
Start crop Point End crop Point

MSA length = 2878
T AA TGT TGGGTGT T AAAACAA T AA T T AA T A T TGT CA T CA - TGAA T T A T T A T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAGGCAA - - - - - - AAAA T T T T CCA - T T CAGC T T A T T CAACCA T T TGAAC T A TGCGGACCCAAGT - - - A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T T T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAACGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T ACAGT T TGCAA T - - - AC
CAA T A T T T AACGT T ACCGT A T T T AC T T AACGT T ACAGGC T T T T ACA T T T T T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AA T ACGGTGAAC T - - - - - - - - - - - - CAC TGGCACAACAACCAAAAAA T - - - - - - - - - - - - - - - - - - - A T
- - - - - - - - - - - - - - - - - - - - - - - - - CCA T AAAAA TGTGT - - - - - - - - GCA T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAAA T CG - - - - - - - - - - - - - - CAA - - T T T T AAAGCA T AA T T ACGA - - - - - GT C T CGA T AAGAGT - - - AG
- - - - - - - - - - - - - - - - - - - - - - - - ACA T CAACGACGT CA - - - - - T ACC T A T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAGGGCA T AAACC - - - - - - - - - - - - T AACGGCAGT T T AAGT ACAG - - - - T A T T T AAA TGGAAAAGT T T T
- - - - AGGTGA T CGCA T AA T T A T T A T TGA T AA TGT T A T A T - - - - - - - - - - - T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AA TGT T AAAG - - - AAAAA T A T CAA - TGA TGA T AAAAGAA T T AGT A - - - - - A T T CAAA T AAAAA - - - - A T
- - - - - - - - - - - - - - - - - - - - - - - - - GAGA T T TGAAC TGT - - - - - C T T CAGT T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAGT CA T - - - - - - AGAAACGCCAACCGGGA T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - A T T T CCCCAAA T AC T AA T - - - - - - T AA T T ACA T AC - - - - - - - - - - - T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AA T T A TGT AAA T T AAAAGT T T CAA - - A T CAA T A T AA T AA T AAGT T - - - - - A TGAAAA TGAAAGT - - TGT
- - - - - - - - - - - - - - - - - - - AC T T TGC T A T ACAGCAGTGT - TGGACCGT CC T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAGAAGGT AAA T T T AGAA T A T T AA - - TGT AGT AAGAGAA T T - - - - - - - T T T T T T T AGT AAA TG - - - - A T
T AA T A T T T A T CCAAAGCA T AC T T C T AAA T T CA T CAACA T T T T A T T A T A T A T T AACCCAGA T AGGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAA T AAA TGT T T CAGT AA T A T C TGGGT T AAGCCCC T AA T T T AAAAA T - - - - - C T CA TGGT ACC T T T T T CGT T - - - - A T ACCCCAGT A - - - - - GT T T A
T AA - - - - - - - - - AAA T T A T AA T T T T C TGT T T A TGT ACCC - T T ACGGCCCC T T AACCCAGA T AGGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAA T AAA TGT T T CAGT AA T A T C TGGGT T AA T T - - - - - - - - - AAAAA T T T - - - CGT A T AAAAGACCA T T AC T T - - - - AAAA T T AAA T AA T AA TGTGTG
T AG - - - - - - - - - GT AA T T T A T T T T T A T A T TGAGT AAAAA T A T AGTGT T T T T T AACCCAGA T AGGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAA T AAA TGT T T CAGT AA T A T C TGGGT T AAAA - - - - - - - - - AGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AA - - - - - - - - - AGA T TGGAC TGAAAA T T T CAAA T A - - - - AA TGTGT T A T T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AA T T - - - - - - - - - A - - - - - - - - - - CGT AAAGT - - - - - - - - - - - - - - - - A TGT AC T T A T AA T AA - - T T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAC T T T T CA T C T T AAAAA T T T CAA - CACA TGT AAGAGAA T T AGCAGCA T T AC T T AAA T A TGA T T - - AAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCA T C T A T T T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AA T A T CG - - - - - - - - - - - - T TGAA - A T T TGTGAGA T TGA T T AA T A - - - T TGTGT AAGTGAAAA T - - T AA
GGACA T T T A T AACCACA T T A T T T AAA T A TGA T T AAGT T C - C T AA T T CA T A T T AACCCAGA T AGGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAA T AAA TGT T T CAGT AA T A T C TGGGT T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - AAC T AA T CAA T TGT T T T T AA T AGA T T T TGAGA T A T - CGA T T CA T T T T T AACCCAGA T AAGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AA - - - - - - - - - - - - - - - - - - T CAG - T T C T AA T AGCGCGACCAC TG - - - - - - - - - - - - - - - - - - - - - - AC
- - - - - - - - - - - - - - - - AA T A T T CAAAAA T T T T AGCAAACCGCAAGT T CGA T T AACCCAGA T AGGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - T AAAAA T AAA TGT T T CAGT AA T A T C TGGGT T AA T A - - - - - - - - - GAA - - - - - - - - CGT A TGA T CGT T T A T CGCA T AGG - A T T T C T T T T T CAGGA T T T T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T T T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC - C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AAACGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T ACAGT T TGCAA T - - - AC
- - - AA T T T T CA T T AGT AC T AC T T AAA T T TGT T T ACGCA T T ACCAC T TGCA T T AACCCAGA T A TGCC T ACCGT CCGT T T AAACA T ACAC T T T ACAAAC T C T - - - - - - - - - - TGAAAA T AAAAGT T T CAGT AA T A T C TGGGGT T AACAAA - - - - - - - AA - - - T CC TGCGA T AAC T AGAACAACCA T T TGA - T T TGACAGACAAAAA T - T AAC
T AA T A TGT T T AGTGA T T T T A T T T TGTGA TGACAA T TGT T - GGGGGGGGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAA T A T T T T C T TGACAAGCGT T - - - - - - - - - - T AAAAA T AAAAGT T T CAGT AA T A T C TGGGT T AA T CAA T T AAA T T AAA T A T T AGAACC T A TGA TGCAA T T ACAAAGA T AAAGAAGAGAA TGGGAA TGC T AC
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TE: ltr_1_family_949.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: 2878bp; fragments: 54; full length: 0 (>=2590.2bp)
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No TE domain detected

After TEtrimmer 2878 bp
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TE: ltr_1_family_949.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
 size: 3178bp; fragments: 54; full length: 0 (>=2860.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_949

 size: 2463bp; fragments: 61; full length: 0 (>=2216.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

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 2000 2500
0

500

1000

1500

2000


