
Start crop Point End crop Point

MSA length = 913
A T T T A T T AAAAAAGT T T A T T AACGAA T A T CAA T A T AA T T A T AAAA TGA T T A T ACGGAGCGA T CCAAAA TGA T T AAA T AGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGCCAAC T C T T T CAACCA T T T TGGA T TGC T CC - - - - - - - - - - - - AGT A T T T CA T TGAAAA T T A T T T AGA T T T T C T T T CA T T T A T AA T T CA T AA T
T T T CA T T AAA T CCGT T T A T T T C TGAAGA - - - - - - - - - - - - - - - - - - - - - - - T ACGGAGCGA T CCAAAA TGA T AA - - T AGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGC T AAC T C T T T CAA T CA T T T TGGA T CGC T CCGT A T T T TGCA T AACAAGGT CGT T AAACAAGCGT A T AC T ACA T C T A T T C T T A T AAGAAACAGA
TGGT A T T TGA T ACAGCAA T AAA T AAA T A T T A - - - - - - - - - - - - - - - - - - - - T ACGGAGCGA T CCAAAA TGA T T AAA T AGT TGCC T A T T CCGA T T T TGT T C - - - - - - - - - - CACGT T TGCCAAC T C T T T CAA T CA T T T TGGA T CGC T CCGT A T A T T ACA T AAACA T T T AAA T AAAAAA TGT CCGAAAAAA T C T T T A - - - - T AA T T AA T AAA
T C T T TGAGAA TGT A T T TGT - - - - - - - - - - - - - - - GA T T T T T C T AA TGA TGA T ACGGAGCGACCCAAAA TGA T T AAACAGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGT CAAC T C T T T CAA T CAGT T TGGA T CGC T CCGT A T A T T ACA T A TGT AGT AAACCAA T CAAA TGTGAAA T T CAC T T - - - - - - - AAA T T CACACA
GC T TGA T CA T AAAA T A T A TGGT T T T ACA T T AC T A T AA T TGACCAACA T AA - T ACGGAGCGA T CCAAAA TGA T T AAGT AGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGCCAAC T C T T T CAA T AA T T T TGGA T CGC T CCGT AC - - - - - - - - - - - - - - - - - T T AGTGAAC TGT CAA T TGGA T CC T TGT T T ACA T CCCAACAA
T T T T A T AA T A T T T ACC T A TGGA T T AGTGT T AA T A T ACC T A T ACAA T C T T T A T ACGGAGCGA T CCAAAA TGA T T AAA T AGT TGGCAA T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGCCAAC T C T T CCAA T CA T T T TGGACC T C T CCGT A T A T - - - - T A T AGA T T T AGC T AC TGT T T TGCCGT T TGT AGTGT T C - - - - CAA T A T AAAGT
CGT TGT T CAAA T CA T C T A T TGT T AAGAA T CAA T AGA T T TGAACAA T ACA T A T ACGGAGCGA T CCAAAA T T A T T AAA T AGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGCCAAC T C T T T CAA T CA T T T TGGA T CGC T CCGT A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGCAAAGT A TGGT
T T T T C T TGT ACAAAAA T A T A T T T AAA T A - - - - - - - - - - - - - - - - - - - - - - - T ACGGAGCGA T CCAAAA TGA T CAAA T AGT TGGC T A T T CCGA T T T TGT T A - - - - - - - - - - CAGGT T TGCCAAC T C T T T CAA T AA T T T TGGA T CGC T TGT AA T - - - - - - T AAAAA T TGAGT T A T T ACCACAC T CAGGCAGT T T C T - - - - - T AA TGCA T CA T
AAAGA T AAAAAAAAA T T A T AC T AAAA T A T CAACGAAA T T T A T T AA T T CAAC T ACGT AGCGA T T CAAAA TGA T T AAA T AGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGC T AAC T C T T T CAA T CA T T T TGGGCCGC T CCGT A T A - T AAA T AAGT A T T AA T T TGT AACAA T A T CAGC T T AGT T T T T A T T AA TGA T T T A TGGT
T TGT A T ACAA TGCGT ACA T A T AAAAA T A T T T - - - T AA T AGGGTGA T T CAAA T ACGGAGCGA T CCAAAA T T A T T AAA T AGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGA T T TGCCAAC - C T T T CAA T CA T T T TGGA T C T C T CCGAA T A T T ACA - - AAAA TGTGT A T AA TGGAA T AC TGT A T A T T T T T CCC T T T A T T TGAAA T AAA
- - - - - - - - - - - - - - - - - - - AACAGAA T A T T T - - - CAC TGA T A T AA - - - - - - T ACGGAGC T A T CCAAAA TGA T T AAACAGT TGGC T A T T CCGA T T T TGT T C - - - - - - - - - - CAGGT T TGCCAAC T C T T T CAA T CA T T T TGGA T CGT T CCGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGTGGTGAA
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TE: rnd_2_family_49.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: 913bp; fragments: 22153; full length: 2228 (>=821.7bp)
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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 913 bp
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TE: rnd_2_family_49.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: 1215bp; fragments: 22101; full length: 0 (>=1093.5bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200

0
20

00
40

00
60

00
80

00
10

00
0

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_2_family_49
 size: 875bp; fragments: 19570; full length: 4008 (>=787.5bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 875 bp



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

TE consensus after TEtrimmer (bp)
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