
Start crop Point End crop Point

MSA length = 765
GC TGCA T C T T T AA T ACA T C T A T T T - - - - - - AA T T T T CC T T T AC T C T ACC T - - - - - - - - - - - - - - - - - - - - T C TGT T A T AGT CCCA T CC T CA T T T T AA T T A - - - - - - - - - - T T T T A T T T AAGT A TGAAGAAAA T AGAACAAA T T AAAGA T T AA T AAAAA T ACGT CCAA T T AA TGGA - - - - AA T AAA T AA T TGT A - - - - - - - - - - AACAAAA
A T T ACGT CC T TGACACGT CAACA T A T C T CAAAAA T T TGT T T A TGT T AGT T - - - - - - GT T T T - - - - A T A T A TGTGT T A T AA T CCCA T CC T CA T T T T AA T T A - - - - - - - - - - T T T T A T T T AAGT A TGAAGAAAA T AGAACAAA T T AAAGA T T AA T AAAAA T ACGT CCAA T T AA TGGA - - - - AA T AAA T AAC TGT A - - - - - - - - - - AACAAAA
- - - - - - - - - - - - - - - - - - - - - - - - AACAC T A T AA TGGGT C T T TGTGAAGT AGT AAACCA T T AGC TGAAGAAGTGT T A T AA T CCCA T CC T CA T T T T AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T TGC TGT AC T A T A T - - - GACGT ACAAA T A T AAGA T ACC T CGCACAAAA
GC T T CGT A T T TGC T T AA T T A T T A T A T C T CCAC T T T T T C T T T - - - - - - - - - AAAAAACC T T AAGAA T AAACCA TGT T A T AA T C T CA T CC T CA T T T T AA T T A - - - - - - - - - - T T T T A T T T AAGT A TGAAGAAAA T AGAACAAA T T AAAGA T T AA T AAAAA T ACA T CCACGTGA TGCCCGTG - - - - - - - - - - - - - - GT AAA T T CCCGCGT AAA
GC T T CGT A T T TGC T T AA T T A T T A T A T C T CCAC T T T T T C T T T - - - - - - - - - AAAAAACC T T AAGAA T AAACCA TGT T A T AA T CCCA T CC T CA T T T T AA T T A - - - - - - - - - - T T T T A T T T AAGT A TGAAGAAAA T AGAACAAA T T AAAGA T T AA T AAAAA T ACA T CCACGTGA TGCCCGTG - - - - - - - - - - - - - - GT AAA T T CCCGCGT AAA
GC T T CGT A T T TGC T T AA T T A T T A T A T C T CCAC T T T T T C T T T A - - - - - - - - AAAAAACC T T AAGAA T AAACCA TGT T A T AA T CCCA T CC T CA T T T T AA T T A - - - - - - - - - - T T T T A T T T AAGT A TGAAGAAAA T AGAACAAA T T AAAGA T T AA T AAAAA T ACA T CCACGTGA TGCCCGTG - - - - - - - - - - - - - - C T AAA T T CCCGCGT AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T T T T T T T T A T A T T T TGAAAAAAA - AA T T C T T AGGGGGGAGGTGT T A T AGT CCCA T CC T CA T T T T AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T C T C T CAGTGCGAGTG - - T AGGTGA T T T T AGCAA TGT T - - C T C T CGA
A T CACGT T T T T ACC TGAAAAA - - - - - - - GAAAAA T T AGA T CAAA T T AAAC - - - - - - - - T CAAACCA T AGAA T TGT T AAAA T CCCA T T C T CA T T T T AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T CCAAGT T T T AACAGTGA T T A T T T AC T T A T AGAAAGT T T - - C T TGAAA
GC T A T A T T - T TGAC T T AAAAA T A T - - - - T AAAAC T AAGT T T C T T C T AA T T - - - - - - - - - - - - - - - - - - - - GT TGT T A T AA T CCCA T CC T CA T T T T AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T TGCGAAA TGAA T - - - AA T AAA T AAA T A TGACAAA TGT ACCACAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAA T T T T T T T T T A T T A TGAAAAAAA T T T T T C T T AGGGGGGAGGTGT T A T AA T CCCA T CC T CA T T T T AA T T A - - - - - - - - - - A T T - - - T T T TGT CCGC TGGAAAAA T T AAAAA T AAAAAA T ACAAACGGAC T T T T T T T C T CAA TGA T TGTGAA T T AA T AA T T T T AACAAA T T T - - CACGAAA
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TE: ltr_1_family_96.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 765bp; fragments: 453; full length: 0 (>=688.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 765 bp
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TE: ltr_1_family_96.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1302bp; fragments: 466; full length: 0 (>=1171.8bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 100 200 300 400 500 600 700

0
5

10
15

20
25

TE: ltr_1_family_96
 size: 707bp; fragments: 285; full length: 35 (>=636.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

100 200 300 400 500 600 700

50
10

0
15

0
20

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400 500 600 700

0
10

0
20

0
30

0
40

0
50

0
60

0
70

0

TE consensus self dotplot (bp)
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Before TEtrimmer 707 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



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

TE consensus after TEtrimmer (bp)
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