
Start crop Point End crop Point

MSA length = 585
- CAAAA T A T T T T T AAAA T A - - - - - - - - - - - - - - - - T C TGGTGTGT T ACGAAGC T AAAGT T CC T CGCCAA TGAC T AAAGAA T A T AAGGACA T T T AACGCCC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGGACC T CGC T T A TGT T A T T T TGT T T TGACA - AA T TGA - - AC T AA T T T T CGA
AA T AA T T AC T T T T AGA T C T AA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA TGAC T AAAGAA T A T AAGGA T A T A T A T T ACCC - - - - - - - - - - GGCACAGT T TGC T C T CGGGTGT T A T T TGT CC T TGAA T T T T T T - GT CA T TGA T C T - - - - - - - TGTGA T T T T T T T C TGAAA - AA - - - - - GT CAAAA T A T AAA
A TGGAACAA T A T AGAACAAAAAA T ACAC T - CCA T T T T TGA T AAA T C T - - - - - - - - - - - - - AA T T ACCAA TGAC T AAAGAA T A T AAGGACA TGTGACGC T C - - - - - - - - - - GGCACAA T T TGC T C T AGGGTGT T A T T TGT C T T TGGA T T C T T T AA T CA T TGC T AA T T CC T T A - - A T A T T T TGAAC TGAAC T AA T AGA - CACAA TGGT AAAA
C T CAAA T ACCGC T AAACCGA T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - CCAAAA T TGACACCCAA TGAC T AAGGAA T A T AAGGACA TGT AACGCCC - - - - - - - - - - GT CACAA T T TGC T CCCGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGGTGGCACCCGA - - - - - - - - - - - - - - - - - - - - - - - - - A T C TGGCCA T T AGT
ACGAGACAACA T AGAGACAACC T T A T C T T T - T AC T T T T AA T AACC T T - - G - - - - - - - - - - A T CCA T CAA TGAC T AAAGAA T A T AAGGACA TGCAACGCCC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGC T A T CCA TGT A TGGGA T C T T TGACAGT T C T - - - TGA - A T T TGAA T T TGA T
TGT AAA T A T T T T T AA T CCAAAAAAGT T T TGT CAC T T T T TGTGT T T CA - - - - - - - - - - - - - - - - - - T CAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCC - - - - - - - - - - GGCACAA T T TGC T C TGGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGT T T T CA T T T T T - - - - - - - - - - - - - - - - - - - AA T T CAAGA T TGT AC T T AGA
ACGT AA T T C T A T T ACAA T T AA T AAA T A T T T T CGGGT CGGCCA T A T TGCCA TGC T AGAA T T CGGT ACCAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGTGCGGT AC T T T - GT T AA T T T CA T C T AA - - - AA T TG - - - AC T T T AA T T T CA
T T T A T AGA T CA T T AC T C T TGC T T T AGA T T - - - - C T T TGT A T A T A T TG - - - - - - - - - - - - - AGT T C T CAA TGAC T AAA T AA T A T AAGGACA TGT AACGCC T - - - - - - - - - - GT CACAA T T TGC T C T AGGGTGT T A T T TGT T C T TGGA T T C T T T AGT CA T TGA T C T A T A T AGT - - T T A T C T T T T A T CCA TGT - - - - - - A T T C T T AAGT T T C T
GGT ACACAAAAC T AGAACAAA TGAGAACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGCAGCAA TGAC T AAAGAA T A T AAGGACC TGT AACGCCC - - - - - - - - - - GGCACAA T T TGC T C T TGTGTGT T A T T TGT CC T TGAA T T C T T T AGT CA T TGAACAGCAGCAA - GCAC T C T AGA T C T AACAC - - - - - - ACA T TGT CA T TGGT
T C T ACCCA T T T A T AAAACAA T T T AAC - - - - - CAC T CGTGA T AA T C T ACGA TGC T AAAA T T ACCAACCAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGGT ACCAACC T T T A T AAA T T T T CA TGCA T A TGA T TGAAGC T CAGAA T T AGA
T CC T A T CAC T TGT CGAAAAGT CAGAAAA T - T CAGT T T TGAACCA T TGCGA TG - - - - - - - T C T CCACCAA TGAC T AAAGAA T A T CAGGACA TGT AACGCCC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGGGC T CCAC T A T - - - - GT T C T T AACC T AAA T AA T TGAGT T C T AGT A T CAA T
T C TGA T CGT T A T T AGAACGA T T T CGGAAC - T CA T TGCCAGT AAGC - - - - - - - - - - - - - - - GGGAACCAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGGTGGGAAC TGT - - - - - - - - - - - - - - - - - - - AGGTGA - A T TGACA T T TGGG
- - - - - - - - - - - - - GT A T CGGT A T TGT C T T T T CA T A T T TGTGA T A T T A TGA TGGT AAAA T T CGTGAACAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCC - - - - - - - - - - GT CACAA T T TGC T C T CGGGTGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGAACGTGAAC T T - - C T AACC T CGAC TGGGT T - - - - - - - - - - - - - - - - - - - -
- - GA TGCA T T A T T ACAAAAAA T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACCACCAA TGAC T AAAGAA T A T A TGGACA TGT AACGCCC - - - - - - - - - - GGCACGA T T TGC T C T CGGA TGT T A T T TGT CC T TGGA T T C T T T AGT CA T TGCCCACAACA T T T AC T C T T T T T CGC T AAA T - AA T T CA - CA T A T AGGC T T CA
TGAAAC T A TGGT T AGGT ACGC T CGT TGAA - - T A T T T A TGCCAGT T T A - - - - - - - - - AA T - T A T T T T CAA TGAC T AAAGAA T A T AAGGACA TGT AACGCCC - - - - - - - - - - GGCACAA T T TGC T C T CAGGTGT T A - - - - T CC T TGCA T T C T T T AGT CA T TGA T T T T CA T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGT AC T T AAG
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TE: rnd_2_family_204.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: 585bp; fragments: 4481; full length: 1799 (>=526.5bp)
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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 585 bp
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TE: rnd_2_family_204.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: 885bp; fragments: 4476; full length: 0 (>=796.5bp)

TE consensus (bp)
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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_2_family_204
 size: 563bp; fragments: 5237; full length: 1948 (>=506.7bp)

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

No TE domain detected

Before TEtrimmer 563 bp



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

TE consensus after TEtrimmer (bp)
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