
Start crop Point End crop Point

MSA length = 5990
- T A T TGAA T T T C T AA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAC T CC T T - - - - - GT A T CGT AGAGTGGAAGGAA T TGAGCAC T AGCA T T T A T C
- TGGT AAA - - - - - - - - - - - - - - - - - AA T TGT T C - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T AC - - - - - - - - - A T T T AGT TGT A T A T T CA T AAAAAACAGGT T CA T AAA T A T T T T
GT AGT AAAC TGT T T T T A - - - CAA T T AA T TGT T C T ACAAA T A T TGA T C - GT TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACACCAGT - - - A T T T TGT T C T A T A T T AA T A T AAGA TGA T T T C - - - - - - T T T T T
GTGGT AA T A T T A TGGAC T - - CA T TGGA T AGT CC - - - - - - - - - GT A T A - AGTGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAACAAGT AGA T T - AC T CCGGT CA TGGGGGAGGAAGAA T A T A - - - - - - - - - -
A T AA T AAAA TGA T T CAA - - - T A T T T AAGGGAGC T T T AA T AAA - T T T - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAG - - - - - - - - - - T T C TGC T AAC T CAACAGT AAA T AAGCA T AAAGT T T T T TG
T CAA T AAA T CGGTGT CC T CGAAGT T ACC TGCCAA T T CAA TGG - - - - - - AGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAG - - - - - - - - - - - - - - - - - GCAGTGT TGACAAGGG - - - - - - - GCA T CC T CA
GAAGT AAACA TGTGT ACA - - AGGT TGT T TGT CC - - - - - - - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - T AAA T AGTGT AGT T T AAGT C T A TGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAC T T AC T TGA T T - TGCAGT A T TGAAAC T AAAAAAGGC T A T TGA T T T A T T T T
AAAA T AAAGAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACCCAA - - - - - - - - -
GTGT TGGG - - - - - - - - - - - - CA T ACAGCAACCC TGT CGGAGC - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAGGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - T T AC T - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T ACAG - - - - - - - - - - - AGCCC T T T AGTGA T AGAAA T T TGT T T T - - - - - T A T T TG
- - - - - - - - - - - - - - - - - - - - ACA TGAA T T AAAA T T AACAA T T - - - - - - A T AGC TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - - T A T CGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAACCA T AAGA T - AA T T ACCA T AGAAAC T T AGCC T T T T AGGAAGCGT A T T T T
T CAAAGTGC T AAA TGGAAAGGAA T AAAA T AG - - - - - - - - - - - - - - - - - GT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - ACAAGAGGAAAAAC T T T T T T A T - - - - - - A T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T T A T - - - - - - - T T T T TGAGAAAAA TGCA T T TGT - - - - - - - GC T T T T T CC
- - - - T AC T T T T - - - - - T A T AGGGTGGGT CA - - - - - - - - - AA T - - - - - T CGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGACGT AGGT T C T T T C T A T AGGAGA T AGACGA - - GGTGT C - C T CAA T T T T
AAAGGGT A T T T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - AGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AAAG - - - - - - T T T T T AAA T CAAAAAGAGA T A TGA T ACACACACCGT T T C
CC T T AACA T T T T T TGGTGT ACAA T AGC TGA T A T T T T T T C T A T - - - - - GGT TGT TGGGT T AAC T ACGGCAACC T TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T CAAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGGTGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T A T CGT ACAC T TGCCAA T AGCGCAAA T AA T TGT AC TGT T A TGT A T A T TGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA T AGTGT AGT A T TGT T AAAACAA T AA T AGA T T A TGT ACA T T A T T CAA T A T T
AA T C T AAGCC TG - - T T CGT A - - - - - - - - CAA T A T ACC T A T A TGT - - - - GGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGGT TG - - - T C T T T C TGGGT AAGT A TGT AAGTGT TGTGT CGCCA T T C T
T T A T CGTGC T T A T A T T AA T A - - - - T T A T T AA T T T T A T T A T C T - - - T A - A T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T AA - - - - - - - - T T T T A T A T AAAAA T AA - - - - - - T CCAGCA TGCCA T T AA
C T AAAGT T T CAAAAAGAGT AAAA T TGGT T T ACCCAC T AA T AG - - - - - AA T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAACCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T C TGT C T C
GGAA TGCGGT AGT AA TGGT T C TGT T AAGAAGGTGAGT T T TGT - - - - - T AA TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AAA - - - - - - - - - - - - - - - AA T AACAGT T T A T A - - - - - - - - - - - A T T T A
