
Start crop Point End crop Point

MSA length = 209
- - - GA T CAGT AAGT CAA T AGCCA TGCC T T AGAAA T T T A T T - - - - - - - - - - - - T AGT T C T T C T CA TGT AAC T T T T CCCAA T A TGGCGGCCCACGA T T CGT C - - - - - - - - - - GAACAA T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAGT T TG - - - - -
T T AAA T AA T T AGGCGAA T AGGT CA T AAAGT T ACA T T T T T ACAAA T TGTGA T A T AGT T C T T C T CACGT AAC T T T T C T CAA T A TGACGAAACACGA T CCGT C - - - - - - - - - - CAACAA T T T AGA T CAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - T T T T T ACAAAA T T T T T AAA T A T AA T AA T AACA T T T T T T C - - - AAACAA - - - - - - - - CCC T CACGT AAC TGT T T CCAA T A TGGCGGAAGAGT A T CCGT C - - - - - - - - - - CACCAA T T AA T AA T T AAA T T T T T C T C T T AAAA T T T T CCAAAA TGT - - - - - T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGT TGG - - - AA
T - - T ACCA T AA - - - - - - - - - - - - - - - - - - - - - - - - - T A T AG - - - ACA TGA T A T AGC T C T T C T AGCGT AAC T T T TGCCAGT A TG - - - GAACACAA T CAGGC - - - - - - - - - - GAACAGT T T A T A T T CA TGA T A T T C T C T T AAA TGC TGT T AAA T TGA T A T - - T AAAA T CACACA T T AC T ACAGAGTGCA T A T T AC T T T AA T AGGT TGT TGAA
A - AAA TGAAAACA T AAGT AGT T CAAA TGAA T C T TGT T T T AA - - - T CA T A T T A T AGT T C T T A T CGCGT AACA T T T C T CAA T ACGGCGGAACAACAACCGT C - - - - - - - - - - GT ACAA T T T A T A T T T C T A T TGT T C T T T T AAACGT T CC TGAAA TGT T T T AC T AAAAAA T AGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T - T CA T T AAAAA T A TGA T AAAC TGT A T T TGT AAAA T T T T T A - - - AAGCAA T A T AGT T C T T C T TGCA T AAC T T T T CCCAA T ACGAC TGAACA TGA T CCC T C - - - - - - - - - - T AACAA T T T A T T T T T AAA T TGT T CCA T T AAA TGT TGC T AAAA TGT T T T AC T A T AAGGT AGTGTGAACAGAAAGT AAAAA T T AC T T CAA T AA T T CGCCGAA
T - A TGT T TGTGAC T C TGTGT T TGGAAA T T AACA T A T T T T T A - - - - - - - - C T A T AC T T C T T A T CACCAAAC T T T T C T CAA T A T AACGGAACACGA T CAGAC - - - - - - - - - - GAAAAA T T T A T A T T TGT A T TGT T T T AACAGA T - - - - - - - - - - - - - - - - - - AAAAAAGT AA T AGGAACAAAAAGT AAAA - - - - - T T AAAAAGT - - - - - - CA
C T - T T T T T AAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT A T AGT T CGT A T CACA T AAC T TGT CCCAA T A T - GT AGAACACGA T T CGT C - - - - - - - - - - AAACAA T T T A T A T T TGCAGTGT CC T T T T AAA T AC TGT C T TGA TGT T T T AC T AAAAAGT AGCAGAAACAGAAAGT AAAAA T T - - T AAAACAGT T - - - TGAA
A T - C T T TGACAAGA T AA T A - - - - - - AA T TGAC TGT CCA T T C - - - A T C TGT T A T AGT T C T T C T CAGGT AA T T T T T CCCAA T A TGGCGGAACACGT T CCGT C - - - - - - - - - - GAACAAGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AGT CC TGC T T C TGT AAC T T T T CCCAAAA TGGCGCAACAAAA T C TGT C - - - - - - - - - - AAACAA T T T A T A T T - - A T T T T T T A T T T T AAA TGCAAC T AAAA TGT T T T ACCGAA T AGT AGTGGT T ACAGAAAG - - - - - - - - - - T T CAA T AAA - - - - T AAA
GT A T T T AAGAGA T CA T A T A T AACCAAGT T AAC TGAC T T T T AAAA T TGCAGT A T AGT T C T T A T CGCGT AA T T T T T CCCAA T A TGACGGAA T ACCA T C TGT C - - - - - - - - - - GACCAA T T T A T AA T T C T A T T A T T C T T T T AAA TGT AA T T T AAA TGA T T T A - C T CAGAA TGAGA T A - - - - - - - - - - - - - - - - - - - ACCAGTGGT - - - T CGAA
T - - T CC T AA T AAA T CAA T A - - - - - - - - - - - - - - A T T T T T T A - - - AAGCGC T A T AGT T C T T C T CACGCAAC T T T T T CCAAAA TGACAGAA T A T AA T CCGT C - - - - - - - - - - GAGCAA T T T A T T T T T AAA T TGT T C T T T T AAGTGC T ACAAAAA TGC T T T A TGT AAAAGGAGTGGT AACAGAG - - - - - - - - - - - - GT CGGAAA T T T A - - GT A
