
Start crop Point End crop Point

MSA length = 2375
- - - - - - GGGT T AGCGGT C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT AGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGAAAGAAAAACAAAA T T AG - AAAGT AACAAA T A TGAAGAACAA T C T A T A T AC T A T ACCAG
- - - - - - - - - - - - - CA T TGC T T A T T T T TGT C T AGA T A T T T AAAACAAGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT TGAA T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGAAAAAAAAAAAAA T A T A T A - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T T A T A T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGGAAGAAAAAAAAA T ACA T A - - - - - - - - - - - - - - - - - - - - - T AACAA T A - - - - - - - - - - -
T T A TGAGTGGT TGCGA T A T T AA T T T CCA T AC T TGGA - T TGC T AAAGA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGGGAAGAAAAAAAAAAAAA - AAAAGAAC - - - - - - - - - - - - - - - - - GGT A T T T T A T A T CGA
CAA TGGAGAA TGGCAA T AA T T A T T CCCA T CC T AAAAGA TGGT AAAGA T CC T T TGC T ACCAGT AAGT T ACCGACCCA T T AGCC T CACC TGT TGT A TGGGGA - - - - - - - - - - ACGAGT TGT A T A TGGC TGA TGA T CC TGGCGA T CGA TGT C TGGAAAAAAAAAAGAACGAA T - GAGTGT AAGTGT T CCGCAA - - GAGAC T T CC T T T AGAAAA
CAA TGGAGAA TGGCAA T AA T T A T T CCCA T CC T AAAAGA TGGT AA TGA T CC T T T AC T ACCAGCAAGT T ACCGACCCA T CAGCC T CACC TGT TGT A TGGGGA - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CCA TGCC TGGGAAAAAAAAGT A T C - - - - GGAAGCAC T T A T T T C TGGGAC T AGT A T T A T A T T T TG - - - -
CAC T AGGTGGT AGTGCAA T T AA T T T T T AGGT T AAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGAAAAAAAAAACA T TGAA T AAACAAGCCAAAGA T T CAAA - - AAA T AA T A T CC T CCAGCAA
CCA TGGAAAA TGGCAA T AA T T A T T CCCA T CC T AAAAGA TGGT AAAGA T CC T T TGC T ACCAGCAAGT T ACCGACCCA T CAGCC T CACC TGT TGT A TGGGGA - - - - - - - - - - ACGAGT T A T A T A TGGC T AA TGA T CC TGGCGA T CGA TGCC TGAAAAAAAAAGC T AA TGAA - - - - GTGAAC T TGT TGCGAAAC T ACAAA T A T T A T C TGAC T A
T CCAGGCAGAGT ACGGCAC T T CGT T T CA T T T AA T AAAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT TGAA T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGAAAAAAAAAGCAACA T AAAAAGA T AAA - - - - - - - - - - - - - A TGTGGT A T A T - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T AA - - - - - - - - - - - - - - - - C T TGC T ACCAGCAAGT T ACCGACCCA T CAGCC T CACC TGT TGT A TGGGGA - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T C T TGGTGA T CGA TGT C TGAAAAAAAAAAA TGAAAAA - - - - - - - - - AAAGT T CCAAAA T TGC TGA T ACA T T T TGA T AA
CAA TGGAGAA TGGCAA T AA T T A T T T CCA T CC T AAAAGA TGGT AAAGA T CC T T TGC T ACCAGCAAGT T ACCGACCCA T CAGCC T CACC TGT TGT A TGGGGA - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T T C TGGTGA T CGA TGAC TGGAAAAAAAAAA T AA T - - - - - - - - - - - A T A TGA T CGAAAAC - - A T AC TGC T T T T TGAACA
T TGAAGGAA T TGGCGT T A T T T A T T A T CGAACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGAAAAAAAAAAA - - - - - - - - AAAGCAAC T A T T T T AAA T A T C T T T T T T T A T T A T A T AC T T A
T CAAGAAACA TGACCA T T T T T AC T C T T T TGA TGAAAAA T AA T AACGACAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGAGT TGT A T A TGGC T AA TGA T CC TGGTGA T CGA TGCC TGGAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGA T A T AAGTGAACAA
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TE: rnd_4_family_3624.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 2375bp; fragments: 783; full length: 21 (>=2137.5bp)
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 size: 2712bp; fragments: 712; full length: 14 (>=2440.8bp)
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TE: rnd_4_family_3624

 size: 745bp; fragments: 659; full length: 147 (>=670.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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