
Start crop Point End crop Point

MSA length = 11105
T A TGT T T AC TGT T A T - - - - - - - - - - TGT A TGTGA T AACGT T T AAAAGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGTGCAC TGT C T AA TGT TGCCA T AA T AAAA T AAAA T T T A TGAAA TGA T A T A T T T T A T T AGA T T AA TGCAGT A - - - - - - - -
T A T A T A T A 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 T A T A T A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T AAACAAACCAA TGT TGGCA T AA T AAAA T AAAA TGT A TGA T A T A T T A T A T AC T A T T AAAA T AA TGGAGAAAAA T AA T A
T T CA T T T ACCACAA T TGGAGAC T AC T T CACC T CGAAAA T CA TGCA TGGT A T A TGT AAGAGAC TGGAA TGT T T T AAAGAAAGT AAAGAA T T CA T TGA T TGA - - - - - - - - - - GGGAGCAC TGTGTGA T T T TGCCA T AAGAAAA T CAAAC T AAAGAA T TGAAA - - - - - - - - GAGA T T AAAGCAG - - AAACAAAA
T ACGT T T A T CCA T A T T AGA T AA T T T T T AAA TGAGGAAAAACCACAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CA T T T ACCACAA T TGGAGAC T AC T T CACC T TGAAAA T CACGCA TGA T A T A TGT AAGAGA T TGGAA TGT T T T AAAGAAAGT AAAGAA T T CA T TGA T TGA - - - - - - - - - - GGGTGCAC TGT C T AA TGT TGCCA T AA T AAAA T AAAA T T T A TGAAA TGA T A T A T T T T A T T AGA T T AA TGCAGT AAAA T AAAA
CCCGCCAA T T ACGT T T CAAGAAAAC T T T A T T TGA T AAAGT ACAAGA TGT T T A TGT AAGAGAC TGGAA TGT T T T AAAGAAAGT AAAGAA T T CA T TGA T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T CA T T TGCCACAA T TGGAGAC T AC T T CACC T CGAAAA T CA TGCA TGA T A T A TGT AAGAGAC TGGAA TGT T T T AAAGAAAGT AAAGAAC T CA T TGA T TGA - - - - - - - - - - GGGTGCAC TGT C T AA TGT TGCCA T AA T AAAA T AAAA T T T A TGAAA TGA T A T A T T T T A T T AGA T T AA TGCAGT AAAA T AAAA
T C T AAA T AAAC T AACCAAAAAA T A T A T T ACGT AGT AAA TGGTGCAAA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T TGGT T AGC T AGA T AC TGTGGAA T T AAA
CCCGCCAA T T ACGT T T CAAGAAAAC T T T A T T TGA T AAAGT ACAAGA TGT T T A TGT AAGAGAC TGGAA TGT T T T AAAGAAAGT AAAGAA T T CA T TGA T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_4_family_4617.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: 11105bp; fragments: 679; full length: 4 (>=9994.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 11105 bp
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TE: rnd_4_family_4617.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: 11518bp; fragments: 712; full length: 4 (>=10366.2bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_4617
 size: 1336bp; fragments: 387; full length: 13 (>=1202.4bp)
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No TE domain detected

Before TEtrimmer 1336 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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