
Start crop Point End crop Point

MSA length = 1027
- - - - - - - - - - - - - - - - - - AA T A T T T - T AC - T - A T T T T TGA T AGA T A T AGACA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGGA T A T - - AGA T AAGGCAA T T T T AACAAA T AACGGAGT A T A T T A TGGG - - -
TGAGT A T A T AAGCCCGCCGA T A - - - - - - - - - - ACAGT TGAAGT T T TGAAGCA TGGC TGGGAAAC T T AAA TGAAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGT T T TG - - AAGT T AGAAGT T T TGAA T - - GT AA T ACCGCGT T T T A T TGTGAA
CAAAAA T CAAAACGCGT TGA T A T T T - T T CA T - T C T T T CGT AGA T TGT T A T CA TGGC TGGGAAAC T T AAA T AGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGA T TGT - - T A T TGA T AGAA T T T T AA T - - - T AACGT CA T A T T - T T T TGCAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - T T AA T T C T AAA T A TGT A T CA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T A TGT A TGCAA - - - T A T AA T T T T T - A T T AA T A T AC T AAGAAAACA T T T A T - AACACAACAAAACC T TGT AGT T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - CGT C - AAAGT TGT T A T T T C T CACCA TGGC TGGGAAAC TGAAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGT T T C T - - CACAGA T AAGAGGT AAA T - - - - - - - - - - - - - - - - - - - - - - - GG
T AAC T T T AGAAAAGCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGGCACG - - T ACC T AGA - - - - TGT AAA - - - TGACGCCAAA - - - - - - CGAGGG
- AAA T AGA T ACGT CCGT T - - - - - C T TGACA T T - - - - - - - - - - - - - - - - - T CA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGCA T T A - - T A T CAAGT T AAAC T T CAA - - A T AACAA T T AC T AC - - - - - C T CA
TGA T AACGCACGACC T T T A TGGT T C T T TGGT T A T T T T AA T AGGT T CA T T CCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGGT T CA - - AACCAGCAGT AA T T T CCAAAA T ACCGT CAGGCA TGCGCA T T CG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGACAAGT A - - ACAA T AACGGT T T TGT - AGT T CAGACA T AGGT T A T T A T T T T
- AAACAAA T AAAAACAACGACAC T CC T T CGT T A T T T A TGT TGA T C TGCGCCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AA T CACGTGAC T AAGT TGT TGCAC T CCCGT CGT AAGC T A T CAC T T T AGT CA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGT C T A T C T A T T T AA T AGT T T AAGT C T T T T A T C T A TGAC T T T - - GTGCAACAAAAA T TGAACACGCAA T AGC T T A T T C TGTGGA T T A
- AGT CA T A T AAACGCGT TGA T A T T T - T T CGT - T C T T TGA T AGA T TGT T A T CA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGGT TGT - - T A T TGA T AGAA T T T T AA T - - - T AACA T CA T A T T - T T T TGT TGA
- - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT - A T T C T T T T AC T T T A T T CCCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGT T T A T - - T CCA T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CGGA T A TGGCCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGCCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AA T T T T T - - - - - - - - - - GT T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGCC T ACGC T TGT AGGAAC T ACAG - AC T A T TGT CAGGT A T - - - - - - - - -
CAAA T A T A T AAAAGCA T TGA T A T T T - T T CA T TGT T A T T A T T AA T T T T AA T CA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGA T T T T - - - - - - - - - - - - - - - - - - - - - - A T AACGT CA T A T T - T TGCAGT TG
TGGCCA T A T T TGACCA T T T C T A T T T T T T CC T T T T A T T CAAAGGT T T A T ACCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T ACACA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT T ACC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGGT T T A T AC T CCAA T T T TGT T T T T A T ACACAACACCA T AACA T ACCCA T AA
T AAGT AA T T A T TGT TGT TGA T AC T T TGT CA T T T CAACGA T T T C T TGT AGACA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGC T TGT - - AGACGT A T C TGT T T T AAA - - A - - - - - - - - - - - - - - - - - - - - - G
T AGT T C TGTGT AAGC T C TGAC T TGT C TGCA TGT C TGT T T TGT ACCA T AGCCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A T C T A TGGT ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGC TGT C T CCA TGGC TGGGAAAC T T AAA TGGAAA TGACAGT T CA T T AAAAA T AGT T T T T - - - - - - - - - - A TGT A T T A T AAGT TGCC T A T C T A T T T AA T AGT A T AAGT C T T T T A TGT A TGGC TGT T AAGT CAA T A T T T T T T T AA T T AA T ACCAACAGA T A TGC TGAGGCG
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TE: rnd_1_family_242.fasta.b.bed_uf.bed_g_3.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: 1027bp; fragments: 1858; full length: 410 (>=924.3bp)
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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 1027 bp
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TE: rnd_1_family_242.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1327bp; fragments: 1858; full length: 0 (>=1194.3bp)

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



0 200 400 600 800 1000 1200

0
5

10
15

20
TE: rnd_1_family_242

 size: 1242bp; fragments: 1786; full length: 0 (>=1117.8bp)
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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 1242 bp



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

TE consensus after TEtrimmer (bp)
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