
Start crop Point End crop Point

MSA length = 802
T CGGA T CCCGCC T T CGA TGAAA T C T T T T T TGTGCAAGACAAGT A T T TGGT AGGCAAAGCC T TGGCGGAC T AACC TGT CAAGGCAAGT CGGCGGAC T TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T - - - - - - T A T T AGGT ACC T T T A TGT T CAA T T TGT T T T TGAGAAAA T T T
T CGGA T CCCGCC T T CGA TGAAA T C T T T T T T A TGT AAGACAAGT C T T TGGCAGGCAAAGCC T TGGCGT AC T AACC TGT CAAGGCAAGT CCGCGGAC T TGGC - - - - - - - - - - GT CCAAAGGC T CAGT CCGAAGGCCGGGCC T T T CCGTGT A TGGGAGC T A TGAC T - - - - AGAAAAAA T C TGT T T CCA T T ACAA T TGT T T A T T TG - - - - - - - -
T CGGA T CCCGCC T T CAA TGAAA T C T T T T T TGTGCAAGACAAGT C T T TGGCAGGCAAAGCC T TGGCGCAC T T ACC TGT CAAAGCAAGT CCGCGGAC T TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C - - - - - - GT C T AA TGT T T T T CGTGT CGAAC TGGCCGGT T AAAAGA T A T
GCGGA T CCGGCC T T CGA TGT AA T C T - - T T TGTGCAAGCCAAGT C T T TGGCAGGCCAAGCC T TGGCGGAC T AACC TGT CAAGGCAAGT CCGCGGAC T TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AGT TGACAAAA TG
AAGCACCGCGTGTGCAA TGT AAGT CGT T T TGTGCGACA - - - - - GT T T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CCGAAGGCCGGA T CCGCAGGC T AGGCC T T T CCGTGT ACGGGAGC T A TGAGT T T A T AAA T T T T A TGTGGT AGCGGT TGCA T TGA T T AAACCAAAA T AA T
GCGGA T CCGGCC T T CGA TGAGGT C T T T T T TGTGCAAGACAAGT C T T TGGCAGGCAAAGCC T TGGCGGAC T AACC TGT CAACGCAAGT T CGC - - - - - - - - - - - - - - - - - - - - - - - - - AGGGCGGA T CCGCAGACCGAGCC T T T CCGTGT A T C TGAGC T A TGAAA T CA T - - ACAAAAGT C TGAA T CAAC TGGGA T T T T TGAGACAGT TGAAA
- - - - - - - - - - - - - - - C T T TGA T T T T T CGT CGTGT T C TGGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CCGAAGACCGGA T CCGCAGGCCGGGCC T T T CCGTGT A - - - - - - - - - - - - - - T T AGAACAACA T T T T CAAA T T TGC T C TGT A T T T CAGT AACCAAGGGA
AAA T T T T C T T A T T C T A T T C T A T T C T T T T C T A T A T T C T A - AAAAA T TGAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CCGAAGGC TGGA T CCGCAGGCCGGGCC T T T CCGTGT A TGGGACC T A TGAC T T T A T - - C T TGAACC T T CAAGT CA T T CCAA T T T T T T C T AAACGA T AGA
ACGGAC T T T ACC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C - - T CAAGGCAAGT CCGCGGAC T TGAC - - - - - - - - - - ACCAGAAAGCCGGA T CCGCAGGCCGGGCC T T T CCGTGT A TGGGAGC T - - - - - - - - - - - - AAAGA T CGCCGGCCAGGCCAAAGC TGC T A T T AAACGT TGAG
T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCGGAC T AACC TGT CAAGGCAAGT CCGCGGAC T TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T - - - - - - GAAAAA TGTGAAA TGGA T C T AACAGC T T A T T T AAAAAAA T A
T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCGGAC T AACC TGT CAAGGCAAGT CCGCGGAC T TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T - - - - - - GAAAAA TGTGAAA TGGA T C T AACAGC T T A T T AAAAAAAA T A
TGAAA T C T TGT CACCGA T CGAA T T T CGT - - - - - CAA T ACAGA T CACGGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT T A T AAAAAGT CCGCGAAC T T AGT T A T A TGT T T AAA T CGAA T AAAA T
- - - - - - - - - - - - - - - GT CAAAGT C T T - - - - - - GCCAAACA T A T A T T TGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CCGAAGGCCGGA T CCACAGGCCGGGCC T T T CCGTGT A TGGGAGC T AAA T T A - - - - - - AGTGAACGT AAAAAGT CGT TGCCGA T T T ACGT TGGCAACAA
ACGGAC T T T ACC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C - - T CAAGGCAAGT CCGCGGAC T TGAC - - - - - - - - - - ACCAGAAAGCCGGA T CCGCAGGCCGGGCC T T T CCGTGT A TGGGAGC T - - - - - - - - - - - - AAAGA T CGCCGGCCAGGCCAAAGC TGC T A T T AAACGT TGAG
A T AGGCGC TGGT T T T - - - - - - - - - - - - - - - GAC TGGT A T AGGTGC T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T AAGAAAA T ACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGCCGGAACCGCAGGCCGAGCC T T T CCGTGT A TGGGGGA T C TGGT T T T T TGAAA TGAAC T TGGA T TGGT C TGGA T T T T CGA T T T TGAC TGA T A
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TE: rnd_4_family_1915.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: 802bp; fragments: 438; full length: 3 (>=721.8bp)
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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 802 bp
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TE: rnd_4_family_1915.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: 1120bp; fragments: 388; full length: 0 (>=1008bp)
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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_1915

 size: 899bp; fragments: 509; full length: 2 (>=809.1bp)
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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

Before TEtrimmer 899 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



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

TE consensus after TEtrimmer (bp)
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