
Start crop Point End crop Point

MSA length = 17088
T T CC T T AGAGAC T AAGT T T T CC T TGA T T T AGT AAAAACAA T C T T CGGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T AGGGGAGA T T A T T A T T T AA - - - - - - - - - A TGGAAA T AA T TGAGGT AAAA T
T T A TGAGAGT A T TGA T T TGT T C TGAAGT T CA T T T AAGCA T T C T T CAAGT T - - - - - - - - - - - - - - - - - - - - - AGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T T A T A - - - A T T AAAAAAGCA - - - - - - - - - AGAAGGACA T A TGGT - - GAGT A
T T A T T AGTG - - - - - - T T T A T TGT AAAGAAA T T T AAAGT AA T T T T T AAC T A T A T T - - - - - - T T T AGGAA T CAAGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T A T TG - - - A T - - - - - - - - - - - - - - - - - - - - - - - A T T T CGACGGT - - AAGTG
T T C TGCAGA - - - - - - - - - - - - - T AAAAA T AAGT CAAAAAGT T CGT AAA - - - - - - A T T T C T T T T AACAGT T AAGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T A T T C T - - A T AA T T T C TGAA T T AACGT C T - TGGA TGAAAA T TGG - - T A T C T
T T T T - - - GT CACCAAG - AAAAA TGCACA T AAAAC T AAAAA T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T - - - - - - - A T T AC T AGT ACGCGAAC TGA T A T AAAAA T CAGT TGG - - AAAC T
T T C T T T TGA - - - - - - - - - - AAC TGAAA - - CA T C TGGCACACC TGAAAACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T CC T T T AGGA T A T T T TGT T A T AA T CCCC - - - - - - - - - - - T T CGA T AAA T T T
GT T C T CC TG - - - T AAA T T C T T C TGT AGT C - - - - - - - GAAA T T CC TGA T T T - - - - - - - - - - - - - - - - - - - - - AGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T T T CCA - - GT T T T C T T AAGACGGT CC TGC - - - - - - - - - - - - - - - - - AA T T T
T T C T T CCGA - - - - - - - - - - T AA TGGA - - - - - - - - - - - - CGT T TGAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T A T A T T - - GGT A T T T T AA T ACAA T T TGT - - - - AAAGTGAA T CGA T T CGT TG
T T T CCAAAGT T C T A TGT T T AAGT A T AA T T AAAA T T AA T AA T T T AAGAGT T AA T T C T T T T T T T T A - AAA T T AAGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AA T CGAA T AC T A TGT AGAA T TG - - - - - AAGAAAAAA TGT T T ACA T T T T AA T AC T T T T T T T T A - AAA T T AAGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T AAAGT - - A T T AA T AA T ACGGAA T CA T T T AGGAA T A T CAA T AAA - - CA T A T
T T C T T CCGA - - - - - - - - - - T AA TGGA - - - - - - - - - - - - CGT T TGAAAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T A T A T T - - GGT A T T T T AA T ACAAA T T T T - - T AAAAGTGAA T CAA T T CGTGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGC T C TGC T C - - C TGC T C - - C TGA TGCAGAA T CGGCC T T C T ACC T C T AC T T A T AGTGGCCAAACAGGT AGAAA T T T A T A T AAAGAACA TGT AA - - T AA T C
C T T T T AAAGT AC T AAGCAGAGGT AGAGA T AAGAC T AGAAGGA T A T AAA T T AA - - C T T T T T T T T AAAAA T T AAGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC T - - - - - - - AACACC T A T T T A TGA T CA T C T - T AAACAACAA TGGC - - AAGC T
T T A T T AA T A T ACCAAGTGCGCA T AAAA TGCACA T AAAAAA T A T C T AA T T CAAC T CC T T T T - - - - AAAA T CAAGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T CCAC TGC T CCAC TGA TGCAGAA T CGGCC T T C T ACC T C T AC TGT CA T A T A T TGT T T T AAAGT AGCCAGCAA T AAA T A TGAC TGGT T T AA T T T
CCGT CAGCGT AC T AA T T T A T A T AGGAAA T A T CGA T CGT CA T T T CCAAGCCAA T T C TGA T T - - - - AAAA T T T AGT AGAGGT AGAAGGCCGA T T C TGCA T CA - - - - - - - - - - CGC T C TGC T C - - C TGC T C - - C TGA TGCAGAA T CGGCC T T C T ACC T C T AC T T ACACAGGA T AA T T T T ACAAAA T C - - - - A T AAAA T AAAA TGGT T T AGT T T
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TE: rnd_5_family_757.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: 17088bp; fragments: 10840; full length: 11 (>=15379.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 17088 bp
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TE: rnd_5_family_757.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_rc.fa
 size: 17403bp; fragments: 10928; full length: 11 (>=15662.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_757

 size: 9738bp; fragments: 10307; full length: 84 (>=8764.2bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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