
Start crop Point End crop Point

MSA length = 7531
GGGAGT - - - GC T AC TGC T T T T TG - - - - - - - - - - - - - - - - - - - - - - - TGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT TGTG - - - - - - - - - - - AA T AACCC T AAAGGAGT - - - - - - - - - - - - - - - - - -
AGT T T C - - - AA T T T CCC T T T T A T T T TG - - - - - - - - - - - - A T T T TGAAGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGTGTGGT T AACAAC
C T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGA T AAA TGGACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - - - - C T A - - - - GT CGA TGACAA TGT T T - - - - - - - T T T AAGCAC T
A T C T C TGCCC TGA T CGAC T AAA T AAAAA - - - - - - - - - - - - - - - - GACACAAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACA T - - - - - - - - A T AA T AAAA T AAAAAAAA T A - - - - - - - T AGGACACA T
- - - - - - - T - AA T A T A T A T T T CA T AA TG - T A T C - - A T A - - - - - - - AACA T T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - A T T T T - - - - - - - T TGT AA T AAA T T T T T A TGAA T CAAAAAAAAA
- - - - - - - - - - - T A T AGA T T T A T T T - - - - - - - - - - - - - - - AGA T TGA T A TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - AGA T - - - - - - GA TGAAAA T AAAA T T - - - - - - - - A T T AAACAA T
GA T C T T - - - GA T A T AAA T T T CAGAA TG - T - - - - - A T T A T AA T A T T ACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC TG - - - - - - - - - - GAGGACCC T AAAAA T T C - - - - - - - C T ACC T AA T A T
T TGT T T - - - GCGGAAAA T T T CGT AACG - T TGCAC - - - - - C T A T C T ACACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGT T - AC T T T A - - - - - - - - - T AACAAA TGT T - - - - - - C T T T A T AAAA T
C T - - - - A T - T T CA T CGGA TGA T T T AGG - T A T C - - A T T C TGT T T - - - AGCAAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGCAAAAGGT T T A - T AACA T T T T CAGAAA T A T TGA TGA - - TGT ACAAAA T
T - - - - - - - - - - - - - - - - T T T A T T T A TG - T A T C - - - - - - - - - - - - TGCA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - AGT CAAGT AAGAA T T T AACAA T T T T T AA TGA - T T T T AAAAAA T
GA T T T T - - - GA T A TGT A T T T CC T - - - - - - - - - - - - - - - - CGAA T CCCA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGA T AAGA T T AGT AAGC T C T T T A T AAAAA T T CA T A T A T AA T AAAAA T T
AGC T T C - - AAAAA T T ACC T T TGT TGAGA T A T T - - - - - - - - - - - - CACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC T T T AAA T T - - - - AAGC T A T T T A TGAACGT T T ACGAACCCAAGCC T A T
T AGT T T - - - AAAACAAA T T T T AACGT T A T A T CA TGTGA - A TGT T T T AGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGT AAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT TGT AA T - - - - - - - - - - - GGA T AC T A T AGT T T T - - - - - - - T AAAAAA T AA T
T C - - - - - T AAAA T T T AAC - - - - - - - - - - - - - - - - GT AA T - - - - - CACGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGTGC - - - - - - - - - - - - AAAAA T T ACAAAAA T T - - - - - - T AGAAAAAAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT T T ACAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC TG - A T A T A T T - - - - T A T T T C T A T ACCGT T C T A T AAA T A T A T AACAA T
C T C T T CC T - AAA T CCCGT T T T C TGA T T - AGCCA - A T AA - - - - - - CCAGCGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGCGA - - - - - - - - - - - - T T T T T T CCCAAAGT T - - - - - - - - T ACGA T AAGT
AAC T T T AAA T AAA T AAA T T AAA T T T AGA - - - - - - - - - - - T T AA T C T CACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGG - AAGT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAC T T T AAA T AAA T AAA T T AAA T T T AGA - - - - - - - - - - - T T AA T C T CACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGG - AAGT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAC T T T AAA T AAA T AAA T T AAA T T T AGA - - - - - - - - - - - T T AA T C T CACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGG - AAGT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CG - - - - A T - AA T ACAAC T AAA T T T - - - - - - T C - - A T AA T A T T T T T A T ACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - AGT T T A - - - - - - - - - T T A T AAAGT T T T A T T A - - TGT AAAAA T T
TGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCGT T ACGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGTGT - - - - - - - - A T ACA T AA T T T A T AGAC T C T - - - - - - - TGTGACAAAA
T C - - - - - - - AA T T CAAGC T CCCGAA T AGT ACCAC - - - - - - - - - - CACACGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT - - - - - - - AGT ACAAC - - CGCGT CGAGGAGGCA T - - - - - - - T A T AAACGCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAC T T CA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT AAAAAAA
T CA T C TGT T AAA T T T AGC T T AA T T A T A T CA T AACAGA T T - - - - - - - CA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGT T - - - - - - - - - - GAGT AGC T AAAAA T A T C - - - - - - T AA T A T AGAGT
A T C T C T - - - GGAACC T C T T T A T T CA T C - T A T T ACAGAA T T AAA T AGGA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGTGA TG - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GA TGT T A T - GT TGCCGT T T CAC T CCAA - - - - - - - - - - - - - - - - - CACA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TGTG - GC T CGA - - AA T AAAA T A TGAAGGC T T - - - - - - TGT T AACAA T T
GGT TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAAAACAAGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGTGT T - AGT T - - A T AAAAA T A T AAGAAAAAC T - - - - - - T A T AAAAAAAC
AA T TGT A T - A T T A T T T T T T T AA TGA TGA T AAC T C T T AGT T T CAAAACGC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGC T A T AAGT CAA - - - - - - - - - - - A T AAAA T T - - - - - - - - AGAAAAAAAA
T TGT AC - - - - - - - T CGAGT CA T T T - - G - T A T C - - A T CAC T T T T TGAAGC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT AGC - - - - TGT T T C - - - - - - - - - T T A T AAAGT T T TGTGAA T T T TGAAGA T T
A TGT T T - - ACACC TGAA T T T T T T CACA - - - - - - - A T AAGT T T T AGCCAC T AGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - AA T T AA T T TGCG - - - - - - - - - - - - - - - - - - - - - - - CA TGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CA TG - - - - - - - - - - - A TGGT T T T T AAGAA T T T A - - - - - - - - - - - - - - - - -
T AACGCA T - AAAA T AGGT T AA T CA - - - - - - - - - - AAAAAGT AA T T ACGT AAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGT A T - - AGT T - - A TG - CAACAC TGCAAAC T CGT ACGT A TGAAAAACAGG
T AAGCC - - - AAAA TGAGT AC T T T T ACGA T A T CACA T AAA T A T A T CACGTGAGT T A T ACGACAC T AAAGTGA TGAGT TGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CGTGT - - GGC T TGACAAAAC TGT T TGAAAC T T T T A TGACAAGCCAAGT AA
- - - - - - - - AGAAACAAAC T CGC T CGAC - - - - - - - - - - - - GA TGCGACACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T T T CCCAAAAC T T AAGT CGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T TGGCCA T - GAGA T AGA T C T CC T CCC T A T A T T CC T T AA T TGGT T CACACGAGT T A T ACGACAC T AAAGTGA TGAGT AGACAGTGC TGA T TGTGCA T T T T C - - - - - - - - - - AA T AAAA T AA T A T T T T T AAAAAGTGAA T T T CGA T A T CCCAAAAC T T AAGT CACGT - - - - - - - - - - AAA T AAA T CGCCAA T T T - - - - - - - - - - - - - AAAA T
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TE: ltr_1_family_781.fasta.b.bed_uf.bed_g_2.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: 7531bp; fragments: 268; full length: 32 (>=6777.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7531 bp
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TE: ltr_1_family_781.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7831bp; fragments: 266; full length: 32 (>=7047.9bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

2000 4000 6000

0
20

40
60

80
10

0

TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (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_781
 size: 7655bp; fragments: 2883; full length: 1 (>=6889.5bp)

TE consensus (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 7655 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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