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MSA length = 530
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TGCAAA T A T C T T C T AGGT TGAAAAGA TGCAA T AGGA TGA TGCGT AGC T T T TGT T T CAAAA T A T C T T T AAAACAGAAAA T CCA T T T T T C T T AAGAAA T ACG - - - - - - - - - - AGT CCACAACAACAC T C T CA T AAA T TGTGT AGCGGCAAGA T T ACCGCACAGA T T AA T - - - T A T T AA T TGC T A T AA T T T T T T C T T T T CCAGGT AAGT A TGT
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T T T AGCAACA T T T TGGGT TGAAGTGA TGA T T CA TGA TGTGT AGT TGT T CC TGT T CCAAAA T CGC T T TGT AACACAGAAAACA T A T T T C T T AAGAAA TGC T - - - - - - - - - - AGT CCACAACAACAC T C T CA T AAA T TGTGT AGCGGCAAGA T T ACCGCACAG - - - - - - - - - T T CCA T T ACGT C T AAC T C T TGA T A - - - - - - - - - - - - - - - -
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 size: 530bp; fragments: 68; full length: 13 (>=477bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 530 bp
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 size: 831bp; fragments: 66; full length: 0 (>=747.9bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_62

 size: 664bp; fragments: 83; full length: 10 (>=597.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500 600

10
20

30
40

50

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500 600

0
10

0
20

0
30

0
40

0
50

0
60

0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400 500 600

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 664 bp



0 100 200 300 400 500

ORF1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 100 200 300 400 500 600

ORF1

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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