
Start crop Point End crop Point

MSA length = 4594
A T A - - - - - - - - - - - - T T T T T T T T CC T T A TGAAC T T T CAAAAAACA TGT CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T A T A T T A - - - - - T T TGT CAAAAC T A T A T AGAAAAACC - - - - - - - - - - - AAGAGCCAA T T AC T
A T A TGGCACCACACA T T T T T T T T T C T T A T AAA T TGT T A TGAACCGGA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T C - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T AGGAAAAGA T A T T AC T AAA T T CGGCAGA T TGT TGACGCA T ACAGA T ACAAGGGT CGAA T TG
A T A TGGCACCACACA T T T T T T T T T C T T A T AAA T TGT T A TGAACCGGA TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T C - - - - - - - - - - GCAA TGCCAA TGACGT A T CAAAAAAGGAAA T C T AACAC T A T A T A T T T A T AC T A T A T AC T T A T AAC T A T T A TGT AC - - - T AGGAA TGCAAGGTGAAA T A TG
A T T - - - - - - - - CAGGC T T T T T AC - - - - - - - - - - - - - - A T AAAA T AGC T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T A T A T A - - - - - - T T T T T T AGC T CAGTGGA T T TGACA T - - - - - - - - - - - T AAGT T T CCA T T CC
A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AAC T T A - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T A T AGA T A - - - - T T T T T AAAA T CAA T AGT A T T TGTGTGAA TGCAA T T T AGT AACAAA T T C T T
A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AAC T T A - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T A T AGA T A - - - - T T T T T AAAA T CAA T AGT A T T TGTGTGAA TGCAA T T T AGT AACAAA T T C T T
A TGT CGCCA T ACACC T TGACA T T A T A T AAAAA T T T T T A T A TGT AAAA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T AGA T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T AAA T AAAGGA T T T T T T - - -
AA T T T CCCC T ACA TGA T T T T T AC - - - - - - - AA T T T T TGT AAGA T AAA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T A T A T A - - - - - - T T T T T T AGC T CAGTGGA T T TGACA T - - - - - - - - - - - T AAGT T T CCA T T CC
A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AAA T T A - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AAA T T A - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T A T A T A T A T A T AA T A T A T A T A T A T A T A T A T A T - - - - - A T A T A T A T A T A T A T A T A T A T A T A T T
GAAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T A T T T AACCA TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAC T AGA T AAA T A T AAAAC T CA T CAC T ACGAGCA T CGCA T CAC T A TGT T TGT ACGC T T AGT C T AG
A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AAA T T A - - - - - - - - - - GCAA TGCCAGTGACGT A T CAAAAAAGGAAA T C T AACAA T A T A T A T A T A T AA T A T A T A T A T A T A T A T A T A T - - - - - A T A T A T A T A T A T A T A T A T A T A T A T T
AAA T CAA T A T A T AGGT T T T T A T T T C T T A T AAA T T C T T AC T AAA TGAC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAA TGCCAA TGACGT A T CAAAAAAGGAAA T C T AACAC T A T A T AAA - - - - T AA T C T AC T T A T A TGT A T AA T ACC T T T AGA T AA T T ACA T AA T T A T T T AC T
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 size: 4594bp; fragments: 3241; full length: 0 (>=4134.6bp)
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No TE domain detected

After TEtrimmer 4594 bp
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 size: 5211bp; fragments: 3242; full length: 0 (>=4689.9bp)
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TE: rnd_4_family_1188

 size: 1939bp; fragments: 680; full length: 8 (>=1745.1bp)
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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 2500 3000 3500 4000 4500
0

200

400

600

800

1000

1200

1400

1600

1800


