
Start crop Point End crop Point

MSA length = 2236
GAGGC T CCAAGGAGA - - - - - AAGAACGACAGT T TGT A T TGAAA TGAAA T - - - T T TGGGAGAA T A TGT AGGT TGT AACGAAA T AAAA T T T CGT T T ACA - T T - - - - - - - - - - T C T AGCCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACA T T A TGCGT C T T T CCA T - - - - - GAGT A T CACA T T CGGCGT C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T CAGT CA TGT AAA T AAGT TGT AACGAAA T AAAA T T T CGT T T ACA T T T - - - - - - - - - - T CAAAGCAAC T CACC T CA T AGT CCAGAAAA T T AGAA T T T T T TGGGT T A T ACGT A T AACGTGGGGC T T C T TGACA T - - - - - - - - - - - - - - - - - - - - - - - - -
GTGAA T C T A TGAGGGGGAGT AGAAC T C TGT A T A T AAAC T AA T A TGCAACC T T T CCGT T CA T A T AAAACA T T TGT AACGAAA T AAAA T T T CGT T T ACA - T T - - - - - - - - - - T CAAAGCAAC T CACC T CA T AGT CCACAAGA T T AGAA T T T T T TGGGT T A T AAA T A T CA T T T T CA T TGT A T T AC T T T TGA TGCAAAACCGAA T T TGT AA T T T
GTGAA T T T CAGAGAA TGA T T TGGGA T C T C TGTGCAAAA T T T CA T AC T CCA T T T T A TGT T T T T T AA T CAAA T TGT AACGAAA T AAAA T T T CGT T T ACA T T T - - - - - - - - - - T CAAAGCAGC T CACC T CA T AGT CCAGAAAA T TGGAA T T T T T TGGGT T A T AAC T A T CA T T T CAGACA T T T CACCCCCAAGG - - - - - - - - - - - - - - - - - - - -
GTGAA T T T CAGAGAA TGA T T TGGGA T C T C TGTGCAAAA T T T CA T AC T CCA T T T T A TGT T T T T T AA T CAAA T TGT AACGAAA T AAAA T T T CGT T T ACA T T T - - - - - - - - - - T CAAAGCAGC T CACC T CA T AGT CCAGAAAA T TGGAA T T T T T TGGGT T A T AAC T A T CA T T T CAGACA T T T CACCCCCAAGG - - - - - - - - - - - - - - - - - - - -
- TGGT T CAAAGTGGGCA T T T AGAAAC T C - - - TGT A T T T CAAAGAGGAC T A T A T T C TGC T A T A T T T T TGGGT TGT AACGAAA T AAAA T T T CGT T T ACA T T T - - - - - - - - - - T CAAAGCAGC T CACC T CA T AGT CCAGAAAA T T AGAA T T T T T TGGGT T A T AAG - - - AA T T T T AAA T CC T T T T CAA T - - - - - GA T T CAAAAA T A T AGAGTGT
- CGA T AACAAGAGAAG - - - - GGGGACAAAA T AC T ACAA T AGT A TGC TGC - - - - - - - - - - - - - - - - - - - - T T TGT AACGAAA T AAAA T T T CGT T T ACA - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - T A T C T TGAA T T A T T T T A T A T T A - - - GAGT ACCA TGA T T TGA T TGT
- CGA T AACAAGAGAAG - - - - GGGGACAAAA T AC T ACAA T AGT A TGC TGC - - - - - - - - - - - - - - - - - - - - T T TGT AACGAAA T AAAA T T T CGT T T ACA - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - T A T C T TGAA T T A T T T T A T A T T A - - - GAGT ACCA TGA T T TGA T TGT
- - - - - - - - - - - - - - - - - - T TGGGGA T T T ACA T ACACA TGA T T AAAGAACA - - - - - GA T AA T AC T - - - - - GT TGT AACGAAA T AAAA T T T CGT T T A T A - T T - - - - - - - - - - T CAAAGT AGC T CACC T CA T AGT CCAGAAAA T T AGAA T T T T T TGGGT T A T AG - - - - T A T T A TGAAAC T T T T T C T AG - - - - - GCGCAGT AAA - - - - - - - - - -
T TGAC T - - - - - - - - - - - - - - - - - - A T T T T A T TGT T T T T CACAA T CGAAC - - - A T AGAAAA T A T C T AAAAA T TGT AACGAAA T AAAA T T T CGT T T ACA - T T - - - - - - - - - - T C T AGCCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACA T T A TGCGT C T T T CCA T - - - - - GAGT A T CACA T T CGGCGT C T
- TGAA T C T TGGAAAAAGA T CGGGGA T T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T TGT AACGAAA T CAAA T T T CGT T T ACA - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C TGACC T TGACC T AC T T CGAC T T A - - - GCGAGAAA TGT AGAGGCCGT
- T A T C T TGGTGACAA TGA T T AA TGA T T T AA T T T T T T T T TGAAAAA T A T T A - T T T T CA T A T T T T T C T T T A TGTGT AACGAAA T AAAA T T T CGT T T ACA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GG - - - CA TGGAAAGGAGT T TGGAAACAAGAGGGGAC T AGA TGGGGCAAC T
- TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAAGCAAC T CACC T CA T AGT CCAGAAAA T T AGAA T T T T T TGGGT T A T AAG - - T CAA T CAGCA TGGA T T T CAGCCGGGGT AACA T AGCGAGCAGCGC T A
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TE: rnd_5_family_17126.fasta.b.bed_uf.bed_g_2.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: 2236bp; fragments: 226; full length: 13 (>=2012.4bp)
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After TEtrimmer 2236 bp
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TE: rnd_5_family_17126.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2570bp; fragments: 201; full length: 0 (>=2313bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_17126

 size: 996bp; fragments: 55; full length: 1 (>=896.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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