
Start crop Point End crop Point

MSA length = 2033
T T T A T ACAGC T AGT A T ACAGTGA T CGGTGGT T T T AGT T AAA T - - - - - - - - - - - - - - - - - - - - - GC T T T ACAA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA T ACC T A T T TGA T CAA T AGAA T T T T - - - - - T AC T AGT A T A T A TGT A T T T AAGACACACA T T C T AAAGCCA T CCGT
GT T ACGGCA T T A T T T T AACAAAA T T CC T AC TGT A TGT CA T T C T ACGCA TGT - - - AGT C T ACGCA T T CCACAA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T TGA T T AACAACA T T C T - TGT T C T AACACAA T T CC T A T T T CA TGT T AGT T A T T T T A T A T C T T T T TGT
GT T ACGGCA T T A T T T T AACAAAA T T CC T AC TGT A TGT CA T T C T ACGCA TGT - - - AGT C T ACGCA T T CCACAA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T - - - - - - - - - - - - - - - - - - - - - - - AGAAAAA T TGT ACGT T TGCGC T AC T AA T T T C T T A T AA T T T T T T
GT T TGCCAAGTGAAGCAGGTGAAGCAAAAC T T T AC T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T T AA T T AA T AAAAGT C T - - - - - TGTGT A TGA T T T CA T T T T T AAGAAACGAA T T T T A T A - - - - - - CGT
- - T AAGC T AGT AGGC T AAC T TGT T T T A T T T T T T C TGT CAA T T T TGT CA T A T T CAGACCAA T CGA T T TGACAA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T TGA T T A T T A - - - - - - - - T ACC T C T AAAGAAAACCAA T T A T AGAA T A T A T AA T T T A T A - - - - - - - - -
C T TGT AGAAA TGAAGCC T T AAAA T T T T T AC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T TGAC TGA T AAAA T T C T A T AAA TGGAGA T AAAAA TGAA T A T A T T T T T C T AA T - T T A T A - - - - - - - - -
- - T AAAA T A T T C T T C T A T C T CAAC T C T AACAA T C T A T AGGC T CAA T TGCA T T T - AA TGA T CA T C T TGGACAA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T - - - - - - - - - - - - - - - - A T CCAAAGTGA T AAGTGT AGA T CGCC T C T A T T T T T T - - - - - T T C T T T T AA
- - T ACAGGAC T C T T T - - TGTGAAC T T C TGC T T CA T T C TGT T A T T C - - - CA T T T AAC T T AGAC T ACCCA T CAA T AGGCA TGT T CCAAAAAA T T T A T A T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T - - - - - - - - - - - - - - - - ACGCCCAGTGT TGACA T CGGC T AGAA T T TGGAAACA - - - - - T CGGC T AAC
T T T A T AGT AA T T T T T CA TGT T AAGT T T CAC T T T T T T AGGGT C T T TGT ACCGC T T AC T T AAAGTGT T CGC T AA T AGGCA TGT T CC - AAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T - - - - - - - - - - - - - - - - - AC T CCC T T T T C T AAC T C TGGT T CCCGC T T - - - - - - T - - - - - T TGT C T TGC
T T TGGGGTGC T A T T CAGT CAGAAC TGT AACA T TGT A T T TGCC TGGT T AAGT T T ACGT CAA TGAA T T T T T T AA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCCC T A TGCGTGA TGT T A T C T C T C T T CCGCAC T C T - - - - - - - - - - - - - -
A T T AC T T CGGT CAAA T A T T T T AA T TGT T A T T A TGTGT T A TGTGAA T CA T A T - - A T T T T T A T ACC T T C T ACAA T AGGCA TGT T CCAAAAAA T T T AAA T T CG - - - - - - - - - - ACA T AGAAAC TGAAAAACA TGAAACA TGCC T A T T - - A T T AA T T AAA T T C T - - - - - - - - - - - - - - - T ACAACA TGAAGTGT AAAA T T - - - - - T T A T T T T A T
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 size: 2033bp; fragments: 1189; full length: 65 (>=1829.7bp)
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 size: 2344bp; fragments: 1188; full length: 0 (>=2109.6bp)
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 size: 811bp; fragments: 602; full length: 228 (>=729.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 500 1000 1500 2000
0

100

200

300

400

500

600

700

800


