
Start crop Point End crop Point

MSA length = 1333
T T T AAAAAGGT ACGC TGT T A T A TGA T T AAGTGTGT T T T AAGGA T AGT AACGT A T TGCCCGAAA T AAACAGT AC TGAAAC T AAGT TGACGGTGT T T T T A TG - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT A T - - - - - - - - - A T A T T ACGGGCA T C TGT AGC T CC T AGAA T AAAAAAC T TGTGAAAAACC T AGT A TGT AC
- - - - - - A T T T C T TGCAA T TGT T C TGCAGT T T CA T T T A T T ACCCAAGT AACGT A T TGCCCGAAA T AAACAGT AC TGAAAC T AAGT TGGCGGT A T T T T T A T T - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT AGT TGT AGT A T - - - - - - - - AC TGT T TGC T TGC TGT C T A T TGA T A T TGAAGT A T - - - - - - - - T ACA T T T T
- - - - - - - - - - - - - - AAAACGCC T TGCGTGACCA T C T T C TGA TGT AGT AACGT A T TGCCCGAAA T AAACAGT AC TGAAAC T AAGT TGGCGGT A T T T T T A T T - - - - - - - - - - GT T CAGT AC TGT T T A T T T AGGGCAA T AC TGT A TGT A T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - T T CA T CAAAA T CGA T CAAGCCGT T TGAGGAGT AC
- - CGAA T CC T ACAACCGGCA T T T CA - T CAGCCGAC T A T T - - T T T AA T AACGT A T TGCCCGAAA T AAACAGT A T TGAAAC T AAGT TGGCGGTGT T C T T A T A - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT AA T A T AAA T A TGT AC T AA TGC T AC T CCCAAGGCGT T AAACGC T A T A T ACGGGAGC T A T T - - A T T A T T A T
CCAGGT T ACGGA TGGAGT C T T CC TGGT T C T TGAGT T CCGC T T T AAGT AACGT A T TGCCCGAAA T AAACAGT AGTGAAAC T AAGT TGGCGGTGT T C T T A TG - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT AC T A T C T ACAAAAA T T AA T ACAGGT CC TGAA T T T T T AAA T AA - - - - - - - - - - - AAAA T C - - GCCCGAAA
AAAAA T T AC T AAC T AAA T T C T A T C TGT TGA T AA T T C T T T A T A T T T A T AACGT A T TGCCCGAAA T AAACAGT AC TGAAGC T AAGT TGGC TGT A T T T T T A T T - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT A T T T T T A T AAA - - - - - AA T A T AA T T A T T A T T CCGT CAAA T T T T C T T AAAAAGAAA T AGA - - AACAGT AG
- - AAA T T A T T AA TGAGAGCA T T T T AAACGT T CAA T T A T T - T AGAAA T AACGT A T TGGCCGAAA T AAACAGT AC TGAAAC T AAGT TGGCGGTGT T T T T A T A - - - - - - - - - - GT T CAGT AC TGT T T A T T T TGGGCAA T AC TGT AC T A T T T T AG - A T A T T - A T AAGT T T TGCGGAAAA T A T AAAAA T AAAAACGCAAAAAA T T - - AACA T T AA
GT AGA T T A T T AA TGT A TGGCAA T CGC T T C T T T AA T T T T AAA T AACA T ACAGCA T TGCCCGAAA T AAACAGT AC TGAAAC T AAGT TGGCGGTGT T T T T A TG - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT A T - - GT AAAAA - - - - - - - - - - - - - - - - - - - - - - - - T T AAAAA T AA T CAAACAGAAAGT T TGGC T T T TGG
T T AGA TGCC T AA T CCAAA T AAAACG - - - - - - AAA T T C T AGCGAAAGT AACGT A T TGCCCGAAA T AAACAGT AC TGCAAC T AAGT TGGCGGGT T T T T T A TG - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT ACAAC T T T AAC - - - - - - - - GCC T C T T CGAAAAAGT C T AA T AAAA T T T T TGCA T AAAA T C - - A T C TGT AG
- - - AA T TGC T A T T A T AA T T A T T T T A - - - - - - - - - - - - - - - - GT AA T T AACGT A T TGGCCGAAA T AAACAGT AC TGAAAC T AAGT TGGCGGTGT T T T T A TG - - - - - - - - - - GT T CAGT AC TGT T T A T T T TGGGCAA T AC TGT A TGA T T AAAA T A T A T T T A T A T AAA T TGTGAAACA T T T AA T T AAA T T AA TGT AA - - - - - - - - - - - A T T AA
GCAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T ACAGT A T TGCCCGAAA T AAACAGT AC TGA - - - - AAGT TGGCGGTGT T T T T A TG - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT A T AAGT AAAAA - - - - - - - TGT A TGT CC T AAAA TGC T T AGT T ACAGAGA T ACAAAGTGT A TGAGT T T T A T
CAAAA T T AA TGA T T T AA T T CA T T A T A T T AA TGAAC T T T T T - CA T T A T ACAGT A T TGCCCAAAA T AAACAGT AC TGAAAC T AAGT TGGCGGTGT T T T T A TG - - - - - - - - - - GT T CAGT AC TGT T T A T T T CGGGCAA T AC TGT A T T T A TGT CGAA TGT T - - T A T ACC T T CCGT A T AA T T T CA T TGT A T T CCCAC T AAAAACGTGACGGGT AG
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TE: rnd_5_family_970.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: 1333bp; fragments: 1211; full length: 28 (>=1199.7bp)
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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 1333 bp
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TE: rnd_5_family_970.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: 1633bp; fragments: 1192; full length: 0 (>=1469.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

0
10

0
20

0
30

0
40

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000 1200 1400

0
20

0
40

0
60

0
80

0
10

00
12

00
14

00

TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_970

 size: 1318bp; fragments: 1554; full length: 32 (>=1186.2bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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