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GGTGCCAC T TGAAAA TGAACGAAA T T T AACGAGGAA T C T AAGCCAC T AGAAGT T T CGCAAGGGTGCCAAA T TGACAA T A T A TGC T CCGCA T T A T ACAACC - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T T T A T T T T T T T T T T T T T T T TGT T AGGGGAAAAAA T C T T AAAAGACACC TGTGGGA T AGTGTGGGA T T T T ACCC
GGTGCCAC T TGAAAA TGAACGAAA T T T AACGAGGAA T C T AAGCCAC T AGAAGT T T CGCAAGGGTGCCAAA T TGACAA T A T A TGC T CCGCA T T A T ACAACC - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T T AAA T T T C TGT C - - - - - - - - - - AGGAAAAACCC T T T A T TGT A T T AGT CAAGT AA TGT T C T C T T C T T AGGAC T
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TE: rnd_5_family_2443.fasta.b.bed_uf.bed_g_1.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: 13583bp; fragments: 41778; full length: 2 (>=12224.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 13583 bp
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TE: rnd_5_family_2443.fasta.b.bed_uf.bed_g_1.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_rc.fa
 size: 13824bp; fragments: 41779; full length: 2 (>=12441.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2443
 size: 388bp; fragments: 87; full length: 27 (>=349.2bp)
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(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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