
Start crop Point End crop Point

MSA length = 5012
T C T TGAAAGAACACC T TGC T T C T TGCA T CGGG - - AAAAA T C T TGCGT ACG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGGT T AGGT T AGGT T AGGT T AGGT T AGGT T AGGT T
T C T ACGA T AGACGCA T T AAA T A T TGT T A TGAGACAA T AGT CA - - - - - AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAAA - - - AAAAAAAAAAAAAAAGGT T AGGT T CCA TGCCCCCAA T T TGT AACGC T C T
GC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAAAA T T AAGAGT AGGT T AGGCAACCGGT C T AAGGTGGAGCACC TGACAAAAA T T CAAAA T ACGT T - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T CC T AAAAAAAAAAAAA - - - - AAAAAAAAAAAGAAAGGT T AGGT T AGGT T AGG - - - - - - - - - - - - - - - - -
GCCGTGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAGGCAACCGGT C T AAGGTGGAGCACC TGACAAAAA T T CAAAA T ACGT T - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAA - - - - AAAAAAGC T T T T AAGT A T AGAAA T T T T T T A T - - - - - - A T A T T T A T T T T T
GCCGTGGAGAAGGCAACCGGT C T AAGGTGGAGACAAAAA T CA TGAGT AGGGAAGGCAACCGGT C T AAGGTGGAGCACC TGACAAAAA T T CAAAA T ACGT T - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCG - T T CCCA T C T T AAAAAAAAAAAAAAAAAAAGCAAGC T T T A T AAA T T C T TGT T T TGC TGACC T CA T A T A T T T A T T T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAAAAAAAAAGGTGGGGAAGAAAC T CA T T T T CGT T T C T ACCGCA T T AGAA TGT T T A
GT T AAGT TGAGGGT CAC T T AGT T AAAA T AGT A - - - - - - - - - - TGAGCAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCCAAAAAAAAAAAAAAAAAAAAGAAGT AAGT T AAGT AAGT AAGT AAGT AAGT AAGT AAGT - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGT T ACGT ACGAAC T T AC T A T AAAA T AA TGT T T T
GCCGTGGAGAAGGCAACCGGT C T AAGGTGGAGACAAAAA T CA TGAGT AGGGAAGGCAACCGGT C T AAGGTGGAGCACC TGACAAAAA T T CAAAA T ACGT T - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA T T CACAGCCCCA T TGT T CGA TGT T AGCCA T T T A T
GCCGTGGAGAAGGCAACCGGT C T AAGGTGGAGACAAAAA T CA TGAGT AGGGAAGGCAACCGGT C T AAGGTGGAGCACC TGACAAAAA T T CAAAA T ACGT T - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAAAAA TGT ACACA TGGT C TGCAA TGCCAGAC T T CA T TGT T - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCACAC T CCGGC TGT AAA TGGCGT T T CCCA T C T T AAAAAAAAAAGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 5012bp; fragments: 174; full length: 5 (>=4510.8bp)
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 size: 5314bp; fragments: 159; full length: 5 (>=4782.6bp)
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TE: rnd_5_family_240
 size: 1837bp; fragments: 53; full length: 2 (>=1653.3bp)
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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 1000 2000 3000 4000 5000
0

200

400

600

800

1000

1200

1400

1600

1800