C - - - - - - - - - - - - - - - A T A T T CC TGAAA T T T A TGA T T T T TGAAAAAA T AA T A TGGTGC T T A T CCCGT AA T T T T T T CCCA T A TGGCGAAACACGA T CCGCC - - - - - - - - - - GAACCA T T T A T A T T T A T A T TGT T A T T C T AAA TGC T AC T AAAA TGT T T T AC T AAAAAGGAGT AGT AAAAGT AGA T AAAAGT AAC T T AAC T AA T - - - - - - AG
- - - GACCAACAAGT CAA T AGT CA T A T CA TGCC T T A T T T T T - - - - - - - - - - - - T CGT T C T T C T CACGT AAC T T T T CCCAA - A TGGCGGCCCACGA T T CGT C - - - - - - - - - - T AACAA T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AA T T T - - - - - -
T T A T AC T T A T A T T T AAA T AAACC T AACA - - - - - GT T T A T TGAGAC T A T CAGA T AGT T C T T AACAAGT A T C T T T T C T CAA T A T AGCGAAA T A T AA T CCGT C - - - - - - - - - - AAACAA T T T A T A T T T CCA T TGT T C T T T T AAA TGC T AC T AACA TGT T T T AC T AAAAAA TGGCGGAAACAGAAAGT AAAAG - - - - A T T AAAAA T - - - - - - - -
A - ACA T C T A TGT AC T AC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - GT T CA T AGCGT A T C T T T T CCCAA T A TGACCAAACACGA T CCGT C - - - - - - - - - - GGACAA T T T T CA T T CC T AA TGT CA T T T T T AA TGC TGC T AAAA TGT - - - - - CCAACGGGAGGA T C - - - - - - - - - - - - - - - - - - - CC T AACAGT - - - T T AC T
T T A T A T AA T T AGGT CAA T AGGT A T T AAAGT T ACA T T T T T A T AAGT TGTGC T A T AGT T C T T C T CACGT AACA T T T C T AAA T A TGACGAAA T ACGA T CCGT C - - - - - - - - - - GAACAGT T T A T A T T T AAAA TGA T T T - T T AAA TGC T AC T AAAACAC - - - - - AA T - GCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T - - T A T T A T AGACGTGA T TGACGTGACGTGA T T T A T T A T AG - - - ACGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACCACAA T CAGGC - - - - - - - - - - GGACAGT T T A T A T T CA TGA T A T T C T C T T AAA TGC TGC T AAA T TGA T A T AC T AAAA T CACAGA T T AC T ACAGAGTGCA T A T T AC T T T AA T AGGT TGT TGAA
T T - - - - - - - - - - - - - - - - - - - - - - - AC T TGGT TGA T T T T T T - - - A T A T TGT A T AGT AC T T C T CACGCAAC T T T T ACCAA T A TGGCGGAA - ACCA T CAA T A - - - - - - - - - - T AAAAA T T T A T A T T T C T A T TGT T C T T T T AAA TGC TGC T AACA T A T T T T T C T AAAACA T AGTGGGGACAGAAAGT AAAAAGT A T T T CAAAAA T - - - - - - AA
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TE: rnd_5_family_1660.fasta.b.bed_uf.bed_g_1.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: 209bp; fragments: 22; full length: 2 (>=188.1bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 209 bp
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TE: rnd_5_family_1660.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 510bp; fragments: 9; full length: 0 (>=459bp)
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TE consensus genomic coverage plot (bp)
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T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400

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_5_family_1660

 size: 173bp; fragments: 37; full length: 10 (>=155.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

50 100 150

10
15

20
25

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 50 100 150

0
50

10
0

15
0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 50 100 150

TE consensus structure and protein hits (bp)
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Before TEtrimmer 173 bp



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

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 50 100 150 200
0

50

100

150


