
Start crop Point End crop Point

MSA length = 1363
A T AAGC T CAAAGGAACAGA T - - - - - - - T A T T T TGT AACCAAC TGAAAGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACA T C T T T AA T T A T AA T T CA T T T A T A T T T TGTGT
T T AA TGACAAAGAAACGGC TGCGGCGGTGT T T TGTGA T T T AGCCAAGGCC T T TGA T TGCGT AGACCA T AAAA T CC TGT T ACGCAAGT TGT AAA T A T A TGG - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGAGTGT AC T A T AA TGCGAAA T - - - - A T AC T TGCA T AAAACC T T A T A TGT ACGT ACA - - - - - - - - - - - - T T T A T T T
T T AA TGACAAAGAAA TGGC TGCGGCGGTGT T T TGTGA T T T AGCCAAGGCC T T TGA T TGCGT AGACCA T AAAA T CC TGT T ACGCAAGT TGGAAA T A T A TGG - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGA T T A T T AAC T C T AAA T T AAAA TGT CAACA T AA - - - - - CGT C TGT AC T AA T AGCG - - - - - GAA T TGTGGCG
T T AA TGACAAAGAAACGGC TGCGGCGGTGT T T TGTGA T T T AGCCAAGGCC T T TGA T TGCGT AGACCA T AAAA T CC TGT T ACGCAAGT TGGAAA T A T A TGG - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGA T T A T TGA T - - - - - - - - - - - T TGA T TGA T TGAA - - - T TGA T TGACC T T A TGT CA TGT AAAAA T T C TGAGC
TGGAC T AC T T AA T AAC T A T TGT AA - - - - - - - - - - - - - - A T AACAAGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGAC TGGT AAAGGGACAAAAAAGGGGTGAAACAAA T CCA TGT A TGAACA T A T AAAGTGGAA T TGT CCAGGCA
T T AA TGACAAAGAAACGGC TGCGGCGGTGT T T TGTGA T T T AGCCAAGGCC T T TGA T TGCGT AGACCA T AAAA T T C TGT T A TGCAAGT TGGAAA T A T A TGG - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGA T TGACA - T CACACA T AGAAGGGT T T ACA T C - - - - - - - - - - - - - - - T T A TGA T A TGCAGGAAC T T - - - - -
T CA - - - - - - - - - AGAA T T T CA T A T T T A T A T T T TGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGAAC T C T A T T T T AA T A T AAA T T TGACAA T T T T AAA T C T CA T T T T T CAC T A T A - - - - - - - - - - - - - - T AA T T
T AAAAAA TGT A T AAA TGAA T CCAAAA T AAA T T TGT TGT A T AA TGGAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGTGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T CAAA T T AGAAC - - - - - - - - - - - T TGT AA T A T A T AGT AA T T T ACGGA
C T A T CAGCA T CCAAAAGTGT ACGA T T A T A T T TGT TGAA T T A T T TGAGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGAAGT A T A T C T T TGGAG - - - - A T AGT T A TGT AAAAC T T TGCA T T T T T T T ACAAGA T C T AG - - - - - - T CAC T
C T AA T TGTGT AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGA T TGCGT AGACCA T AAAA T CC TGT T ACGCAAGT TGGAAA T A T A TGG - - - - - - - - - - AAAGACAA T AAAGCA T TGA T TGA T TGA T TGA T TGA T AGT CGTGT T T AAAA T TGGCAACGT CA - - - C T T T T A T AAA TGT ACGACGGAGAGGAACC T T AGCA
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 size: 1363bp; fragments: 105; full length: 14 (>=1226.7bp)
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 size: 1665bp; fragments: 105; full length: 0 (>=1498.5bp)
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TE: rnd_5_family_8767

 size: 882bp; fragments: 117; full length: 25 (>=793.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800

30
40

50
60

70

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800

0
20

0
40

0
60

0
80

0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 882 bp



0 200 400 600 800 1000 1200

ORF1

ORF4

ORF3

ORF2

RVT_1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 100 200 300 400 500 600 700 800

ORF3

ORF1

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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