
Start crop Point End crop Point

MSA length = 3329
AA TGT T T CAAGT A T T A T A T C T ACAAA T T C T T AGA T A T AAAAA - - - - - - - - - - - - - AAAGGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TGA TGA - - - AAAA T T T TGGAGAAC T C TGT C T CAAACAGT T T C TGAAAAA T A T T T T T T T T AAAAA
T A T AA T AA T - - - - T C T T C T C T AACAC T T A - - - - - - - T AGTGGGGTGT A TG - - GT T - - GGGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGAAC - - - - - - - - - - - - - - - - - - AC T T A T AGT C T T CAA T AAC TGGT C TGGCA T A - - - - - T T T AAAAA
T T TGT TGCACGT T T TGT T TGGT T AAA T TG - CGGGT C TGGT TGT T T C TGC T T - - - - TGTGGGGTGT A TGGGGT TGGGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TGA TGA TGA - - - - - - - - - - - A T AGC T TGT CGGA TGACAGCGCGCCAA TGT A T T T TGT T T AC TGT
- - - - - - - - - - GT AC T T A T CA T T T AA T T T A - - - - - T A T AA TGGGCCGT ACGT - - - - AAGGGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGT TGA TGA TGA TGA TGAGAAA T AA T AGAA TGT C TGGCCA TGTGGCCAAGCC T AAAAA TGTGT AGCCAGCAGT
- - - - - - - - - - - CGGT T T T CAGAAAA T T T C - - - - - - - - - - - - - - - - - - - - - - AGA T AAGGGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TGGTGA TGAAAAC T AAA T T T A T A T T T A T T T T AA T CGT AGAAAC T AAAAA T A T T CCA T T T AAAAA
- - - - - - - - - - A T A T T T T CCA T C T AA T T CA TGT T A T A T A T TGG - - - - - - - - - - - - - T T AGGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TGA TGA T A T AAAACACAAGAGGT T T T C T T C TGGT CCCGT TGCC T T ACAGT A T A T AGT CAAAAGA
AA TGT T AGT AGCA T T T T T T T T AAAAACCACACAA T A T AACAACC T CCA T T T AGT CAAAGGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TG - - - - - - - - - - - T ACAAAAGT CCA T T T T T T T A T AGT AAACC T CGGA T A T A - CCAA T T TGA TGC
CGT T C T AGT A - - - ACGT T T A T AAAA T C T A T C TGGT T T AAAGGGGT CCA T C - AGT TGAAGGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TGA TGA TGA - - - - TGAAAGT A T C T T T A T CC T T T TGT CA T CCC T T - - - - - - - - - - - - T T TGT TGT
AACGT T AAAAGCA T T A TGT AAAAAGAA T A T AAGGGA T AAAGGGAAAAACAGCA T T T AAAGGGTGT A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TGA TGA TGAAAAA T T AC TGT A TGCGT T A T T A T T TGGCCA T CGT T TGT T A T A TGCAA T T T AA T A T
TGTGTGAGT A - - - - - - - - - GT AA T A T C T A - A T AA T ACAA T AAAAACAAA T T AGT T T A TGGGGT A T A TGGGGT TGTGC TGGAGAGGT AGT AC T T T T CA T CA - - - - - - - - - - T A TGT CCAGCAGTGGACGCAAAGGGC TGGC TGA TGA TGA TGA TGA - - - - TGA T T T T T T T T T T CA T T T T AGGGT A T T A T T T T AAAA T A - - - - - - - - - - - - -
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TE: rnd_5_family_10596.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 3329bp; fragments: 71; full length: 10 (>=2996.1bp)
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 size: 3629bp; fragments: 71; full length: 10 (>=3266.1bp)
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TE: rnd_5_family_10596

 size: 929bp; fragments: 68; full length: 0 (>=836.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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