
Start crop Point End crop Point

MSA length = 2243
TGAC T T T CAA TGAAGTGGTGAC T AGT C T CACAA TGCCA T A T TGAGAGT T ACA T CAA T AACAAAGT T CA T AAA T A T A TGT A TGGC T T TGT AA - - CGC T T T T - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGT CGT ACGT CGAA TGCCACAAGC - - - CGGC T CCGGT TGT CAA T T ACCCGCACA T T T T AAGCAA T T T AG
TGAC T T T CAA TGAAGTGGTGAC T AGT C T CACAA TGCCA T A T TGAGAGT T ACA T CAA T AACAAAGT T CA T AAA T A T A TGT A TGGC T T TGT AA - - CGC T T T T - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGT CGT ACGT CGAA TGCCACAAGC - - - CGGC T CCGGT TGT CAA T T ACCCGCACA T T T T AAGCAA T T T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGGCGA T TGACA T CAA T AACAAAGT T CA T AAAC TGA T C TGTGGC T ACGAAGAC T T CGACC - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGACGT ACGT CGAA TGCCACAC T - GT ACCGACGTGA T TGGTGA T T CCACAC TGGT CCCCGT - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGGCGA T TGACA T CAA T AACAAAGT T CA T AAAC TGA T C TGTGGC T ACGAAGAC T T CGACC - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGACGT ACGT CGAA TGCCACA TG - CAA T CA T TGAGGT TGACA T T T T CA T A T T T A T TGT CA T CAGT T T - -
CGGCGCGCAA T CAAGT CACAACCAACAAGCAAACGCCA TGTGGCGA T TGACA T CAA T AACAAAGT T CA T AAAC TGA T C TGTGGC T ACGAAGAC T T CGACC - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGACGT ACGT CGAA TGCCACA TG - CAA T CA T TGAGGT TGACA T T T T CA T A T T T A T TGT CA T CAGT T T - -
CGGCGCGCAA T CAAGT CACAACCAACAAGCAAACGCCA TGTGGCGA T TGACA T CAA T AACAAAGT T CA T AAAC TGA T C TGTGGC T ACGAAGAC T T CGACC - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGACGT ACGT CGAA TGCCACA TG - CAA T CA T TGAGGT TGACA T T T T CA T A T T T A T TGT CA T CAGT T T - -
TGGA T T T CA T T AA - - - GAAAC T AAGAACAACAA TGAGGGAC T TGAAACCA - - - - - - - - - - - - - - - - - - - - - A T T CGTGCA T T C T T T TGCAAAC TGCGT T T - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGACGT ACGT CGAA TGCCACAAAC - - - - - - - - - - - - T T A T TGT C TGACCGCA TGT - T CCAGC T A T T T AG
TGGA T T T CA T T AA - - - GAAAC T AAGAACAACAA TGAGGGAC T TGAAACCA - - - - - - - - - - - - - - - - - - - - - A T T CGTGCA T T C T T T TGCAAAC TGCGT T T - - - - - - - - - - C T CGA TGTGCGT CAAA T CCCACAC TGGT AACCGACGT ACGT CGAA TGCCACAAAC - - - - - - - - - - - - T T A T TGT C TGACCGCA TGT - T CCAGC T A T T T AG
TGAA T C T CGC T AAAGTGGAGT CAGGC T AGGAAGCGAGAGACCAGAGT T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CGA TGTGCGT CAAAAGCCACAC TGGT AACCGACGT ACGT CGAA TGCCACAAACCAACAAC T T T C T T T A T T T T T T A T T T A T T CC T - - - - - - T A T T T T AG
TGAA T C T CGC T AAAGTGGAGT CAGGC T AGGAAGCGAGAGACCAGAGT T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CGA TGTGCGT CAAAAGCCACAC TGGT AACCGACGT ACGT CGAA TGCCACAAACCAACAAC T T T C T T T A T T T T T T A T T T A T T CC T - - - - - - T A T T T T AG
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 size: 2243bp; fragments: 190; full length: 0 (>=2018.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2243 bp
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 size: 2566bp; fragments: 190; full length: 0 (>=2309.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_349
 size: 407bp; fragments: 74; full length: 24 (>=366.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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