
Start crop Point End crop Point

MSA length = 1548
A T AGAGT AGGCCGGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGT CAGGGCCGCGCCGCCCA TGCGTGCGAAGTGTGCAGCGCACACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TGGT AAG - - - - - - GGTGT AGA T AA T CC T AA T A T T T T ACACC T T T A T T T AAC T
CGA T A T CGAGAAGGCGT CAC T AA T T AA T CAA TGA TGAC T TGT CCCGAGGT CAGGGCCGCGCCGCCCA TGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TGC T CGAGGT - - - GACCAAAAGGAGCGAAGCGGAA T A T - CA T CCC TGT AACG
AAAGA T TGAAA T AGT AGAGCGC TGCAA T AAAGGCCGT AGGA TG - - - - - GT CAGGGCCGCGCCGCCCA TGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TGAGGA TGGT AGGT A TGGA T A T CACC T CAAGACAGAACACC T A TGT T CAAC T
- - - - - - TGCGA T T C T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CCAGGGCCGCGCCGCCCA TGTGTGCGAAGTGTGCAGCGCA T ACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TGC T AA T C T CC T ACA T A T AAAACA T A T AAAAGT AC T A T AC T T T TGT AC T T AA
A T ACA T TGT T T T AA T ACAA TGC T T T AA T TGT AA T T T T T T T AGGT T A T AA T CAGGGCCGCGCCGCCCA TGTGTGCAAAGCGTGCAGCGCACACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TGT A T A T AA T ACA - GT AAAAACCACC T AAAAGAAGAGA - CC T C TGC T T A T T A
- - - - - - T ACGACAAAAGACC T AGGT AA T AGA TGT CA T CCACAGCC T T AAGCAGGGCCGCGCCGCCCA TGTGTGCGAAGTGTGCGGCGCACACAGGCGCCG - - - - - - - - - - CGC T T TGT AGGT T T CGCACACAGGCGC T ACGAGGGGT CGGCGCGGCCC TGCCC T T AAGTGAGACCACAAAAA T T ACGGT C TGGT ACAACCA T ACC TGAGA
AGAAA - T AGGC T AGCAAACC T T T T C TGTGAAA T T C T CAACA TGC T TGACCCAGGGCCGCGCCGCCCA TGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TGC T T TGACCCAAGT TGT AGGTGGT C T CG - - - - - - T A T A T T T - - - T T CGAC T
AGGT A T - - - - - - - - - - - CCC T T C T CGA T AGT T T A T T T T T TGGGC T C T CAACAGGGCCGCGCCGCCCA TGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TG - - - - - - - - - - - - - - - - - - - - CA T C T CAA T AGC T T T C - T T T T TGTGGGAGA
AAAGGT T AGAC T - - TGGA T CAAGGT AA TGAC TGT TGT AAAAGG - TGC T A T - AGAC T TG - - - - GA T CA TGTGTGCGAAGTGTGCAGCGCACACAGGCGCCG - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCGCGGCCC TGAAGGAGGCCGA - A T CGACAAAA T A T CAAGAGACAAC - - - - - - - T T T T AA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T TGT AGGT T T CGT ACACAGGCGC T ACCAGGGGT CGGCGCGGCCC T AACGAAA TGT T A - - - - - - - - - GA TGT TGGTGT C T T A T - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T T CGT AGGT T T CGCACACAGGCGC T ACCAGGGGT CGGCACGGCCC TGGT TGT AGG - - - AA TGAAA T A T T T C T T AAA T T T T TGTGGA T T TGGC T AGC T
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TE: rnd_4_family_2019.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: 1548bp; fragments: 597; full length: 11 (>=1393.2bp)
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No TE domain detected

After TEtrimmer 1548 bp
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TE: rnd_4_family_2019.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_se.fa

 size: 1848bp; fragments: 584; full length: 0 (>=1663.2bp)
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TE: rnd_4_family_2019
 size: 1579bp; fragments: 552; full length: 31 (>=1421.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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