
Start crop Point End crop Point

MSA length = 1024
AGCAC T T TGT AAAA T - - - - - T A T T A T T AAAC TGACA T AAAGT T T T A T A - - - - - - - - - - C T AA T T ACA T AGA T AAAAGAC T T A T AA T C T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T AAA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGA T T T AAGT A TGAC T T A T - - - - - - - T T A T T TGGAA TGT T TGA - - - - - - - - -
CAAA T T T - - - - - - - - - AC T T T T CCAC T AA T T A T AC T T CAAAA T T T - - - - - - - - - A T - - T T AA - ACCA T AGA T AAAAGAC T T ACAA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGCC - - AAA T T T TGGT T A - GGAAA - - - - - - GT T T A T TGT T T T AAGC T AAA T T
T T CA T - - - - - - - - - - - T TGT T AA T C T TGACAAA TGA T CAAAC T T T T AAGAAAA T A T T C T T TG - ACCA T AGA T AAAA T AC T T A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T T CCAGCCA TGGG - - T TGAAA TGA T CA - - - - - - - - - AC TGT AAGA TGA T T TGGAGT AAA - -
CA TGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T A T T T A T T T AAAA T ACA - GGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT T A T T T ACA T T T AAGT T T CCCAGT CA TGAACCAACAAC T AGT T A - - - - - - - - T CA T T T TGTGCAAGT T A - - - - - - - - -
- - - - - - - - - - - - - - - AGCA T T A T T T CA T CC TGT T A T T T T AGA T A T T - - - - - - - - - - - - - - - - C T CCA T AGA T AAAAGAC T T A T AA TGT T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGAA T A T T A T A T AA T C TGC T T TGTGCGAA T T T T C TGT T T AAAGC T T AAGA - - - - - - - - T T AA T C T CA T AGA T AAAAGAC T T A T AA - GT T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCC TGCCA TGGT - - - - - - - - - - - - - - - - - - - - - - C T ACC T CGAGT ACC T AC - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGT A - AAACAAACGTGT A T AAAAA T AC T AGC T T C T ACGT CCCA - - - - - - - - -
T CAA T A T - - - - - - - - - - - - - C T T T AC TGA T CAA T T T A TGACA T T T T AGT AAAA T A T T C - - - - T T T CA T AGA T AAAAGAC T T A T AA T A T T AAA T TGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCGTGGT T T AAACACAGGA T A T - - - - - - - CCA T T TGAGAGGT T TGAGA TGAAAAA
T AAA T CC - - - - - - - - - T CGT C T A TGT CGC T T A T ACA T AAAAC T T T C - - - - - - - - A T CC T T AACA T CA T AGA T AAGAGAC - - A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT T T AAAAACAAAA TGAGAGCA T - TGA T T T AGT T TGGT T TGAA T A - - - - -
T A T A T C T - - - - - - - - - T AGT T T A TGT CAC T T AAACACCAAAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGAGA T T T CCA T T T AAGT T T CCCAGCCA TGA T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGT AA - - - -
CC T C T T AAGTGT AAAAGCAC TGA TGCAGAAAAGGT ACC TGAA T T CAAAGA - - - - A T T A T T AA TGT CA T AGA T AAAAGAC T T ACAA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT - - - - - - - - - - - - - - - GAGAA T A T CGTGT C T C T CGAC T T CC T T AAA T TG
A T T AC T T - - - - - - - - - GT A T CC T TGTGGCA T A T T CGT C TGTGT T T C T A - - AA T T A T TGT T AA T AGCA T AGA T AA T AGAC T T A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TG - - - - - AA T AC T AGT CA TGGAAA T A T T C TGT T TGACGT T T T AA T TGA T A T T
T ACA T AC TGT A T AA T A T T A T T T T T T T AAA T T AA T CA T AAA - - T T T TGAGAAAA T AA T C T T CA - A T CA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAA T A T - - - - - - - - AGGGT T T T T CCAAAACAGT CGT C T AAA T CGCAAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGA TGA TGT CGAAA TGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T ACA T T T AAGT T T CCCAGCCA TGTGGT AAGTGACAGCGA - - - - - - - - TGAA T T TGAA T A T TGT AGCAACAGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT T T ACA TGC TGAC T ACGAAAA T AAAA T T TGAAA TGT T TGCCAGAAAA T T
AACGC T T TGCA T AGT - C T CC T T T T C T AGC T AAA T CGT T TGC T T T T CA T - - - - - - - - - - - - - - - ACCA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA T AAAC TGT CA T T T C T A T T T AAGT T T CCCAGCCA TGC T - - AACCA T TGGTGGTGAAGAGA T T A T T T CC T T T A T C T AA T A T T CGA T T
- - - - - - - - - - - - - - - - - T T T CCA T C T AGA T T T AC T ACCA - - - T T A T AAGAAAA T A T T C - T AA - ACCA T AGA T AAAAGAC T T A T AA T A T T AAA T AGA T AGG - - - - - - - - - - AAAAAC T A T T T T T AA TGAAC TGT CA T T T CCA T T T AAGT T T CCCAGCCA TGGT - - AAAGAC TGACAA - - - - - - - - - AA T T T CAAA TGTGT CAAA TGAAA - -
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TE: rnd_1_family_242.fasta.b.bed_uf.bed_g_4.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: 1024bp; fragments: 1844; full length: 519 (>=921.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

20
0

40
0

60
0

80
0

10
00

12
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000

0
20

0
40

0
60

0
80

0
10

00

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1024 bp
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TE: rnd_1_family_242.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 1329bp; fragments: 1775; full length: 0 (>=1196.1bp)
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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: rnd_1_family_242

 size: 1242bp; fragments: 1786; full length: 0 (>=1117.8bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1242 bp



0 200 400 600 800 1000

ORF1

Fun_ATP

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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