
Start crop Point End crop Point

MSA length = 3407
T T AGC T AAGACA T T AA T T T CA TGA T CA T T AAACCC T T A - - A T A T T CC T T CAAAAGAC T T C TGGGT T T T CGCCAC TGAGGAAA T C T ACAAAA T C T ACAAAA - - - - - - - - - - GTGGCGGAAAACCCAGAAGT C T T T TGAAGAAA TGAACCCGC - CACAAAGGT A T AGACAA T A T - - - - T T ACAGT T - T T T T A T TGCC T T T T TGGCC T T T AAA
CGTGA T T AAA T ACCA T A T A TGT A T T T T A T T AGCAA T TG - - - - - - - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAACCCAGAAGT T T T T TGAAGAGAAGACAACAACC T C - - - - - T T T CGGCCA T T T T TGGT T C TGGA T - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAAACAAAA T A T TGT C T A T AC T T T TGTGGCGGGT T - - - - - CA T T T C T T CAAAAGAC T T C TGGGT T T T CGCCAC T AAGAAAA T C T ACAAAA T C T ACAAAA - - - - - - - - - - GTGGCGAAAAACCCAGAAGT C T T T TGAAGAAA T AAAACAAA T T T CAAAAA T T T AAA T T - - - - - - - - T TGT CA T T - T T T T A T T C T A T T T T T T T CCACAAAC
T TGT A T AAAGT T C TGT A T A T T T T T C T T T CAACAGT T TG - - TGGGT C T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAACCCAGAAGT CGT T TGAAGAAA TGAACCCGC - CACAAAG - T A T AGACAA T A T T T - - GT A T AAC T - - - - - - - TGTGT T AA TGT AACA T AAC
T AACAC T T AACAACAC T T AGA T CAA T ACA T ACA TGT - - - - T T T C T T C T T CAAAAGACA T C TGGGT T T T CGCCAC T AAGAAAA T C T ACAAAA T C T ACAAAA - - - - - - - - - - GTGGCGAAAAACCCAGAAGT C T T T TGAAGAAA TGAACCCGC - CACAAAGGT A T AGACAA T A T T T AAA TGCAA T A - - - - - A T CAGT T T CA T A T CAAA T C T A
T T AAACCAA T T A T CA TGT T AA T A T T T T T AAGAAAGA TGT A T T T A TGT A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAAACCAGAAGT C T T T TGAAGAAA TGGT T AA T C T T CCAAA - - T T T AGAGAAAAA T AAAA TGAAAA T - - - - - A T AGT CGAAC T T T T T C T T AAA
CAA T A TGT AA T A TGA T C T T T T T T T A T TGAAA TGA T C - - - - - C T ACCCAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAAACCAGAAGT C T T T TGAAGAAA TGAACCCGC - CACAAAGGT A T A T ACAA T A T T T A - CAGT AA T T - AA T T AC TGGC TGT A TGACA TGTGGC
T TGT A T A T AGT T C TGT A T A - T T T T C T T T CAACAGT T TG - - TGGGT C T T T TGAAAGT T T TGTGT AC T ACCGT T - - - - - - - - - A T T T A T AAGA T CCGCAA T T - - - - - - - - - - GTGGCGAAAAACCCAGAAGT C T T T TGAAGAAACAA - - - - GT - - - - - - - - - T T T AAC T A T T T A T T - - T T CCAA T CA T T T T AA TGT T C T T A T T C TGC T T AAA
- - - - - - - - - - T A T T A T A TGAA T T T T A T T T AA TGC T T - - - - T CA T CA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAACCCAGAAGT C T T T TGT AGA T A TGT CAA T AC - - - - - - - - - T T T AA T AA T T A T T T TGT TGAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAGAGGGAGC T T TGTGT ACGGT C T T AC T ACGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAA - - - - - - - AAGT C T T T T T T T T - - - - - - - - - - - - - - - - - - - - - CC T AAA T T ACC T AAGAA TGCAA T T - T T C T A T CA T CAC T A TGA TGAC T AAA
AAAC T T T AAA T A T TGT C T A T ACC T T TGTGGCGGGT T - - - - - CA T T T C T T AAAAAGAC T T C TGGGT T T T CGCCAC T AAGAAAA T C T ACAAAAAC T ACAAA - - - - - - - - - - - GTGGCGAAAAACCCAGAAGT C T T T T T AAAGAA T AAAAAAC T T CACAAAG - TGCAGCCCACGT T TG - CCGC TGT T - - - - - A T TGT C TGT CCGGT T CA TGAA
