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MSA length = 6546
T T A T TGAC T A T T T CCA T T C T AA - CAGCGA T T T - - - - - T ACCAAGAGACA T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAAGA T ACGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T
C TGAAGA T T A T T T A T TGA T T - AAAAACAGGGT - - - - - - GT CCAAAAA T T - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAA - T T AA - - - - - - - - - - - - - - - - - - - - - - A T AA T T AC T T T A - - AC T C T T T
- - - - - - A T T AC T CGCA T CGTGAACAAC T A T AG - A T T T CAGGAAAAAAC T C TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACACCA - T A T TGTGAA - - - - - - CAGAGAAAAGGAAGT T A T A - CAACAAGT T T T
TGACCAAC T AC T TGCAC T T A - AAAAA T CGT TG - AC T - - - - - AAAAA T A TGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAGT T - - - - T T TGAA T A T T TGT A TGAA T TGA T CAGT T - - - - - - - CAAGA T C T
A T A T CA T T T A T T TGT TGGT T CAAAAA TGT T A T A - - - T C T A T AAA T CA T A T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGT C T T TGA T T T T T CCCGT A T TGGAA TGAGACGGCA T CACAA T AC T AGCACACA T A T T CGCAAA T A T A T A TGAGT T ACA T T AA - AGT T C T T
T T A TGAAAAA TGCA T TGT T C - A - - AA T AA - - - - - - - - - - - T AAAAAAGGT TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T T - - - - - - - - - - G - - - - - - - - CAA T CCAGGAACA T AC TGT A - - - A T C T T T
CGAACGAAAA T CAC T CCA T CAAAAAA T AA T AA - A T T T CAA T AAAGGACAGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AA T T T ACAG - - - - - - - - AAAAGAAGAGAAA TGCCC - - - - - - C T T T T
C T AACAAAAGCC T T CGAC T C T - - - - - - - - - - - - AAGT C T T TGGGCAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T TGT T AC TGAAAGT - - - - - - - - - - - - - - - - - - - - - - - - - T AA - - - - - - - -
- - - - - - AAGAC T T ACCC T CAAAGC T ACAACGC - A T C T AAGT AACAGGGC T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TG - - ACGGCAAA - - - - - - - A T AGAAAAGGAAAA T - - A - CAG - AAA TGC T
- - - - - - - - - - - - - - - - - - - - - TG - - - - - - - - - - - - - - - - - - GAA T AAAC T TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAC T T - T A T TGCCAA T A T T TG - - T AGT T T AGGT AA T T AAA - CA - CAA T CA T T
- - - - - - AAAAC T CACC T T T A T AGCCA T T ACAAAA T T A T A TGT AAC T T T T A TGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCCAAC T TGGAA - - - - - - - GAAAGA T TGAAAACA T T ACCACGT A TGAC T
T CAC T CAAAA TGAGT T A T T TG - - AAA TGACC T AAC T T T T T CA TGGTGT CC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGACGACA T CACAGT C T TGT - - - - - - - C T T CC T T CCGT C TGT CCGT C TGT C T - - - - - - - - - - -
- - - - - GGC T A T T T C T TGT T T C - AAAA TGGT AC - - - - T C T T T CGA T AGCAGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CAC T T C - T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T T
T TGA TGCGCA T TGA T T T TGT T - - - - - - - - - - - - - - - T TGT CGA TGT T T AA TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T C T AC T AC T T T T - - - - - - - - - - - - - - - - - - - - - GT C TGC T T C T T T AACCAGT C T T
T TGT T AAAAA TGCACA T T T T - AAAAACGG - - - - - - - - - - - T AACA T A T AC TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T C - - CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T
T T CA TGACAA T CCGT AGA T T TGCAAGT T AGA T - - - - T C T T T AGCCAA T C - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T T A T T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAA T T CAC TGT TGA - - - - - - - - - - - - - - - - - - - - C T AC T T TG - - - - CC T AC
C TGT T T ACA T T T CA T T T T CG - - - - - - - - - - - - - - - - - - - - CGAAA T A TG - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T A - T - - - - - - - - - - - - - - - - - AGT A T CCAA T AGC T ACACAG - - - - AAGT T
T TGT CGGGT A T T T ACAA TGGT T - T AGCA T A T C - - - - T AGACAAAAAGT AA TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAG - A TGGCACAGGT - - - - - - - T T T T A T TGGT CGC T T CA T CA - - AA T T T T C
ACAAAAGAAA T A T T T T T T T C T - - - - - - - - - - - - C T T ACACCAAA - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACACAA - - - - - - - - - - - - - - - - - - GAA T C T AAAAAGCGA T A T T AA - - - T T CAG
ACAAAAGAAA T A T T T T T T T C T - - - - - - - - - - - - C T T ACACCAAA - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACACAA - - - - - - - - - - - - - - - - - - GAA T C T AAAAAGCGA T A T T AA - - - T T CAG
