
Start crop Point End crop Point

MSA length = 189
T T A T T - - - - AA T T A T AAAAACACAGT T T AAA T A T AAA T AG - - - AA T AAA T A T AA T AA T T AGT A - - - - - - - AGC TGGT T T - T T CCCACAAGCA T CCAAACC - - - - - - - - - - A T T T T AGGT CGT T T T CCGA TGC TGTGGGAA T AAACC T - - - - - - - - - T CA T TGT AAGT A T T T T T T A T TGGCGT T - - - - - - AGAGTGCGGCGTGGGT CC T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T TGAA TGAA T CA T A TGT T A T AA T - - - T AA T AA T AGAAAAGC TGGT T TGT T CCCACAAGCA T ACAAACC - - - - - - - - - - A T T T TGGACAGT T - - - - GA TGC T C TGGGAACGAACC T AA T A T - - - - - - - - - - - AA T AACA T T AAA T TGGGC T - GT A T TGGAAA T C TGGCGT AAA T T CGC T
- - - - - - - - AAA T T T C T TGT A T A T T T T AGGAAAC T T T T TGA - - AA T TGCC T - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGT T CCCACAAGCA T CCAAACC - - - - - - - - - - A T T T T AGACAGT T T T C TGA TGC T A TGGGAA T AAACC T A T AA T T T T A T CA T CGGAAAAAA T T T T AAA TGT AAA T C T A T TGGAAAAACGGCAAAGAGAAAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT C TGT T CCCACAAGCA T CCAAACC - - - - - - - - - - A T T T TGGACAGT T T T A TGA TGC TGTGGGAA TGAACC T A T T A T CA TG - - - - - - - GGAGACGT T AAC T T AAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - AAC T T CAGT T A T A T CA T AAA T T TGT T T T TGC - - T AAGGA T C - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGT T C T CACAAGCA T CCAAAAC - - - - - - - - - - GT T T T CGACAGT T TGC TGA TGC TGTGAGAACGAACGGTGT A T C T - - - - - - - - - - - - - - - T T CA T AA T AACGT - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T AGT CGCAAA T T T A T AA T C TGTGA T AGCAGTGAGT T TGAA T CACA TGT TGT AA T - - - T AA T AA T AGAAAAGC TGGT T TGT T CCCACAAGCA T C T AAACC - - - - - - - - - - A T T T T CGACAGT T T T C TGA TGC TGTGGGAACAAACC T AA - - - - - - - - - - - - - - - - - - - - - - - AAA T TGGGC T - GT A T TGGAAA T C TGGCGT AAA T T CGC T
CAA T T CAC - - - - - - - - - - T A T T T AACAA T AG - GT TGT T AA - - A T AGGT T T - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGT T T CCACAAACA T CCAAACC - - - - - - - - - - A T T T TGGACAGT T T T C TGA TGC TGTGGGAACGAACC T AA T CAC T T A - - - - - - - - - - - - - T T T T CAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AA T CGCAAGT CGCGGGT ACACGC T AGT AGTGC T A T AAG - - AAGAACA T - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGT T CCCACAAACA T CCAAACC - - - - - - - - - - T T T T TGGACAGT T T T C TGA T AC TGTGGAAACAAACC T AA T A T AC T A - - - - - - - - - CAAC T T T T T AACAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - AA T AAGGAA T CGGAGGAACA T T T T CGAA T - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - GT T TGGT TGACACAAGCA T CCAAACC - - - - - - - - - - A T T T TGGACGT T T T T C TGAAGC TGTGGAAACGAACC T A T AA T C T T C - - - - - - - - - - - - - T TGT TGA T TGCA T - - - - T TG - - - - - - - - - - - - - - - - - - - - -
T T A T C - - - - - - - - - - - - - - - - - - - AC TGGAA T A T T T T T CG - - AAAAAGC T - - - - - AA T T AAAAA T AGAA T - - - - GGT T TGT T CCCACAAGCGT CCAAACC - - - - - - - - - - A T T T CAGA T AA T T T T C TGA T AA TGTGGGAA TGAACC T T A T C T CACA - - A - - - - GACAAC T T T T AA T CAACA T - C T A T TGACAAAAAAA T CAGTGGCGAA T
