
Start crop Point End crop Point

MSA length = 1169
A - - - A TGTGCCGT AC T - - - - - - - GCCAACACA TGAA - - CGCA T T AAACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA T A T C T A T C T A T C T A T C T A T C T AAC T A T - - - - - - - - - - - - C TGTGT AAA T A TG - - - - - GT ACAGT T A T T T CAA T T T AAA T A T AGCAGC TG
A - - - - - GC T ACC T AA T A T AACGAGAGAACA T ACAA - - - C T C T C T A TGCCG - - - GCAC T ACGC TGA T C T T TGA TGCAGAGAA TGCAGAA T T AA TGAGAGT T - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T A T AAC TGAAAAAAAACA T C T T CCAGAACAC T - - - - - T T AGCAA T T T T CAAACAGA T AC T T C T A T AGAA
A T T T A TGC T A T A T T T T C T T CGCAGACAGT A TGTGAAAA T C T T T ACAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T AA T AAA - - - - - - - - - - - - T TGT CAAAAAA T AA - - - AA T ACACA T A T T AC T ACAAA TGC T CCAAAA T AA
A - - - - - GC T ACC T AA T A T AACGAGAGAACA T ACAA - - - C T C T C T A TGCCGA T T ACAC T ACGC TGA T C T T TGA TGCAGTGAA TGCAGAA T T AA TGAGAGT T - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T A T C T A - AAAAAAAAACA T - - - - AAACACCCG - - - - A T AAAAA TGGT C T AAGT T AA TGAAGAA T T AGAA
- - - - - - - - - - - - - - - - - T AACGAGAGAACA T ACAA - - - C T C T C T A TGCCGA TGACAC T ACGC TGA T C T T TGA TGCAGTGAA TGCAGAA T T AA TGAGAGT T - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A TGT A T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T A T T A T T TGT A T A - - - - - - - - - - - - - - -
GT T T - T A TGGC T T T A T C T T C TGT T CCGGCAC T T A TGT ACAACA TGGCA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T T T T T T T T T T T T T T T - - - - - - - - - - - - T T T TGAGGGGAAAA T T AACGAC TGGTGT T T AGT TGT CGAGGT AGTGT CGG
A - - - - TGT AAC T T T AGA T T AGA TGGGAAC T T T CGGAAA T T A T C T T A T C T T A TGACAC T ACGA TGA T C T T TGA TGCAA TGAA TGCAGAA T T AA TGAGAGT T - - - - - - - - - - GAAAAAA T AAA TGAA T A T C T A T C T A T C T ACC T A T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T C TGGAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T ACC T A T - - - - - - - - - - - - T TGT AA T T CAA T AA T T T A T T T T CA T T T A T T T CA T AAACA T A T A - - - - - - -
A - - - - - GC T ACC T AA T A T AACGAGAGAACA T ACAA - - - C T C T C T A TGCCGA TGACAC T ACGC TGA T C T T TGA TGCAGTGAA TGCAGAA T T AA TGAGAGT T - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T A T T T - - - - - - - - - - - - - - - - - CCAA T ACCCG - - - - T A T ACC T T TGT A T A T C T AGT AGAA T AGT T AAGG
A - - - - - GC T ACC T AA T A T AACGAGAGAACA T ACAA - - - C T C T C T A TGCCGA TGACAC T ACGC TGA T C T T TGA TGCAGTGAA TGCAGAA T T AA TGAGAGT T - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T A T C T - - - - - - - - - AACA T T T CCAAACACACG - - - - - - - - - - - - TGC T T TGA T T AAGGC T CGA T T AAAG
A - - - - - G - - A T T T A T A T T CAC TGGAAAGC T T T T CA - - - C - - - - - - - - - - - - - - - - A T T ACAC - - A T C T T TGA TGCAGTGAA TGCAGAA T T AA TGAGAGC T - - - - - - - - - - T AACAAA T AAA TGAA T A T C T A T C T A T C T A T C T A T T A T C - - - - - - - - - - - - - - - T AAGT A T A TG - - - - - - - - - - - - - - - - - AGACAGAGAGAGAGGGAGAG
A T T T AGA T AAGGT AA T T T T AACAGT TGC T A TGGGAAAA T AGT A T CGGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T A - - - - - AGAAAAGAA - - - - - - - - - - CGAA TGGT T - - GT T T T T T T A T T T T AA T ACGAA T T T ACAAACGT
G - - - - - - - - GT T CACCCCGGTGGGGCAGT T T CCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T A T C T A T - - - AAAAAAC T T T AC T AGT AAAACAA T - - - - - - - - - - - - - - - - AACAGAC T AA T CAACAAAA
- - - - - - - - - - - - T AGT T T T TGCGGT AAA T A T T TGAAAA T T T A T T TGCCCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T A T C T AC T T T C - - - - - - - - - - - - T T T T T T T TGT CCG - - - T AAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAA
GT T T A TGGAA T T T T A T T C TGAGGGA T AGCA TGA T A - - - T T CC T T AA T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T ACA T A T C T A T - - - - - - - - - - - - T C T C TGT AAAA T A - - - TGTGCC T A T CCC T CAAACAAAGA T T T T C T T AGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T C T T A T AAACGGAAAAGAAAAACAA T T CCA TGT AAA TGT T T - - GTGCCA T T A T T C - - - GAAA T A T T T AGT CA T A T
A T T T C T T C T T CGT ACACA TGAAAACCGGCACCCAAGACCCA T C T AAGA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAAA T AAA TGAA T A T C T A T C T A T - - - - - - - - - - - - AAAAA - - - - - - - T T T C T TGGAAA T AA T T T AGTGT T AA T A T T T - - - GACAAGT T T T A TGT CAA
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TE: rnd_5_family_7356.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1169bp; fragments: 283; full length: 13 (>=1052.1bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1169 bp
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TE: rnd_5_family_7356.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: 1504bp; fragments: 117; full length: 0 (>=1353.6bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7356

 size: 396bp; fragments: 210; full length: 65 (>=356.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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