
Start crop Point End crop Point

MSA length = 4764
A T ACGT CAAGT A T T AGAGT TGC - - - - - - - - - AAA T - - - - - - - T T - - - - TGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T A T - A T AA TGT AAGCAGAA T T T TGT T T ACC T T TGA T - - - - - - AAA T T - - -
GT A T T T CAAA T AC T AGTGT C T CC T - - - - - - - - - - T A T A T AAA T T C T - T AGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGG - T AGT AAGT AGT AAA T T T CGGA T T A T TGT A T AAACA T AAAAAA TGA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAGA - T T CAAGAAAAACGGT T T ACCAA TGT T C T T AAAAAAACAAAA T A T A T
AAA T AGAACA T C T T AAGAAGAAAA - - - - - - - - - - - - - - - - - - - - - - - T AC T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T AACA T AAAA T AAA T C T AAA T A T A T AA T ACAA T AA T T - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAA T A T - - - - - - - - - - - - - - - T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T - - - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACACAAAAGGC T CCAAGGAGAACCACAGT T TGT A T TGAA - - - A TGAAA T T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAG - GA T TGT T TGGA T CA T T T CCGA T T A T T T CA T T AA T T T AAAAAA T AGGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAG - GA T TGT T TGGA T CA T T T CCGA T T A T T T CA T T AA T T T AAAAAA T AGGA
A TGC T T AGT A T ACA T T TGTGAAAAA T CA T T A T CA T ACA T - - A T T - - - - GT T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T T A TGGTGT T T T AC T AA T AAAACAAA T T TGCC T AAC T ACAAAAAA TGC T T
A T A T CAGA T AAGC T AC TGAAACC T - - - - - - - A T A T A T A T AAAC T AA - T AGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T - T AGT T T AC T ACACGT AACA TG - T A T T A T A T AGGT AGAAAAAA T CCC T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAA T AA T AA T T AA T AA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACACAAC T ACA T CCCA T CAAAAACA T AGAA TGT AAAAAAAAC T AAAAA TGT TG
GGACACAA T AGA T C T T T AAGGT CG - - - - - - - - - - - - - - - - - - - - - - A T T C T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T A T T AAAAGGAAA T T A T T T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGGGAGA T A T AC
AAACAAACAAAAC T CC TG - - - - - - - - - - - - - A T T C T T - - - AA T AAAACAGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AAA T AA T AA T T AA T AA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGT A T A TGT T AC T AGA T A T AC T T T A T CCGA T T T CAGT T T AAAAAAGC T TGG
ACA T ACACAGT AC T CCAAAGCCAAA T T AACGA T ACGT AGAAA T C - - - - T A T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAA TGAGAAAAA TGT CAAAGA T A T - - - - - - - - - - - - - - - GGA T CAA - T A T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGT AC T CCA T A T T T CC TGAAGT T T T CA T T T TGT T AGT ACGAGAAAA TG - - -
- - - - - - AAAA T AC TGCGG - - - - - - - - - - - - - AAA T - - - - - - - - - - - - - CC T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAGAAAA T CGAG
AAACGT AA T A T A - - - - - - - - - - - - A T T CA T A T TGT A T A T - AA T T A - - T T A T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA T T AAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T A T - AAGAAA T AACA T C T A T AAGT T TGAGT T T T AAGT TGA T AAAA T A - - -
AA T T T T AGT C T AA T AA TGT A T AAA - - - - - - - - - - - - - - - - - A T T AA - T AA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T AAA T T A T T CAACA TGT A T T T T A T AA T T T AGT T AA T A TGAAAAA T T AAA
AA T T T AAGAA T AA T AA T AAA T T AA - - - - - - - A T A T - - - - - - GT T T AA T AGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T AAA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAA - - AAGCAAAAACA T AAA T T A T A T A T T T A T CCA T TGT AGT T CAA T A T T T
AAAC T CAAC T T A T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAGAAA T A T CC
AAGTGT AAAC T AA T C T AAA T CCAA - - - - - - - A T ACAGGT AAGT T AGT T A T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAA T T TGT T TGC T A T AAAAACGGC T T C T T T AAA T T TGCCAGTGAGGT T CCC
GA T T AAAAAGCC T TGT T AAAAC - - - - - - - - - - - - - - - - - - - - - - - - A T T T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAA T CAAAGT A T T T T ACAAAAGC T TGT A TGGTGTGGA T T ACA T T T C T T AAAGAAGACAAAGGA T T T C T
AAA TGT AACGT AAAAA T AA T AAAA T T T T T CAA TGAA T - - - - GT A - - - - T T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T - - A T T A T ACAGC T TGGGA T A T T AAAACGGT TGA T T A T C T CAAA T A T CA
AGA T T TGT T A T A T T AGT A T A TGA T - - - - - - - A T A T C T - - AAA T T AA - T A T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGG - T A T T T T T T T AC - - - - - - - - - - - - - - - - - - - - - - - A T AGAAAA TGAC -
AAA TGACAAACC T A T T T AA T T T AA - - - - - - - - - - - - - - - - GA T T AAA T CA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T CCGGT AAACGAA T CAAGT T AA T T AAC T A T T AAGTG - - - - - - - - - - - - -
GGA T A T T A T A T ACAA T TGT AAC - - - - - - - - - A T A T - - - - - - - - - - - GAAGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACACG - CAGAAA T T AGCA T TGA T TGT CA T T T T ACAGAC T A - - - - - - - - - - - - -
ACA TGAAAAA T AA TGGAAAAAC - - - - - - - - - A TGT AG - - - - - - - - - - CAA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T - A T AC T T A T T AC T T AA T A T A T T T A T T T AAA T AAAGACAAAAGT T AA T C
AA T C T AACAA T T T T T AAA T AAAAAAAAA T CAA T A T - - - - - - A - - - - - - - - T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T A - AA T A T A TGA T C T T CGT T AA T AA T TGT T T T AA T - - - - - - AAA T A TGT
A T A T A T AA TGAA TGT AAA T T T T AA - - - - - - - - - - - - - - - - - - - - - - - T CA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T T AC T CCA T T T AAAGGAAA T T AGT T T A T T CC T T A T T T - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAA T AA T AA T T AA T AA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGT - TGAC T C T TGTGGCAAA T T A T T A T A T T A TGGGA T T - - T AAGAA T AGT T
AAA T CAAAAA T A T TGT TG - - - - - - - - - - - - - - - - - - - - - - - GT T AAAAAGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T - AAGCA TGT CACA TGAA T T T CAAACC T CGAAAA T A - - - - - - - - - - - - -
T AACAGCAAAGA T CCGTGCGT T AA - - - - - - - C T T T - - - - - - - - - - - - T CA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T AAA T AA T T A T AAA T T A T A T AAA T A T AAAA T C T AAGT A T T T T ACAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AAAA T T - - -
GT ACAAAAAA T AC T T A TGC TGCAAA T T A T CGA T AC - - AAGA - T T - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T AAA T AA T CA T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T A - A T T T T T TGA T AAAAA T T A T T ACAAGA T T T AACC - - AAAAAA T A - - -





0 1000 2000 3000 4000

0
5

10
15

20
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 size: 4764bp; fragments: 211; full length: 24 (>=4287.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4764 bp
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 size: 5064bp; fragments: 210; full length: 24 (>=4557.6bp)
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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: ltr_1_family_636
 size: 4378bp; fragments: 60; full length: 7 (>=3940.2bp)
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No TE domain detected

Before TEtrimmer 4378 bp
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(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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