
Start crop Point End crop Point

MSA length = 16774
- - - - - - T CACC T A T TGAGC T TGAA T T - - - - AAGT A T C TGGCA - - - - T A TGAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC - - - - - - - - - - - - T CA T A TGAAAAAAA T A T T AAAGT AC T C T TGCAACAGT A
AAAA T C T AAAACAGT AA T A - - - - - - - - - - GC T CGGTGGGA TGT CCAA T A T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T CAA T ACAC T TGT TGT CAGC TGAAGGT C T T - - - - - ACGC T T T T T ACAAAA
GAAA T T AC T AACA T CAA T A T CGA T T T T T T CA T A T A T ACGA TGT T CACGACAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T CA - - CGAC T T CAGT TGT AA TGAAAACC T CGA T AAA T AGGAC T A T CAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T AA T T TGGT A - CCACA T AAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T T C T AGCA - - CAGT T T A TGC TGCA T T AAA T A T T T TGGAACA T A T TGT T T T CAAAA
T AAGGGGT ACAAGA T A T A T T TGGA T C T T T T AAGT AC T T T A T A TGA T CA T AAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T ACAGC - - - - - - - - A T AA TGCAACAACCGA T ACGA T CGA T T T T C T T CAAAA TG
CCGT T CAACGT AAACAA T C T AAACA T T T T T AA T AGTGCGAA T - ACACGT T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T CA T T AGGC T T T CAAAGGAC T AAAAGT AC TGA TGT A T T T T T T CA T CAAA -
GAGA TGGC T T TGGT CAC T A T T T A T AC - - - AGT C T A T A TGA T A - CAA T C T T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T AA T T - - - - - - - - - - - - - T T T AAA - - - - - - - - T AAACA T T AA T AACAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT CA T T CAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CCGA T T - T TGT A T T AGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T TGT TGT A T T T T T A T T T T T T TGT A - - - - - - - - T A T A T A T CA T T T CCAAAA
GAGTGC T A T A TGCAGAA T T T CA TGC T T T TGAAAAA TGGGGGT CAAC T T T AAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T AC T ACACCC TGT A T ACAACAAAA T A T T T TG - T A TGCCCC T T T A T AAACC
GA T AC T AAAAGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGGACAGT AGAGGGGGA TGGGGGT T T C TGCA T CAGTGGAGGTGGAGGCAGCGGTG - - - - - - - - - - CCACCGC TGCC T CCACC T CCAC TGA TGCAGAAACCCCCA T CCCCC T C T AC T T C - - GGAC T T CCA T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_4_family_733.fasta.b.bed_uf.bed_g_3.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: 16774bp; fragments: 16454; full length: 96 (>=15096.6bp)
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After TEtrimmer 16774 bp
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TE: rnd_4_family_733.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 17074bp; fragments: 16454; full length: 73 (>=15366.6bp)
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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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