGT AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T T T CCAC TGT
A T ACA T C T A T AC T T T T ACCCCAA T AAACAAAA T CA T AAAAAAAC - - - - - - AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T T T CCAC TGT
T AAAAAGG - - A T T TGCA T T T CAGGAA T AAAAC - - - - - - - - - - - - - - - - - AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AAAAAAAA T A T T T AA T A T T T AAAAAA T AAAAGT T T AAAGAGT AAA - T AC T C T T C T AGAA
T AA - - - - - - - - - - - - - GT T T C T T AAA TGAAAC TGACC - - - - - - - - A T AA T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T CA T A - - - A TGC T T AA T A T T T AGAA T A T T T CA T T T AAAAACA T AA - - - AC T T T T A T A TGG
C TGAAAA - - - - - - - - - - - - - - - - GAACAGAAAAA T CA T - - - - A T T AC T T T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T T AC TGA T A T T T T AAA T ACA T A T ACAA - - - - - - - - - - - - - - - - - - - - AA T T AGT T T A T A T
T C T AGT AAA TGGT T ACCC T AAGT TGACAAAAACCACA T AAAAGAAACC TGAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGT AGAA T CGGCCACCGCCC T C T AC T AACCAAAA T A T T AAAGT T A T AGAGAGT CCA T T C T A T T AGT T T AACAGA T C T TGC T A T T T
GCAGA TGT AC TGT T A T T A T T AGA T AA T AAA TGA TGAC T A T AAA T T CAA T AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AC T T - - - - - - - T C T ACAA T TGCAAAA T TGCA T T AA T T A TGCAAAAACA T CAA T T T A T T T
T T T - - - - - - - - C T T A T T T T TGTGAAA T CGACA TGT T T T - - - - T CAA TGT AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AA TGAAAA T T T - - - - - - T T CA T AAAAC T A T AGTGT CCAACA T AAA T TGCA T AA T CGTGG
- - - - - - - - - TGAC TGT CA T T T TGCGA T AACAA T T T AC T A T AAC T AA T C TGAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AA T CAGAACA TGACA T AA T T AGAGAA T TGAGGGT AGAAA T A T CCAGCA TGC TGGT AAAC
T T A - - - - - - - - - - - - - T T T T A TGGAGAGGA T AA T A T T T AAAAA T C T TGC T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T C T TGAAAC T T - GT AA T T T T T AGAAAACC T CGAA T A T AA T T T T - - - - CA T C T T T T AA T A T
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TE: rnd_4_family_734.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: 16874bp; fragments: 17784; full length: 43 (>=15186.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 16874 bp
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TE: rnd_4_family_734.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: 17174bp; fragments: 17669; full length: 35 (>=15456.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_734
 size: 16476bp; fragments: 16466; full length: 91 (>=14828.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

5000 10000 15000

10
00

20
00

30
00

40
00

50
00

60
00

70
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 5000 10000 15000

0
50

00
10

00
0

15
00

0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 5000 10000 15000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 16476 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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