
Start crop Point End crop Point

MSA length = 3349
- - - - - - - - - - - - - - - - - - CGT CGT TGCCGGT A - - T C TGT A T AA T AAA T T T - - - - - - - - - - - - - - - T AGT T T T AGCAA T T T AA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T T CCCAAAAACAAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAC T AGA T AAGAA T TGAGCA T C - - - - TGT AA TGGAA T T A T AAGGA T A T C - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT AGT A T AGT T T T AGCAA T T T AA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T T CCCAAAAACAAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAA T AGGA T A - AAC TGT C T A T T A T A T AAAAAAAAAA T AAAA T AAAGA T T T T A
T C T AGT T T A - - - - - - - T T CA T AGA TGT CGA T T T T - - - - - - CAA T AA - T T T T AC T T T A T TGT A T CC T A T T T T T AGCAA T T T AA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T T CCCAAAAACAAA T CAA T T T TGA T T A T A T AA T CA T A T T T C T AACAC T A TGT T A T AA T CGT C T CACA TGT TGTGACCAGGAAGGGT T T A T AGT T T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T CC T A T T T T T AGCAA T T AAA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAC T A - - - - - - - - - - T AGT A T T - - - T T T CGACGC T - - - - - - - - - - - - - - - - -
AC T AGT TGAA T T A TGT T T T A T AA T T AC T T A T T T T T C TGT A T AA TGGA T T C - - - - T - - A T A T T CCA T AGT T T T AGT AA T T AAA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAA T AGGA T T T AA T T TGACAACA T A T AACAAGAAA T T T T CACCGA T A T A T T C
GT T AG - - - - - - - - T T A T T TGCGA T CGCGCGT T C T T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T AC T T C T AACAA T AGGA T T T AA T T TGACAACA T A T AACAAGAAA T T T T CACCGA T A T A T T C
- - - - - - - - - - - - - - - - - - AAAAA T TGT TGAGGA T - - - - - - - - - - - - A T T T - - - - - - - CAACACCC T A T T T T T AGCAA T T CAA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAC T A T T T T T T AA TGT AAAA T T - - - C T ACAAC T T T T T T A T - C T AA T A T T T T T
A T T AGT TGAA T T A T T - - - AGCCA T CGT CAGT AA T T C T A T A T AA T AAA T A T T A T T T AA T T T T AC T A T AGT T T T AGCAA T T AAA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AAC T A T AGAACA - - - T TGT T CGT T - - AC TGCAA T AA T A T T ACGGT AA T A T T A T C
A T T A - T T TGA T T A T T - - - CA T AGC TGT CA - - - - - - - - GAA TGA T AA - - - - - - - - - - - AA T T A T CA T A T T T T T AGCAA T T T AA T AA T AAAAACACA T AACC - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAA T A T T T T A - - - T T T T AAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGC T A T AGT T T T AGCAA T T T AA T AA T AAAAACACA T AACC - - - - - - - - - - T A T C T T CCCAAAAACAAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAA T AGGT AA - - - T T T T T CA T C - - - - - - CAAAAA T T T T A - - - - AA T A T T T T T
A T AA - - - - - - - - - C T A T T T CCAAA T T T T T A T AAC - - - - - - - - - - - - - - - - - - - - - T CA T AAA T AC T A T T T T T AGCAA T T AAA T AA T AAAAACACAGAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AA T T AA - - - - - - - - - - - - - - ACAA T AACGA T AAAAGAC T T A T AGAAC T
A T T A - - - - - - - - - T T AGTGT T AGGTGT TGA T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T AAAAGCAAAAAA TGA T AC - - - - - - - - - - - - ACAAGA T A T T T A T AC T AAAAAAA TGCC T T A
A T AA - - - T AA TGA T T A T AGGGAGT T ACGGAAGGT ACCGT ACACGA - - T T T AA T TGT AAAC T T T CA T A T T T T T AGCAA T T AAA T AA T AAAAACACAGAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T CAGCA T T AGTGT A T ACC - - - C TGT AGGAA TGT T A T A T C TGT A T C T A T
A T AAGT T TGA T T A T T T T - AA T AA T CC T T TGGAAG - - TGT A T CA T A - - TGC T A TGT - - C T T T T C T C T AGT T T T AGCAA T T T AA T AA T AAAAACACAGAACC - - - - - - - - - - T A T C T C T CCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAC T AGGA TG - - - - - - - - - - - - - - ACAACAGT AGT T AAACGT T T T TGAGT T A
- - - - - - - - - - - - - - - - - - AA T AA T CGT CAAACA T - - - - - - - - - - - - A T T T - - - - - - - - AA T AAAA T AGT T T T AGCAA T T AGA T AA T AAAAACACA T AACC - - - - - - - - - - T A T C T T CCCAAAAACAAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - T T T A T T AAC T T T AAGT AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAACACAAAACC - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAA T AGA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T AGT T T AA T T T T T A T ACGAAGT TGT T AACAAC T T T AAA T AC T A - - T T T T T T T T T A T T T T A T C - T A T T T T T AGCAA T T T AA T AA T AAAAACACA T AACC - - - - - - - - - - T A T C T T CCCAAAAA T AAA T CAA T T T TGT T T A T A T AA T CA T A T T T C T AACAC T A - - - - - - - - - - - - - - - - - - - - T T A T A T CAC T A T T ACAGAAA T CA T ACC
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TE: ltr_1_family_520.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 3349bp; fragments: 4391; full length: 0 (>=3014.1bp)
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No TE domain detected

After TEtrimmer 3349 bp
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TE: ltr_1_family_520.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 3656bp; fragments: 4388; full length: 0 (>=3290.4bp)
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T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000 2500 3000 3500

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_520
 size: 3504bp; fragments: 5117; full length: 0 (>=3153.6bp)
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Before TEtrimmer 3504 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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