
Start crop Point End crop Point

MSA length = 1498
AGAGA T T ACAAC TGAGTGCA T AC T C T ACA T T AACAAGAGAGT - - - - - - - - AGA TGGAA TGAAGA TGT A T AAAAA T T T CGT AA T T C T T T T C T A TGAA TGT T - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T - - - AC T C T AAGAA T T AGAAAAAAAAA T CA T T AA T T AA T T T TGAA T T T T AC T A T AAAAA T AAAA T T A - - - AAAAAACA
AAA T A T T CAAAACGAGGGA T T CC T C T A T T TGAAAAAA T AACGTGA T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT TGT CAAA T A T A T T CAAAAAAGACAACAAAAA T T ACAACA
ACGA TGAACAAC T T ACA T AAA T T T AGA T T TGAAGAACACAGACAA T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T T A - - - - - - - - - - - - - - - - - - - - - - - - - AAC T A T T T AGT CAACA TGT T T AA T T T A TGT CAA TGA TGA T A - T A TGGA T A
GT C TGT T AA - - - - - - - - - - - - T T TGT A T T TGT AAAAAGT - T C TGT T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T T T AA T CGAAAGAACAAAGGAA TGAA - - CA T CA T CCGT T T CCAGT C T T CGCAAACGAA TGAGAA T T A T AGT AGT AGCA
AAACCACA T - - - - - - - - - - - - C T T A T AAACAAACAAAAAA TGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T T TGACAAAAA T AGT TGAAAAAAAAAA T T T T AA T T T T A T T T TGAAGT T T AA T - - - - - - - - - - AA T T AC T AA TGT AA T A
T CAAGC TGTGAA TGGT AAAACACACAA TGCAAAAAAAAAA T CAGT T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T T AACCC T TGT CCA T T TGAGAGAAAAGCAAC TGT A TGT T TGCGAGT T C TGT T A T A TGA T T T AAA T AA T AAAAAAAC TG
GA T T T CAACAAAA TGGGACACCC TGT ACAA T AAA T ACCAA T T T TGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T T T A - - C T TGGACAC T AAA T A T AAAA - - CGT TGCCAGA T T T CCAAC T T T AA T ACCAGT T T AA T ACCAAA - T AAAACCA
AGAGA T T ACAAC TGAGTGCA T AC T C T ACA T T AACAAGAGAGT - - - - - - - - AGA TGGAA TGAAGA TGT A T AAAAA T T T CGT AA T T C T T T T C T A TGAA TGT T - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T - - - AC T C T AAGAA T T AGAAAAAAAAA T CA T T AA T T AA T T T TGAA T T T T AC T A T AAAAA T AAAA T T A - - - AAAAAACA
AGAGA T T ACAAC TGAGTGCA T AC T C T ACA T T AACAAGAGAGT - - - - - - - - AGA TGGAA TGAAGA TGT A T AAAAA T T T CGT AA T T C T T T T C T A TGAA TGT T - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T - - - AC T C T AAGAA T T AGAAAAAAAAA T CA T T AA T T AA T T T TGAA T T T T AC T A T AAAAA T AAAA T T A - - - AAAAAACA
AGAGA T T ACAAC TGAGTGCA T A T T C T ACA T T AACAAGAGAGC T A T - - - - - AGA TGGAA TGAAGA TGT A T AAAAA T T T CGT AA T T C T T T T C T A TGAA TGT T - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGAGA T T ACAAC TGAGTGCA T A T T C T ACA T T AACAAGAGAGC T A T - - - - - AGA TGGAA TGAAGA TGT A T AAAAA T T T CGT AA T T C T T T T C T A TGAA TGT T - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT CCC T T AAAAGGAGGTGAGT T T TGT TGA TGT AAA T AA T AGC TGT T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACC T ACC T T T - - - - - - - AGGAAACAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T A T A - T AGAAACA
CGA T A T T A T AAC T TGGT A - - - - - - - - A T A T T TGAGGGGT AGT T T C T C T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T C T CAAGTGGACACA T ACC T T T A - - T T CGAGT T T CGAAAAA T AA - - - GT CAA T C TGT T T T CCAAAC T T T AAGCAGGA T CGTGA T T AA T A T CGAAACA
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TE: rnd_5_family_11898.fasta.b.bed_uf.bed_g_1.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: 1498bp; fragments: 549; full length: 0 (>=1348.2bp)
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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 1498 bp
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TE: rnd_5_family_11898.fasta.b.bed_uf.bed_g_1.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: 2016bp; fragments: 321; full length: 0 (>=1814.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_11898
 size: 1037bp; fragments: 303; full length: 56 (>=933.3bp)
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Before TEtrimmer 1037 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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