
Start crop Point End crop Point

MSA length = 16555
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGAGGGCGGTGGCCGT T T C TGCGCCC T CCACACGGTGGAGGCGGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T - - - - - - - - - - - - - - - - - - - - - A T T T T AA TGT T A T AC T T T CC T T T - - - - - - - -
TGA T A T A T AAAC T AAC T T AAGA T T T A TGGAAGAAAA T T A T AGT T A T AGT CAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AAAAAA T ACAACGAAA T AC T T A T A T T AA T T A T T T T T A T A T A T T TGC T AAAAG
TGA T A T A T AAAC T AAC T T AAGA T T T A TGGAAGAAAA T T A T AGT T A T AGT CAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT ACGGC T TGA TGT TGCGT T CC T AA T T T C T T T AGAAAA T T T - - - - T AGA
T A T T AAA T AA - - - - - - - - - - - - - - - - - - - AA T T AAA T CCCA T T AGGT A T AAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T - - GGT A T ACA T TGGAA T - - - - - - - - - - - - T T T T T T AA T AAA T T TGGGAAAAA
T A T T AAA T AA - - - - - - - - - - - - - - - - - - - AA T T AAA T CCCA T T AGGT A T AAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A - - - - - - - - - - - - - - - - - - - - - - - GT A T T TGT AAGA T T T T T T A - - - -
T AA - AAA T AA T T T ACA T TGAAA T T AAGGAAAACAAAA T AAAGT AGC - - T AAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AGAA T A T ACAA TGT AAGCGC T T T CA T A - - GC T T T CA T AACAA T T A T AAAAAA
T AA T AAAAAAA T A T T T T T A T A T T AA T T CA - - - - - - - - - - - - - - - - - - - T T AGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T - - T T CA T T TGA TGT T TGT CCGGC T C TGT T C T T AC T CC T T CA T CC - - - - - - - -
AA T AA T C T ACAC T T C T C TGA T T T T AGT T AA T T T CAACAGGAGT A T ACGCGAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AAAA TGCAC T A T ACGAGGACGC T T CAAA T T T T TGTGA T A T A T T T CCA - - - - -
- - - - - - - - - - A T C T T C T CGT T T T CC T T T AGT TGCACGT TGGAA T CGT C TGAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AA T A T A T C T A T AAGT TGACAAGT T T T A T T C T T T T T A T CA TGT ACCAC - - - - -
GAAAAGGCA T A T A T T AA T C TGGT AA T T TGAA T T - - - T T A T A T T CCACAAAAGT AGAGGGCGGTGGCCGA T T C T ACGCCCACCACACGGTGGAGGCAGCGG - - - - - - - - - - GC TGCC T CCACCGTGTGGTGGGCGT AGAA T CGGCCACCGCCC T C T AC T AAAAAAAAAAA T AAAGAC T A T A T T T AAAGT T T A T AAA T AAGTGT CGAAAAAA
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TE: rnd_4_family_735.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: 16555bp; fragments: 15004; full length: 76 (>=14899.5bp)
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 size: 16860bp; fragments: 15004; full length: 34 (>=15174bp)
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TE: rnd_4_family_735

 size: 15107bp; fragments: 11047; full length: 128 (>=13596.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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