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MSA length = 13300
GT T T A T AGAAGT A TGCGACAGAGAA T AA T A T AAA TGACCGGT A T T ACGT T AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T CGCGACAC TGC TGTGA TGT T AA
GT T T T T T AAAGGAGACAAA T AAAGGTGAGT T T T A T AAG - - - - - - - - - - - - AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T CGCGACAC TGC TGTGA TGT T AA
A T T T A T T - AAGT T T TGA T A T ACA T A T AAAGA T T AC T C T T CACA T AA T TGAAGT AGAGGGAGAAGGGGGT T T C TGCGCCAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGGAG - - - GGA T T AA T T T CAAGTGCAAGT T T C T CGC T T T - - T T A T CACAGT AGAGGGAGAAGGGGGT T T C T ACGCCAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T C - - - - - - - - - - - - - - - - - - - - -
T T TGGAG - - - GGA T T AA T T T CAAGTGCAAGT T T C T CGC T T T - - T T A T CACAGT AGAGGGAGAAGGGGGT T T C T ACGCCAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T CGCGACAC T - - - - - - - - - - - - -
A T C T AGA - - - AC T AGCC T CC T AACAAGAGA T T T CCA T T T T C T A - - A T T AGAGT AGAGGT AGAAGGGGGT T T C T ACGCCAGTGGAG - - - - - - - - - - GGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T AGAGAAAGCA T T T AA T T C T ACA T AAAA TGGAC T A T CAGT A T T AA T C T AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T CGCGACAC TGC TGTGA TGT T AA
GT T CAAG - - - - - - T T T AGT T CAA T T T AAAA T T T T T AAGGTGT A TGGCCGT AGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T CGCGACAC TGC TGTGA TGT T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T CGCGACAC TGC TGTGA TGT T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T ACAGT AGAGGT AGAAGGGGGT T T CACCA T CAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGAGGT AGAAGGGGGT T T C TGCGCCAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA TGGTG - - - A TGA T AAAGCAAAGCAAGAA T T T CCA T T - - - - - - - - - - - - AGT AGAGGT AGAAGGGGGT T T C TGCGCCAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T C T AACC T CGCGACAC TGC TGTGA T - - - - -
GC T - - - - - - - - - - - - - - - - - - - A T CGAAAA T T T TGT AC T T - - - - - - - - - - AGT AGAGGT AGAAGGGGGT T T C T ACGCCAGTGGAGCAGTGGAGCAGGTGG - - - - - - - - - - T C T T CGT T AGGGAAAAAC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_758.fasta.b.bed_uf.bed_g_4.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: 13300bp; fragments: 9896; full length: 20 (>=11970bp)
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No TE domain detected

After TEtrimmer 13300 bp
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 size: 13450bp; fragments: 9899; full length: 20 (>=12105bp)
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TE: rnd_5_family_758
 size: 6032bp; fragments: 6666; full length: 135 (>=5428.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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