
Start crop Point End crop Point

MSA length = 787
- - - - - - - - - - - - - T T A T T T AACAAAA T T T T ACA T C T T T T A TGCAGTGT T T - - - - - - T ACACAGTGAAAACAC T ACCGT A T C T ACAAAGA T AA T A T CA T T A - - - - - - - - - - GC T T T CGA T A T A T A - - - - T T C T T C T CGT A T AGTGT C T C T AGT AGACCAA T T AAACCC T TGA T T C T T CCGT CAAAGAAA T AA T A T T T T CCA T T T CAGT CA T
- - - - - - AAGCGT T T TGA TGCAAAC T A TGT T AGGA T CA T CAG - - - - - - - - - - - - - - - CACACAGAGAAAACAC T ACCGT A T C T ACAAA T A T AA T A T CA T T A - - - - - - - - - - GC T C T CAA T A T A T AAGT A T T C T T C T CGT A T AGTGT C T CGTGTGGCCCAA T - - - - - - - - CAA T T A T T T T A T T A TGT AAAC T A T A T CAC TGA T T T T - - - - - -
C TGA T AA T AAA T T T TGGGGT AAAAAA T T TGA - - - - - - - CGAA T AA TGA T ACACAGT T ACACAGAGAAAACAC T A T CGT A T C T ACAAAGA T AA T AACA T T A - - - - - - - - - - GC T C T CAA T A T A T AAGTGT T C T T C T CGT A T AGTGT C T C T AC T AGACCAA T AACAC T C T CGT T T TGT CCA T T - - - - - - A T T A TGT A T T CAA T CC TGACGA T
ACGGCAGAAGGGGGT AC TGGAAAGAA T TGGAC T A T T A T C T C T T CA T A T T A T ACA T T T ACACAGAGAAAACAC T ACCGT A T C T ACAAAGA T AA T A T CA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A - - - - - - GGA T CAGT T T ACCAAAA - - A T TGGCGA T T AGGC T T T TGGA T T
T CG - - - GAAAACGT CAA T A T CAAC T A TGAAA T T CAGGACAGT T AGCAGCG - - - - - - - - - ACAGAGAAAACAC T ACCA T A T C T ACAAAGA T AA T A T CA T T A - - - - - - - - - - GC T C T CAA T A T ACAAGT A T T C T T C T CGT A T AGTGT C T C T AGT AGACCAA T T AAAC T C T TGA T T C T T CCGT CCAAAG - A T T A T A T A T T CCA T T T CAA T CA T
T T AGC - - - - - - - - T T A T T T T CAGA T A T T TGAC T T CC TGTGAACAGT A T T T - - - - - - T ACACAGAGAAAACAC T ACCGT A T C T ACAAAGA T AA T A T CA T T A - - - - - - - - - - GT T C T CAA T A T A T AAGT A T T C T T C T CGT A T AGTGT C T C T AGT AGACCAA T T AAAC T C T TGA T T C T T CCGT CCAAAAGA T T A TGT A T T CCA T T T CAGT CA T
CCG - - AGGGGT C T CCAACA T T AGT CGT C T CACACGAC TGAA - - - - - - - GT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGACGT CA - - - - - - - - - - GC T C T CAA T A T A T AAGT A T T T T T - T TGT A T AGTGT C T C T AGT AGAGAA - - T AACGT CA TGGT C TGT T CAACAAAAAAA T CACAGAGT CAA T ACGAA T TGC
CCGGCAGCACGAA T CGGCAC TGAC T A T T AAA T T - - - - - - - - GAAGGA T T T T ACA T T T ACACAGAGAAAACAC T ACCGT A T C T ACAAAGA T AA T A T CA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T C
C TGGCAGCAAGAA T CGGT AC TGAC T A T T AAA T T - - - - - - - - GAAGGA T T T T ACA T T AACACAGAGAAAACAC T ACCGT A T C T ACAAAGA T AA T A T CA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T C
T CGGC TGCGGT ACC T T ACGGGGGA T A T TGGGC TGT TGTGGAGT AAAGC T T - - - - - - T ACACAGAGA T AACACCACCGT ACC T ACAAAGA T AA T A T T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A TGT TGCCGC T AAAGAA - - - - - - - - - - - - - - - - - AA T AC T
- - - - - - AAAAACA T CGA T ACAGA T TGC T TGAACAC T T T T AAA T A T T T A T T T A TGT T T ACACAGAGAAAACAC T ACCGT A T C T ACAAAGA T AA T A T CA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAA
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TE: rnd_4_family_799.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 787bp; fragments: 957; full length: 21 (>=708.3bp)
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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)

No TE domain detected

After TEtrimmer 787 bp
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TE: rnd_4_family_799.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1113bp; fragments: 944; full length: 0 (>=1001.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

0
10

0
20

0
30

0
40

0

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)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_799

 size: 485bp; fragments: 885; full length: 54 (>=436.5bp)
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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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