
Start crop Point End crop Point

MSA length = 1921
- - - - - - - - - - T T T T AAAC T ACAA T T T CA T T TGT AGT T T T AGGGT T AGAGGCAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGCGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCGT AGC - - CCCCCCCC T T AA T CCAGACC TGGT T AGAGGGT T CA T C TGCGT A T T T C - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - T T T T AAAC T ACAA T T T CA T T TGT AGT T T T AGGGT T AGAGGCAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGCGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCGT AG - - - CCCCCCCC T T AA T CCAGACC TGGT T AGAGGG - T CA T C TGCGT A T T T C - - - - - - - - - - - - - - - - - - - - - - - - -
AAA T - AA T AA - - - - AAGT T T T T T T CCGC T TGT AAAGACAA TGAACA T AC T CAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCC T AGCCCCCCCCCCCC T AA T CCAGGCC TGAACA T AC TGT A T T T CAA T A T A T T T T CGCGCAGGGGC T CGA T T T TGA TGAC
GCA T AAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACCC TGACAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AGCCCCCCCCCCC T T AA T CCAGGCC TGAACCC TGAG - - GGACACCACA T T C T T CC T CACAAGC TGCC T T C TGT TGCC
AA T - - - - - - - - - - - AAAC T T T AGT C T A T T T C - - - - - - - - - - - C T TGT TGT CAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGT CCCCA T AG - - - CCCCCCCC T T AA T CCAGGCA TGC T TGT TG - - - - - - T AACGGAA T T T T AAA T CA TGT C T T T A T T T T CGAGAAA
A T T T AAA T AA T T T T T T A T T T T A T T T T A T T TGGC TGT A TGAA - - - - GAAGGCAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AG - CCCCCCCCCC T T AA T CCAGGCC TGAAGGAAGGAGCAA T AAGGA T A T T CG - - - - - - - - - - - - - - - - - - - - - - - - -
CAA - - - - - - - - - A T AAA T T T T AGC T AAA TGCAC T AAA - - - - - - - - GCAAGCAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AGCCCCCCCCCCC T T AA T CCAGGCC TGAAAGCAAGCCA - C T AAGAGCA TGC T AA T CAACA T AC T TGGCAACA TGT T A
- - - - - - - - - - - - - - CCGT T C T AGAACA T T C TGAAGAAC T TGGGT TGCACACAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AG - - - CCCCCCCC T T AA T CCAGGCC TGGT TGCACAAAC - A T CAGTGAA T T CGT C T T CGCAGGT C T T C T AA T AAGGCG
AA T - - - - - - - - - - - AAAC T T T AGT A T AC T A T ACAGGA TGAGGC TGGT AGACAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGTGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AG - - - CCCCCCCC T T AA T CCAGGCC TGC TGGT AGA T C TGA T AAAAGAAC T T T A T T T T T CAGT T T T A T T T T C T C T AAA
GT T TGGA T - - T T T T AA T A T A T AAC T T AA T T T T CCAAA TGC T AGGCCAA T CCAGTGCCGGA T T AAGGT CC T AGGGGCCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AGCCCCCCCCCCC T T AA T CCAGGCC TGCGGCCAGT C T T - - - - - - - - - AC T CGA T T T CAGC TGT T TGGT T T T C T T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGCAGAA T CAC TGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT CAGA T A T AGA T AAGGACACA T T - - - - - - - - - - - - - - - - - - - - - - - - -
CC T - A T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA TGGC T TGCAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T T T A - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AG - - - - CCCCCCC T T AA T CCAGGCC TGA TGGC T T - - - - - GT AAAC T T AC T CA T T T T T C T AGA T T T T A TGT T AACAAA
A T T T AAGCAAGT T T CGACGAGT A TGAGCAGCGTGGAAGAA TGCC T AGAACCAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T AGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AG - - - CCCCCCCC T T AA T CCAGGCC TGCC T AGAACA T TGC T A T CAACA T T T C - - - - - - - - - - - - - - - - - - - - - - - - -
T CGT AAA T AA T CC T CGA T CA T AA T A T TGT CAA T ACGAC T AGCGT CCCGAACAGTGCCGGA T T AAGGT CC T AGGGGGCCCGGGGC T AGGGGC T ACCC T TGG - - - - - - - - - - GGGCC TGGGGC T A T AGCCCCCA T AG - - - CCCCCCCC T T AA T CCAGGCC TGGT CCCGAAAA T CA T CAA T A T A T TGACGC T CAAACGC T CAA T AA T A T TGT C
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TE: rnd_5_family_5288.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 1921bp; fragments: 2970; full length: 11 (>=1728.9bp)
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 size: 2221bp; fragments: 2890; full length: 0 (>=1998.9bp)
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TE: rnd_5_family_5288

 size: 1389bp; fragments: 3188; full length: 0 (>=1250.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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