
Start crop Point End crop Point

MSA length = 5607
CACCAGTGT ACAC T A - - - - - - - CACGCACGC T CACACAC T C - - - - - - - - - T CACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACACCACACAC - - - - - - - C T AC T AGTGCACAC TGA - - - - - - - C T T CAGGC T T CA
AA T T AGT T T A T A T T A - - - - - - - T T T T T A T ACACAAA TGT AC - - - - - - - - - ACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA - - - - - - - - - - - - - - - - - - CCA T TGAA T AAAGA - - - - - - - AAGT CAGT T T T C
TGACGGT C T A TGT - - A T A T T CA T C T AGT T CCA T A T T T A TGGA T T T TGGACACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA - - GCA T ACAC TGT CA T AA - - - - - - - - - - - - - - - - - - CCC - - - - - - - - A T CC
TGA T AA T T C T T T A T T T T T T T T ACC T T T ACAC T T T T T T ACCCACAC T T AA T ACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACACCACACACACACAA T T CACAGAGGAGT ACA T AGT A T - - - AAA T AAAC T T T T
T AA T CC T TG - - - - - - T T T T T T A T A T A T ACACA T A T ACACACACA T ACA - - ACACC T A T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA - T ACA T ACA T A T ACA - - - CA T A T A T ACA T A T A - - - - - - - - - - - - - - - - - - -
AA T T CGT TGC T T T T - - - - - - - - T A T T T AAA T AAACACACACA T A T ACA - TGCACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA - T ACA T ACAAGA TGGC T C T T T T T CCGGAAAAGA T A T - - - - - - - - - - - - - - -
T AGC T A T T T T TGCGA T T T T T T AGT CA T AAA TGT A T A T T T T T AC T CAGT - CACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACAC T ACCGACAAAA T T A T T A - - - - - - - - - - - - - - - - - - C T CAAAAA T A T T CAA
T AAAAA T T T - - - - - - - - - - - - - T CAA T A T T T AAACACACACACG - - - - - CACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA - CACAAA T ACAGT T A T T A - - - - - - - - - - - - - - - - - - - - - AAACAAAC - - GA
T AA T AA T T T - - - - - - - - - - - - - CC T CCGGACCAGCGCACACA T ACACAGCACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACAAGT TGT ACAACGT T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T TGA T - - - - - - - - - - - - - - - T T T A T AAGT AAACACACACACA - - - - - CACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACACC T T C T T T AAAGA TGCCAACACGGCGTGTGGAA TGTGCCAGACGCGC - - - -
T AA T CC T TG - - - - - - T T T T T T A T A T A T ACACA T A T ACACACACA T ACAACACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA - T ACA T ACA T A T ACA - - - CA T A T A T ACA T A T A - - - - - - - - - - - - - - - - - - -
AGAACA T T T AAA T CA - - - - - - - C T T A T T T AAAAAAA T ACACACACAC - - - ACAC T AA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AACGAAGT CA T
- - - - - - - - - - - - - - - - - - - - - - C T T AGA T CCA T T T T T ACACACAC T AA - - - CACCAA T ACACGT A T AACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACA - - - - A TGAACAC TGGT CAAAAA T AAGT AAA T AAAA T CCCAAAAAAAC - - - -
CACCAACCC - - - - - - - - - - - - - CCCCCC T ACACACACACACACA - - - - - CACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CAGACA T ACACA - CACA T ACACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGACAA T CGA TGA T - - - - - - - - TGACGAGC T CAA T T T A T ACACGT TGA - AACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T A T ACA - CACGT T CAAA T T TGT CGA TGT T A T ACA T A TGA T A T CCC - - - - - - - - T T AA
- - - - - - - - - - - - - - - - - - - - - - T T T A TGT AC T T CAACAAACGCACAC T - AACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACACCAC T CGCACAC - - - T CACAACCACACC T ACA - - - - - - - - - T CGGGT T T AC
- - - - - - - - - - - - - - - - - - - - - - T A T ACA T ACACACACACAC - - - - - - - - - ACACC T A T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACACCACACACACAC T T AA T A T T A T TGAA T ACAAA - - - - - - - AGT T AAA T T T CA
- - - - - - - - - - - AC T T - - - - - - - CACACA T ACACACACACACACACACAACACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACACACCC TGT A T T A TGGT AA - - - - - - - - - - - - - - - - - - - - - AAAGAAGGT T CA
- - - - - - - - - - - - - - A - - - - - - - T T T A TG - ACACACACACACACACAC - - - ACACCAA T ACACGT A TGACCA T A T T TGTGACAACCGTGCAGT AAAGACA T - - - - - - - - - - T AC T AC T AC TGCACACACAAGGTGT CACAAA T A TGGT CACACA T ACACAC - - - - - - - - - - - A T A T T AA TGA T C T A T T CA - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_1_family_989.fasta.b.bed_uf.bed_g_3.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: 5607bp; fragments: 43368; full length: 4 (>=5046.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5607 bp
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TE: rnd_1_family_989.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 5907bp; fragments: 43327; full length: 4 (>=5316.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_989
 size: 2478bp; fragments: 27422; full length: 31 (>=2230.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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