
Start crop Point End crop Point

MSA length = 2147
T T AAAAAGAA T A T AAAC T T AAC T A T T CGT T ACC TGT AAAAA T CGACGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T A T AA T AGCGTGGCAAGGC TGGT CAA T T AA - - - - - - - - A T TGT TGGAAGT AC T T T T T T T T C T A T C
- T A T T AGT AA TGAAGT T T T A T T T T A T CA T CGT CGC T AAAA T T T TGTGGAA T T A T CC T C T T AGAGAGGGAGT TGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAAAAC T TGAAA T T AGT AAGAAAGT - - - A T A T T AA T CCA T - - - - C T C T T A TG
T - - T T CA T T CCAAAAAAA TGT T - - - - - - T C T T AAAAGGT A T CCAA T A T AA - - - - - - - - - - - - - - - A T AAAC TGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAAA T T T TGGCGCCCAA - - - - - - - - GTGGGGCAAA T TG - T T T T T T TGC T A T A
CCA T ACAAGACAAAGT T AA T T C T CA T AGACA T CACCA T T T A T T CGCCAAC TGC T AC T T T AAGGGAA T AA T C TGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAAA T C T T - - - - - - - - - - - - - - - - - ACGAGGCAAA T T T - - - - - - - T T T T A TG
T T A T T AGT AA TGAC T T CA T A T CA TGT CA T T T T AACAGAACGT CAACGGT T T T A T C T T C T T AAAAAGAA T AGTGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAA T AGT TGT A T T T AGAACGAGAA TGT T AAGCAAA T T TGT T T T A T T AGT AAA
- - - - - - - - - - GGCC T T T T T C T T C TGT T A T T A T T AGCGT T T A T TGT TGAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAGTGCA T - - - - - - - - - AAGAAGA T ACCACA TGA T T T CA T T CCCGT CCCAC T
T - - AAAGAAACAGGCGT ACA T AAG - - - - - - - T CAGAAA T T A TGAA T AAAA - - - - - - - - - - - - - - - A T A T A T TGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAAA T T T TGGCCCCCAA - - - - - - - - GTGGGGCAAA T TGT T T T T T T TGC T A T A
- T A T T AGT AA TGAAGT T T T A T T T T A T CA T CGT CGC T AAAA T T T TGTGGAA T T A T CC T C T T AGAGAGGGAGT TGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T T AA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAA T A TGT AA T AC - - - - AACAAAA T A T AGAAAAAACACAC - - - - A T ACAA TG
T - - A T T A T - - - - AAAA T A T A T T A T AA T A T C T ACAGAAAAAA TGAACAGAA - - - - - - - - - - - - - - - A T A T AA TGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAAA T T T TGGCGCCCAA - - - - - - - - AGGGGGCAAA T TGT T T T T T T TGC T A T A
T T A T T AGT AA TGAAGT T T T A T T T T A T CA T CGT CGC T AAAA T T T TGTGGAA T T A T CC T C T T AGAGAGGGAGT TGT AACGGT T A T AAA TGT TGT T T AGGC TG - - - - - - - - - - AAAAA T AA T AAA T T AAA T AAAAA T AAAAA T T T AAA T AAAA T AGCGTGGCAA T AAA T AA T A T CAA - T AGAAAA T AAAGTGC T AAC T T A T AAAA T T CC T A T A
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 size: 2147bp; fragments: 73; full length: 5 (>=1932.3bp)
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 size: 2450bp; fragments: 73; full length: 0 (>=2205bp)
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TE: ltr_1_family_300

 size: 601bp; fragments: 30; full length: 10 (>=540.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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