
Start crop Point End crop Point

MSA length = 14210
- - - - - - - - - - - - - GC T A TGT CAC T AAA - - - - - - - - - - - - - - - - - AGAACCAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CCCAA T T AA T C T C - - - - - - - - - - - - - - - - - - - - - - T T AAAGT C TGGT T C T AGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CCCA TGT AAA T T T A T CA T T T T A T TGAAAAGT TGT A T T AGAC T T T AAGAGGAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CCAAA TGA - - - - - - AACGAAAC T C T AGGCGT A TGT T T AA T T T T CC T C T T AGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT CAGGT AAAC - - A T A T TGT AAC T T AAAAAAAA T A T T T AA T T C T A T AA TGAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - ACCACA T T A T T - - - - AGT T A T T T T A T AA T T C - - - - A T AGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T ACACGA T A TGAGAA T A T T T ACCGCA T AA T CCC T C T AA T AA TGAAA T CAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T TGCACCGT CGGGTGGTGT T T T TGA T AGAA T T T A T TGGC T A T T - - - - - - AGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - T CA TGGAA T T T T T A T AGCA T AGAAAA T C T A TGTGAACGAA T C TGAC T CAA T CA T AAACGAA T T AA T AGT T AAAAAC T T
AA T AAA TGGT CAGA - - - - A T T AA T CAAAGAA TGCACAGAAGAGT A T AA T AAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - T CA TGGAA T T T T T A T AGCA T AGAAAA T C T A TGTGAACGAA T C TGAC T CAA T CA T AAACGAA T T AA T AGT T AAAAAC T T
T T AAAACAGT A T - T T A T TGT T T T T AAGCGA T T T TG - - - - - - - - - - - - - T AAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - GTGTGT AA T T T A T AGA T T AAAGAAAGT C T AAAC T AGCCAA T T T AAGCCAAC T AACCAC T AACC T A TGAGAGT CAA T T T
A T CCAA TGGAA TGAGAA T T TGA T AGGCAGAA T T T T A T AGGT AAAGAAAGCAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - T CA TGGAA T T T T T A T AGCA T AGAAAA T C T A TGTGAACGAA T C TGAC T CAA T CA T AAACGAA T T AA T AGT T AAAAAC T T
AC T AAGAGGCA TGAA T ACGT T AC TGAA T T AGT T CCC TGT A T AGA - - - - T CAGT AGA T A T AC T A TGGTGA T ACGGGACCAAAA T CCCA TGC T T T T T C T T A T - - - - - - - - - - T CA TGGAA T T T T T A T AGCA T AGAAAA T C T A TGTGAACGAA T C TGAC T CAA T CA T AAACGAA T T AA T AGT T AAAAAC T T
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TE: rnd_5_family_5838.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: 14210bp; fragments: 10255; full length: 6 (>=12789bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 14210 bp
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TE: rnd_5_family_5838.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_se.fa
 size: 14388bp; fragments: 10255; full length: 6 (>=12949.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_5838
 size: 7912bp; fragments: 4952; full length: 20 (>=7120.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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