T CGGAGT T C TGACCC TGGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT TGT TGGGT T AAC T ACGGCAACCC TGT AAAGCGCAG - T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - - T AACGTGAAA T T C T AA T AA T A T TGACGC T T A T AGAGGTGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T T T ACA T C TG - - T C T A T AAGGTGAAACAAAA TGT TGT T A TGT ACA TGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - - - - GGT T T AAGCAAAA T AAGGAA T T A T CA T CACA T CA T T T T
T AGT T ACAA T TGC TGGT AGT AAA T T AA T T AAC T T T AC T CAAA - - - - - T C T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAGT CGT T C T T CGTG
T T A T TGA TGC T AA T A T TGT A - - - - - - - - T AGC T T A T T T A T A T - - - - - T TGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAG - - - - - - - - - - - GT T T CAAGAAACA TGTGCCA TGC T CA T AAAGA T A T A T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT C T C
T AA T CGC T T T T T CAA T T CCAA T A T AA T T T AAAA T AGT CACAA - - - - - - CA TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACACAACA T AAAA T - AGT T T AA TGAAAACAC T T T AGGAGAAGGA TGTGGT T CA
GTGC TGC T T T AGCAAAAGT AGAA T C T C T AAAAA TGT T T AGAG - - - - - - GGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGAAGG - - - - - - - AA T T AAAAAGAGA T AAA T T T T A - - - - - - - - - - - - - - - -
T CACAACA T T T A T T T AGA T AA TGCCAAACAA T AGT A T A T T A T A - - - - TGC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAGT AGC - - - - - - - T A T T CAAGCAGGGTGA - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - AAA T T A T CGGT AA T T T TGCAC TG - A T A - CC TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC T C T T T C
- - - - - - - - - - - - - - - - - - - - - - GT T AA T T AAA T T A T T T A T T C - T ACA TGGTGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCCCA T ACAA T AGG - - - - - - - T C T T CAA - - - - - - - - - - - - - - - T CCGCAAACC T T T T T T
T CGT AGT T T T T AAA T T T A T AGT A T ACA T T A T CA TGCA TGT A T - - - - - - A T TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AACGCGA T T TG
- - - - TGCA T T T A TGGACA T AA T A T CAGT T A - - - - - - - - - - - - - - - - - - - C TGT TGGGT T AAC T ACGGCAACCC TGT AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAAC T AACGTGAAA T T C T AA T AA T A T TGACGCC T A T ACAG - - - - - - - - - - T T A T CCAAAGT CGA TGGAC TGCCGAAGGGAACAAA T A T C
- - - - - - - - - - - - - - - - - - - - AAA T T AA T C T AA T T T T TGC - - - - - - T A - CC TGT TGGGT T AAC T ACGGCAACCC T A T AAAGTGCAGT T T AGAAAA TGGAC T - - - - - - - - - - AAA T T A T T AAAAAGC T AACGTGAAA T T C T AA T AA T A T TGACGCC T C T ACA T CACC T - - - - - - - - - - - - - - - - - - A T AGGCGAA T T T T AC T T AGT T CA T T C
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TE: ltr_1_family_989.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_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 5990bp; fragments: 143; full length: 27 (>=5391bp)
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No TE domain detected

After TEtrimmer 5990 bp
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TE: ltr_1_family_989.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_se.fa
 size: 6290bp; fragments: 143; full length: 27 (>=5661bp)
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TE: ltr_1_family_989
 size: 5387bp; fragments: 144; full length: 1 (>=4848.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000 5000

10
20

30
40

50
60

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000

0
10

00
20

00
30

00
40

00
50

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 5387 bp



0 1000 2000 3000 4000 5000

ORF1

ORF4

ORF7

ORF2

ORF6

ORF5

ORF3

DUF1759 DUF1758 RVT_1

Peptidase_A17

Integrase_H2C2 DUF5641

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 1000 2000 3000 4000 5000

ORF1

ORF2

ORF3

ORF4

ORF6

ORF11

ORF5

ORF10

ORF8

ORF9

ORF7

DUF1759

Glyco_H_20C_C

DUF1758 RVT_1

Peptidase_A17

Integrase_H2C2 DUF5641

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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 1000 2000 3000 4000 5000
0

1000

2000

3000

4000

5000


