
Start crop Point End crop Point

MSA length = 1667
T T T C T T AA T AGGACAGT AA - AA T CCGGACGC T T C - T AAAA - - - - - - - - - - A T CCC TGACCCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T - - - - - - - - - - C T AAAA T T T TGT CGCC T ACCCAGT CACACGAGT CACGAGCCGCCAC TGACGCAC TGAAAGT T ACA T TGT A T T TGGC T ACGT A T T C - T C T AAAA T CCGAA T
CCGT T ACCGCA TGCA T T AA - ACGGT AA T T ACCGT - - - - - - - - - - - - - - - - - - - - - - ACGGCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCC T - - - - - - - - - - C T - - AA T T T TGT CGCC T ACCCAGT CACACGGGT CACGAGCCGCCAC TGA - GCAA - GGAAA T T AAAA T AAC T T CCGT TGCA T AA T AGCC T AAAGACGACGC
A T T T T AA TGCA T T T TGCCGAAAGCCGCCCC T CCC - AAAACA T T ACAGAAAA T T T T CACGGCAGTGGCGGC T CGT CAG - - - - - - - - - GGT AGGCGGCGCC T - - - - - - - - - - T T AAAA T T T TGT CGCC T ACCCGGT CACACGAGT CACGAGCCGCCAC T - G - GGAGT AAAAAACACAC T A T T A T T AC T CCC - - - - - - - - - - - AA TGC T A T CA
A T T CCAACAAA T CCAACGG - AAAC T AC T TGT C - - - - - - - - - - - ACGAAAAA T T T C T AAAACAGTGGCGGCCCGT CAGGGT AGGCAAGGT AGGCGGCGCC T - - - - - - - - - - C T AAAA T T T TGT CGCC T ACCCAGT CACACAAGT CACGAGCCGCAAC TGAC T T AA TGGAAAGT T T A T C T C T T T CCA T CG - - - - - - - - - - T AAA T ACAAAGA
A TGGGAAAC T A T A T T A T T T - T AGT TGAGCACA T T T AAAACA T T - - - - - - - A T T T T AA T A T CAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGCCC - - - - - - - - - - C T AAAA T T T T T T CGCC TGCCCAGT CACACAAGT T ACGAGCCGCCAC TGA TGGAA - AGAGT T TGC T T - - - - - - - - - - - - - GT TGAA T T C T - - GAGTGAA T A
GTGAAAGGAAAGGTGAAGTGT AGT T T T T TGC T TGT AAAAC - - - - - - AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGA T C T AACCGGCGT C T AAC T T AACGGC - - - - - - - - - - - - - - - - - - - - -
- T CA T AAAAAA T ACGGTGGAAACAC TGCCGC T T TGAAAACACCGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGCAAGT A T A T - - - - - - - - - - C T AAAA T T T TGT CGCC T ACCCAGT CACACGAGT CACGAGCCGCCAC TG - - - - - - - - - - - - - - - - - - - - T T T T CAGCGGTGC T T T A T T CC - - - - - - - - - - -
CA T T T AAACAGT CAAAGCAAGAGC T TGT AGC T T C T AGAACA T T ACAAGAAA T T T T TGCACCAGT AGCGGC T CA T CAGGGT AGGCAAGGT AGGCGGCGCC T - - - - - - - - - - C T AAAA T T T TGT CGCC T AC T CAGT CACAAGAGT CACGAGCCGCCAC TGACACCA T C T ACGT T AGT T T T T A T T AAA T T C TGCA T T A T CCC T A T T ACCAC T T
A T T TGGAAAAGT A T AAACG - GAA T T AACCA T T T T - AGAAC - - - ACAAAAC - T T T T T - - - ACAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCACC T - - - - - - - - - - C T AAAA T T T TGT TGCC T ACCCAGT CACACGAA T CACAGGA T ACA T T - - - - GCAA T AAAGAAGT AA T CGT CGT AGA T CGTGT A T CGT T T T AAAAA T TGACA
CCC T AAAAC T AAGAAA T T T - GTGC T T A T CA TGT T T AGGGCA T T - - - - - - - A T T T T T - AACCAGTGGCGGC T CGT CAGGGT AGGCAAGGT AGGCGGCGC T T - - - - - - - - - - C T AAAA T T T TGT CGCC T ACCCAGT CACACGAGT CACGAGCCGCCAC TGAC - - - - - - - - - T T T AC T T TGTGT T T AA - - - - GT T A T A T T C T - - - GA T T AC T A
A - - - - - - - - - - - - CGACCGAAA T T T AA T CA T TGA - - - - - - A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAC - CAAAGT T ACGT T T T T T CAAA TGGAA T AC T - - - - - - - - - - - - - - - -
C T C T CGT C T CC T T TGAC T C - GTGC TGACCGCC T C - AGACC - - - - - - - - - - - - - - - - ACGCGAGTGGCGGC T CGT CAGGGT AGACAAGT T AGGCGGCGCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_79.fasta.b.bed_uf.bed_g_3.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: 1667bp; fragments: 3262; full length: 36 (>=1500.3bp)
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No TE domain detected

After TEtrimmer 1667 bp
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TE: rnd_5_family_79.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1980bp; fragments: 3171; full length: 0 (>=1782bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

0
20

0
40

0
60

0
80

0

TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_79
 size: 1468bp; fragments: 2613; full length: 45 (>=1321.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1468 bp
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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
)

0 500 1000 1500
0

200

400

600

800

1000

1200

1400


