
Start crop Point End crop Point

MSA length = 1877
T A T T TGAA - - - - - - - - - - - - - - - - T AAGAGACA T T T ACC T AACGT T A TGCAAGA T T AAGAAAGAAGA TGC T CAAACGAAAA T T CAAA T A T T T C T AAAGT T - - - - - - - - - - AGA T T T T A T CC T T A T AC T T T AAAGT ACGGT CGAGAAACAA T CC T T AAA - - AGAA T A T AGGT A T CGA T T T T T T T A TGCAAA T AA T T ACAAAAA T T T T AGAA
CA T ACAAA T TGGT AAGCAAAGA T C T ACGCAAAGACAACA T AACA T T ACAAAAAA T TGCAAAAGAAGA TGC T CAAACGAAAA T T CAAA T A T T T C T AAAGT T - - - - - - - - - - AGA T T T T A T CC T T AAAC T T T AAAGT ACGGT CGAGAAACAA T CCC T AAA - - AAGAAAA T AACA T AGT T A T T T T T A T A T A T T T T A T TGT A T T T T T T AGT AGA
CACACAAAA T A T CGT CCACAAA T T T A T A T AGAAA TGGCA T AACA T TGT AAAAAA T TGCAAAAGAAAA TGC T CAAACGAAAA T T CAAA T A T T T C T AAAGT T - - - - - - - - - - AGA T T T T A T CC T T A T A TGT T AAA TGA T T ACGCAG - - - - - - - - - - - - - - - - AAC T AA T T CA TGACAAAACCA TGTGGT A T CA T CA TGTGGT AG - - - A T T TG
- - - - - - - - - - - - - - - - - - - - - - - - T AAACA T T AA T AACA T AA - - T AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T A T CC T T A T A T AGAAAAA TGCA T C TGT - - - - - - - - - - - - - - - - - AA T T T ACGGC T CGAA TGA T A T T T T CGAAAA T CGT T AACA T A T CC TGT A T A
T AGT CCA T A TGT TGT CCA T CCA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T A T CC T T A T AC T T T AAAGT ACGGT CGAGAAACAA T CC T T AAAA - 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 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 A T A T T A T A T CA T A T ACAA T T T T ACA T AA T AA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T T A T CC T T T A TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACAAA T T AACCA T ACAGCGA T T T T ACAAACGAGT T A T AAAAC T AAAGAA
T T AAAAACCAGT AGGAAACAAA T CGAGA T AGAGA T CA T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T A T CC T T T A T AC T AAAAGT ACGGT CGAGAAACAA T CC T T AAAAAAGAAGA T CAGGC - - - - - - - - - - - - - - - - T AC T AGT AACA T AGCAAGT TGC
GGC T TGGT A TGCAGGC T CAGAC T T TGAGTGT AAA T AA T T T AA - - T T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T T A T CC T T T A T AC TGAAAGT ACGGT CGAGAAACAA T CC T AAAAA T CA T T T T T T CC T T TGGT TGT AAGCC T AAAGC T ACC T ACAC T T CAAAA T T TG
AA T CCAA TGGACAGGC TGAAAA T T T T AGGACAGT T AA - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T A T CC T T T A T AC T AAAAGT ACGGT CGAGAAACGA T CC T T AAAAA T AGT T A T T AGTGGAGT AGA T AAAA T AGA T CAAAGTGAAAGT ACAAAAGAA
CAAA T A T T C T A T AC TGT AA - - - TGT AACAGGAAAC T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T A T CC T T T A T AC T T AAAGT ACGA T CGAGAAACAA T CC T CAAAAACACACA T T - - - - - T T AA T TGT T T T T AAA T A T T AA T T AAAAAA - - - - - - - -
TGT A T AA TGT A T AACCCAAGAAA T AACGCAAAGA TGA T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA TGT T A T CC T T T A T AC T AAAAGT AC TGT CGAGAAA T AA T C T T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T A T CC T 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 A T A T A T A T A T A T A T A T A T A T A T A
CACACAAAA T A T CGT CCACAAA T T T A T A T AGAAA TGGCA T AACA T TGT AAAAAA T TGCAAAAGAAGA TGC T CAAACGAAAA T T CAAA T A T T T C T AAAGT T - - - - - - - - - - AGA T T ACAC - - - - - - A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAGAAA T AC TGACAAAAAC T T T TGGT A T - - - - - - - - - - - - - - - - - - - - -
CA T ACAAA T TGGT AAGCA T AGA T C T ACGCAAAGACAACA T AACA T T ACAAAAAA T TGCAAAAGAAGA TGC T CAAACGAAAA T T CAAA T A T T T C T AAAGT T - - - - - - - - - - AGA T T T T A T CC T T A T AC T T T AAAGT ACGGT CGAGAAACAA T CC T T AAAAAAAAAAAAAAGT A TGTGT AA T A T T ACA T ACA T - - - - - - - - - - - - - - ACA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T T A T CC T T A T AC T T T AAAGT ACGGT CGAGAAACAA T CC T T ACA - - T ACC T A T CAGAC T T T T TGAC T T ACAGT A T AAC T T CGGCAA T CCGT ACACC
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TE: rnd_5_family_12641.fasta.b.bed_uf.bed_g_3.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: 1877bp; fragments: 173; full length: 0 (>=1689.3bp)
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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 1877 bp



0 500 1000 1500 2000

0
5

10
15

TE: rnd_5_family_12641.fasta.b.bed_uf.bed_g_3.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_rc.fa
 size: 2410bp; fragments: 135; full length: 0 (>=2169bp)
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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_12641

 size: 1058bp; fragments: 290; full length: 27 (>=952.2bp)
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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

Before TEtrimmer 1058 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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