
Start crop Point End crop Point

MSA length = 6017
- - - - - - - - - - - - - - - - - - - - - - - - - - - T - A T A T A T A T A T - - - - - - - ACAGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T A TGT T - A T ACA TGT A T T C - AA T AAAGAAAGACA T T A - - - - T A T A
AAAAAGT T T T T A T AGA T T T CAAAAAGT T - AAGAAA T T AC - - - AAAAA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGA T AGA - - ACGAC T T T T T T A TGCAAA T AA T T ACAAAAA T T - - - CGT A
AAAAGA - - - - T C T A T T T CCAAAAAAAA T CCAAAAA T CA T - - - - - - A T T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACA T T A T A T AAA - - - - AAA T T ACAACC T T C T T AAGT CCAAGTGGT - - - - CGT C
AAA T C - - - - - TGT AGT A T AAAAAAAA T - - A T AGAGT AAC - - - - - - - A T AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A TGT AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA
GAAAA - - - - - T AAAA T AAAA T AAAAAA T CAAGT AACAA T T AAGGGAA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T AA T AA - - - - A T T T T A T A T T A T T A T C T AC T T T AAAGA T T A - - - T T T A
GCGGT - - CCC T C T A T T T T A T T A TGT T T T - AGT T AA T A T T - - - - - - - A T AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T T TGT T - A T ACA T TGA T T TGGA T A T A T T AGAA T T T T T T - - - T A T A
AAAACGA T T C T T T AAA T AC T T AAGAAAAC - - - - - - - - - - - - - - - - - A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T A T AC T A T A T ACC T AAGAA T T AGGCA T A - - - - - - - - - - - - - - - T T A T AC T TGT T - A T AAC T A T AAACAAAC T AA T T AAGA T T AAA T - - - T T T A
AAAAG - - - - - T A T AA T T T CA T AAA T - - - - C T TGAA T T A T T AGAGTGA - AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAC T A T T T T A T - - T AGA T T TGGTGT C T T A T T A T ACCGTGC T AG - - - - A T T AA
- - - - - - - - - - TGT AAA T AAACAAC TGT - - - - - - - - - - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T A T AA T - - - AAA T T T AAA TGGA T AGAAAACAAAA T CA T T - - - - T AAA
AAAAG - - - - - T A T AA T T T TGCAAA T - - - - AAA T AA TGA T - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - T AAA T T ACGA T AAAA T A T AAC T AGGT CAA - - - - A T AAA
AAAGG - - - - - T T T AAA T T AGCA T A T A T T - T T A T CA TGA T - - - - - - - GT A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAGT A T CA T AGT A - GT T A T T T ACC T A T T A T A T AC T T A TGT AA T - - - - - T A T T
CAAC T - - - - - CACA T T T TGGTGCAAAC - - T AC T A T TGA T - - - - - - AA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T C T CAG - - T C TGT CCACGACGAGA T AAGCCC TGAGCAC T - - - - C T CA
- - - - - - - - - - AGCAAA T T AGCCAGAAA T C - - - - - - - - - - - - - - - - - GTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGAGGTGTGACAA T A TGA T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGGC
T AA TG - - - - - GGCGAA T T CGTGACAAG - - C T T TGA T T T C - - - - - - - - - C T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TG
AAAA T AA T T CCA TGAC T AA T TGAAA T C - - A T AGAA T T A T TGG - - - - A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA - - - - - - - - - - - AGGGGTGT C T ACAAA T AAAAA T AAGT AAAA - T T A T A TG
AA - - - - - - - - T A T T CC T CAA T AAAACG - - T AAAAA T CA T - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T T CAG - - TGGGT T T T T AAAA T T AAACAA T T T AAAA T A T CAAGT A T A
GAAGA - - CCC T A T AAA T A TGT T AAAAA - - C T A TGGC T A T T AGAGT AA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T A TGC T T T AAA T T TGCCGT A T AGGCCAGT CAAA T AAGA - - T A T CAC
CAGAGAA T T C T CCAGT T CCAAGAGGGT CC - - - - - - - - - - T AA - - - - A T A T TGT CAAGGT TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AA T CCACAAAA TGGGCCGTGACAA T A T T ACAA T T T AGACGC T T AAACAGGT A T A T T T T A T T T TGT - - - - CA T A
GAAAC - - - - - T A T CAAAACA T A - - - - - - - - T T T AA T AA T - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T C T T A - - - - - GGA T T A TG - - - - - - - - - - - T AAAGCGA T - - - - ACAAA
- - - - - - - - - - AA T A T AAACGT AAAA T A - - - - - - - - - - - - - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - C T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - AAAA T T T AA T T AAAAAA T AA T T TGA T A T A T - T T A TGT T
CGAA T - A T T C TGT T AA T CAA T A - - - - - - - - - - - - - - - - - - - - - - - - A T AA TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T AA T ACAA T T - A T AA T T T CAGA T T T A T T T A T C T TGA T A T C - - - - - CAAA
CAGAAAA T CC T AAGAGT T T AAAAAGTGT AC T T T AGTGA T - - - - - - - A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGCCGTGACAA T A T T A T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TG
GAGAA - - T T CCAAAA T T TGGT AAA T TGTGGAAGAGCCGC - - - - - - - A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T TGT T - AC T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A TGTGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACG
T AAAG - - T T C T ACA T CCAAA T AGA T AA - - AC T TGGC T A T - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T T T C - - - - - GAA T T T CGCGT A T A T A T A T T T A T A T C T C T - - - T T A T A
AAAAA - - - - - T ACA T A T T CGT A - - - - - - - - - - - - - - - - - T AGAGT AA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - GAA T T AGT - - - - - - - - - - - - - - - - - - - - - - - - - TGAA
A T A T A - - - - - T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T A T A T A T T AA T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T T T A T A T A
GGAGA - - - - - TGAAA T T T TGAAAA TGGG - AACAGA T AA T - - - AA T AA T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - GA T A T T CA T AACCA T A T A T T T A T AA T A T - - T T ACAAA
AAAAAAAC T T TGCAA T T T CA T AAA - - - - - - A T TGAAAA T - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T T CA - - - - AAGGT T T AAGTGTGA T AAACC T T AA T CAA T - T T A T AGA
T AAAA - - - - - CACAGTGT TGAAAAA T A T - - - - - - - - - - - - - - - - - - A T A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T
- - - - - - - - - - TGT AAA T T T ACA T AGAA - - CACAAACCGT - - - - - - - - - A T TGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T C T C T - - - - - - - - - - - - - - - - - AA T AGA T C TGGAC T AA T - - - - TGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T A T T TGC T A TGCCCC T AGT CA T AACCCACAAAA TGGGGTGTGACAA T A T T T T A T - - - AGGT A T ACAA TGT T A T T T AAGCGAGA TGGA T T AA TGT A
AAAAG - - - - - T A T AA T T T CA T AAA T - - - - C T TGAA T T A T T AGAGTGA - AGTGT CAAGGA TGGAA T T A T T CGA T A T A T AAAA T AACA T A T T T AA T A T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 6017bp; fragments: 1400; full length: 0 (>=5415.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6017 bp
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 size: 6318bp; fragments: 1408; full length: 0 (>=5686.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_651
 size: 1826bp; fragments: 263; full length: 0 (>=1643.4bp)
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No TE domain detected

Before TEtrimmer 1826 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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