
Start crop Point End crop Point

MSA length = 1788
AA T T C T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACA T T T TGTGACACAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACCGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA T AAAAA TGC T ACAA T T T AAAA T - AAAAAGGT T T AGCAGGTGTGT CACA T AGAAA T T T A T T T AA
T T CA T T T AAA T AAAAGAA T T CAGA T AGCAGGT T CCGT T ACAC T C T AC T T T TGTGACACAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACCGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA TGAAAA TGC T ACAC T T TGGCCAAAAC T T ACA T T T AA TGG - - - - - - - AGTGAAGT T A T A T T T T C
AA T T T T T T AAC T AGAGA T T C T T T T AAAGA T T A T C T T CCAAACGAA TGT A T TGTGACACAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACCGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA TGAAAA TGC T ACAGT T CCACACAAGTGAC T C T T CAAGACA T T ACC T T A TGGAAA T - - - T T T AC
GAAGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T TGA TGTGACAAAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACCGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA T AAAAA TGC T ACA - - T TGAGA T - AA TGT CA T T T T AACAGAACGCCA T A T AGACGT A T AAAAAA
T AA T T TGTGC T TGAGGA T C T A TGT CA T CGAA T C T T AGA TGGT T AAGA T A T TGTGACGT AAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACAGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA TGAAAA TGC T ACAA - - - - - - - - - CA T C T A T T T T T AA T CC T T TGT T - GGT CGAGT CCAAAAGA T
- A T T T T T TGACA T AAGA T T T A T T T AAGA T T T AC T T AA T AGGTGAA T A T A T TGTGACA T AAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - AA T CCGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA TGAAAA TGC T ACAA T A T T - - - - - AAAAAC T AGT T T A T A T T T T CCC - AA T AGAA T T - - - T TGT C
GAAGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T TGA TGTGACAAAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACCGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA T AAAAA TGC T ACA - - T TGAGA T - AA TGT CA T T T T AACAGAACGCCA T A T AGACGT A T AAAAAA
CA T T T T T T ACCCA - - - - - T C T C T T AAAGT T T T CGT AGGAAA TGT T C T T A T TGTGACGAAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACCGT C T A T AA T AAAAGAAAGT AGCA T T TGGAAAA T AAAAA TGC T ACA T T A T AA T T T A - - - - - - - - T T T A T CAC T A T ACC - CA TGGAA T A - - - T TGAC
GA T T T T T T TGT CAAAAA T T T AC T T CAGA T A T T TGGAAAAAA T CAACA T AC TGTGACAAAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T ACCGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA TGAAAA TGC T AC T AA T T T A T ACA T ACC T A T T T T T A T C TGCA T T AGA TGCCGAAA T T T - CAGGA
AA T TGTGGGAGAAAAGA T T CA T T AAGT C T TGGCCAGACAGACA T AGC T AA TGTGACACAAAC T T T CC T T T T A T TGAAAA T T T AAGT CAAAA T A T TGCGAA - - - - - - - - - - A T AC TGT C T A T AA T AAAACAAAGT AGCA T T TGGAAAA TGAAAA TGC T ACGGTGTGA TGT AAAGAACGGT T AAAA - - - - - - - - - GC T AAGAA T T T A T T T AA
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 size: 1788bp; fragments: 747; full length: 92 (>=1609.2bp)
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 size: 2088bp; fragments: 742; full length: 0 (>=1879.2bp)
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TE: rnd_4_family_2671

 size: 1793bp; fragments: 721; full length: 118 (>=1613.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

20
0

25
0

30
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500

0
50

0
10

00
15

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1793 bp



0 200 400 600 800 1000 1200 1400 1600

ORF1 ORF4

ORF2

ORF3

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 200 400 600 800 1000 1200 1400 1600

ORF1 ORF3

ORF2

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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