
Start crop Point End crop Point

MSA length = 15539
- - - GCGA TGAC T T TGAAGGT T A T CAC T AAGTGT AA T C T TGT T T AC T T AAAC - - - - - - - - - - T T T AAGT AAACAAGA T T ACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AACCAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAGT C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - GA TGAC T T TGAAGGT T A T CAC T AAGTGT AA T C T TGGT T AC T T AAAA - - - - - - - - - - T T T AAGT AACCAAGA T T ACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AAACAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T T AAAA - - - - - - - - - - T T T AAGT AACCAAGA T T ACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AACCAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
GTGA TGACGCC T T TGAAGGT T A T CAC T AAGTGT T A T T T TGT T T AC T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGA T A T TGGT T T T TGT T AA T AGCAA T AAA T T T T T T C - - - - - - - - - T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAGT AAACAAGA T AACAC T T A T TGA T AACC T T CAAAGT CA T CGCAA T AACCAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAGT C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
A T TGCGA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - GCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA T T T T AA T CAC TGT A T T T T T A T T T T T CGT AAC T T TGA TGT A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAGT AACCAAGA T T ACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - C T T T A T T A T TGT A T T T T T - T T A T T CCAAAACCGAA T T TG
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT AA T C T TGGT T AC T T AAAA - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - - CC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
A T TGCGA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - GA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - - - - - - - - - AGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - A TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - CGA TGAC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AAACAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
A T TGCGA TGCC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGGCA T CGCAA T AACCAA T T AGT C T T AA T T A - - - - - - - - - AAC TGT T T CAAAAACAAA T C T A
GTGA TGACGCC T T TGAAGG - T A T CAC T AAGT A T T A T T T TGT T T AC T T AAAA - - - - - - - - - - T T T AAGT AAACAAAA T AACAC T T AGTGA T AACC T T CAAAGT CA T CACA T AAACCAA T T AGT T T T AA T T AGCA T A TGT AAAC TGT T T CAAAAACAAGT C T A
A T TGCGA TGAC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AAACAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
A T TGCGA TGAC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AAACAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AAACAA T T AGT C T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - GAC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AAACAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
- - - - - - - - GAC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAC - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AAACAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
A T TGCGA TGAC T T TGAAGGT T A T CAC T AAGTGT T A T C T TGGT T AC T T AAAA - - - - - - - - - - T T T AAGT AACCAAGA T AACAC T T AGTGA T AACC T T CAAAGT CA T CGCAA T AACCAA T T AGT T T T AA T T AGCA T A T A T AAAC TGT T T CAAAAACAAA T C T A
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TE: rnd_5_family_3973.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 15539bp; fragments: 994; full length: 29 (>=13985.1bp)
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No TE domain detected

After TEtrimmer 15539 bp
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TE: rnd_5_family_3973.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 15690bp; fragments: 1006; full length: 29 (>=14121bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3973
 size: 5958bp; fragments: 598; full length: 0 (>=5362.2bp)
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TE consensus after TEtrimmer (bp)
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