
Start crop Point End crop Point

MSA length = 16877
GT CAGAC TGT CAA T T T AC T A T T A T CACCA T ACAACACAAGAAA T ACA T AA T A T - - - T A T C TGAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AA T CAGACAA TGT AC T AACCG - - - - - - A T AA T T AGAGAA T TGAGAAA T A T
- - - - GT A TGTGACAC T A T AGT T T T A TGA - AAAA T AGT AA T A T T T ACA T TGAAA - - - - - - - - CAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T AAAAACA TGT CGA T T T CACAAAAGT CAAAAC T TGT AAA T T T T TGAAA T T T
AAAAGT A T A T T AGT AAA TGGT T ACCC T AA T TGACAAAAACCAC T ACGTGCAGAAGA - ACC TGAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGT AGAA T CGGCCACCGCCC T C T AC T AACCAGGACA T AACC T CACAAAGGT AAAGT T A T AGAGAGT C T A T T AGT T T
TGT AGTGGAC TGGAC T A TGGT AA T - - - - - T AGA TGGAAAC T T T T ACAC TGAAAAAA T AC T T T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T T AC TGGA T CA T T T T T T T T T A - AAA T ACA T A T ACAAA - - - - - - A T T AGT T T
T A T AGT T T - - AAAAC T T T CC T CA TGT CA - T A T TGTGGCAC T T T T AA T T AAAAA - - - - GTGT AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AGAAACAC T T T CCAC TGT CC - - - C T T T A T A T T C - - - - - - - - - - - - - - - - -
T C T A T T T T - - AGA T C T A T C - - - - - - - - - - - - - - - TGGAAC T T CCACCAAGAAA - - - - - - - - - AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AGAAACAC T T T CCAC TGT CC - - - C T T T A T A T T C - - - - - - - - - - - - - - - - -
T A T CGT C TGT AAA T C T T C T C T T A T C T T A - - - C TGGACAGAC T T T ACC T AAAAAAAA - - - - - AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AAAAAAAA T A T AAA T TGT T C - - - - T T AA T A T T T AAAAAA T - - AAAAGT T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAAGT T C T ACA T AA - - - AAA - A T AA T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T CA T A - - - - - A TGT C T TGCC T - AAA T T AA T A T T T AGAA T A T - - T T CA T T T A
T C T T - - - - - - GGA T T CA T CACGGCAA T AAGA TGGAGT AA T AGC T ACAAGAAA - AAA T A T AAGCGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC TGA TGAGAA T T CCAC T T T A T AAAA T TGGACAAA T ACA - - - - - T CC T CAC T A
T AAAGCGTGT AAGT T T CAGA T T A T T T T A TGAGAGGA T AA T A T T T AA T A T AAA - - - - T T TGC T AGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T C T TGA T AA T T T T CA T C T T T T AAA T TGT T T A T TGC T AAAGC T T AAAAA T T C
- - - - - - - - - C T AACC TGT T A T T A T T AGAA T AAA TGA TGAC T A T CAA T T AA - - - - - - T CAA T AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AC T T - - - - - - - - - - - - - - - - - AA T T C T ACAA T TGCAAAA T T - - - - - - - - -
T AAAGCA TGT CAA T T CA T T T T AAA T T T - - - - - - - - ACAAGT T T TGAC T T T - - - AACCA TGT AAGT AGAGGGGGA TGGCCGT T T C TGCGCCC T CCACACGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T AA TGAAAA T A T T AC T A T T T T - - - - - - - - - - T T CA T AAAAC - - T A T AGTGT





0 5000 10000 15000

0
5

10
15

20
25

TE: rnd_4_family_735.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: 16877bp; fragments: 17669; full length: 43 (>=15189.3bp)
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No TE domain detected

After TEtrimmer 16877 bp
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TE: rnd_4_family_735.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: 17177bp; fragments: 17669; full length: 29 (>=15459.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_735

 size: 15107bp; fragments: 11047; full length: 128 (>=13596.3bp)
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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 10000
0

2000

4000

6000

8000

10000

12000

14000


