
Start crop Point End crop Point

MSA length = 1278
AAAACCAAAGGT T CCAAC T CCCAAC T A T AAGGT T T AAAAA T AGT T C T A T T AAAA T - A T CC T A T AAAC T A T T CACCC T T CAA TGAA T A TGGT CAGGCGA T A - - - - - - - - - - CGA T A T T T T T T AA T A T T T AAA T T AA T TGAAAAAAAG - - - - - - - - - - - - - - - - - - - - - T AGA T T AGGTGCAAA - - - - - - - - - C T AAC T AAACCAAC T AC T A
AAAA T CAAAAGT T ACAGT A T CAAA T TGTGT T T T TGACAAGT AGGTGTGT T AAAGT T A T CC T A T AAAC T A T T CACCC T T CAA TGA T T A TGGT CAAGCGA T A - - - - - - - - - - CAACA T C T T T T AAGA T T T AAA T T AA T T AA - AAAAAAACAAA T A T AC T T T T T T AGCC T T ACC TGACCAAAGAAACAAC T C T - T C T A T CAAAA T T AC T A T AC
AAAA T CAAAGGT ACCAACCCCCAAC T A T AAGC TGT AAAAA T AGT T C T A T T AAAAAGA T T C T A T AAAC T A T T CAC T CC T CAA TGA T T ACGGT CGGGCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGCA T C TGAGTGT A T T A T CAG - - - - - - - - - AGAAGTGGAGCGGAAACAC
AA T ACCAAAGGT T C T TGCCCCCAAC T A T AAGCA T T AAAAA T AGT T C T A T T AAAAA T A T T C T A T AAAC T A T T CACCC T T T AA TGA T T A TGGT CCGGCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAACCAAAGGT T CCAAC T CCCAAC - - - AAGCC T T AAAAA T AGT T C T A T T AAAAA - T A T CC T AAAAC T A T T CACCC T T CAA TGA T T A T TGT CGGGCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T T C T T T TGT T T T T TGAGT A T CCACA T T T T C TGCC T AA T CAAACACC T
AAAACCAAAGA T T CCAACCCACAAC T A T AAGC T T T AAAAA T AGT T C T T T T AAAAA T A T CC T ACAAAC T A T T CACCC T T AAA TGA T T A TGGT CGAGT CA T A - - - - - - - - - - CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT TGC T A T A T T A T CAAGAAA TGA TGT T T T T AAC T T AAAAC T AAAAACA
AAAACC T AAGGT T CCAACCCCCAAGT A T AAGC T T T AAAAA T AGT T C T A T - - - - - - - - - - - - - - AAAC T A T T T ACCGT T CAA T AAA T A TGGT CGGGCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGCCAC T T TGAGACGCAGCCGT - - - - - - - - - - - - A T T A T AA
AAAACCAAAGGT T CCAACCGCCAA - - - T AAGC T T T AAAAA T AGT T C T A T T AAAAGT A T CC T A T T AAC T A T T CACCCC T CAA TGA T T A T AGTGGGGCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACAGCGAA T CAAC T TGCGCAC T A TGT T AA - - - - - - - - - - - - - - - - - - -
AAAACCAAAGA T T CCAGCCCCCAAC T A - T AGC T T T AAAAA T AA T T C T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT CGGGCGA T T - - - - - - - - - - - - - - - - - - - - - GACAA T T - - - T T AAC T AAAAAAAAAACAGGGA T AGCA T T CAGT T C T T CC T T T AGT T T T AAGCAA T AA T T - T AA T ACACAA TGA T CA T AA
AAAACCAAAGGT T CCAACCCCCAAC T ACAAGC T T T AAAAA T AGT T C T A T T AAAAA T A T CCGA T AAAC T A T T CA T CC T T CAA TGA T T A T AG - CGGGCGA T A - - - - - - - - - - CAAC - - - - - - - T AGA T T T AGT T T AAC T AAAAAAAAA T CCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T AAA TGTGAGAGCAA
AAAACAAAA T A T T CCAACCCCCAAC T A T AAGC T T T AAAAA T AGT T C T A T AAAAAAGA T CC T A T AAAC T AGT CACCCC T CAA TGA T T A TGGT CGAGCGA T A - - - - - - - - - - CAACA T C T T T T AAGA T T T AAA T T AA T T AA - AAAAAAACAAA T A T AC T T T T T T AGCC T T ACC TGACCAAAGAAACAAC T T T - T C T A T CAAAA T T AC T ACAC
AAAACAAAA T A T T CCAACCCCCAAC T A T AAGC T T T AAAAA T AGT T C T A T AAAAAAGA T CC T A T AAAC T AGT CACCCC T CAA TGA T T A TGGT CGAGCGA T A - - - - - - - - - - CAACA T C T T T T AAGA T T T AAA T T AA T T AA - AAAAAAACAAA T A T AC T T T T T T AGCC T T ACC TGACCAAAGAAACAAC T T T - T C T A T CAAAA T T AC T ACAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAAAA T AGT T C T A T T AAAAAGA T T C T A T AAA T T A T T CACCC T T CAA TGA T T A TGGT CGGGCGA T A - - - - - - - - - - T AGT A T CGT T T AA - - - T T A T A T T A T T T AAAAAGGAA - - - - - - - - - - - - - - ACACCCC T ACA T T AA T T - - - - - - - - - - - - - - T T AGT A T AAA T A T T T T CCA
AAAACCAAAGGT T CCAACCCCCAAC T A T AAGC T T T AAAAA T AGT T CCA T T AAAA - T A T CC T A T AAAC T A T T CACCC T T CAA TGA T T AAGGT CAAGCGA T A - - - - - - - - - - CAACA T C T T T T AAGA T T T AAA T T AA T T AA - AAAAAAACAAA T A T AC T T T T T T AGCC T T ACC TGACCAAAGAAACAAC T C T - T C T A T CAAAA T T AC T A T AC
AAAACCAAAGGT T CCAAC T - CCAAC T A T AAGC T T T AAAAACAGT T C T A T T AAAAA - GA T CC T A T AAC T A T T CACCC T T CAA TGAC T A TGGT CGGGCGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACGGT TGAA T AAGC TGAAAA TGA TGA TGT TGAGCAAAAGCGA T T T T AA
AAAACCAAAGGT T CCAACCCCCAAC T A T AAGC T T T AAAAA T AGT T A T A T T AAAAAGA T CC T A T AAAC T A T T CAAC - T T CAA TGA T T A TGGT CGAGCGA T A - - - - - - - - - - AA - - - - - - - - - AAGAA T A T AA TGAA T T A T AAAAAGGT CAAGT AA - - - - - - T T AC T T T T AGCCC T A T T - - - - - - - - - - - - - - T T T A TGAA T T T T T T AGCAA
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TE: rnd_5_family_611.fasta.b.bed_uf.bed_g_2.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_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 1278bp; fragments: 89; full length: 0 (>=1150.2bp)
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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 1278 bp
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TE: rnd_5_family_611.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 1973bp; fragments: 2071; full length: 0 (>=1775.7bp)

TE consensus (bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_611

 size: 738bp; fragments: 266; full length: 1 (>=664.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500 600 700

20
40

60
80

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500 600 700

0
10

0
20

0
30

0
40

0
50

0
60

0
70

0

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 738 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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