T CCC T AA T AA T CAACCGT T T CGGCAA T A T CA T AA T T A T ACCGAGTGGTG - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAGGT T T A T T CCCAA TGT T T A T AAAA T T TGAACAA T T T TGT - - - CAAAA T T T
- - - - - - - - - - - - - - - - - - - - - T AGGA T T ACCC T A T T AGT T T C T AGC T C T A TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T C T CGT A T TGGAA TGAGACGACA T CACA - - - - - AAGAGGAA - A T T TG - - AAGT A T A T T AAGA T ACA - CA - CAGT T CC T
C T AAAAAC T AAACA TGAA T T - AAAAA T AA T CA - - - - A T T C T AAAAAA T AA TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T A - - - - - - AAAA - - - - - - - - - - - - - - - - - A T AA T CAGGC T A - - AA T C T AA
- - - - - - AC TGCAGGT CA T T CAAA T T A TGGC TGCA T T T AA T T T AA T CC T T T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAAACGACA T CACAC T A - - GA TGGGGA - - - - - - - AAGA T AAAGGAAGGAAAA - T A - C T AC T T CC
T T AAAAA TGA T T T A T T T T AGGGAAAGT AACGA - - - - - - A T TGAAAAACC - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAAC T T A T TGAAAA - - - - - - - - GGGT T T - - - - - - CCA T T T T A - - - - A T T T T
ACAGCAACAAAA T A TGT C T CGA - AAGT AA TGT - - - - - - AACAAACAGT A - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAAGT T AAA T A T AAA - - - - - - - - GAA T ACA T A T A T T T AC T T - - - - AAA T T A T
C T ACCCAAAA T CCGT AAA T C T - - GGGCAACACAA T T T CGACCAAAAGCA - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T AA T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAGCA T CGC TGCGCA - - - - - - - GGAGA T AAAC T AAA T C T CA - - - T ACACGT T
T CAAAAGAAA T A T T T T T T T C T - - - - - - - - - - - - C T T ACACCAAA T A T C T T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - TGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CAC - - - - - - - - - - - - - - - - - - - - - - - AA T C TGAAAAACGA T A T T AA - - - T T CAG
- - - - - - - - - - - - - - - - - - - - - - - GGGT AACC T - - - - GT ACCAAACAA TG - - GT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGT T T T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAC T - TGGT TGT AAG - - - - - - - - - - - - - - - GGC T A T T A T T T AGCCAA T A T T T
T T T T CAGT CAC T T CC TGT T T C - - AAA TGAC T AA T TGT T T T T AAA TGGCAGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACA T T C T T AGAA TGAA T A T T TGT AGGT T CGT AACGAAAA T T T CAA - - - TGTGT
- - - - - - - - - - - - - - - - - - - - - AAGT A T AACAA - A T A T - - - - AAAAGA T T T TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA - - A T T T TGAA - - - - - - T AAGAAAGGAGAAAC T - - - - - - - - - AACAGT
C T A T T T CA T A T T CA T CGAC T - AAAAA T CAC TG - C TGT C TGT TGAAAGTGGTGT AGTGCGACC TGGT T ACC T AACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T T T T CCCGT A T TGGAA TGAGGCGACA T CACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGT AAACA TGTGT T TGA T T - T T CCCGT A T TGAAA TGAGACGACA T CACA T A - - T A T - - - - - - - - - - - - - - GGGT T CACGCAGC T AC T T T T - - AA T T T T T
C TGT TGAAA T T CCGT AGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - GGGTGAACA TGTGT T TGA T T - T T CCCGT A T TGGAA TGAGACGACA T CACAC T C T CAC TGGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T C T C
- - - - - AA T AAC T T ACAA T C T - - - - GGCAACA - - - - - - - - - T AGAAGA TGGTGT AGTGCGACC TGGT T ACCCAACAA T TGT T TGT T T AA T A T T T CA T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T CA T T
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TE: ltr_1_family_502.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 6546bp; fragments: 572; full length: 39 (>=5891.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6546 bp
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TE: ltr_1_family_502.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 6846bp; fragments: 570; full length: 38 (>=6161.4bp)

TE consensus (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: ltr_1_family_502
 size: 4851bp; fragments: 4459; full length: 1 (>=4365.9bp)
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No TE domain detected

Before TEtrimmer 4851 bp
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(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 1000 2000 3000 4000 5000 6000
0

500

1000

1500

2000

2500

3000

3500

4000

4500


