
Start crop Point End crop Point

MSA length = 581
A - - - - - - - GCAGGGA T AAC T CGGCACAACAA T AGGCAACAA TGAGCCCAAGA T A T AAAGGT ACC T T CAGGC TGAGAGCGT CGAGCGT CCGT CGCGT T TGC - - - - - - - - - - GAACGCC T CGACGCGAC - - - - GC T CGACGC T C T CAGCC TGAA TGT ACC T T AAGC T AAAGA T A T A T A TGAA T AAC T ACGA T - T T A T A T TGGT A T T AC T T A T
AAA T CA T T ACCC TGT AGA T C TGGCA T AACGAGAGGCCAAGT T AAAGAGGTGACAA T AAGGT ACA T T CAGGC TGAGAGCGT CGAGCGT CGGT CACGT T TGC - - - - - - - - - - GAACGCC T CAACGCGACGCAAACGCGGCGC T C T CAGCC TGAA TGT A TGC TGAAA T AAAAA T AAAACAAGACAGCA T ACC T T T T ACGT CACAA T AAGT AGT
AA - - - - - - GCGT CGGAG - - - - - - - - TGTGCAGT T A TGT AA T T CACGAAAA - - - - T AAAGGT ACA T T CAGT C TGAGAGCGT CGAGCA T CGGT CGCGT T TGG - - - - - - - - - - GAA TGCC T T AA TGC T ACAA T CGT T - - - - - - - - - - - - - - - - - - - - - - - - - - GGAGCA T CAA T A T AAGA T TGT AGT AAAA T A TGCA TGT T CGCAA T A T T T CC
AC - - - - - - - - - - - - - - - - - - - - - - - T A T TGAACACCCAAA T TGAAAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC - - - - - - - - - - GAACGCC T CGACGCAACGCGGGC T CGACGC T C T CAGCC TGAA TGT ACC T T AAAA - - - - - - - - - - TGA T T A TGGC T AAGGT C - - - - - - - - - - - - - - - - - - -
- - - CCA T AGT AC TGAAA T ACCAAAA T A T TGAAA TGCCA T AA T T T T TGTGAG - - - T T AAGGT ACA T T CAGGC TGGGAGCGT CGAGCG - - - - - - - - - - - - - - - - - - - - - - - - GAAAGCC T CGACGCGACGC T CGC - - GACGC T C T CAGCC TGAA TGT ACC T T T T - - - - - - - - - - - - C T T CAA T AGGT AGT T T T T CAGAACCAAA T T AC T AGG
AAA T CA T TGCC T C TGGA T CCCGAAACCACGAA T CGGGAAA T T T CC T ACGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACGCC T CGACGCGACGCGAGC T TGACGC T C T CAGCC TGAA TGT ACC T T AA - - - - - - - - - - - - T AC T AAACACAGAA T T T T T ACGA T AA T A T CACACAA
AAA T CC T T ACGCGCCAA T T ACAAA - CA T CGACGA T CGAAGT C T ACGAAACGGCGT T AACA T ACA T T CAGGC TGAGAGCGT CGAGCGACGGT CGCGT T TGC - - - - - - - - - - CAACGCC T CAACGCGACGCGGACGCGACGA T C T CAGCC TGAA TGT ACC T AGTGT T AAAAACA T A T T T T T A T AGT TGGC T T T - CAAAGGAGCA T T C T T CAG
- - - - - - - - GTGAGCCAC T T T CGAAC T A T ACACGTGCCGAGT T T T T C T T CAAACA T T AAGC T ACA T T CAGGC TGAGAGCGT CGCGT - - - - - - - - - - - T TGC - - - - - - - - - - AAACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAA T A T A - - - - - - - - - - - - - - - - - T CAGAC T AGAA T AAAA T T T
AAA - - - - - GCGCAGTGAGC T TGAAAC T T TGA TGT T T T T AAC T T A TGGCAGGACA T T AAGGT ACA T T CAGGC TGAGAGCGT CGAGCGT CGGT CGCGT T TGC - - - - - - - - - - - - - - - - - - - AAAGCGACGCGAGC T CGACGC T C T CAGCC TGAA TGCACC T T AAAGT AAAAC T A T A T T A T TGTGGT T T A T T T - - - - - - - - - - CA T T A T T T A T
GAGT CA T T - - - - - - - - - - - - - - - - - T AC TGACGT T T T T T CA T T A T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACGCC T CAACGCGGC - - - - GC T CGACGC T C T CAGCC TGAA TGT ACC T T T AGG - - - - - - - - - - TGC TGA T AAACAAA T T T - - - - - - - - - - - - - - - - - - -
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 size: 581bp; fragments: 1641; full length: 27 (>=522.9bp)
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After TEtrimmer 581 bp
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 size: 889bp; fragments: 1315; full length: 0 (>=800.1bp)
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TE: rnd_4_family_1569

 size: 593bp; fragments: 975; full length: 22 (>=533.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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