- - - - - - - - AAGT T A TGAAAA TGT AAAGGGAAAA T AAA T AAA T T CAAAA T C - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGT T C T CACAAGCA T CCAAACC - - - - - - - - - - A T T T TGGACAGT T T T C TGA TGC TGTGGGAACGAACC T AGT - - - - - - - - - - - - - AAGACAC T T CAAA T TGGA T - - - - - - - GCAAA T TGA TGCCAGGGAGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - GT T T TGT T C T CAAAAGCA T CCAAACC - - - - - - - - - - A T T T T CGACAGT T T T C T CA T T C TGTGGAAA TGAACC T A T T A T C T - - - - - - - - - - AACAC T T A T CA T T T C TGT - C T CC T C TGTGAA T AA T A T A T ACAGGGT
T TGAC TGC T AA T TGT AA T A T T T AGGT ACAAAAGT AGT T AA - - T AAAGA T T - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGT T C T CACAAGCA T CCAAACC - - - - - - - - - - A T T T TGGGCAGT T T T C TGA T T C TGTGGAAACGAACC T A TGA - - - - - - - - - - - - - AGAA T T T T ACAGT CAAA T T C T A T T T AAAAGACAA T - - - - - - - - - - -
T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T TGT T CCCACAA T CA T CCAAACC - - - - - - - - - - A T T T T AGACAGT T T T C TGA TGC TGT CGGAA TGAACC T AAAA T T - - - T CA T TGT AA T AGTGT T T AAA TGT AAA - C T A T T AAACAAA TGT TGT A T C TGT AA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT T CCCACAAGCA T CCAAAAC - - - - - - - - - - A T T T T AGACAGT T T TGTGA TGC TGTGGGAACGAACC T AGAA T A T - - - - - - - - - - TGT A T ACCA TGC TGGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T T C - - - - - - - - CCGT CAACA T AACGCAGGT T TGT T T C T T T TGT AAAAC - - AA T AA T TGA TGA T CGAAAAGC TGGT T TGT T CCCACAAGCA T CCAAACC - - - - - - - - - - A T T T TGGACAGT T T T T TGA TGC TGTGTGAA TGAAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T T - - - - AA T T T T AAAAACACAGT T T AAA T A T AAA T AG - - AAA T AAA T A T AA T AA T T AGCA - - - - - - - AGC TGA T T TGT T CGCACAAGCA T CCAAACC - - - - - - - - - - A T T C T AGGCAGT T T T C TGA TGC TGTGAGAA TGAACC T - - - - - - - - - T CA T TGT AAGT A T T T T T T A T TGGCA T T - - - - - - AGAGTGCGGCGT AGGT AC T A T
T AGT T CGAA - - - - - C T AACACACAGTGT T A - - GT T T T T AG - - T T AAAAA T A T A T T AC T T AA T AA T AGA T AA TGTGGT T TGT T C T T ACAAGCA T CCAAAC T - - - - - - - - - - A T T T T CGACAGT T T T C TGA TGC TGTGGAAACAAACC T CAAA T T T CA T CA T T T T - GAAA T T T T CAAA T AAAA T - C T A T TGGAAAAACGGT ACAGA T AAAA T
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TE: rnd_5_family_616.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: 189bp; fragments: 99; full length: 0 (>=170.1bp)
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co
ve

ra
ge

 (
bp

)

0 50 100 150

0
50

10
0

15
0

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

No TE domain detected

After TEtrimmer 189 bp
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TE: rnd_5_family_616.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: 497bp; fragments: 86; full length: 0 (>=447.3bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400

0
10

0
20

0
30

0
40

0

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_5_family_616
 size: 150bp; fragments: 111; full length: 48 (>=135bp)
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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

Before TEtrimmer 150 bp



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

TE consensus after TEtrimmer (bp)
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