
Start crop Point End crop Point

MSA length = 3125
AACGGA T T T T T CGAA T CCAGT T CCAAGAGGC TGAAA - T A T A T T ACAA T A T T T T T AGT A T TGAAAA T AC T T C TGGGCGCGT T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T A T T T AAAA - - - - - - - - - - - - - - - - - - - - - - A T T CGAAACGC T T AAA T A TGT A T A T T T T A T T T
GCCGAC T T ACA T CAA - - - - - - - TGTGACGAACGAAAC T T T A TGCCCA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGA T CGT T CCGCA TGT TGCAAAA T C TGTGAA T T T T T A T T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - A T A T T T C T T T T A T T T TGC T CC - - - - - T T T AGAG - T T C T T T TGT T TGC T T T T AGT A T TGAAAA T AC T T C TGGGCGCC T T T A T A TGGGACCCA T C T T TG - - - - - - - - - - T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T T AAA T C T T A T AAA T T C TGT T T
- - - AGA T TGT T T T T A - - - - - - - C T T AAA T CAAGGAAC - - - - - - - - T T TGA T T T T AGT A T TGAAAA T AC T T C TGGCCGCGT T T A T A TGGGACCCGC T T T TG - - - - - - - - - - T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T C - - - - - - - - - - - GT AAGT T CAAGTGT C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGAAC T T T ACC T A T T C T C T T T T CAGT T T T CAA T A - - - - - - T T T T T CAC T T T T AGT A T TGAAAA T AC T T C TGGCCGCA T T T A T A TGGGACCCGT C T T TG - - - - - - - - - - TGTGA T TGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T A T T A T T T T AGGT ACC T T CGGT A T T T T TGT T T AAAAA TGACA T A T CA T A TGT CGGC T T T T -
GT T AAAA TGT CACAA - T TGGT T T T T A T ACA T AAAAA - - CCAGC TGT T A TGT T T T AGT A T TGAAAA T AC T T C TGGCCGCA T T T A T A TGGGACCCA T C T T TG - - - - - - - - - - TGTGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T - - - - - - - - T ACGA T T A T TGCAGCCAC T C T - - - - - AAGT AAA T AGGGT T TGT AAAGGT C TGTG
A T T AAAC T AAA T T T A - CCAAA T T T T AAAA T T ACA T A T T T TGC T T AAGGA T T T T T AGT AA TGAAAA T AC T T C TGGCCGCA T T T A T A TGGGACCCGT C T T TG - - - - - - - - - - TGTGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T TGT T AC - T ACAA T T AC T T T AA TGAAA T TGA T T AAGGGT A T AGT T A T T T A T AAGGCC T T T CC
GGCAGA T T T T T T T T T - GCGCGACA T AAAAGT A T AAAC T A T A T T T C T ACA T T T T T AGT A T TGAAAA T AC T T C TGACCGCGT T T A T A TGGGACCCGT C T T T A - - - - - - - - - - T A TGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T T T T A T TGAA - - - - - - T A T T A T TGCA T T T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - CC T T C T
- - - - - - - - - - - - - - - - - - GT T T T T T AAAAA T AAAA - - - - - - - - - - - CA T T T TGT AGT A T TGAAAA T AC T T C TGT CCGCA T T T A T A TGGGACCCGT C T T TG - - - - - - - - - - TGTGA TGGT TGCGCA TGT TGCAAAA T C TGTGA T T T T T T T T T T AA T T T ACGA T T AA T T CGGT T A T T T TGA T T AAAGCGAAGAGAAAA T A T ACAGTGC T T T T
GT CGGACCGGTGGGGT TGTGC T T CGA TGAC T CAGAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGA TGGT TGCGCA TGT TGCAAAA T C TGTGAA T T T T TGT T A TGT C - - - - GT CAGT TGAAC T AA T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T AAAA TGCCACAGGA T AA T CC TGGAAGA T AAC TGC - GA TGT T T AA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT A T AGT - - - - - - - - C T A T AAAA T C T T TGAA T T T TGACGT T A T T T ACGGCAAA T A T AAAA T CCC T CACCAAAAC TGA T A T T C T T T AAAA TGTGTGCC T
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TE: rnd_4_family_557.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 3125bp; fragments: 4677; full length: 18 (>=2812.5bp)
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No TE domain detected

After TEtrimmer 3125 bp
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TE: rnd_4_family_557.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 3444bp; fragments: 3947; full length: 1 (>=3099.6bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_557

 size: 1929bp; fragments: 3075; full length: 42 (>=1736.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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