AAAGA T AAGGT AA T A T T T T C T TGT C T ACAAA T A T ACAGT A T CCACA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAACCCAAAAGT C T T T TGAAGA T A T AAA T AACA T T T CAAAA - T A TGCAGGGTGT T CCAGT AAAGT T A T T T T C T T C T C T T T T C T AAAAA T AAA
CCCGAGCAGA T A T CAAC T AAA T AC T T AGT T AA T AAA TGT C T CAGT T C T T CAAAAGAC T T C TGGGT T T T CGCCAC T AAGAAAA T C T ACAAAA T C T ACAAAA - - - - - - - - - - GTGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGGGACAA TG - - - - AC T AGAGA T - TGT T A TGT TGACGT TGAAAGGT AAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAACCCAGAAGT T T T T TGAAGAAA TGAACCCGC - CACAAAG - T A T AGACAA T A T T T - AAAACGAA T - - - - - - - - - - A T T T T T TGT A T T T AAA
T AA T A TGCGT T T T A T T A T CAAAC T T T A T T ACGAGT T T A T T T A T T T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGCGAAAAACCCAGAAGT C T T T TGAAGAAA TGAACCCGC - CACAAAGGT A T AGACAA T A T T T A T T T A T AGT T A - - - - A T CGT T AAAACA TGAGT TGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T C T T CAAAAAAC T T C TGGGT T T T CGCCAC T AAGAAAA T C T ACAAAA T A T ACAAAA - - - - - - - - - - GTGGCGAAAAACCCAGAAGT T T T T TGAAGAAA TGAACCCGC - CACAAAG - T A T AGACAA T A T T T A - A T AAAGA T - A T T T AGGGCGA T T T T CGCAAA T C T A
T T AAACCAA T T A T CA TGT T AA T A T T T T T AAGAAAGA TGT A T T T A TGT A T CAA T - - - A T T T T - - - T T T T CC T T AC - - - - - AA T T T T A T AA T A - - - - - - - - - - - - - - - - - - - GTGGCGAAAACCCCAGAAGT C T T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGAAGCAAAA T AA T AA T T ACCA T AA T ACA T A T AA - - - - - - - T A T T T C T T CAAAAGAC T T C TGGGT T T T CGCCAC T AAGAAAA T C T ACAAAA T C T ACAAAA - - - - - - - - - - GTGGCGAAAAACCCAGAAGT C T T T TGAAGGAA TGAACCCGC - CACAAAG - T T T AGACAA T A T T T A - A T A T AA T A - - - - - T T T A T T A T AA T A T TGGGT CAC
GCAGA TGAAA TGGCCAAACAAGGC T CA T CAA TGC - - - - CA T CA T AGGC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA T AA T A T A T AA T T AAGGA T A - - - - A T T A TGT T T A T A T T T A T T CAG
GCAGA TGAAA TGGCCAAACAAGGC T CA T CAA TGC - - - - CA T CA T AGGC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AA T AA T A T A T AA T T AAGGA T A - - - - A T T A TGT T T A T A T T T A T T CAG
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TE: rnd_5_family_3538.fasta.b.bed_uf.bed_g_2.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_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 3407bp; fragments: 49776; full length: 0 (>=3066.3bp)
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T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000 2500 3000
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No TE domain detected

After TEtrimmer 3407 bp
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TE: rnd_5_family_3538.fasta.b.bed_uf.bed_g_2.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_bc.fa_se.fa
 size: 3797bp; fragments: 39807; full length: 0 (>=3417.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3538
 size: 3215bp; fragments: 55990; full length: 16 (>=2893.5bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 3215 bp



0 500 1000 1500 2000 2500 3000

ORF5 ORF1

ORF4

ORF3

ORF2

RVT_1

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 500 1000 1500 2000 2500 3000

ORF1

ORF6

ORF2

ORF5

ORF4

ORF3

RVT_1

Before 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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