
Start crop Point End crop Point

MSA length = 1195
T T T A T A T A T C T A T T T T T A TGGT CCAAAACCCA T T C T T AAGT AAAA T TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T C TGT AAGA T CGAGGTGA T T AAC T CCCC T CCGAAACA T T C T ACA T A T T AAGGGGCCGT CAAACAC T ACGT CC TGT AAAGC T T C T AGGT C T ACAC T T
T T CACACA T T T T CCAAAAA T AC T TGT T A T ACAGT AGAA T - GT AGGTGCCA TGAGAACA TGCCAACAGCAGCAA TGGAGGT T A T CC T AGACC T AACACCAC - - - - - - - - - - T AGA T C TGT AAGGT CGCGGTGA T T AACCCCCC T CC T AAACA T T C T ACACCC T ACAGAGA T C T C T T T T C T C T T AC T C T T CA T AAC T CGTGA T T CAGC T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T T TGT AAGGT CGCGGTGAA T AACCC T CC T CC T AAACA T T C T ACA T T C T ACA T A T AGA T AA - - - - - - - - - - - - - - - - - - - T AGC TGT A T CAA TGA T A
C T - - - - - - - - - - - - - ACAGAGAC TGGCA TGCA T C TGCA T T ACAGGTGC T A TGAGAA T A T T CCAACAGCAGCAA TGGGGGT CA T T C T AGACC T AACACCAC - - - - - - - - - - TGT A T C TGT AAGGT CGCGGTGA T T AAGCCCCC T CC T AAACA T T C T ACA T T C T ACAACCCAC T CA T A T T C TGCA T T C T ACAAGT - - - - - - - T T T AA TGT AA
TGT AAAAA T T - - - - - GT T AAC T TGGAAA T AAA T A T CAA TGACA T T T ACCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGA T C T A T AAGGT CGCGGTGA T T AAC T CCCC T CC T AAAGA T T C TGCA - - - - - - - - - - - - - - - - T T T C T T T T TGT T T T CAAGT - T CCCGAA T CAA T AAAA
TGCA - - - - - - - AAGT ACAGAGAC TGGCC TGT A T T TGCA T CACAGGTGCCA TGAAAACA TGCCAACAGCAGCAA TGGAGGT CA T T C T AGACC T AACACCAC - - - - - - - - - - T AGA T C T A T AAGGT CGCGGTGA T T AAC T CCCC T CC T AAACA T T C T ACA T T T T ACAA T - - - - - - - - - - - A TGT A T T A T CAAA T AC T T C TGT T T CAAGA T AA
TGCAGT AA T ACA TGT C T TGA T ACCGGCA T AACGGAGAACCGCACA TGT CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - T T C T TGA T C T T CCACC T A T T AACCCCCC T CC T AAACA T T C T ACA T T CCAA T AA T AA T T AA T A TGAAGT A T CA TGT AAAC - - - - - - - - - - - - - - - - -
T A - - - - - - - - - - - - - ACAGAGAC TGGT A TGT A T C TGCA T CACAGGTGCCA TGAGAACA TGCCAACAGCAGCAA TGGAGGT CA T T C T AGACC T AACACCAC - - - - - - - - - - T AGACC T A T AAGGT CGCGGTGA T T AAC T CCCC T CC T AAACA T T C T ACA T T C T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AAAA T AA
T A T A TGT AC T T ACGT A T T CA T AC TGGCA TGT A T C TGT A T CACAGGTGCCA TGAGAACA TGCCAACAGCAGCAA TGGAGGT CA T T T T AGACC T AACACCAC - - - - - - - - - - T AGA T C TGT AAGGT CGCGGTGAC T AAC T CCCC T CC T AAACA T T C T ACA T T C T ACGT A T T CA T AA T A T AGT A T AA T A T T AAAGAC TGGTGGT T T AA TGAAG
C T T TGC T A T A TGAGTGT C T AAA T CGAC T C T T A T T CACAAGA T A T T CGT C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T C TGT AAGGT CGCGGTGA T T AACCCCCC T CC T - - ACA T T C T ACA T T C T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A TGGA T A T T T AGGGT CA T AAAC TGCA T A T T AA T T CC T CAAAAA T TGT AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T C TGT AAAGT CGCGGTGA - T AA T CCCCC T CC T AAACA T T C T ACGT TGT A T AGT T C T T CC - T C T A TGA T AA T T T T CGAGAC TGCACC T T CAA TGA - -
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TE: rnd_5_family_7334.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 1195bp; fragments: 66026; full length: 2964 (>=1075.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1195 bp
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TE: rnd_5_family_7334.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1519bp; fragments: 57344; full length: 0 (>=1367.1bp)
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TE consensus genomic coverage plot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7334
 size: 834bp; fragments: 71495; full length: 7162 (>=750.6bp)
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TE consensus genomic coverage plot (bp)
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Before TEtrimmer 834 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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