
Start crop Point End crop Point

MSA length = 2654
CGGGAAAA T T T TGAAGT - - - - - - - - - - - - - - - - - - T T CA T T T T A T A - - - GT AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T AC T T T T CAAGAGA T T T T AAA T A T A TGAGACAAGAAA TGC T T CCCAGAA TGA T AGCAA TGGAA T TGGACC T AC TGAAAA TGT A T C
- - - C T AGA T T TGAC T C T CGA T T A T AAC T - - - - - - - T T AA T T A T T TGGAAGT AGGGGAACGCGGGGCA T AACGGACCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T ACC T AC T T ACGAA T A T T A T - T A T A TGA T ACAAGACA TGA T A TGT AG - GT A TGT C T AAAAAAAC T A T T CCA T T T T T A T ACA T T T T
T A T T T TGA T T T AAAA T T - - T A T A T AGA T T T A T AA - T A TGT T T T A T T T A T A T AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T A T T T C T T CC T A TGTGA T A T - - - - - - - - - - - - - - - A T T CC T A TGT T A T A T A T - - - - - - - - - GAC T T C T CCCC T T C T CCGAGT C T T
CGGGAAAA T T T TGAAGT - - - - - - - - - - - - - - - - - - T T CA T T T T A T A - - - GT AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T AC T T T T CAAGAGA T T T T AAA T A T A TGAGACAAGAAA TGC T T CCCAGAA TGA T AGCAA TGGAA T TGT ACC T AC TGAAAA TGT A T C
- - - C T AGACCAAACCGC - - AA T A T AAG - - - - - - - - - - - - - - - - - - - - AAGT AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T AC TGA T T T A T A T A T T T T A T A T AAACGAG - - - - - - AGT ACAGT A T AGT A T A T T AACAGAAGGAC TGTGACAGAGT T ACGAGT A T T
T AACAAGT C TGT AAAA T T T CA TGT T AAC T T A T AGACCCA T T T T A T A - A T A T AGGGGAACGCGGGGCA T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T AC T T T T CAAGAGA T T T T AAA T A T A TGAGACAAGAAA TGC T T CCCAGAA TGA T AGCAA TGGAA T TGGACC T AC TGAAAA TGT A T C
GT AAA T AAAGTGA T AAC T T AA T AA TGA T T T ACAAACGAA T T T TGT A T T T C T AGGGGAACGCGGGGT A T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T A - TGAA T T TGGT CCAC TGT A - - - - - - - - - - - - - - T T TGT TGCA T T CA T CGAC T T AA T AAAAACA - - T T CGAC T C TGT AAACAGA
T T T T T T AAA T AAAAAA T T T AA T A T TGGT T T C TGAACAAA T CCC T T C T C TGT AGGGGAACGCGGGGT A T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T A T T CAC T T AAGGA T T T T A T A T A T A T AAGA T AA T A T C TGT T T TGT T CC - AAGT T T AAGTGCAA T AA - - - TGTGT T TGT AAA T A T A
AA TGT TGAA TGGA T AA T T T AGT A T T A T T T T A T AAA TGGT T T T TGT A T A T A T AGGGGAACGCGGGGT A T AACGGGCCCCCGGGGT A T AA TGGGCACCAGCC - - - - - - - - - - TGCCCCGGC T T CCCC T A - T T T T T T T AGT T T T C TGT A - - - - - - - - - - - - - - T T T T ACAGA - - - - - AAAC T AAAAAAAAACAGT A T T AA T T C T T T - - - - - - -
T AAGT AGGACAAGT AAA - - - - - - - - GACCAA T AAA - - - - - - - - - - - - GCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCCCGGC T T CCCC T AGT T TGT T T AAGA T T T CAAA TG - - - - - - - - - - - - A T TGT - - - - - - - - - - - - - - - - - - AGAAA T CGGT CAAAA T A TGT A T T T ACA
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 size: 2654bp; fragments: 12; full length: 9 (>=2388.6bp)
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 size: 2956bp; fragments: 12; full length: 0 (>=2660.4bp)
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TE: ltr_1_family_963

 size: 2056bp; fragments: 33; full length: 0 (>=1850.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000

0
5

10
15

20

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000

0
50

0
10

00
15

00
20

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 2000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 2056 bp



0 500 1000 1500 2000 2500

ORF9

ORF8

ORF1

ORF7

ORF6

ORF2

ORF5

ORF4

ORF3

HTH_psq DDE_1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 250 500 750 1000 1250 1500 1750 2000

ORF8

ORF1

ORF7

ORF2

ORF3

ORF6

ORF4

ORF5

HTH_psq zf_VAL1_N

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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