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MSA length = 206
A T TGGGC T T T T A TGT TGAAAGAACCA - A TGT CC T T T CAAGGGGGGCGGAA TGT TGC TGCA T T AAA T T TGT AAA T CCGACAACGC TGCAA T T AGCAGC T AG - - - - - - - - - - ACCGT CAAGGGT T AGCCGT T A T T T A T ACACCA T AAAGT T T CAGT CCCC - - - - - - T AGC T CACA T AGAGCCCGAGT T ACGACGC T CCGT TGT AACC T T CGA
AC - CCA T C T T T T CA TG - - - - - - - - - - - - - - - A T A T T C T T CGAGC T CCA T C TGT TGC TGCA T T AAA T T TGT AAA T CCGACAACGC TGCAA T T AGCAGC T AG - - - - - - - - - - ACCGT CAAGGGT T AGCCGT T A T T T A T ACA T AAG - AA T T T TGGT CCAA T CACGGA T AACCGGCAAA T AAGAAGAAAGAAGA T CCC T T AA T CAAAGTGAGGT
- - - ACAACGC T CAA TGGAACGAAA T A T - - - - - - - - - - - - - - - - - GC TGAGTGT TGT TGCAC T AAA T T TGT AAA T CCGACAACGT TGCAA T T AGCAGC T TG - - - - - - - - - - ACCGT CAAGGGT T AGCCAA T A T T T A T ACA TGAG - AA T - - - - - - - - - - - - - CGAAGAGAGACCGT AAAAGAA T AGAGTGGA T ACGACAAAAAAAAACAGGT
A T TGGGC T T T T A TGT TGAAAGAACCA - A TGT CC T T T CAAGGGGGGCGGCA TGT TGC TGCA T T AAA T T TGT AAA T CCGACAACGC TGCAA T T AGCAGC T AG - - - - - - - - - - ACCGT CAAGGGT T AGCCGT T A T T T A T ACA TGAGAGGT T T T TGACAAA T TGCAGGGGGGTGACGAGGAA - - - - - - - - - - - - - - - T T T T T T CGAAAAGT T T T
A T T T CAA T T C T ACA T AAAA TGGAC T A TGAGCA T A T T T T AGT TGCGA T C TGTGT TGC TGCA T T AAA T T TGT AAA T CCGACAACGC TGCAA T T AGCAGC T AG - - - - - - - - - - ACCGT CAAGGGT T AGCCGT T A T T T A T ACA T AAG - AA T T T TGGT CCGA T CACGGA T AACCGGCAAA T AAGAAGAAAGAAGA T CCC T T AA T CAAAGTGAGGT
- - - T T A T T T C T A TGGAA - - - - - - - - - - - - - - GGAAA TGAAAAAC T T AGAGTGT TGC TGCA T T AAA T T TGT AAA T CCGACAACGC TGCAA T TGGCAGCGAG - - - - - - - - - - ACCGT CAAGGGT T AGCCGA T A T T T A T ACA T AAG - AA T T T TGGT CCAA T CACGGA T AACCGGCAAA T AAGAAGAAAGAAGA T CCC T T AA T CAAAGTGAGGT
A T TGGGC T T T T A TGT TGAAAGAACCA - A TGT CC T T T CAAGGGGGGCGGCA TGT TGC TGCA T T AAA T T TGT AAA T CCGACAACGC TGCAA T TGGCAGCGAG - - - - - - - - - - ACCGT CAAGGGT T AGCCGA T A T T T A T ACA T AGA T AA TGT TGA T T C - - - - - - - - - - GGGC T ACACAGACC T A T T A T AAAAA T AAC T C T T CACGAA T T AAGT
- - - ACAGCGT T ACA T CACACAAACC T CGT C T CAA T AAAGCCGGGACCCCA TGT TGT TGCAC T AAAA T TGT AAA T CCGACAACGC TGCAA T T AGCAGC T AG - - - - - - - - - - ACCGT CAAGGGT T AGCCGA T A T T T A T ACA T T AGAGACGTGA TGCCACGCACCCACGTGT TGCGACGTGGGAA TGGGTGT ACACA T T AGGT AACACGTGT T
- - - A TGA T T C TGT T AAGAA TGT AC T A T A TGT C T AAAGGT T T TGA TGAGA T TGT TGT TGCAC T AAA T T TGT AAA T CCGACAACGC TGCAA T T AGCGGC T AG - - - - - - - - - - ACCA T CAAGGGT T AGCCAA T A T T T A T A T A T AAG - - AA T T TGGT CCAA T CACGGA T AACCGGCAAA T AAGAAGAAAGAAGAGCCC T T AA T CAAAGTGAGGT
T T TGAAGCCC T CAAGAAAAAAAGGCGT T T AACCGT T T TGTGGGA TGT CGT T A T T C T TGCAC T AAA T T TGT AAA T CCGACAACGC TGCAA T T AGCAGC T AG - - - - - - - - - - ACCGT CAAGGGT T AGCCAA T A T T T A T ACA TGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_375.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 206bp; fragments: 11; full length: 6 (>=185.4bp)
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No TE domain detected

After TEtrimmer 206 bp



0 100 200 300 400 500

0
2

4
6

8
10

12
TE: ltr_1_family_375.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 507bp; fragments: 11; full length: 0 (>=456.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500

0
2

4
6

8
10

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500

0
10

0
20

0
30

0
40

0
50

0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400 500

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_375

 size: 185bp; fragments: 11; full length: 10 (>=166.5bp)
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Before TEtrimmer 185 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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