
Start crop Point End crop Point

MSA length = 946
CGT T TGCA T T T T CAAA TGCAA T T A T AC T T T CA T AA - - - - GT AAA T C T - - - A TGT CAGAAGCAACAGAA T T T T CAAACCGT AACACAAGT AGACA T AAACA - - - - - - - - - - T CGA T AACAAA T A T CGA T AC T T T T AGAGCA T CAGAACAACCC T A T T - - GAAC T AA T TGA T CAA T T CAGT T CAACCGGAAGGCAAAACGA T T AAA T A T T AC
CGT T TGCC T T T T CAAA TGT AA T T A T ACA T T CA T AA - - - - GT AAA T C T A T AA TGT CAGAAGCAACAGAA T T T T CAAACCGT AACACAAGT AGACA T AAACA - - - - - - - - - - T CGA T ACCAAA T A T CGA T AC T T T T AGAGT A T CGGAACAACCC T A T T ACAG - - - - - - - - - - - - - - - CA T CGTGGCGAGA T CGCGGCGAGA - - - AA TGC T CC
CGAAC T T A T T T T CA - - - - - - - - - - - - T T T ACA T AAGAAGAGAGA T T T AAAACGT CAGAAGC T ACAGAA TGAGCAAACCGT AACACAAGT AGACA T AAACA - - - - - - - - - - T CGA T AC T AAA T A T CGA T AC T T T T AGAGT A T CGAAACAACCC T AC T - - - - T TGT T CAGT ACA T C T T A T TGT AC TGAAACGT TGGC TGT AAA T TGGACGC T
AGA T C TGT T ACC T - GACCCAGA T A TGT T T T T AAA T AA - A T T AA T AA T T AA - - - - - - - - - - - - - - - - - - - GGGCAAAA T AACAGT T CAGT AGACA T AAACA - - - - - - - - - - T CGA T ACCAAA T A T CGA T AC T T T T AGAGT A T CAGAACAA T CC T AA T A T AA - - T T CACCA T CGTGT T ACCA TGT CGT ACCACCA T CAGGA T T T T A T A T AAA
AA T T CA TGT A T T T - AA T T CAC T T CAA T T TGGGT AAACAAA T AAA T T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGA T ACCAAA T A T CGA T AC T T T T AAAGT A T CGGAACAACCC T AC - - - - - - - - - ACGA T ACAAAGGGT T T TGACAGACAGACGAAAGGA TGT TGT A T T T C
CGT T TGCA T T T T CAAA TGCAA T T A T AC T T T C T AAAAAAAGT AAA T C TGT AA TGT CAGAAGCAACAGAA T T T T CAAACCGT AACACAAGT AGACA T AAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT TGT AAGCCAAGT T T T T T TGAC TGG - - - - - - - - - - - - - - - AGTGT ACC
AAAAAAC T A T AC TG - - - CCACA T T AACC T CGAAAAAAAACAA T AGACGAA - - - - - - - - - - - - - - - - - - - T T A TGACCCGT ACCACAAAAAGGCA T AACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAACA - - - - - - - - - - T CGA T ACCAAGT A T CGA T AC T T T TGGCGT A T CGGAACAAGCC T A T - A T AA T CGT ACC T A T CAAAC T T C TGAAGT AAG - - - - - - - - - - - - T C T TGTGC T T C
- - - - - - - - - - - - - - AGT CCGAAAAAGT AGCAAAA T AAGA T T CGGCA T T T AA TGT T T T A T T AAAC TGGC TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGA T ACCAAA T A T CGA T AC T T T T AGAGT A T CGGAACAACCC T AC T A T AACGTGTGTGAACGTGT T T T T T TGACGGAACGGAA T T AACAC T T AA TGC T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGA T ACCAAA T A T CGA T AC T T T TGGCGT A T CGGAACAAGCC T A T - A T AA T CGT ACC T A T CAAAC T T C TGAAGT AAG - - - - - - - - - - - - T C T TGTGC T T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGA T ACCAAA T A T CGA T AC T T T T AGAGGTGAAAA T T AG - - - - - - - - - - - CACGAAGTGT CGGGC T C T C T T AA T AAAAACCGAC T AAAACC T T T T ACGT C
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 size: 946bp; fragments: 334; full length: 14 (>=851.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 946 bp
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 size: 1263bp; fragments: 329; full length: 0 (>=1136.7bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_5365

 size: 1293bp; fragments: 506; full length: 8 (>=1163.7bp)
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Before TEtrimmer 1293 bp
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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