
Start crop Point End crop Point

MSA length = 736
- - - T T T A T AAACAACGT AA T A T A T T AAAA T AC T A - - - - - AA T AGAGT AGC T T CA T C T T ACCGCACAGT AACA T AAAC TGCAGTGC TGGT T A T CGCAGGGA - - - - - - - - - - GAGCCCGACAC T T CGTGCGT AAA T TGCA T T T CACC T CC T T ACCAAAAAAA - - - - T ACA T A T T AAAA T A T AA T T T TGT T T AC TGA T A T T CAA T T T T T A T CG
C - - - - - - - - - - - - - - A T AA T T T A T AAAA T AACA - - - - - - T A T AGGT T ACA T T T A T C T T ACCGCACAGTGT T CGAACC TGCAGTGC T A T CCC T - - - - - - - - - - - - - - - - - - GAGCCCGACAC T T CA TGCA T AAGT TGCA T T T CACC T CC T T ACCAAAAAAAAAA T ACCGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CAGAGT AGC T T CA T C T T ACCGCACAGTGT CCGAACC TGCAGTGC TGT T T A T CCCAGGGA - - - - - - - - - - GAGCCCGACAC T T CGTGCGT AAA T TGCA T T T CACC T CC T T ACCAAAAAAAA T - - C T C T T A T AAGAAAA T AA T T ACA T T T ACAA T TGCAA T A T T A T CGT T T
- - - T T T A T AAACAACGT AA T A T A T T AAAA T AC T - - - - - - - - - - - AGT A T A T ACA T C T T ACCGCAC TGCAACA T AA T C TGCAGTGC TGGT T A T CGCAGGGA - - - - - - - - - - GAGCCCGACAC T T CGTGCGT AAA T TGCA T T T CACC T CC T T ACCAAAAAAA - - - - T ACA T A T T AAAA T A T AA T T T CA T T T AC TGA T A T T CAA T T T T T A T CG
- - - ACCA T CA T CA T CGCAGC T T A T T CAA T CA T T - - - - - - - - - - - - T CCGC T T CA T C T T ACCGCACAGTGT CCGAACCAGCAC TGC TGGT T A T CGCAGGGA - - - - - - - - - - GAGCCCGACAC T T CGTGCGCAAA T TGCA T T T T ACC T CC T T ACCAAAAAAAAAA T T T CCAA T T A TGA TGT AGCC T CCC T CACA T A T C T AGA T AC T C T C T T T
- - - - C T A T AAACAAAGAAA T T AAAC T AGCCA T C - - - - - - - - - - - - T T A TGT T CA T T T T A T T A T CAAA T C T CCGAACC TGCAGTGC TGGT T A T CGCAGGGT - - - - - - - - - - GAACCCGGCAC T T CGTGCGT AAAC TGCA T T T T ACCCC T T T ACCAAAAAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CAAA T C T A T A T CG
T T - - - - - - - - - - - - - A T TGCACGT AGGGT CGT C - C T T TGACCACA TGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGCCCGACAC T T CGTGCGT AAA T TGCA T T T CA T C T CC T T ACCAAAAAAAAAA T T T CAAAGAAA T AAGGACCAA TGACCCCAAA T ACCGCACCAAAC T T A
A - GT TGACCAACAA T A T AA T AAAACAAA T CGA T - - - - - - - - - - - GACAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGCCCGACA T T T CGTGCGT AAA T TGCA T T T CACC T CC T T ACCAAAAAAAA - - - T AC T T A T CAGAGCAACGT T - - - - - - - - A T A T A T AAAA T T CC T TGT C
CGGT C T C T CAAAGGAAAAGT ACAGAAAACC T T TGAGCAGT T CAGAGT AGC T T CA T C T T ACCGCACAGTGT CCGAACC TGCAGTGC TGGT T A T CGCAGT T A - - - - - - - - - - GAGCCCGACAC T T CGTGCGT AAA T TGCA T T T CACC T T C T T ACCAAAAG - - - - T T T T C T TGT T AACA - - - - - - - - - - - - - - - A T A T A T T ACAGCA T CAAAA
CGGT C T C T CAAAGGAAAAGT A T AGAAAACGT T TGAGCAGC T CAGAGT AGC T T CA T C T T ACCGCACAGTGT CCGAACC TGCAGTGC T AGT T A T CGCAGGGA - - - - - - - - - - GAACCCAACGT T TGGCAGGCAAGC T T CA T C T T ACC T CC T TGCCAGAGAACGGA TGT CA T A T CAAAGAAGAACCAAA T TGT AAGAAAGGAGGAAA T T AACA
CGGT C T C T CAAAGGAAAAGT A T AGAAAACGT T TGAGCAGC T CAGAGT AGC T T CA T C T T ACCGCACAGTGT CCGAACC TGCAGTGC T AGT T A T CGCAGGGA - - - - - - - - - - GAACCCAACGT T TGGCAGGCAAGC T T CA T C T T ACC T CC T TGCCAGAGAACGGA TGT CA T A T CAAAGAAGAACCAAA T TGT AAGAAAGGAGGAAA T T AACA
T - - - - - - - - - - - - - - AAAA T T T - - - - - - - - - - - - - - - - - - - CAGGCAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T T T CGTGCGT AAA T TGCA T T T CACC T CC T T ACCAAAAAAAA T A T A T A T T A T C TGAA TGT T T T C T AA T T T AA T T T T AAGGT A T CA T AAAC T
CGGT C T C T CAAAGGAAAAGT ACAGAAAACC T T TGAGCAGT T CAGAGT AGC T T CA T C T T ACCGCACAGTGT CCGAACC TGCAGTGC TGGT T A T CGCAGT T A - - - - - - - - - - GAGCCCGACAC T T CGTGCGT AAA T TGCA T T T CACC T T C T T ACCAAAAG - - - - T T T T C T TGT T AACA - - - - - - - - - - - - - - - A T A T A T T ACAGCA T CAAAA
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TE: rnd_5_family_9872.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 736bp; fragments: 211; full length: 59 (>=662.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 736 bp
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TE: rnd_5_family_9872.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: 1036bp; fragments: 202; full length: 0 (>=932.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_9872
 size: 766bp; fragments: 212; full length: 55 (>=689.4bp)
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No TE domain detected

Before TEtrimmer 766 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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