
Start crop Point End crop Point

MSA length = 4061
T T T T A T CCCC T TGA T AAAAAA T CGC T T T T T AA TGCGAAGAAA T C T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T C T C TGT A TGCA T TGA T T A T TGT CCA T C T C T T T A T TGCGT CCGAA T A T CGGA - - - - - A T AAAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A T A T T T A TGT A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T AGAG
T T T T T CAAC T T A T A T A T AA - - - - - - - - T A TGT C T A T AA T AA T T T T TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T AACA
T T T T A T AAC T CA T A T AAAAAA TGTGGT AA T AAAGAAAACAACACC T A - TGC T AC T T A T AA T CAAAAA T T TGAAAACA T AAAA T T CCCAAAAGACACAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T TGGT C TGGGAAC TGCAACGT TGC T T T T T A T A T A TGA TGT A T A TGGCG
T A T A T A T A T A T A T T T T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T T AGG - - - - - - - - - - - - T A T T T T T TGT AAA T T T T AAA T T A TGA TGA T AA TGT T T A T T T T A T T TGACA
T T T T ACAAC T CGT A T AAGAA T AAAAACAA T ACCGACAA T AAAA T T - - A TGC T AC T T A T AGT CAAGCA T T AAAAAC T A T AAAAA T T CCAAAAAACACAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T AGT AACA
AGT T AAAACGCGT AGGGCGAAGGTGT AGACAACAGGAGAAACGGACCA - - T T AC TGAGAA T C T AAA T T C T AAAAA T A TGAGAA T T CCACGAAA T T T AGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T T T TGAAAGC T CAA T T C T TGTGA T T A TGGT CCAA T AAA T A T AAAA
T A T T A T AA T ACC - - - AAAAAACAAA T AAA T AAAGACAAAAA T AC T CAA TGC T AC T T A T AA T CAAAAA T T T AAAAA T A T AAAAA T T CCAAAAAACACAAAA - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A T A T T T A T A T A T T T T T TGAAAGC T CAA T T C T TGGGA T T A TGGT CCAA T AAA T A T AAAA
T A T T A T AA T ACC - - - AAAAAACAAA T AAA T AAAGACAAAAA T AC T CAA TGC T AC T T A T AA T CAAAAA T T T AAAAA T A T AAAAA T T CCAAAAAACACAAAA - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T A T A T T T A T A T T T T T T T TGAAAGC T CAA T T C T TGGGA T T A TGGT CCAA T AAA T A T AAAA
T T T T AA - - - - - - - - - - - - - - - - - - - - - AAAAACAGC T AGAA T A T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A - T AAA T A T T T A T T T T T T A T T C - AAA T A T C T AGC T T T CGCCC T AA T T T CAGA T CAGGA T AAGA
T A TGGGC T CAC - - - - - - - - - - - - - - - T AA T AAACGC T AGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AA T T C T AAACA T C T T T T C T T T A T AA T AA T C T T CGACAAAAA T AAAG





0 1000 2000 3000 4000

0
5

10
15

20
TE: rnd_5_family_983.fasta.b.bed_uf.bed_g_2.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: 4061bp; fragments: 215; full length: 0 (>=3654.9bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer 4061 bp
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 size: 4649bp; fragments: 210; full length: 0 (>=4184.1bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_983
 size: 1779bp; fragments: 558; full length: 0 (>=1601.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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