
Start crop Point End crop Point

MSA length = 1497
A T A T T ACGAA T A T T T CAAA - - AA TGAGGA T T CCAAA T C T A T C TGT T T T T A - - - - - - - - - - - - - - - - - - - T ACAGA T T A T T A - - - - - CCAGA T AC T T CAGT - - - - - - - - - - CGGCA T T T ACCAGCAAGA TGAAA T AAGAGCCACA T C TGA T A T AA T C TGTGA TGA T AA T A TGA T - - - - - - - - - - GA T T - A T AC T AAAAGAA T T T TGAAC T T
A - - A T A T AAAACA T AC T AA TGGC TGT CAA T T - - - - - - - - - T CCACA T T AA - - - - - - - - - - - - - - C T AGACACAGA T T A T T A - - - - - CCAGA T A T T T CAGT - - - - - - - - - - CGGCA T T T ACCAGCAAGA TGAAA T AAGAGCCACA T C TGA T A T AA T C TGTGT CC T AGA TGTGT C T T A TGT T ACGAAA T T A TGC T CAAAAAA T CC T T AGCAG
A TGAC T T CAGCGT T T CAAA T ACA TGGTGGT ACCA T T TGA T T C T T AACAGT T T A T T CAA T T T AACCCAGGCACAGA T T AA T A T TGT T T CAGA T T T T CCAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGC TGAGCCA T A T T A T AC T - - - AA T TGC T ACCA T TGT T ACA T CACAC T A
AAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA - - - - - - - - - - - - - TGT TGCCACAGA T T AA T A T TGT T T CAGA T T T T CCAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AAAGGT ACA T T A T A T T T A - - - - - - A TGT T CA T AAAACA T T T AA T CA
A - - - - - - GAAAGT T T CAGA T AAACAGT AA T T - - AC T T C T A T T T T T A TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGCA T T T ACCAGT CAGA TGAAA T AAGAGCCACA T C TGA T A T AA T C TGTGC T AC T ACA T T AAA - - - - - - - - - - GGT TGA T T C T CAC T A T ACC T T CCGT T T
A TGAC T T CAGCGT T T CAAA T ACA TGGTGGT A T CA T T TGA T T C T T AACAGT T T A T T CAA T T T AACCCAGGCACAGA T T AA T A T TGT T T CAGA T T T T CCAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGC TGAGCCA T A T T A T AC T - - - AA T TGC T ACCA T TGT T ACA T CACAC T A
A T AA T A T ACGAC T T T T AAA T AGA TGAGA T T AGT T T T T CGA T T T T T T TGAC - - - - - - - - - - - - - - - C TGT CACAGA T T A T T A - - - - - CCAGA T A T T T CAGT - - - - - - - - - - CGGCA T T T ACCAGCAAGA T AAAA T AAGAGCCACA T C TGA T A T AA T C TGTGA T AC TGT A T T AAA T T T T AA T T AGGA T TGGT AC T AA TGC T AAA T T AAACCA
T AAA T A T AAAAA - - - - - - - - - AA T CGT AAC T T CGT T ACAGT ACC T ACAAA T T A T T CAA T T T AAC T T AGT CACAGA T T AA T A T TGT T T CAGA T T T T T CAGG - - - - - - - - - - CGGCA T T T ACCAGCAAGA TGAAA T AAGAGCCACA T C TGA T AAAA T C TGTGC T T T AGTGCGGCA - - - - - T T T AGAGT CCAC T AGAAAGAAA T A - - - - - - - -
T AAA T A T AAAAA - - - - - - - - - AA T CGT AAC T T CGT T ACAGT ACC T ACAAA T T A T T CAA T T T AAC T T AGT CACAGA T T AA T A T TGT T T CAGA T T T T CCAGG - - - - - - - - - - CGGCA T T T ACCAGCAAGA TGAAA T AAGAGCCACA T C TGA T AAAA T C TGTGC T T T AGTGCGGCA - - - - - T T T AGAGT CCAC T AGAAAGAAA T A - - - - - - - -
T AAA T A T AAAAA - - - - - - - - - AA T CGT AAC T T CGT T ACAGT ACC T ACAAA T T A T T CAA T T T AAC T T AGT CACAGA T T AA T A T TGT T T CAGA T T T T CCAGG - - - - - - - - - - CGGCA T T T ACCAGCAAGA TGAAA T AAGAGCCACA T C TGA T AAAA T C TGTGC T T T AGTGCGGCA - - - - - T T T AGAGT CCAC T AGAAAGAAA T A - - - - - - - -
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TE: rnd_5_family_8201.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: 1497bp; fragments: 675; full length: 0 (>=1347.3bp)
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No TE domain detected

After TEtrimmer 1497 bp
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TE: rnd_5_family_8201.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: 1879bp; fragments: 613; full length: 0 (>=1691.1bp)
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TE: rnd_5_family_8201

 size: 563bp; fragments: 443; full length: 47 (>=506.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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