
Start crop Point End crop Point

MSA length = 550
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T TGT A T A T A T T - - - - - - - - - - - GGT T T T T AAC TGAAA T T AA TGA - - - AAAAAAAA T A - - - - - - - - - - AAAAC
A T CAAGT CGCC T ACA T CCAAA T T T T AACGC T T CAGA T T TGAC T CA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AC T AGGAAC T AACAAAAA T CA T AACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAA T TGCGAAAAAAA TGCAAA T C
ACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGAAAAAAAAAA T CGTGGGTGT T TGGCAAGGC T TGAAAGGT AACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T - - - - - - - - - - - - - - - - - - - - - AGGT T A T T T T T AGAGCAAA T AG - - - - A TGA T CACA TGA T ACAAAGAAAAC
A T ACAC T T AAAACCA T C T C T - - - - - - - - - - - GAGGT ACGAGT AAACGT CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AAC T A T T T A T AA T AAAAAA T T T AAAGT C T T A T T CAAAAGCGAA T A T C - T AAAAA T AAAGC T AGA TGAA T AAACA
- - - - GAC T AC T T CCA T T C T AGT CGT AAAAC TGAAAA T CA TGGAAA TGT AGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA TG - - - T A T A T T - - - - - - T T T T A T T A T T AC T T T T CAAAACAGT T AA T T AAGAGT CA T AC TGCAAAA T CAAA T T
ACA T A T T T A T T T CCAG - - - - - - - - - - - - - - - - - - - - - - - - - GT T CAAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T T CC T T A T AA T T AAGAA T T T T ACGCC T T T T T T T CAA T CA T ACGGT T T AA T A T T T A T ACAA T AAGGT AAAAGT
A TGAA T T T AC T C T AAC TGGG - - - - T AAAGGTGAAA T T TGA T T T T A TGT AGAAAAAAA T CGTGAGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T T T T T T A - - - - T T AACA T T T T AGT A T C T C T T T C T AAA T T AAAAA T T TGCCAA T T A T AC T AGAAAACAAAA TG
- - - - A T T T AA T T AA T T T CGA - T T T T AGAGC T AAAA T A TGA T A T T T T A T AAAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T A - - - - - - - - - - - - - - - - - - - - ACA T T AGT T C T CAAGT T AGCA T C - - T A T AGA TGT A T AA TGAGA T T AAA T C
ACAAAC T AGT T T C T A T T TGAA T T T T AAA - - - - ACAA T AAC T T T T A TGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T AAC T T A T T T T - - - - - - - - - - - AGA T T T C - CC T T T CAC T AGCGA - - - AA T AC T T A T AC - - T T T CAAGAAGT T
AAAAAA T T A T T T CA T T T T AAA T C T TGGAGC - GACCAGCC TGCACA T A T AGGGAA T TGAC T AGGGC T C T T AA T AAGGAAAACAAAAAA T CAA T CC T T T T T T - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AC T CA T AA T T C T T AA TGT T T AAAAA T T T T CGGAC T A T TGT A T CAAGT AGTGT C T CAA T T A TGACGT AA T A T A T T TGAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T C - - - - - - - - - - - - - - - - - - - - TGAA T T T T T C T AGAAAAAAAAA T A T AC T AAC T A T CCAGCA TGCA T AA T T T
A TGCAC T T AA T T CAAA T CGAA T TGCCA TGC TGAGA T CC T T AA T T A TGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T AC T - - - - - - - T AAAAA T T - - - TGGT CAGC T T CAAGGT AGAAAAC - - T AAAGC TGT AGAA - - - - - - - T AA T C
CCAG - - - - - - - - - - - - - - - - GT T T - - - - - - - CACA T T AA T T T AAA TGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAA T T T A T T CAA T AAAGAAAAA T A
A T A T AA T AAA T AC T A T T T T AA T T T - - - - - - - AGGACCCAAAAACA TGC TG - - - - AAA T CGT T AC TGT C TGA T AAAGC T TGAAAGGAAACAA TGT T T T TGC - - - - - - - - - - AAC T AC TGGGAAC T AACAA T AA T CA T AA T AA T AGC T A T T - - - - - - - - - - - AGA TGAA T CAAAAAACGAAC T A T - - AAAA T ACGT ACC TGA TGA T AAAA TG
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TE: rnd_1_family_195.fasta.b.bed_uf.bed_g_1.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: 550bp; fragments: 4853; full length: 2 (>=495bp)
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No TE domain detected

After TEtrimmer 550 bp
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TE: rnd_1_family_195.fasta.b.bed_uf.bed_g_1.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: 875bp; fragments: 4786; full length: 0 (>=787.5bp)
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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: rnd_1_family_195

 size: 230bp; fragments: 2560; full length: 222 (>=207bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

50 100 150 200

10
00

15
00

20
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 50 100 150 200

0
50

10
0

15
0

20
0

TE consensus self dotplot (bp)
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Before TEtrimmer 230 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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