
Start crop Point End crop Point

MSA length = 4772
TGCCAAAAAACC T CA T AGAC TGT T T CGAAA T A T ACCAC T AAAA T T A T T T A TGT T ACCA T A TGA T AAAAA TGACA T CA TGACAGCAGGGT AGCCGAGCGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CCAGCGCCAA T A TGGCCGACC - - - AACA T TGACAGGCA - - - - - AGCCG
AGC T T AAA T AAA T AACAA T T T AAA T T T A T A T A T T T AA T T AAAA T T AGA T A TGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CACAAGT T A T T AGA T A T AAAGAG - - CAAAGTGT T C T AAAAA T A T T T A T AGA T ACCA T ACCA T C
TGC T A - AAACA T ACGC T AAACACAC T AACA T A T T T AA T - - - - A T AA T A T A TGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T C T AAAGT T A T T A T A T A T AAAA T CC T CAC TGA T T AA T CACGA T CC TGC T CAAA - CCAC T CAACG
TGT CAAAA TGA T T T T T AA T T TGT T T TGAAA T - - - - - - - T AAAA T T AGAAA TGT T ACCA T A TGA T AAAAA TGACA T CA TGACAGCAGGGT AGCCGAGCGAG - - - - - - - - - - T A T C TGGT T AA T TGT T T T A T T T AAGGGT T AAAA T AA T C T AAAGT T A T - - - - - - - - - T AGAAA T A T T A T T CCACAAA TGTGGCGC T A TGAAAAAGA T T T T T
A T CCAAAAAGC T T CC T AGA T TGC T CC TGAGT AGCCGGC T AAGT T T A T A T A TGT T ACCA T A TGA T AAAAA TGACA T CA TGACAGCAGGGT AGCCGAGCGAG - - - - - - - - - - T A T C TGGT TGA T TGT T T T A T T CAGTGG - TGAAGC T A TGGGG - - - - - - - - - - - - - - GGGGGGA TGC T CCCCCCCCAA TGT A T AA T TGAG - - - - - - - - - T TG
- - - - - CA T A T A T A T A T AA T A - - - - - - T A T A T A T A T T A - - - - - - - T A T A T C T A T T ACCC T A TGA T - AAAA TGACA T CA T CACACCCGGGTGGCCGAGCGCG - - - - - - - - - - T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CACAAGT T A T T A T A T A T A T A T A T A T T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T A T A T
- - - - - - AGGT ACA T ACGGT T CGGT T T T CAA T T T T T AAG - - - - T T T A T A T A TGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CAAAAGT T A T T A T A T A T AACGT CA T CA T T T T T T T T A T T T AA T A T CA T T A T ACA T A T T T T T T T T
- - - - - - AAAAAA T TGCAA T T CGT T T T T AGA T T T T T CA - - - - - AA T A T ACA TGT T AACA T A TGA T AAAAA TGACA T CA TGACAGCAGGGTGGCCGAGCGAG - - - - - - - - - - T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T CAAAAGT T A T T A T ACA T A - - - - - - - CAAGT T T T T ACCAAAAC T T A T T T AAAGGT T T C T TGGAC
TGT T CCAAAAA T AGT CAAGT T ACAAAAAAGT T CA T AAC - - - - AA T A T A TGTGT T AACA T A TGA T AAAAA TGACA T CA TGACACCAGGGTGGCCGAGCGAG - - - - - - - - - - T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T C T AAAGT T A T T A T A TGT A - - - - - - - C T C T T A T T T TGAACGAGT T T CC T AGGG - TGAA T T TGC T
T T C T CAAAA T A T T TGT AGGT - - T T T TGAGA T ACC T TGT T T CAA T T AC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C TGGT TGA T TGT T T CA T T T AAGGGT T AAAA T AA T C T AAAGT T A T T A T A T A T AGCA T AAA T TGGA T T T A T T T T AAA T AACGACAGA T ACCA T T T CGCG





0 1000 2000 3000 4000

0
5

10
15

20
TE: ltr_1_family_473.fasta.b.bed_uf.bed_g_4.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: 4772bp; fragments: 666; full length: 0 (>=4294.8bp)
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 size: 5072bp; fragments: 666; full length: 0 (>=4564.8bp)
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TE: ltr_1_family_473
 size: 4676bp; fragments: 438; full length: 0 (>=4208.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

20
40

60
80

10
0

12
0

14
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

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

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 4676 bp



0 1000 2000 3000 4000

ORF1

ORF10

ORF2

ORF9

ORF3

ORF4 ORF5 ORF8 ORF7

ORF6

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 1000 2000 3000 4000

ORF1

ORF2

ORF12

ORF3

ORF4

ORF11

ORF5

ORF6

ORF7

ORF10

ORF9 ORF8

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
)

0 500 1000 1500 2000 2500 3000 3500 4000 4500
0

500

1000

1500

2000

2500

3000

3500

4000

4500


