
Start crop Point End crop Point

MSA length = 1073
T - - - - - - - - GT T T ACC T T T T T T AAA T AAA T T CAGGGACACGGAAA T CAGCA T T AACCA T A T ACA T A T T A T T AAAA T A T AC T T AGCC T AA T CCCGAAAAAG - - - - - - - - - - CCCACAGGGT AAAACACGT AACAGGAAGT A T A T T T TGT AA T A TGT A T A TGCA T T AAAAAA T AAACAGACC T AAACAGT A T A T AA T A - - - - - - T T T TGA T T
CCCAGCGGGGGAGAGGCACCGCC T A - - - - - - CAGC T T T CC T C TGT CGCA T - - - - A T CA T C T ACA T A T T A T T AAAA T A T AC T T AA T C T AA T CCC T AAAAAG - - - - - - - - - - CCCACAGGGT CAAA T AGA T AACACGAAA T A T A T T T T A T AA T A TGT A T A TGCA TGA T A T CCC T AA T CGA T CAAGAAAACCA T AAGT TGGT CAA T A T T AGGT
CAAA T T ACGAGT T AA T T T AACGT AA T AAA T T CAAGT C T AC TGAGA TGT A - - - - - A T CA T A TGCA T A T T A T T AAAA T A T AC T T AGCC T AA T CCC T AAAAAG - - - - - - - - - - CCCACA TGGT CAAA T AGGT AACACGAAGT A T A T T T T A T AA T A TGT A T A TGGA - T A T AA T C T A T A T AGAC - - - AAAA TGA T T AAA T A - - - - - - AAC TGT T T
TGCCGT T AAAAAAAAACAA T C T CAACCAA T T CACC T T T A T T CCGT TGGA T C T T AAGCACA T ACA TGT T A T T AAAA T A T AC T T AGCA T AA T CCC T AAAAAG - - - - - - - - - - CCCACAGGGT CAAA T AGGT AACACGAAGT A T A T T T T A T AA T A TGT A T A TG - - - - - - - ACGCGGA T AGA T TGAGAAAA T CAGACAGAG - - T AA TGT CGAAC
CGAA - T ACAAGA T AGAA T AA T T A T A T AAAA TGAGT T T T CA T CGT A T CAACA T - - ACCA T A T ACA T A T T A T T AAAA T A T ACGT AGCC T AA T CCC T AAAAAG - - - - - - - - - - CCCACAGGT T CAAA T AGGT AACAGGAAGT A T A T T T T A T AA T A TGT A T A TGCA TGAA T A T A T AAAAAAA T - - - AAAAAGT T T AAC T A - - - - - - AAGTGAAA
- - - - - - - AAAAGAAGA T AAGT A T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T A T A T ACA T A T T A T T AAAA T A T AC T T AGCC T AA T CCC T AAAAAG - - - - - - - - - - T CCACAGGA T CAAA T AGA T AACACGAAGT A T A T T T T A T AA T A TGT A T A TGT A TGA T T T T T CCAA T AAA T TGT AGAACCGGAACAGCGGA T AAAA T T ACAC
T ACAGCACAAAA T CGA 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 T A T A T A T A T A T A T A 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 - - - - - - - - - - CCCACAGGGT CAAACAGGT AACACGAAGT A T A T T T T A T AA T A TGT A T A TGC TGGA T CAAGT AAGT AAACCACAAGACCGT T ACAGAGGT CAGAGC TGCGT
GTGCGAG - - - - - - - - - - - - - - - - - - - - - - - - C T C T T A T ACACCAACCGCCAC TGA T CA T A T ACA T A T T A T T AAAA T A T AC T T AGCC T AA T CCC T AAAACG - - - - - - - - - - CCCACAGGGT CGAA T AGA T AACAAGAAGT A T A T T T T A T AA T A TGT A T A TGGT T CAA TGT A T CAA T A T A T TGA - - - - - - - - - - - - - - - T TGGGT T TGAGGC
GGCAGT AAAAAA T AGA T TGT TGCAG - - - - - - - - - - T T CA T T T CAACGGA T A T CAACCA T A T ACA T A T T A T T AAAA T A T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCACAGAGT CAAGT AGGT AACACGAAGT A T A T A T AA T AA T A T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T T ACAA
CA - - - - - A T AA T AAAA T CAGT A T AAGCAA T T CACGT CCC T - - - - - - - - - - - - - - - - - A T A T ACA T A T - - - - - - - - - A T AC T T AGT C T AA T CCC T AAAAAG - - - - - - - - - - CCCACAGGGT CAAA T AGGT AACACGAAGT A T A T T T TGT AA T A TGT A T A TGGAACA T T A TGGGT A T A T A T C T ACGAAA T A T T ACA T AAGTGGA T C T T AGT A
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TE: rnd_3_family_51.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 1073bp; fragments: 5166; full length: 188 (>=965.7bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1073 bp
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 size: 1376bp; fragments: 5139; full length: 0 (>=1238.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200

0
50

0
10

00
15

00
20

00

TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_51

 size: 708bp; fragments: 3249; full length: 353 (>=637.2bp)
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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
0

100

200

300

400

500

600

700


