
Start crop Point End crop Point

MSA length = 1808
GGCGAAC TGGA TG - A T T CAAAAA T CACAGGCGGGCCAGT T CGT T T AGGCAGA T T AACAGGGCGGCGCACAGTGA TGCAGAAGT T CCCAA T AGCGGCAAAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGT A T CAC TGTGCGGCG - - - - - - - - - - - - - - - - - - - - - - AGA T T T TGGCCAAAACC T T AAAGT T
T AAAA TGAAAGT T AA T T CAAAAA T AACCAC T T ACC T A - T T TGGCC T AGCA - T T TGA T ACACCGT CGCACAGTGA TGCAGAAGT T T CCAA T AGCGGCAGAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T CAC TGTGCGT CGCC T CGA T T A TGC T T AAGC TGGGGAGCCAC T T TGCA T AA T T AAAAA T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCCGCACAGTGA TGCAGAAGT T CCCAA T AGCGGCAAAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGT CAC T T T T TGCGT T T T TGGCA T CAC TGTGCGCCGGT CCGCGT AAGGTGA T T CACGGAGGA T T T T T T CGAAAA T T TGGA T T T
T TGT AAA T TGA T AAA T T TGGAAAA T AA T AA T AA T T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGTGA TGCAGAAGT T T CCAA T AGCGGCAGAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T CAC TGTGCGGCGGCGGCGT CC TGGT T T CGGT CGG - - - - - - - - - - T CAAGC T C TGC T T T A
AGGAGCGT AAAGAAGC T CAACGCGCAC TGAAGCCGAGA T CCGT A T AGACGGT CAAACGGACCGCCGCACAGTGA TGCAGAAGT T CCCAA T AGCGGCAAAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T T AC TGTGCGCCGT CGCCGT T T CGGCCGGT C T CAGCGGT CACC T T T AGAGT T A T AAAGGT
T T CAACA T ACA T AAA TGACA T A T T T ACCGAC T A T ACAA - - - - AC T AGACAGT T T A - - - TGGCGCC T CACAGTGA TGCAGAAGT T CCCAA T AGTGGCAAAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T TGCGT T T T TGGCA T CAC TGTGCGCC TGC T CAA T TGA - - - - - - - - - - - - - - - - - - - - - - T AAAA T T A T AAC T AA
- - C T ACGT AAA T A - A T AGT AGGT CCACGAACAGA T CG - - T CGGT CGAACAGT T T AACAGCCCGCCGCACAGTGA TGCAGAAGT T T CCAA T AGCGGCAGAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T CAC TGTGCGCCGGCGCGGC TGA - - - - - - - - - - - - GGAAC T CGCCCGAAAGT C T T CA T T -
TGCAA TGCACA T A - A T CAGAAA T AGGCC T ACGGAACG - - CCGGCCAAA T A - - - - AACAGGGCGGCGCACAGTGA TGCAGAAGT T CCCAA T AGCGGAAAAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T CAC TGTGCGGCGGC - - - - - - - - GGCGAGGCCCGAGCGGAA T A T T CGT AAA T T T AA T T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGACGCCGCACGGTG - TGCACAAGT T CCCAA T AGCGGCAAAA - - - - - - - - - - GT TGAGAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T CAC TGTGCGCCGGCGCCG - - - - GGCGAAAC TGGA - - - - - - - - - - CGA TGT T A T T A T T T C
GACGA TGT AAACG - - - - - - - - - - - - - - - - - - - - - - - - A T T CCGTGGGACAG - - - - - - - CACCGT CACACAGTGA TGCAGAAGT T CCCAA T AGCGGCAAAA - - - - - - - - - - GT TGAAAAA T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T CAC TGTGTGT CGC T CACA T AGTGGT CGCGA T CGG - - - - - - - - - - T CAAC T T T TGACGT C
T ACAA TGT AAGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - ACCGGGTGG - - - - - - - CGCCGGCGCACAGTGA TGCAGAAA T T CCCAA T AGCGGCAAAA - - - - - - - - - - GT TGAGA T A T T A T T T T T TGCCAC T T T T CGCGT T T T TGGCA T CAC TGTGTGGCGT TGCAAACA T - - - - - - - - - - - - GAAA T CCCA T ACAAA T T T TGAAC TG
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 size: 1808bp; fragments: 706; full length: 98 (>=1627.2bp)
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 size: 2108bp; fragments: 697; full length: 0 (>=1897.2bp)
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TE: rnd_5_family_8489
 size: 1818bp; fragments: 775; full length: 96 (>=1636.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

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
0

200

400

600

800

1000

1200

1400

1600

1800


