
Start crop Point End crop Point

MSA length = 7531
A T T T C TGAA T T - - - - T A T T - - - - - - - - - - - - - - - T TGA T 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 C - - - - - - - - T A T AACAACAAC T TGCG - - - - - - - T T CAAAA T A TGA
- - - - - - - - - - - CAAGA T T T AAAA T AAA T AAA T T AGAAC T 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 CACGGA T A T A T T T T T T T AA T CACAA T ACA T A - - - - - - - T CAAAAA T A T AA
- - - - - - - - - - - CAAGA T T T AAAA T AAA T AAA T T AGAAC T 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 CACGGA T A T A T T T T T T T AA T CACAA T ACA T A - - - - - - - T CAAAAA T A T AA
- - - - - - - - - - - CAAGA T T T AAAA T AAA T AAA T T AGAAC T 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 CACGGA T A T A T T T T T T T AA T CACAA T ACA T A - - - - - - - T CAAAAA T A T AA
- A T T T T T A T - - - - - - T A T T AAAC T AAGGAA T CGAA T T ACAAA 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 CAC T C T - - - - - - - - GT TGACAA TGT T T AA T T - - - - - - - T T T T AAGCAC - -
- T T A T T CAA T T - AACC T CCCGAA T AGACACGAA TGCCGACGGACCACACGAGT 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 CACGCG - - - - - - - - - - - - - - - - - - - - - - - - - AAAGT AGT CGAGGAGGC - -
- T T T TGAAA - - - - - - CA 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 - - - - - - - - T T T T A - - - - - A T AGT T A T T T T TGAA T T TG - T AA T AAA T T T - -
A T T C T TGCAAC T AACCA T T AGACAAAGT CAAAGAACC T C T TGT ACACGTGAGT 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 CGTGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAAAAA T T -
AA T T T CAGAA T - - - - CA T C T AAAA T T A T AAAAAA T C T T AAA 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 T - - - CCC T T A TGT T AACAACAA T ACAAGAAA T T AAC T AA T AA T T T T -
A T T C T T T A T - - - - - - TGT TGAA T T AAA T CC T AC - AA T T 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 AGCAAG - - T A T T - T T T T T C T T T C T T T T TGT ACAA TGAA T CAGAAA T A T - -
A T C T T - - - - - - - - - - GAACAGA T T A 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 T A TGT A - - AA T T A T T T T AAGA T T TGT T T ACGAAA T T A - T T AAAAAGAA - -
- T T CC T AAA - - - - - - TGT T AAA T T T AAA T AAAA - T T T C 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 - - - - - - - - T A T T A T T C T T A T TGC T A T TGGT A - - - - - - - T T A T AAAGT T - -
- C T T T T TGT - - - - - - T A T T AGTGT T AAGAAGT AA T AC T T 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 - - - - T AC T A T - - - - - - - - - - - - - - - - - AAA T T AA T T CCAAA T T T - -
- T T T T AAACA T - - - - - - - - - - - - - - - - - - - - - - - TGT T 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAACGTGT T A
A TGT T T AAAAA T AA - T T T T CACACA T A T ACAGGA TGGGT T 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 AG - C TGT AA T - - - - - - - - - - - - - - - - - AAACCAA T T T AAAA T A T C -
C T C T T TGGT CCCAGGTGT T AGAAGAGTGCCGC TGT T CAC T CCAACACA 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 T CGA T CA TGGCA T A T A - - - - - - - T T AAAAAAA T T A
A T T T A TGAA - - - - - - C T T T T T A TGACACACA - - - - - - - - - - C 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 CA TGTGGT T A T T T C T C TGA T CA T C T T T AAAAAAA T TG - GTGGAAGT T T - -
- T T T TGT AAA T - - - - AGT CAA TGGCCAAAGAC T A T AA T T 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 C T - - - - - - - T T T ACAAACA T T CCGT T AAAGT AAC T A T AGAA T TGT
- A T T T T T AA T C - - - - T T TGAAAGCCGGGACGAAAAAACCACGA T 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 TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGT AC T CC -
- T T AA T T A T A T - - - - C T T T AGAA T AAACACCA T T T A T T T T T C T TGT 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 A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAAAA T A TG -
- T T T T CGAA - - - - - - C T T CAAAA T AA - - - - - - - - - - - - - - - T T T 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 AGCG - - - - - A T T - T T T T T A T T AGAA T T T T T T CAA T T AA T C TGAGA T A T A -
- T T T AGGA T AC - - - - CGA T CAAC TGGCAACA T T - AAAA T 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 T - - - - GA T T A T CC TGT CGCC T T T T TGT C - - - - - - - - - - - - - - - - - - -
A T C T CCAAACC - - - - TGA T CGAC T AAA T AAAAAA - - - - - - - - - - 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 AAA T T - - CCAGGACACA T CC T T T T - - - - - - - C T CCAAA T T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGAA 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 TG - - - - T A T T A - - - - AAGAAA T C T T T AAAAAA T T A - C T AAAAA T AA - -
- T CAA T T ACGT - - - - T T CCCGAGT T AA T CAA TGT T CA T T 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 T T C - A T T T AA T T TGGAGT A T T T T CCGT TGAC T T A - T TGAAGA T T T T -
- T T ACAAAAA T - - - - CA T T AGA T T T AAAAAAC 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 TGCA - A T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - A T AAAAA T A T C T
A T T TGT T A T T C - - - - C T TGT AAA T A T A T TGAAAAGAACC 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 CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGCAA T C T - -
A T T T TGGAA T T C T AGCGCCGAC T T CACA T CACGTGC T C T 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 A - - - - - - - - T T T ACC TGT T A T T T T T T - - - - - - - T AACAAA TGT T -
- T A T CGAA T AG - - - - T A TGT AAA TGAAAAAAAAA - - - - - - - CGT 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 CGTG - - - - - - - - - - T T T T AAA T C T AGT T AA T - - - - - - - T T A T AGAC T C T -
- T T T T A T A T T C - - - - GGC T AA TGC T AA T ACAAAAAA 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 TGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGAA T T T T -
AC T T T T AAGGT - - - - CAA T AAAA T AGGT T AA T CA T T A T TGT 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGCCACC TGCAAAC T C T -
A T T T T CAAGAG - - - - - - - - - - - - - - - - - - - - - - - GT TGGTGGT 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 A - A T A T T A - - - CAAAAA TGT T T T TGGAAA TGG - T T AA T AA T ACAA
A T T T T T T ACGT - - - - TGA T AGA T AAAA T A T A T T - GT AAA 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 TGT A - - AA T CA - - - T AAAAAC T CCGTGGAACGT T C - A TGAAAA T AA - -
- - - - - - - - - - - - AA - CGC T CGAC T CGA TGCGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGAAAA T AACA
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TE: ltr_1_family_791.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)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000 6000 7000

50
60

70
80

90
10

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000 6000 7000

0
10

00
20

00
30

00
40

00
50

00
60

00
70

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000 7000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7531 bp
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TE: ltr_1_family_791.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)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_791
 size: 13846bp; fragments: 1031; full length: 1 (>=12461.4bp)
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No TE domain detected

Before TEtrimmer 13846 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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