
Start crop Point End crop Point

MSA length = 884
- - - - - - - - - - - - - - - - - - T T T T T CAA TGT AAA T CA T T AC - - - - - A T T T - - - - - - - - - - - - - GGT AACCA TGAC T AAAAC TGCCCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T T T TGA TGCGCAGT T T T CGT CAGGGT ACCCCCA T T T T AA - - TG - AC T A T ACAAC - GT AACCGGT T AAGT AAC T T T T AA T - - - - - - - - - AAA T AC
- - - - - - - - - - - - - - - - - - - - - - A T CGT A T T CA TGT T AACAGC T CA T A TGGT T AAA T A T T T CGGT AACCA TGAC TGAAAC TGCCCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T T T CGA TGCGCAGT T T T CGT CAGGGT ACCCA T AAC T T AA T A T AAA T T A TGT - - - - GTGT A T A TGT ACAAAAC T T T T T T C T T T T C T T AG - T AAA T
T AA T AAAAAA T AAAA TGA - - - - T T TGT A T C T T T C T A T ACAA T T T A T T CACA T AAA T AAA T CGGT AACCA TGAC T AAAAC TGCCCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T T T CGA TGCGCAGT T T T CGT CAGGGT ACCCCGGCAA T AA T AAAA T T AA - - - - GTGGT AAACA T AAAAAGT AA T A T T T T C T T T T AC T CC - AAAAC
GAAAAAGT AGCAAAA T AA - - - T T CGGCA T T T A T T A - - - - - - - - - - - - CAAA T AAA T AAAGAGGT AACCA TGAC T AAAAC TGCCCACGT T AAAAACGT C T A - - - - - - - - - - T T T TGT T T T CGA TGCACAGT T T T CGT CGGA T T A T T T AAGA T A T AA T A T AACC T A T A T TGT AGCACA T T T T T AGA T AAC T T C T T T A T T T T A T T ACAAA T A T
GAAAAAGT AGCAAAA T AA - - - T T CGGCA T T T A T T A - - - - - - - - - - - - CAAA T AAA T AAAGAGGT AACCA TGAC T AAAAC TGCCCACGT T AAAAACGT C T A - - - - - - - - - - T T T TGT T T T CGA TGCACAGT T T T CGT CGGA T T A T T T AAGA T A T AA T A T AACC T A T A T TGT AGCACA T T T T T AGA T AAC T T C T T T A T T T T A T T ACAAA T A T
TGT T AAAAAA TGAAA T AA - - - - - - TGCA T T T T T T ACC T T AA T T - A T T T A T A TGGGT AAA T AGGT AACCA TGAC T AAAAC TGCCCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T T T CGAAGCGCAGT T T T CGT CAGGT T ACCCGGCAAA T AGT A T AACAGG - - - - GT A T CCCA T T T AAAAAAAAA T AAGT T T TGT CA T T ACAAAAAC
- - - - - - - - - - - - - - - - - - TGT CCCGCCGT T T T T T A T T CC - - - - - - - - - - - - - - - - - - AGC TGGT AACCA TGAC T AAAAC TGCCCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T TGT CC TGT ACAGT T T T T T ACAC T A T ACCC - - - - - - - - - - - - - - T CGGGAA TGCGAAA T AC T T T CAGAAGT A T T C T T T C - - - - - - - - - AAAAAC
AA T AAA TGA T A T T T A T AA T T T A T AGA T A T C T T T CA T AACAA T T CA T T T T T A T AAA T AGAGGGGT AACCA TGAC T AAAAC TGCCCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T T T CGT T T CGCACC T T ACA T T TGAA T ACCCACA T T T T - - - - - - - T T AGT AC T ACAA T AAAAGT T T AAGAA T A T AACAAC - - - - - - - - - AAAAA T
GACAAAGACAGC T T A TGC T T C T T TGT CGT TGGT CC TGGC T A T T C - T T CCC - - - - - - - - - - - - - CCCCCA TG - - - - - - - C TGT CCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T T T CGT T T CGCACC T T ACA T T TGAA T ACCCACA T T T T - - - - - - - T T AGT AC T ACAA T AAAAGT T T AAGAA T A T AACAAC - - - - - - - - - AAAAA T
TGAAAAACA T C TGCA T AA T T T T T T CA T A T C T T CGACAACAA T T C - - - - - - - - - - - - - T T T TGGT AACCA TGAC T AAAAC TGCCCACGT T AAA T ACGT C T A - - - - - - - - - - T T T TGT T T T CG - - - - - CAGT T T T CGT CAGGGT ACCCCAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AC
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TE: rnd_4_family_619.fasta.b.bed_uf.bed_g_4.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: 884bp; fragments: 521; full length: 66 (>=795.6bp)
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No TE domain detected

After TEtrimmer 884 bp
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 size: 1189bp; fragments: 521; full length: 0 (>=1070.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_619

 size: 839bp; fragments: 628; full length: 70 (>=755.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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