
Start crop Point End crop Point

MSA length = 1886
A T AAA T CAGGAAAAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AAACGGC T T C T ACAC T ACCAGCGAAGT AAGCCAAGGT TGGCCGAAGT CGA - - - - - - - - - - AAGT A T T T CGCGAGGAAC T T CGCGAA T AGTGT AGAGGT CA T T T A T AAGAAGC T T T A T T T T ACACAAGT T AAA T A - A TGAGGAAACA T T T T AGT CACAA T A
A T AA - - - - - AGA T AA T T - TGT T T T T T A T - GT T T T TGT AAGT - - - - - - A T T CAA T AGCC T C T ACAC T AC T ACCGAAGT AAGCCAAGGT TGGCCGAAGT CGA - - - - - - - - - - AAGT A T T T CGCGAGGAAC T T CGCGAGT AGTGT AGGGGCCGT T T A T T AGAA - - - - - - - - - - - - - - - - - - - - - - - - AGTGAAAAGAAA T - - - - - - - - - AAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT CGA - - - - - - - - - - AAGT A T T T CGCGAGGAAA T T CGT AAAAAAGGT TGAAACC - - - - - - - - - - - GCGGCA T T A T CGGT AA T ACAGT T AAA TGAAA T ACAAA T CAGA T T T T A T AC
GAAA TGCA T A TGAACC T - - - - - - - - - - - - - - T T T T TGCAACA T C T AACA T AAACGGCC T C T ACAC T AC T AACGAAGT AAGCCAAGGT T AGCCGAAGT CGA - - - - - - - - - - AAGT A T T T CACGAGGAAC T T CGCGAGT AGTGT ACAGGCCGT CAG - - - - - - - - - - AC T T A T T AAAA T T T TGTGA T A T T AAAGGAAAA T T - - - - - - - - - - - -
A T AAA T AA T AGA T C T T T A T A T T C T T A - T T AGT TGC TGT AA T A T T T AA T T AAAAACACCCC T ACAC T AC T AGCGAAGT AAGCCAAGGT TGGCCGAAGT CGA - - - - - - - - - - AAG - - - T T CGCGAGGAAC T T CGTGAGT AA T A T AGAGGCCG - - - - - - - - - - AGA T TGACA T T T T T AAA T T CCACCCA T T AAACGGCA T - - - - - - - - - GAGA
ACA T AACACAGACGA T T - TGTGT AAAACAGA T C T T CA T CGT - - - - - - C T A T AACGGCC T C T ACAC T A T T AGCGAAGT AAGCCAAGGT TGGCCGAAGT CGA - - - - - - - - - - AAGT A T T T CGCGAGGAAC T T CGCGAGT AGTGT AGAGGCCGT T T T T A - - - - A TGT T C T T T C TGAACAC T CCAA TG - - - - - - - - - - - - - - C T T A T T AAA - - -
T AAGC T T TGGTGAAAA T A - - - - - - - - - C TGA T AA T T T T AAAA T T AAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T T ACAAAAA T A T T C - - - - - - - - - - - - AA T CA T T C T A T T - - - - - - C T AAAACGGCC T C TGCAC T AC T AGCGAAGT AAGCCAAGGT TGGCCGAAGT CGA - - - - - - - - - - AAGT A T T T CGCGAGGAAC T T CGCGAGT AGT A T TGAGGT CGT T T A T AAAAA - T AAC T A T T C T ACAGGT C T AAA T T AA T AAAAA T AAA - - TGT AAC TGAGCA
A T AAACAAGA T TGGT C T ACA T T C T T AC T T AACAA T T ACAA - AGT T AA T T AAAACGGCC T C T ACA T T AC T AGCGAAGT AAGCCAAGGT TGGCCAAAGT CGA - - - - - - - - - - CAA T A T T T CGCGAGGA T C T T CGCGAGT AGTGT AGAGGCCGGAAA T AAGAAAGA T A T T C TGT T A T CA T CAAAACCAA T AAAA T AACA T T C T AAC TGAAAGA
GTGGA T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT A T T T CGCGAGGAAC T T CGCGAGT AGTGT AGAGGCCGT T T A - - - - - - AAA T CA T T CAAAA T AC T C T AAACC - C T AAA T AAACA - - GA T AA TGGAAGC
GT AA T ACCCAGTGAACC - TGGT T T T AA T - - GT TGT AGT T A T - - - - - - C T AAAACGGCC T C T ACAC T AC T AGCGAAGT AAGT CAAGGT TGGCCGAAGT CGA - - - - - - - - - - AAGT A T T T CGC T AGGAA T T T CGCGAGT AGTGTGGAGGCCGT T T A T AGGAAA T AA T T C T C T T AGAAA T T T A T A T AAA T AAA T AGAGA T AC T T A T T TGAAAA
A T AGC T CAA T T AAGC T T A TGT T T T T AA T AAA T AGT T A T AGA - - - - - - AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T A TGCAACAGGT TGGGA - - T T T T T AA T T CACAAAC T CCA T - - - - - - GT T AAACGAC T T C T ACAC T AA T AGCGAAGT AAGCCAAGGT TGGCCGAAGT CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGGAACGT CAA T T AAAGTGT AGAG
A TGGAA T ACGAC T A T CAA TGT T TGAA T A T A T T T AACACAA T A T T T AA T T AAAACGGCC T C T T T AC T AC T AGCGAAGT AAGCCAAGGT TGCCCGAAGT CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA TGGCGT T AA T - - - - T AAA T C - GCAAAACAGCA - - CGTGA T AA T T AA
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TE: rnd_5_family_5347.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 1886bp; fragments: 3076; full length: 3 (>=1697.4bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1886 bp
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TE: rnd_5_family_5347.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2190bp; fragments: 2896; full length: 0 (>=1971bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_5347

 size: 1194bp; fragments: 2803; full length: 33 (>=1074.6bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1194 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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