
Start crop Point End crop Point

MSA length = 7327
CAAAAA T AA T CAAA TGT C T T AA T T A T T AAC T AA T AAAA T T TGCA T T AA T A - - - - - - - - - - - - TGAAAAA T A T T T TGACCAAACCAA T TGT AAA T T CGT CA - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGT A T - - - - - - - - - - - - - - - - - - - - - - - - GCA T A T TGT AC T A T AA T T T CAAA
TGCA T CAAACCGGACGT C T T AAA TGTGGAGT AAGAACGA T TGT T T - AGT CC T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGGT T TGT CAGCAAAGA T T AGA T AA T AC T AG - - - - T CCGAAA T T T T T T TGTG
CGAC T CGGACAAACCGT T T T T AC T A T T AA T T TGT AACGG - - GT T T - T T ACC T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGGT T T T ACGGCAGC T AC T A T AC T AAAC T AGA T T T CACA T T T T C T T T T CAAA
AA T CC T AAGTGT T T TGT T A T AACCCCCAAAGGAAAAA T A T T AC T T TGACAC T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CG - - - - - - CAAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGGT T - - - - - - - - - - - - - - - - - - - - - - - - ACCCACGCGGT A T T T T T T TGAAA
T AAGT AAAA T AAAC TGT CAAAAC TGT CAA T T AA TGA T TG - - A T T T - GGA T C T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGA T T TGA T AGC - - - - - - - - - - - - - - - - - - - - - - - - C T AA T T T T A T T TGGGA
T T CAAGAAA TGGAACACC T - - - CC TGAAA T CGAAAA T AA - T A T A T T AGACC T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T C T A T C T AAAA TGT AAACA T T T CCCC TGTGGA T - - - - - - - - - AGACCAA T T CAGAC T AGT AAACC T AGCAGT ACC T ACAG
CAAGT TGCCCGCAC TGT T T T A T ACCC TGA T AAAAAAAGA - - GC T T T ACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGT A T - - - - - - - AAA T A T AC T T A TGCAC - - - - T T C T T T AGAGT T AA T T T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGT TGAA T C T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGGT A T AA T TGCAA T CGC T T C T T CGTG - - A TGT CACC T AA T T AAAC T T TGT T
- - - - - - - - - - - - - - - - - - - - - - C T T T CGGAGAGTGAGAGT TGTGT - T AA T C T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T TGAA TGA TGT CC T CCA T C T AAAA TGT AAACA T T T CCCC TGTGGTGT AA T CGC - - AAAC TGAA T T T T A T T AA T TGCCGT AGAAAC TGT T CGGT
- - - - - - - - - - - - - - - - - - - - - - CCA T T AAAAAAAAA T CA T - - - - - - T A T CC T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T TGAA TGA TGT CCCCCA T C T AAAA TGT AAACA T T T CCCC TGTGT CCCA T CCACA - - - - - - - - - - - - - - - TGAGCCAC T C TGT AGAAGT T AAAA
TGCGT C T AACGGGA TG - - - - - - - TGGCAAGTGGT AACAA - - - - - - - - - - GC T T AGA T T AAGAAA T AAAA T AGA TGGAGCAAGT CA T T CA T AAA T T CGT CA - - - - - - - - - - CGT AGCA T T AAA TGA T T T CA T CCA T C T AAAA TGT AAACA T T T CCCC TGTGGGT - A T T ACCGAA T C T T C T A T C T T T C T - - - - - - - - - - AGC T T C T T T AA TG
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TE: rnd_5_family_16687.fasta.b.bed_uf.bed_g_2.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: 7327bp; fragments: 2575; full length: 6 (>=6594.3bp)
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After TEtrimmer 7327 bp
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TE: rnd_5_family_16687.fasta.b.bed_uf.bed_g_2.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_se.fa
 size: 7627bp; fragments: 2073; full length: 6 (>=6864.3bp)
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TE: rnd_5_family_16687
 size: 1485bp; fragments: 63; full length: 11 (>=1336.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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