
Start crop Point End crop Point

MSA length = 538
AA T T T T A T CCAGT T T C T A TGT AA T T C T TGC T T TGC - - - - - - T A T CA T CACCAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T C T T CCGT A T AA T T T CA T TGT CAACGT AACCA TGGAACGGT AGTGTGCA T CAGGACCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCAGCGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAC - C T T T CACAAGAAAGGC T T C T A T T AAC T AAAGACAAGAAAGT T
TGT T A T A T AA - - - - - - CC TGT AAGCGGCAGT A T ACAAC T C T T C T CAGA T T CAGGGCCGGA - T T AGGGAGGTGC T AGTGGT AC T AA T AGT ACCCGGCGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACACA T T T C T AAAA T AGA T A T T C - - - T CAAAACCAAA T T A T AAGCGA
TGT T A T A T AA - - - - - - CC TGT AAGCGGCAGT A T ACAAC T C T T C T CAGA T T CAGGGCCGGA - T T AGGGAGGTGC T AGTGGT AC T AA T AGT ACCCGGCGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACACA T T T C T AAAA T AGA T A T T C - - - T CAAAACCAAA T T A T AAGCGA
T C T AACA T AGGAC T T CCCGGT - - - - - - - - - - - - - - - - - - - - TGT T AGT ACCAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCCA T T T T T T CAAGAAAAGT C - - - - C T T ACAGGAAGGT AACAA T C T
T A T T AGA T T AA T T AACGGT T C - - - - GT CA T CA T CCAAGA T C - - - - - - - - - CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - AA T A T TGT T AAAAAACA T T T T T T T C T T AA T AAGAAA T A T TGCCAAGT T T T CAAACACA T T T TGGT AAGGA T TGTGT - - - CCAGT T AAGAAAAA T T A T AA T
A T A T T T CAAAAACAA T T - - - - - - T TGT TGGCACC TGGT AA T - A TGGT A - - CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - AA T A T TGT T AAAAAACA T T T T T T T C T T AA T AAGAAA T A T TGCCAAGT T T T CA - - - - - - CCA T ACCAA T AGT T A TGGT T A T T AAGA T CGGCAAAAAAAAGT
GT T T T T A T TGAGT T T T A T C T C - - - - - T AA T T T T C T T ACAGT - - - - - - - - - CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - AA T A T TGT T AAAAAACA T T T T T T T C T T AA T AAGAAA T A T TGCCAAGT T T T CAAACACA T T T TGGT AAGGA T TGTGT - - - CCAGT T AAGAAAAA T T A T AA T
GGT T C T AC TGC T T T A T T - - - - - A T T A T CGA T AAC - GGT AA T T AA T AGGC T CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT T C T A T AAAGAA - - - - - - - - - - - - - - - - - - - - - - - CAA T - GT T CGAC T CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - AA T A T TGT T CAAACACA T T T T T T T C T T AA TGAGAAA T A T TGCCAAGT T T T - - - - - - - - - - - - - - - - - - - - - - - - T T T T AA T TGAA - - GA T A T A T A TGT A T
GCGCA T AA T AGACA T T T A - - - AA T TGT TGAC - - - - - - T AA T - AGT A T AC T CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGGCGGCA - - - - - - - - - - AA T A T TGT T AAAAAACA T T TGT T T C T T AA T AAGAAA T A T TGCCAAGT T T T CA - - - - - - CCA T ACCAA T A - - - - - GGT T A T T AAGA T CGGCAAA T AAAAGT
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TE: rnd_5_family_7042.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: 538bp; fragments: 116; full length: 0 (>=484.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 538 bp
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TE: rnd_5_family_7042.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: 963bp; fragments: 116; full length: 0 (>=866.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7042
 size: 1244bp; fragments: 223; full length: 17 (>=1119.6bp)
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