
Start crop Point End crop Point

MSA length = 6356
T AC T AA T T T T T AAA T TGT - - A TGGA T A T AA T CA T T T AAGAGT T A T AAAA 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 AAAC - - - - - - - - - - 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 AACCAGT TGT
C - - - - - - - - - - - - C T TGT - - A T TGGT AA T A T CGA T C T T T C T T TG - - - - - - 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 AAAC - - - - - - - - - - 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 - - - - - - - - T A T TGT T T T T A T T CC TGGAGAC TGGCC T T T - - - - - - - - T T T
G - - - - - A T T T T AAAC TGT - - CAGAA T AAAAAAAG - - - GGTGC T ACGT AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - AAAAAAAAGT A T T T T T T T A TGAAAAACAA - - - 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 CAAAC - - - - - - - - - - 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 AC - A T TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - AAAAGGAGCAGA T T A T T T T AC TGAA T CAC - TGTGT 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 CAAAC - - - - - - - - - - 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 A TGGGT T T AGAAAGGACGCCACA TGT CGAC TGAGT TGT TGGC - - - - - C
A - - T ACA T ACAAA T T T A T AAAA T TGGA TGC T TGGT T AGT AA T AGC T A T TGTGT 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 CAAAC - - - - - - - - - - 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 T AC - GA T T T A T AGCA T A T ACAC T T T T TGGCACAA TGT T CCGGA TGA TGC
G - - TGAC T T T T AA T T T A T AAAA T T A - - - - - - - A T C T AAAAACGCA T A T 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 CAAAC - - - - - - - - - - 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 AGT A T T AA T T T AAA T AA TGT T C T AAGTGT CAAAAAA TGT T T TGGT TGT T - T
C - - - - - - - - - - - A T T T A T - - C T T T ACCCACACAGT AAC T A T T T A T AAGC 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 AAAC - - - - - - - - - - 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 - - - - - - - - - - AA T ACAGGCAAA T T T T AA T AA T AGT C T A T T T CAAA - - T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T AAAA T CGA T T AAAA T T T AA TGTGC TGAGGC T T T T TGGT ACCA T A T - - - - - - - - - A T AA T T TGGGT TGT T T A T CAA T AGGT A T A T T AA TGAC TGA
A - C T AAGT T T - - - T T T T T - - AA T AAAA 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 AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T T T T CGA TGTGAAACAA T AAAC T T CCCAACA T T T T T
T AC TGA T T T C - - - - - - - - - - - - - - - - - - - - - - AGT T AAGGT T T CAACA 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 CAAAC - - - - - - - - - - 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 TG - - - - - - - - - - - - - T TGTGAACA T ACA T T T AA T A TGGT T A T A TGT A T TGT
G - - - - - A T T T T AAAC TGT AAAAAAAGGGTGC T ACGTGAAGT TGGCAC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 ACAA T TGA T - CAAAAC T A T AAACACGT AC T ACAC T ACACA T T ACCCCC T A T
CGC T AA T T T T - CAA T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGTGT 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 AAAC - - - - - - - - - - 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 TGT TGA TGAAAAAA T A T T T T T ACAAGA T ACAGAGGGT CCCAACACC T A T
GAC T AAA T T T T AGGT T A T - - T T CAA T ACAGT TGCAAAAAGGT AGTGA T CGTGT 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 AAAC - - - - - - - - - - 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 AC - - - - - - - - T AGT CC T A T CAACGT AAGAA T AAGGAAA T C T AAACAAC T TG
- AA T AA T T T T AAA T T AA T AAA T T AAAC T AGT T AAA T AA T AA T AA T AGT AGTGT 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 AAAC - - - - - - - - - - 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 CAAAA T AC T A T ACAGGGTGAGT T T CC T ACGA T T T C
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TE: ltr_1_family_653.fasta.b.bed_uf.bed_g_3.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: 6356bp; fragments: 1425; full length: 0 (>=5720.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6356 bp
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TE: ltr_1_family_653.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6660bp; fragments: 1381; full length: 0 (>=5994bp)

TE consensus (bp)
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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_653

 size: 2981bp; fragments: 307; full length: 0 (>=2682.9bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 2981 bp
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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 1000 2000 3000 4000 5000 6000
0

500

1000

1500

2000

2500


