
Start crop Point End crop Point

MSA length = 735
- - AAAAGA T A T CA T T T AA T T T T T T AAGGA T T AGAGAGGGGCAGT T A T A T A TGGT A T AA T TGC TGGAGACA T TGA T T TGT T T ACAC T TGGCGCA T AACGCA - - - - - - - - - - AAGAC TGTGAGT T TGAGT C T CC TGT CCC T CAGT AGAGGA T T T T AAC T AA T T A T T A TGT AC T CAC - - - - - A T TGGGT CGC TGAACGCGT AC T - - - AA T A TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A T AGA TGGT A T AA T TGC TGGAGACA T TGA T T TGT T AA TGGT AGGT ACA T AA TGCA - - - - - - - - - - AAGAC TGTGAGC T TGAGT C T CC TGT CCC T CAGT AGAGGA T T T T AAC T AA T T A T T A TGT A T T CAC - - - - - A T TGGGT CGC TGAACGC T T AC T - - - AA T A TG
T TGAGAAA T AACAGGT AA - - - AC TGGAAAA TGCGAGGT A TGGAAAA T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAC TGTGAGT T TGTGT C T CC TGT CCC T CAGT AGCGGA T T T T AAC T AA T T A T T ACGT AC T CA T A T A T A T A T AAGT T A T T T T - - - - T T A T T T AAGA TGCA
TGGACAAGCAAAA T T T A - T T T T T TGAAAA T T T T T AAAA - - - AA T CA T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAC TGTGAGT T TGAGT C T CCCGT CCC T CAGT AGAGGA T T T T AAC T AA T CAAAGT - - T T T T T T T A T AC T T T A T AC T T T TGAACGGT TGT T T AAAAAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAC TGTGAGT T TGTGT C T CC TGT CCC T CAGAAGAGGA T T T T AAC T AA T CAGC - T A T T A TGA T T AA T AA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGAAGT T A T T T T T T T A - T T AC T AA T AGT AGT AAAAGA TGAGT T A T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGCA - - - - - - - - - - GTGAC TGTGAGT T TGAGT C T CC TGCCC T T CAGT AGAGAA T T T T AAC T AA T T AA - - - - - - - - - AC T AA T AGT T T A T AC T C T T T AC T C T T ACG - - - - - - - - -
- - TGAA TGTGGAA T T CAA T T TGT T A T AAA T T A T AA T A T ACCAACC TGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAC TGTGAGT - - - - - - C T CC T A T CCCCCAGT AGAGGA T T T T AAC T AA T T A T T A TGT AC T CA T TGAACA T T AGGT CGT TGAACGC T T AC T - - - AAAAAA
T T AAAAAGT T AA - - - - - - - - - GT T AAAGA TGGA T A TGAAACAGT T A T AGA TGGT AAAA T TGC T TGAGACA T TGA T T TGT T AACAC T TGACACA T AACGCA - - - - - - - - - - AAGAC TGTGAGT T TGAGT C T CC TGT CCC T CAGT AGAGGA T T T T AAC T AA T T A T AA TGT AC T CAC - - - - - GT TGAGT CGC TGAACGC T T AC TGAAAA T T T A
C T AAGA T A T AAAA T T CAA - - - GT T AAAGA T TGAGGTGAAACAGT T A T AGA TGGT A T AA T TGC TGGAGACA T T AA T T TGT T AACAC T TGGCACA T AACGCA - - - - - - - - - - GTGAC T T TGTGT - - - - - - C T CC T A T CCC T CAGT AGAGGA T T T T AAC T AA T CAGT - T A T T A T T A T T AA T AA T T AA - - - - - - - - - - - - - - - - - - - - - - - - - -
CAAGAGAA T AAAAGT CGG - A T T AAGAAAA T T A T T A T A T CGCCGT T A T AGA - - - - - - - - - - - - - - - - - - - AC TGA T T TGT T AACAC T TGGCACA T AACGCA - - - - - - - - - - CAGAC TGTGAGT T TGAGT C T CC TGT T AA T CAGT AGA T T A T T T T AA T T AA T T A T T A TGT AC T CAC - - - - - A T TGGGT TGC TGAACGC T T ACC - - AAAAA T A
T T AAAA T AGA T A T T T T A T AA TGT T AAAGA TGGA TGTGAAACAGT T A T AGC TGGT A T AA T TGC TGGAGACGT TGA T T TGT T AACAC T TGGCACA T AACGCA - - - - - - - - - - AAAAGAC TGAGT T TGAGT C T AC TGT CCC T CAGT AGAGGA T T T T AAC T AA T AA T T - T C T A T T AACAAA T AA T T TG - - - - - - - - - - - - - - - - - - - - GAGA TG
T CAGCAAGCGAAGC T TGG - - - T C T AGCAGT CAGT AGAAGT AAA T CA T T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGAC TGTGAA T T TGAGT - - - - - - C T CC T CAGT AGACGA T T T T AAC T AA T T ACAA T AC T CCCAGAAAGAA T T AA T T T A T T T T A T T A T T T C T T TGAAAA T C
TGGACAAGCA T AA T T T A T T T T T T TGAAA T T T T T T AAAA - - - AA T CA T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGA - - - - - A T T T TGAGT C T CC TGT CCC T CAGT AGAGGA T T T T AAC T AA T CAAAGT AAA TGCC T T AAAAAAGA T A T T A T TGA - - - - T AA T T T AGAAAAGA
- T AAAAAACAAGAC T T AG - - - GC TGAAGT T T T CAAAAAAAGAA T T CAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T A TGT AC T CAC - - - - - A T TGGGT TGC TGAACGC T T AC T T AACA T A T A
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TE: rnd_5_family_4123.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_ce.fa_gs.fa_bc.fa
 size: 735bp; fragments: 221; full length: 8 (>=661.5bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 735 bp
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TE: rnd_5_family_4123.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: 1045bp; fragments: 207; full length: 0 (>=940.5bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_4123
 size: 485bp; fragments: 185; full length: 10 (>=436.5bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400

0
10

0
20

0
30

0
40

0

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 485 bp



0 100 200 300 400

ORF1

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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