
Start crop Point End crop Point

MSA length = 782
T AA T A T T A T T T AAACAAGT AACCAC T A T AA T AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCAAGC T CAACAGAGAAGGCACC T AGGAGGAGCAGGAGACA - - - - - - T AGGAA T T AAACA T T A T T T T - - - - - - - CC T CAA T T T TGGAA T T T A T AAAC TG
AAAAAAAAA T AAAGT AA TGT AACACAAGAC TGGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CCAACC T CAACAGAGAAGGCACC T AGGAGGTGGAGGAA T CA - - - - - - - - AAGA TGAGGAA T AAAAA T A T C T AA T T C T TGAA T AAGTGT A T T AAAAAA T A
T AAAA T AAA TGGAAAAA - - - - - - - CAA T A T AAGA T ACGCAGACGACACCGTGGT A T T AGCAGAA T CCGAAGACAGC TGCAAACC T AA TGGACAAAC TGAC - - - - - - - - - - ACCAACC T AAACAGAGAAGGCACC T AGGAGGAGAAGGA TGT T T T - - - - - - AAAA TGAA T AA T A T T AA T ACC T AGT T T T CAGAACGGT A T C T T A TGAAACA
T AACGT T AAGGTGT T AACGA TGTGC T ACAC T AAGTGTGT A T T C TGC T C T C TGT T AC T AGCAGAA T CCGAAGACAGC TGCAAACC T AA TGGACAAAC TGAC - - - - - - - - - - T CAAA T C T CAACAGAGAAGGCACCAAGGGGGAGGAGGAGGC T T T AAA T TGAAGGT A T C T AA T C T TGGT A T C T AA T T T T T T A T AAGAGA T AC T AGCGTGT A
CAGAAAAAA TGAGAAAA T AA T AGGA T AGAACGGCCGT CCAA T T AAAAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCAACC T CAACAAAGAAGGCACC T AGGAGGTGGAG - - - - - - T T T A T T CA T A TGT CACGAA TGGT TGT - - - - - - - T C T CGGCGT AC T CA T T AA TGAGA TG
T AAAA T AAA TGGAAAAA T T A T AAACAA T A T AAGA T ACGCAGACGACACCGTGGT A T T AGCAGAA T CCGAAGACAGC TGCAAACCCAA TGAACAAAC TGAC - - - - - - - - - - GCCAACC T CAACAGAGAAGGCA T C T AGGAGGAGGAGGAAAC T T T AGA T T AGGGA T A T AAAAAGA T AA - A T AGAA T T T T T T T T AAAA TGGT AAA TGGGT CA
T A TGGAAA T T TGGAAAAGT A T AAACAAGA T T AAAAA T T T T A TGAA T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCAACC T CAAAAGAGAAGGCACC T AGAAAGAGCAGGAGGCC T T AAA T T A T AAAGA T T T T A T TGT TGCA T C T AAC T T T C T AA T CGGGT C T T TGTGGACA T
T AAAA T AAA TGAAAAAA T T A T AAACAA T A T AAGA T ACGGAGACGACAC TGTGGT A T T AGCAGAA T ACGAAGACAGC TGCAAACC T AA TGGACAAAC TGAC - - - - - - - - - - GCCAACC T CAACAGAGAAGGCACA T AGGGGGAGGAGGAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT C T CCAAAA T AA - - - - - - - GT T A
T T AAGACAGCAA T T AA T T T A T T T A T AA T T T T T T A T CCA T T C T CGA T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCAACC T CAACAGAGAAGGCACC T AGGAGGAGGAGAAAGGG - T AAA T - - AAAA T AACAACA T T T TGT - - - - - - - GT T CCC T CGT A T AA T TGACAGA TGG
T AAAA T AAA TGGAAAAA T T A T AAACAGCA T AAGA T A TGCAGACCACACCGTGGT A T T AGCAGAA T CCGAAGACAGC TGCAAACC T AA TGGACAAAC TGAC - - - - - - - - - - CCA T A T TGT ACCAGAGAAGGT ACC T AGGAGGAGGAGGAGT C - - - - - - - - - - AGA T A T AAAAGT T T - - - - - - - - - - C T T T CA T AGAA T CA T T T A T T TGT TG
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 size: 782bp; fragments: 756; full length: 195 (>=703.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 782 bp
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TE: rnd_5_family_1796.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: 1096bp; fragments: 726; full length: 0 (>=986.4bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1796

 size: 361bp; fragments: 676; full length: 353 (>=324.9bp)
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Before TEtrimmer 361 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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