
Start crop Point End crop Point

MSA length = 1331
A T AGAGCCCC T CAAA T A T A T A - - - - - - AGGAGGAAGC T AGCGCAA T - - - - CAC T T CGGCAC TGGCAAA T CC T AGCCA T A T AGTGAGAGAAACAA TGC T A T - - - - - - - - - - GGC T AA TGA T T C TGGTGA T CGA TGCCAAGGAAGAAA - - - - - - - - - - - - - - - - - - - - - AAAAAAAACA T C T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T ACA T ACA T A T AACCA T CAC - A T A T CACGAGCGTGT T A T AA T AA TGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAAGGAAAAAAAAAAGAAAAAA - - - - - - - - - - AAAC T AAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA
A T AGAGCC T C T T AAA T A T AGA - - - - - - AGGAGGAAGC T AACACAA T CC T ACAC T T CGGCA T T CGCAAACCC T AGCCA T A T AGTGAGAGAAACAA TGC T A T - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAAGGAAAAAA - - - - - - - - - - - - - - A T AAAAAAGACGAAACA T T TGGA T AAGAAC - - - - - - - - - - - - - - - - - - - -
ACAAAAGGGGCCAGAAA TGCA - ACAAAA TGAGGACACCA T T ACAGCCGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T T C TGGTGA T CGA TGCCAGAAAAAAAAAGAAGACAACG - - - - - - - - - - AGTGTGACAA T T TGT T T A TGT AAA T T T AG - - - - - - - - - - - - AG
C TGAAGAA TGGCAAA T A T T TGT - - - - - - - - - - - - - - - - - - AC T AAAGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC T AGTGA T CGA TGCCAAGGAAGAAAAAAAAA T A T AA T CAA T T AAAAAGT ACGAGT A T T T T T A T - T T AACACA T A T CAA T T T CAAAAAAG
A T AGA T CCCC T T AAA T A T AGT - - - - - - AGGAGGAAGC T AGCGCAA T CC T ACAC T T CGGCA T TGGCAAA T T C T AGCCA T A T AGTGAGAGAAACAACGC T A T - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAGAAAAAAAAA T A T CGGT TG - T CAACAAAAAAA T A TGA T T A T T T T T T TGACGA T A T T T AAA T T CA T T AAAGAAG
A T A T A T A T T CC T ACGT A T AA T T A T A T AACGT AAAAA T TGAAACAACGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAAGGAAAAAAAA T AAACAAAACCA - - AAAAAAAGT TGT AGT CA T T T CCGGTGAAACAGGAAGTGGCCAAAAAAG
AGT T AGC T TGGAAA T T A T CGA T A T A T AAAGAAAAA T A T AA T CCAACCAAA - - - - - - - - - - - - - - CAAA T CC T AGCCA T A T AGTGAGAGAAACAA TGC T A T - - - - - - - - - - GGC T - - TGA T CC TGGTGA T CGA TGCCAAGGAAGAAAAAAAAACACG - T T A - - - - - - - AAGC T AAA T C T T AAA T AAC T T AAAAACGA T T T A T T T T A - - - GG
AAAAA T ACACC T AAC T T CGT A - - - - - - AAGAAAGACAGACAGGT A TGT AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAAGT CAA T CGTGGT CAA T CGA - - - A T AA - - - A T AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AG
A T AGAGCCCC T T AAA T A T AGA - - - - - - AGGAGGAAGC T AGC T CAA T CC T ACAC T T CGGCA T TGGCAAA T CC T AGCCA T A T AGTGAGAGAAACAA TGC T A T - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAAGGAAAAAAAAA T AA - - - - - T CA - - - - - - - A T AA T AAA T A TGT AAAAA T T AAAAAAAAAACGA T T AAAAAGAG
ACACGCA - T T T AA T T T T T C T T TGT A T AA T T TGCAA T T TGT CC TGT AAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAAGGAAGGAAAAAA - - - - - - - - - - - - - AAAGA TGT AAAA TGC T C T C T A - A T T A T ACAGGGTGAGT C T T AAAAAG
TGAAAAA T ACGCAAGT A T A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAGAGAGAAAAAAAACA - - - - - - - - - - - - - - - ACGCCAAAA T T A T AA TGAAAGAAGCGA T AGAC T C T AAAAAAAA
ACACACAC T C T AAAA T A T A T A T A T A T AAC T CGA T T T T T AACACGAAA T T ACAC T T CGGCA T TGGCAAA T CC T AGCCA T A T AGTGAGAGAAACAA TGC T A T - - - - - - - - - - GGC T AA TGA T CC TGGTGA T CGA TGCCAAGGAAGAAAAAAAAACACGA T CA T T AAAAAA TGT T AAA T A T T T CACAC T T TGT AGAAGAAGA T T TGGAAAAAG
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TE: rnd_4_family_3624.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: 1331bp; fragments: 760; full length: 66 (>=1197.9bp)
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TE: rnd_4_family_3624.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: 1642bp; fragments: 702; full length: 0 (>=1477.8bp)

TE consensus (bp)
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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)
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