
Start crop Point End crop Point

MSA length = 2089
T T ACGT T T TGCCAAACC T AACGAAAAAGT T TGAGAAAGAAC T TGGA T AAC T AC T CAGAGACCAGCAGACAAGA T CAA TGT A TGAAAACA T A T AAA T AGAG - - - - - - - - - - AAAGA TGAACGCC T ACGCAGGAA T C TGCACGGCACC T T AAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAAAGAGTGT T ACAA - - - A TGA T A TG
TGCCAC T T T AAACA TGC T - T T CA T A T A T T CGAAC T CA T AA T T TGGAA - - C T AC T CAGAGACCAGCAGACAAGA T CAA TGT A TGAAAACA T A T AAA T AGAG - - - - - - - - - - AAAGA TGAACGCC T ACGCAGGAA T C TGCACGGCACC T T AAGAAGAAGAA T T CC T T AAA T A T T AACAA T AGAA T CAGA T T T T AAC T ACAGGACAAAA T T A T
T AACGC T T AGCCGA T T C T AAGTGGA T AAA T AGAGA T A T A T T T TGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC TGGT T T TGGAGAG - - - - - - - - - - AAAGA TGAACGCC T ACGCAGGAA T C TGCACGGCACC T T AAGAAGAAGAA - - - - AGGAGT A T T A - - AGGAAA T ACGGAGAAGT A T T A - - - - - - AGGA TGT A
T CGAA T T T - - - - - - - - - - - - - - - AAAAA T T AAAAAAAAAACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T A T A T - - - - - - - - - - - - - - AAAGA TGAA TGCC T ACGCAGGAA T C TGCACGGCACC T T AAGAAGAAGAA T T T A T AAAACA T T CGT AAAAAA T A T A - - - - T A T CC T T CAA T AA T AGC TGT T
T T AAA T T T T AGACGGC TGA TGAAAACAAGTGAA TGGAAAA T CAAAA T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACC T C T AAAAGAAAAA T AAAA T AGGC T T T T T T T T AAAAA T AAA
T TGCA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGA TGAACGCC T ACGCAGGAA T C TGCACGGCACC T T AAGAAGAA T AA T - - - - - - - - - - - - - - - AAGGGACA T AAAAGACCGT T AC T A T T CAAAA T A T T
TGA - - - - T T AC T AC T T C T C T A T AAA T T CC T CAA T AAA T AA T TGA T AA - - T T ACGAC T TGGCCAGCAGACAAGA T CAA TGT A TGAAAACA T A T AAA T AGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAC T AA T A T T T AACAGAGGAAGAGAAACAA T T T T CGT - - - - - - - - - - -
C - - AA T T T C T C TGGAGC T - - TGAAAAAGC T TGAGAAAGAAC T TGGA T AAC T T C T CAGAGACCAGCAGACAAGA T CAA TGT A TGAGAACA TGT AAA T AGAG - - - - - - - - - - AAAGA TGAACGCC T ACGCAGGAA T C TGCACGGCACC T T AAGAAGAAGAAGT T A T TG - - - GT T TGAAA T AAA T A T AACAGTGT C T T CCAA TGAAAAA T AC T
T T ACGT T T TGCCAAACC T AACGAAAAAGC T T CAGAAAGAAC T TGGA T AAC T AC T CAGAGACCAGCAGACAAGA T CAA TGT A TGAAAACA T A T AAA T AGAG - - - - - - - - - - AAAGA TGAACGCC T ACGCAGGAA T C TGCACGGCACC T T AAGAAGAAGAA T T T AAC T AGT CC T AAAAA T A T A T ACCGA T AA T TGT AA T T T T T CCGGA T AC T
TGAAA T T - - - - - - - - - - - - GA T AAAAAA T CA T AAA T AA T AGC T CAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T T AACAC TGGA TGC T CA T A T CGT T AACCA TGT TGGT T AAAAC T - - -
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 size: 2089bp; fragments: 1472; full length: 48 (>=1880.1bp)
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 size: 2394bp; fragments: 1449; full length: 0 (>=2154.6bp)
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TE: rnd_4_family_1612
 size: 900bp; fragments: 2; full length: 0 (>=810bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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