
Start crop Point End crop Point

MSA length = 6327
A T A T T - - C TGT CAGAAC TGT T CC - - - - - - - - AGAA T AAAAAAAGGGTGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA - - AAGAAAAGTGT AGT TGGAGCA T AA T T T - - - - - - - - - - - AAAGT A T A
AAGC T - - CCACCGC T A T T ACA T TGT TGT T CAGGT A T TGT AGC T AAACGGT A TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C - AGA T A T A T T T T AAA - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A T - - - CGAAGGAC T A TGA T T T AAAAA T A T T T T T AC - - - - - - - - AAGA T ACA
A T A T T - - C T A T CAGAAC TGT T CC - - - - - - - - AGAA T AAAAAAAGGGTGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T AAAA T CAA T T CAAA T T T AACGCGC T CA TGC T T T T - AGT ACCA T ACA T AAAGAAAAA T ACAA T A T AAACACGT AC T ACACAACA T - - AAAGCC TG
ACAAAAAC TGAC TGAACAGAACAA T T T AAGAAAGGT T A TGGT T CAA T ACAGTGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAA - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T ACGT A T AAGGAAA T C T AA T AGT AAAACAGACGACGT T A T AAAGAAAC T C T A
- - - - - - - - - - - - - - - - - - - - - - - T T T A T C T C T ACCCACACAGT AAC T A T T A TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAA - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A - - - - CAGGCAAA T T T - - - T A - A T AA T AGT C T A T T - - A TGG - - AAAGT T AC
- - - - - - - T T ACCGGT AACAGT T T T T T T T A T AAAAA T A T T T AG - - - - - - - - - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AACA T A T - - - - - - - - - - - - - - - - - - - -
- - - - - - - T T ACCGGT AACAGT T T T T T T T A T AAAAA T A T T T AG - - - - - - - - - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T AAA T T T A T - - - - - - - - - - - - - - - -
GT AACAA T T ACAGT AGC T AAA T CAGAACGAA - GGT AAAGGAGCAGA T T A T A TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAA - - - - - - - - - - T T T A T T AAAA T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT ACCA T AC T T T T AGGACGT TGTGA T T CGAAAGGACGCCACA T T A TG - A T T AAACGAA
ACA T T AAGT A T CAA T AAAA T T T T A T TGT AAAGA T A T AA T CA T T T AAGAGT A TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAA - - - - - - - - - - T A T A T T AAA TGCGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A - - - - - - - - - AAA T A T - - - T AAA T AC T AGAC T T T T A - GTGT - - AAAA T T T A
A TGT CAGCCACGGGACGTGGT T CCAC T CACACGAAAGAA T AA TGAA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - C T TGT A T AGGT AA T A T CGA T C T T T C T T - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T T AAA - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA T A TGC T CAGGC T T T T TGGT ACCA T A T - - - GT T T T T A T T CC - - - TGGAGAC TGGCC T T T - - - - TGT - - T AA T TGT T
A T A T T T AACAGT T AAA T TGGA TGC T T - - - - - - - GGT T AGT AA T AGC T AGC - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAA - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT ACCA T A T A - - T AGCCAAGT A T AA T CGT AGCA T A T ACAC T T T T A TGT A T CC T T TGGA
AGA T T T A - CAGC T AAA T T A - - - - - - - - - - - - - - A T C T AAAAACGCA T AG - - TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAA - - - - - - - - - - T T T A T T AAA T T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT ACCA T AGA T A TGAACAAA TGT AAGT AAA T AA TGT T C T AAGT T A TGTGT T A T T T A T A
AAAACAAA T AAAAAAAGT A T T T T T T T - - - - - - - - A TGAAAAACAAA TGT - - - - - AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGAAA T A T T T CAAA - - - - - - - - - - T T T A T T AAA T T CAA T T AAAA T T T AA T ACGC T CAGGC T T T T TGGT ACCA T ACA - - AGGGCGAGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAA T T AA T T A T TGGTGT CA T T CGT T T T T AAA TGGAA T T T CAGT T AAGGT T A TGT AAGACCC TGT A T A T T T T ACC T CA T AA T A T T C T AGA T A T A T T T CAAA - - - - - - - - - - T T T A T T AAAA T CGA T T AAAA T T T AA TGTGC T CAGGC T T T T TGGT T CCA T TGA T A T A TGT A T A TGT AA T TGT A T AAAA T A T T A T T T T ACGT A T CAAA T AAA
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TE: ltr_1_family_808.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: 6327bp; fragments: 1449; full length: 0 (>=5694.3bp)
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No TE domain detected

After TEtrimmer 6327 bp
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TE: ltr_1_family_808.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6627bp; fragments: 1320; full length: 0 (>=5964.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000 6000

0
50

10
0

15
0

20
0

25
0

30
0

TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (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_808
 size: 3508bp; fragments: 576; full length: 0 (>=3157.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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