
Start crop Point End crop Point

MSA length = 1620
T T T A T AAAAAGAGACAAC T TGACAA T A TGGACAA T T A T AGAC - - - - - T T A T A T CAC T A T T A T C T AACA T T T A T AAAA T C T T TGAAAAA T T AA T T T A T AA T - - - - - - - - - - T TGT AAA T TGT AAGT T A T T TGGAACGAA T AAAGT T A T ACA T ACA T AGA TGT T T T T A - - - - - - - - - - - - - - - - - - T T TGA T AAAAAAAAAACCAACA T - - -
T CGAAAAAAAAGAA T AACGT AAAAGT AGCAGCAA T T C T AACG - T T CGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAA T TGT AAGT T AC T TGGAA TGAA T AAAGT T A T ACA T ACA T ACA T ACA T A - - CA T ACA TGAAGT T - - - - - T T T AA T TGGT - - GAAA T T T CGA TGA T
CC T A T T A T AAGAAGAAAA T C T ACAAAA T AAAAAA T TGT AAAC T T CCGC T A T A T CAC T A T T A T C T AACA T T AACAAAA T A T T T AAAAAA T T AA T T T A T AA T - - - - - - - - - - T TGT AAA T TGT AAGT T A T T TGGAACGAA T AAAGT T A T ACA T ACA T ACA T A - - - - - - CA T ACA T AAGA T T AACGT T T T AACGAAAAAAGAA T AAAAACAA T
T T T T T T T AA - - - - - - - - - - T A T CCGTGT AGGT AA T T T T AAA T T T C TGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAA T T A T AAGT T AC T TGGAACGAA T AAAGT T A T ACA T ACA T ACGT A T ACA - - T A T T AGAAAAAC T T T CAA - - - - - T AAAA T AAAGGAAGGAGT AA T
T T T A T AAAAAGGGACAAC T TGACAA T A TGAACAA T T A T AGAC - - - - - C T A T A T CAC T A T T A T C T A T CA T T AACAAAA T C T T TGAAAAA T T AA T T T A T AA T - - - - - - - - - - T TGT AAA T TGT AAGT T A T T TGAAACGAA T AAAGT T A T ACACACA T ACA T AAA T ACA T A T ACGGTGGAAAGACAA T T T AACGAAAAAAAAACCCA T A T AGT
T T A T CA T TG - - - - - - - - - - - - - - - - - - - - - - - - - T CA TGAAC T CCCA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAA T TGT AAGT T A T T TGGAACGAA T AAAGT T A T ACA T ACA T ACA T ACA T T T A T AA T C T T T TGA T T T T T TGT T AA T CAAGAAGAGAAA T AGTGAAAA
T T T A T AAAAAAGGACAAC T TGACAA T A TGAACAA T T A T AGAC - - - - - C T A T A T CAC T A T T A T C T AACA T T AACAAAA T CC T TGAAAAA T T AA T T T A T AA T - - - - - - - - - - T TGT AAA T TGT AAGT T A T T TGGAACGAA T AAAGT T A T ACA T ACA T ACA T A T T T A - ACGT A T AC TGGAA TGT CAA T T T AACA T AA - - - - AACCGGT A T AA T
T C T C T TGAAAGT TGT A T T T AGA T AGT T T AAA T AGC T T TGT T C T T CCGC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAA T AGT AAGT T A T T TGGAAAGAA T AAAA T T A T ACA T ACA T ACA T ACA T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T A T AAAAAGGG - - - - - - - - ACAA T A TGAACAA T T A T AGAC - - - - - C TGT A T CAC T A T T A T C T AACA T T AACAAAA T C T T TGAAAAA T T AA T T T A T AA T - - - - - - - - - - T TGT AAA T TGT AAGT T A T T TGGAA T ACA T - - - C TGA T AGA T A TGT A TGT - - - - - - - T A T AC T AAAAAAAA T AGA - - - - - - - - - - - - - - - - - - - - - - - - - -
T T - - - - - - - A TGTGT T A T A T A T CAAAA T CCA TGT T T A TGTGC T T CCGC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCCCGCGCGAC T AACGG - - - - - - - - - - - - - - - - - - - - - - - - - -
T CCCGGGCAGGCAC T C T T C T AACA T CGCGGC T CGT T T TGACC - - - - - T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T TGT AAGT T A T T TGGAACGAA T AAAA T T A T ACA T ACA T ACA T A T A T A T A T T T ACA TGCAAA T A T A T A - - - - - - - - - - - AACAA TGAGAGT A - -
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TE: rnd_5_family_14992.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 1620bp; fragments: 142; full length: 16 (>=1458bp)
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After TEtrimmer 1620 bp
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TE: rnd_5_family_14992.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1922bp; fragments: 115; full length: 1 (>=1729.8bp)
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TE: rnd_5_family_14992
 size: 659bp; fragments: 87; full length: 48 (>=593.1bp)
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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 659 bp



0 200 400 600 800 1000 1200 1400 1600

ORF1

ORF8

ORF2

ORF7

ORF6

ORF3

ORF5 ORF4

RVT_1

UTP20_C

RVT_1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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