
Start crop Point End crop Point

MSA length = 4201
AACA TGC T T CAAGCGTGGCGT TGAAC - - T CGT CGAGAAGAGC T A T - - AC T CCCAGCCAACAAAGT AGT T C T A T AAA T T TGGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - A TGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGAGC T T - - - - - T A T T A T A T ACGT ACGAA - T ACA T T ACGTGAA T T T T CAACGT T T TGGTGT T
AGCGT A T A T T T T T C T TGA T T T T AAC T A - - - - C T AGCC T A TGAC - - - - - A T CCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGA T T T AAAA T A T T TGGCAA TGT CAAA T T T TGT T AAAAAAA TGT AAGT A - - - - - GT CA T T
AA T T T T T C T T T AAAGT AA T AAC T AC T - - T T T T T AAAC T A T TGT - - A T AA T CCCAGC T AACAAAC T AGT T C T A T AAA T T T AGAGT AA T AGAAC T T T T A TGT - - - - - - - - - - ACGT T C T T AC T A T T T T T A T AGAACACGAAA T TGT T AGC TGGGAA T T - - - - TGA T T C T TGGT CC T A T T - C T AAGAAAAAAAC T T CA - - - - AA T TGAACA T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACCCAGC T AACAAAGT AGT T C T A T AAC T T T AGAGT AA T AGGAC TGT T T T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T ACAGAACACGAAA T TGT T AGC TGGGT T T T AAAAGGT C TGT T AGA T T AAAA - T T CGA T AGA TGAGGACAAAA TGT T T TGT TGA T
AGCA T AAA T T AAAAA T AGT A T AGGT CCAGCC T TGAGGT ACGCCAAA T A T ACCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T T T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGTGT T - - - - T AGT T T C T AAACCAACA - T T CAGCAGAAGAA T CAAAAC TGT T C T A T T A T T
AGT T C T TGC T AAGGC T AA T C TGGACGG - T AC T T TGT T T ACGCA - - A T ACGCCCAGT T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T A T A T - - - - - - - - - - CCGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGCA T - - - - - GA T T T T ACAC T C T TGAA - CACGACAGAGT T T CCAGACGT T AC T CC T T AAC
AAC T T AGGT CGGGTGCGA TGGGAGA T T AGAC T T AAAC T CCGCC - - - - - - - - - CAGC T AACAAA T T AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGC T T - - - - - CGTGT T AAAC T A T AA TG - T AGGA T AGAC T CAA T AA - - - - GT T T T A TGT T T
GT CACA T C T T AAGCGC - - - - - - - - - - - - GT C T T AGGGAGT AC T - - - - - T T CCCAGC T AACAAA T T AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGT T T T AAAAGAC T CAACAGA T ACCAAC T TGGACAAA TGAGACGGAAC TG - - - - GT ACGT
GC TGGACC T CGAGCAGGAA T T CGAGGAGC T T C T AGAAGT CGC T - - - - - - - CCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T A TGAC T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAGA T CGT T C T AA TGT - - - - - - - - - - - - - - - C T AA TGTGT ACC - - - - - - - - - CAGA T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T T T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGT - - - - - - - - - - - - - - - - - - - - - - - - - - CGAA T AGAAAAACACAAAC - - - - - - A T CGT C
AGT A T A T T T CGGT AGCA T AA T TGGCCAA - - - - - - - - - - - - - - - - - - - A T CCCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT C T T T T T A T C T TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - T T T AGC T T AGGAGTGGACAACC TGTGGGGT AGAC T AA - - - - - - - CAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T T T T AC T A T T AC T - T CC T A T ACAA T AA T AAA - - - - G - - - - A T CGT C
AA T T T A TGT T T T ACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T CCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC TGT T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACGACAGGACA T CAAAAACC - - - - - - - - - - -
AC TGCC TGT T CACCGGAAA T T T ACCCAGT T C T T AA T C T C TGA T CAA T CACCCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T T CA T AAA T A T T AA T C TGAA T AC TGAAACAGGAAA T - - - - - T T C T C T
- - - - - - - - T T T AAAC T AGT CAGAGT CAA - - - - TGGCC T A TGT T AA - - AC T CCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAAGCAGAC T AAGCA T A T CACCA T T T T A T A T TGT AAGT ACACCAA - - A T ACCCAGC T AACAAAGT AGT T CCA T AAA T T T AGAGGAA T TGGAC T T T T A T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC T TGGT T T T AAAACC T TGT T T AGA T A TGA T T T A TGA T AGACCAGCAAA T T T TGT T C T - - - - - -
AA TGCA T T T T ACGCC T AAGAACGGCAG - T T CC TGT T T T ACGCCACA T T AGCCCAGC T AACAAAGT AGT T C T A T AAA T T T AGAGT AA T AGGAC T T T T A T A T - - - - - - - - - - ACGT T C T T ACGA T T T T T A T AGAACACGAAA T TGT T AGC TGGGA T T CAAAAAA T A T T T T A T C T T TGT C T A T T AA T A T AGAGA T CACGGA T - - - - - GGACA T
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TE: rnd_5_family_1440.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_bc.fa_ce.fa_gs.fa_bc.fa

 size: 4201bp; fragments: 358; full length: 0 (>=3780.9bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 4201 bp
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TE: rnd_5_family_1440.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_bc.fa_se.fa_rc.fa

 size: 4519bp; fragments: 348; full length: 0 (>=4067.1bp)
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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_1440
 size: 717bp; fragments: 156; full length: 1 (>=645.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500 600 700

0
20

40
60

80
10

0

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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Before TEtrimmer 717 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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