
Start crop Point End crop Point

MSA length = 4210
- - - - - - - - - - - - - - - - - - - - - - - CAGAA T T AA T AGT T T A T AGA - - - - - - - - - - - A T A T T AAGT TGAGCCACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT TGAGC TGAA - - - - - - - - - - - - - - - - - - T T T A T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAA T CAC T TGCACA T - - - AA T T AA T T T C T A T T T T T T T A TGAACA T AC - - - - - - A T A T C TGGT AGT AGCACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT AGT A - - - - - T T T AC T T T T T TGAA T AA T - - - - - - - - AA T A T T AAAACCAAAAA T CGA TGT T T C T T A
- - - - - - - - - - - - - - - - - - - AA T T TGA T A T T T T C T T T TGAA - - - - - - - - - - - - - - T T AA T T AGT A T T ACCACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AA TGGT T AAAA T - - - - - AA TGCGACGA T ACGCGGT CGCCCA T A T AAGT - - - - - - - AAACGT T CCGT CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT T CCGT T AA T - - GGCA T TGAC TGC T T T T T T T A T A T T AA T ACAGAAACAAAAAACCGA T AACGA T T T
T CAACCGT T T AGGC - - - - - AA T T AAA T T T T ACAA T T T TGCAAA TG - - - - - - - - - - - - - - - - GT A T AGT CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT A T AGT CGA - - - - - - - - - - T T T - - - - - - - - - - - - - - - - - - T CGAAA T CAAAGGT CGA T TGGT T CAC
GTGAACA T T T CAACGT C T T - - - - - - - - - - - - - - - - - - - - - CAA T ACAA T T - - - - - CA T T AAGTGCAGGCACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CAAA T A T T T AAGT A T T CAAA T AAAAA T TGGT A T A T T TG - AAACA T - - - - T T T T AA T AAAGGTGT T ACCACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGTGT T AC T AAA - - - - - A T T T T T T - - - - - - - - - - - - - - - - - - T TGT T T T AA T TGGT CGAA T T A T T T AC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T ACA T A - - - - - T C T T - - - AGT AA T A T - - - CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT AA T A T CGT A - - - - - GGT T TGT AA T AA T - - - - - - - - - - - A T T AAAA T A T AA T T T AGA T CAGGT T T C
T CAAACGT CAGGAA - T T T T AA T A T AACA TGACAAA T TGAAAAACA T - - - - T T T T - - - A T A TGT T T AAACACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT T T AAA TGA T - - - - - AGT T T T T AAA T AG - - - - - - - - - - - AACAA TGGCAACAC TGCACAA T T C T T T
T CAGT CAC T T AAGG - - - - - - - - - - - A T T T T A T A T A T T AGT AGA T A T T AGT T T T T AAGAAGCA T A T AGCCACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGA T A T AGCC T AA - - - - - A T T T A T T A - T T A T - - - - - - - - - - - A T AAA T T T T AAA T T T CGA T AAGC T AC T
- - AGT CAC T T AAGG - - - - - - - - - - - A T T T T A T A T A T T AGT AGA - - - - - - - - - - - - - - - - - - - - - - - - - CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT A T AG - - - - - - - - - - - - - - - - - - - - - CG - - - - - - - - - - - GT AAAC T T CAAAA T TGGA - - - - C T T CC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T A TGAA T A - - - - - T T T T - - - A T A T A T A T - - - CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGT A T A T A T A T T A - - - - - - - - - - - - - - - T A T - - - - - - - - - - - AC T AA T A T AAGAA T T AAA T T - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T AAGT - - - - GAA T AAAGTGT T A T CACAAAC T AAC T T AAACAGA TGCGACAC - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCGGGGGT T T AACCACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGT T T AAC T T AA T T TGCAGT C T TGAAC T AA TGTGAA T T AA TGCGGAGGT T T AAC T T AGAAC T CACA T T
T A T A - - - - T AGAAAA T - - - GA T T C T AGA T T A T T A TGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - CGT CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGGC T ACGT T T AA - - - - - A T T AAA T AA T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T T T C
- - - - A T T T T T CAGAA - - - - - - - - T A T AA T AGTGT A T T A - - - - - - - - - - - - - - - - AAGACC TGT AC - - - CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTG - - - - - - - - - - - T T TGG - T A T T T CA - - - - - T T AA T ACCAAAA T T CAAGAAAAAA T T AGAC T T C T T C T T
T T A T A T A T T T AAGAA - - - - - - - T CAAAGT TGT T TGC T AA T - - - - - - - - - - - - - - A TGAGC T A TGT - - - CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTG - - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T A T T T T T AA T AAA T - - - AA T T CAGGGT T A T AA T T A T AACAA T A - - - GT - - - - GT AAA T AA TGT AA T CACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGA TGT AA TGT AA - - - - - A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T
CCGC T AA T T T AAACA T - - - AA T T CGGA T T T A T T T T C T C - - - - - - - - - - - - - - - - ACAA T T T A T AC TGACACAAAC T AAC T T AAACAGA TGCGACACC T T A - - - - - - - - - - A T TGT T TGT CGCA T C TGT T T AGGT T AGT C TGTGA T AC TGA T T AA T C TGCA T A T T T T AA T T A T T T T A T A T T AA T AGT A T AGT AAAAA T T T ACC T T T T T T T T
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TE: rnd_4_family_1830.fasta.b.bed_uf.bed_g_2.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: 4210bp; fragments: 50159; full length: 31 (>=3789bp)
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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 4210 bp
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TE: rnd_4_family_1830.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 4511bp; fragments: 49278; full length: 10 (>=4059.9bp)
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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_4_family_1830
 size: 1287bp; fragments: 1272; full length: 38 (>=1158.3bp)
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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 1287 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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