
Start crop Point End crop Point

MSA length = 240
T AA T - GT AA T C T A T TGT TGAGACAAA T T T CA T A T A T A T AAGTGGGAG - - - TGT T AGAA T T AGT A T A T A TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T CAA T AAA T A T T T CAACGT AAACA T T ACGAAGGGT T T T T A T T T AACA - - - - - - - - - - - - - - - - - AC T T ACGAGAGAAAAACA - GA T ACCAA T AAGCC
CAAC - - - AA T C T A TGCAAAAA T T CAGCAA T A T AAA T AACAGT CA T T - - - - TGT T AGAA T T AGT A T A T C TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T T AA T AAA T A T T T CAACGT AAACA T T ACGAAGGGT T T T T A T T T AACAGACCAA T A T T A T T A T T T - - - - - - - - - - - GT - - - - - TGGT A T T CGT AAAAA
CAAC - - - AA T C T A TGCAAAAA T T CAGCAA T A T AAA T AACAGT CA T T - - - - TGT T AGAA T T AGT A T A T C TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T T AA T AAA T A T T T CAACGT AAACA T T ACGAAGGGT T T T T A T T T AACAGACCAA T A T T A T T A T T T - - - - - - - - - - - GT - - - - - TGGT A T T CGT AAAAA
T T C T ACGT A T A T CCAA T AGAGACAAA T T T CA T A T AAGTGAGAGTGT A - - - T AAGTGAA T T AGT A T A T C TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T T AA T AAA T A T T T CAACGT AAA T A T T ACGAAGGGT T T T T A T T T AACAGT T T C T T T CAA T T A TGCAC T T AGGGAC TGCAAA T T TGT T AC T CGT AGGAC
T AA T A - - - - T C T A T TGT TGAGACAAA T T T CA T A T AAGTGGGAGTGT - - - - - - - T AGAA T T AGT A T A T C TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T CAA T AAA T A T T T CAACGT AAACA T T A TGAAGGGT T T T T A T T T AACAGA T A T T T T T ACA T T TGCAA T CAA T CA T TGTGAA T T AA TGCC T TGAAGAAA
CAA T - CACGT CCA TGGGAAAGT T T AGT TGC TGA T A T - - - - - - - - - - - - - - TGT T AGAA T T AGT A T A T C TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T CAA T AAA T A T T - - AACGT AAACA T T A TGAAGGT T T T T T A T T T AACAGGT T A T CCCAGGT ACGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T T - GT AA T CCA T TGT TGAGACAAA T T T C - - - - A T A T AA T TGGGAG - - - TGT T AGAAA T AGT A T A T T TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T CAA T AAA T A T T T CAACGT AAGCA T T ACGAAGGGT T T T T A T T T AACAGT A T CA T T T AA T C T T T T AC T AACA T T T TGT AA T T TGGAAC T T AGGAAGT C
TGGT A T T AGAC T ACA T T AGAC T A T AGGT C T A T AA T T A TGAGT T A T T AAA T TGT T A T AAA T AGAA T A T C TGAAA T T TGT A T CGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T CAA T AAA T A T T T CAACGT AAACA T T ACGAAGGGT T T T T A T T T AACAGA T T A T CCCAGAGGT ACA T T T AAAAACCGT - - - - - TGGT A T T CGT AAAAG
T AAAA T T AGTGA TGGGA T AAC T CAAGT AC T CGA T T A T TGAAA T AACC T A T TGT T AGAAA T AGT A T A T C TGAAA T T TGT A T TGAA T CAGCAGT T ACCA T T T - - - - - - - - - - TGT T CAA T AAA T A T T T CAACGT AAACA T T ACGAAGGGT T T T T A T T T AACA TGAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCAAGT T ACGAGT T
TGAGACGTGT C TGAGGT T AAGGCAGGC T A TGCAGA T A T T A T T T C T T C T A T TGT T AGAA T T AGT A T A T C TGAAA T T TGT A T CGAA TGAGCAGT T ACCGT T T - - - - - - - - - - TGT T T AA T AAA T AC T T CAACGT AAACAA T ACGAAGGGT T T T T AC T T AA T AACCGT A - - - - - - - - - - - ACCGGAAAA T - - - - - - - - - - - T ACCCGAAAACA
T T AAA T T TGGC T A T TGC - - - - - CAAAGT T T ACAGAA T T AAAAA T A T T T A T TGT T AGAA T T AGT A T A T C TGAAA T T TGT A T - - AA T CAGCAGT T ACCGT T T - - - - - - - - - - TGT T T AA T AAA T AC T T CAACGT AAACA T T ACGAAGGGT T T T T A T T T AACA T - - - - - A T TGC T T C T T T A T T TGAAAA T TGC - - - - - - - - - - - - - - - - - - - -
CAA TGT TGT ACAAAAGT T AAACCAAA T T T T T CAGAC TGGGGGT TGTGT A T TGT T AGAA T T AGT A T A T C TGAAA T T TGT A T CGAA T T AGCAGC T ACCA T T T - - - - - - - - - - TGT T T AA T AAA T A T T T CAACGCAAACA T T ACGAAGGGT T T T T A T T CAGA T C T C T T C - - - - - - - - - - - A T T CAGA T T T TGCA T A T T - - - - - - - - - - - - - - -
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 size: 240bp; fragments: 19; full length: 13 (>=216bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 240 bp
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 size: 540bp; fragments: 19; full length: 0 (>=486bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_317

 size: 240bp; fragments: 16; full length: 12 (>=216bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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