
Start crop Point End crop Point

MSA length = 17077
- - - - - - - - - - - - - - - TGT T ACA T A TGA T ACAA T AGGCA T ACGAACC T A T CAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T T AAAGACCA T ACAAAACA T T T C TGGT CA T T TGT A TGT T CAACACAGCC T T
CAA TGA - - AAAGCA T T T T T AAACC T AA T CCCCAGT T T A T T T AGGA T T A TGAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T A - - - - GAAA T - - - GAAAA T AAC T T CCACA T - - - - - - - - - - - - - - TGC T A T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - - GC TGAAA T AACGGAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T T AAAGGC T AAGT AAA T AAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - A T TGT T - - A T T TGAGA T ACCGT T TGT A TGA T A T T A T AAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T A - - - - AAGA T T A T AAAAA T AA T A T C T A T T T AA T T ACA T A T - - GA TGTGA T T AG
- - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T CAACA - - - - - - - - - - - - - CAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCCGACA T - - - CGGAAAA T - - - - - - - - - - - - - - - - - - - C T A T ACC TGT CACA T CCAA
- - - - - - - - A T CCCC T T CC T TGA T A TGA - - - - - - - - - - - - - - - - - - - - GT T AGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T AAAAAAAGA T T T AGAAAC T CCA T CAGCAG - - - - - - - - - - - - - - - - - - - - -
CAA T CA T T CAAC TGT T T T T T T T T CGA T CA T ACGGT A - GT C T AGGC T TGT AAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T C - - - T TGT A T A TGAA T T AAA T T TGAGGCG - - - - - T A T T T ACCACGT T CAA
- - - - - - - - - - - - - T CC T T T C T A TGGT A TGAACAGAA T A T C TGGGT A TGACAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T - - - - - - - - - T A TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - A T CCCC T T CC T TGA T A TGA - - - - - - - - - - - - - - - - - - - - GT T AGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC TGAACAGTGGT A T AGAAAACC T AC T AGCAGT AA T ACA T CAA - - - - - - - - - -
CGACAA T T AA T T T A T CCA T CGT AGTGA T A T A T AA T T T A T C T AGGT A T AAAAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T - - - - - - - - - T A T AAA T AAAG - T AC TGC T A T T T T T T A T T AAA T ACA T T T T A
AAAAA T T T A T A TGGT T T T C T AA TGAGA T A T ACAGT A T - - - - - - - - - - AGT AGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T - - - - - AGT A T A T T A T T AAA T C T AGTGCAGGT AAC T AC T T CAAAA T AGCAA
TGGAGA T T AAC T T T T C T T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T C T ACCCC T AC T T - - - T AGCA T A T AAGT A T C T - T A T TGT T A T T CAA T A T CCGAAA T AAC T A T
CAAAAA - - AAA T T A T T T T T T T T T ACAA - - - - - - - - - - AC TGAAGT AC T TGAGT AGGGGT AGA TGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - CCGCCGCC T CCACCGTGTGGAGGGCGCAGAAACGGCCA T CCCCC T C T AC T CAAA TGC T A T T T AAGAAAA T TGT T T CAAA T CCA T C T T C T AAGA T A T TGGT
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TE: rnd_4_family_733.fasta.b.bed_uf.bed_g_2.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: 17077bp; fragments: 20249; full length: 48 (>=15369.3bp)
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No TE domain detected

After TEtrimmer 17077 bp
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TE: rnd_4_family_733.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 17377bp; fragments: 20249; full length: 34 (>=15639.3bp)
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TE: rnd_4_family_733
 size: 14074bp; fragments: 12196; full length: 133 (>=12666.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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