
Start crop Point End crop Point

MSA length = 639
ACACA T T T ACGCGGACCGC T CCA T C TGAAAGT T T T CCAG - - - - - - - - - - - CAACCGAACA TGCCAAC T T CCGGT A T ACCGGT ACCAGGACCGGT AC T T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CCGAC T T T TGACA T T TGGGCACCAACA T A TGT T T T T T AAA TGGAAAC
AAAAC T CCA T T CAC T CCAC T T C T T TGAACCACCC T A T CG - - - - - - - - - - - - - T AGGCA TGT T CGGT C T T CCGGT A T ACCGGT ACCAGGACCGGT AA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGT C T AAAA T T T A T ACC T ACACC T A T ACA T ACAACA T AA T AGA
AAAA - - T CA T T CAC T CCAC T T C T T TGAACCACCC T A T CG - - - - - - - - - - - - - T AGGCA TGT T CGGT C T T CCGGT A T ACCGGT ACCAGGACCGGT AA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGT C T AAAA T T T A T ACC T ACACC T A T ACA T ACAACA T AA T AGA
A TGAC T T T T C T CGCC T - - - - - - - - - - - - - - - - - - - - - - - - GT AA TGT CAA - - T AGGT A TGT T CGGT C T T CCGGT A T ACCGGT ACCAGGACCGGTGC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAACACGA T T T CGT T T T T T AGCCCGACA T T T A TGGT T - - T A T AGT CGG
AGGACC - - - - - - - - C T - ACGT TGTGT T AAAAA T A T T T T T T C TGTGA T T AC T A T AGGCA TGT T CGGT C T T CCGGT A T ACCGGT ACCAGGACCGGT AC T T T T - - - - - - - - - - T T CA T AGAAGAGAA TGT TGGACAAGAAA T CAAGAA T A TGCCGGAAA TGTGACA T AAACAA TGAAAA T C T T AAGT T AGGT CAA T AAAGT T A T AACGGT AAA
AAACCA - - GC T CAACC TGT A T CAAGGAAGT C T T TGT TGC T C TGCGAA T AG - - T AGGCA TGT T CGGT C T T CCAGT A T ACCGGT ACCAGGACCGGT AC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT CAA T T A T TGACA T T T T CACA T A T A T - GGT T T A T T TGAAA T TGT AAC
T T A T A T T CGC T AAA T CC T C T T TGT AAAAAAA T A TGT T T A T A T A T T A T CAA - - T AGGCA TGT T CGGT C T T C TGGT A T ACCGGT ACCAGGACCGA T AC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AACGCA T T T AGT A T C T TGAC T A T AGT C T A T AGT CA T A TGAC T A T AGT
AGAAGAC - GC T AGC T C - - - - - - - - - - - - - - - - - - - - - - - CA TGT T CGT T A - - T AGGCA TGT T CGGT C T T CCGGT A T ACCGGT AC T AGGACCGGT AC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CGA T A TGT CGAACACC TGT AGCCAAA T C T A T T T A T T T T T A T T A T T A T T
GAAA T CCCA T T T AAACCAGAC T ACAGAAAACAAA T TGT T TGT AGCAGT T A - - T AGGCA TGT T CGGT C T T CCGGT A T ACCGGT ACCAGGACGGA T AC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T T T AAA T CAAGAAC T AAAAGT A TGACGT CA T AA T
A T T ACCA - AC TGAA T T - GC T TGA TGAGAACAA T T T T T T T TGTGTGT C T AA T A T AGGCA TGT T CGGT C T T CCGGT A TGCCGGT ACCAGGACCGGT AC T T T T - - - - - - - - - - T T CACA T A T T AGAA TGT TGGACAAGAAA T CAAGAA T A TGGCGGAAA TGTGACA T AAACAA TGAGAA T C T T AAGT T AGA T CAA T AGCGT T A T AACGA T AAC
AAA T C T CCAA TGGCAC TGT T T T T TGGAACACCC T T T ACG - - - - - - - - - - - - - T AGGCA TGT T CGA T C T T CCGGT A T ACCGGT AC - - - - - - - - - - - - T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T AGT A T CAA T A T - - - - - - - - T AA T AAC
- - - - - - - - T C T CGC T T C T C T A T CCAGT AAAGT T C T ACC T T T T AC T ACC T A T C T AGGCA TGT T CAGT C T T CCGGT A T ACCGC T ACCAAGACCGGT AC T T T T - - - - - - - - - - T T CA T AGAAGAGAA TGT TGGACAAGAAA T CAAGAA T A TGCCGGAAA TGT A - - - - - CACAA TGAGAA T T T T AAGT T AAGCC T T TGGA TGT ACAACCAAAA T
ACAACC - - GCACA T T T - GCC TGGC TGT AGCACCGG - - - - - - - - - - - - - - - - - T AGGCA TGT T CGGT C T T CCGGT A T ACCGGT ACCAGGACCGA T AA T T T T - - - - - - - - - - T T CA T AGAAGAGAA TGT TGGACAAGAAA T CAAGAA T A TGCCGGAAA TGTGACA T AAACAA TGAGAA T C T T AAGT T AGA T CAA T AACGT T A T AACGGT AAC
ACACAA - - GCGT A T T T CGT C T T T CAGT AACGACGGC TGACGT ACGAC T AA T A T AGGCA TGT T CGGT C T T CCAGT A T ACCGGT ACCAGGACCGA T ACA T T T - - - - - - - - - - T T CA T AGAAGAGAA TGT TGGACAAGAAA T CAAGAA T A TGCCGGAAA TGTGACA T AAACAA TGGGAA T C T T AAGT T AGA T CAA T AACGT T A T AACAGT AAC
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TE: rnd_4_family_365.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: 639bp; fragments: 33400; full length: 1 (>=575.1bp)
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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 639 bp
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TE: rnd_4_family_365.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: 1088bp; fragments: 30785; full length: 0 (>=979.2bp)

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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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_365

 size: 300bp; fragments: 234; full length: 29 (>=270bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 300 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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