
Start crop Point End crop Point

MSA length = 683
AAAAA T C TGT AC T AA T ACA T - - - - - GAAAGCGT T T T T AAAAA T AAAA - - - - - - - - - - - - - - - - - - CAGTGA TGT T AGT T C T AGGGA T T T T T T CC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGT T CGACAA T CCGAC - GACA T T T AGA T T T TGA T T A T T C T AC TGT T AAAAGT
- - - - - - - - - - - - - - - - - - - - - - - - - T ACCGT AGTGT CCGT AGT T CA T - - - - - - - - - - - T A T CAGT CAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGA T A T CAGT T - - - - - TGGC T T T CAGGCGT CCGT CGCACCGT C T T C T ACGA T
GCAGAGA TGCAC TGCAACA T T T T A TGT ACA T TGT T T CAA T CA T CAA T - - - - - - - - - - - - - - - - - - CAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGC T TGCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGT T AGT AA -
A TGGGGA T A TGCC T A T ACGT T T - AA T ACCGCAA T T ACCGCC - - - - - - - - - AGAGGGCA T CGGGGCCAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGGT CGGGGCGCCAAA - GCCGT AAAAA T A T T AAAAA T CA T AGA T AAAAGAA -
- AAA T T A T A T A T T T A T ACA T T T T A T T CACACGT CA T T TGCCA TGAC T - - - - - - - - - - - - - - - - - CCAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGT - - - - - - - - - - - - - - TGAAC T AGGAAACAAACAAC T CAA T AA T AAA T AG -
AAGAC T T CACACC T ACACA T A T T - - - - - - - - - - - - - - - - - - - - - - - - T ACA - - - - - - - T T T CAGT CAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAA T C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGGT T T CAGT T A T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AAGT C T A T CC T TGTG - - - - - - - - T CAGAAGT T T T C TGCGC T TG - - - - - - GGGGA T AGT T AAAGCAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACAACAC TGG - - - - - - - GT T AAA - GACGT T CAAA T A T TGAA T T AAA TGT T T A T AA - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGCGCAGTGA TGT T AGT T CAAGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T T ACA T CAC TGC T TGAGGC T C T AA T T T A T A T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - T
- - - - - - - - - - - - - - - - - - - - - - - - - T ACCGT AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGCCGT CAGT T T TGGC TGGC T T T CAGGCGCCCGT CGCACCGT CC T C T ACGA T
ACA TGGA T A T T T T T A T A - - - - - - A T CGCAGCAGT AC T CGCCA T T T T A T A T AGGGGGCA T T T AAGCCAGTGA TGT T AGT T C T AGAGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGA T T T AAGC T CCAAAGT C T A TGAAGAGT C T AAC T C T AGCC T C TGACGAAGT
A T A T A T A T A T T C T T - - - TGT T T T C T T C T T ACACCAC TGGCCA T T AA T - - - - - - - - - - - TGT AGGACAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAA T C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGGTGGGAGA TGCAGA T CACAC T CAAGC T T TGT T T CCGC TGT A T T T TGACA T
ACAAGGA TGCAC T T T T ACAC T - - - - CAC T CGA T T T T C TGT CC T T T A - - - - A TGGGGCA T TGGA TGCAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC T - - - - - - - - - - - - - - - - GC TGTGA TG - T A T AAACGC T CGT A TGT AAAA - - - -
T T A T ACA T A T A T A T ACACA T C - - - - T A T TGAA T C T A TGGT T A TGCA T CA TGGGT AGCA T T CAAA T CAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T C T C T C T T CACA T CAC TGA - - - - - - - T T CAAA - - - - - - - - - - - TGT T ACAAA T TGAACCGAAAGGG - -
GCA TGA - - - - - - - - - - - - - - - - - - - - - - - - - AGT TGCAGCGACC T T T T A T A - GGGGC - T T TGGGCCAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGT T T CGGGC - CCAGA - T T CA TGAAGA T T CCAAA T T CGCCGC T AGGGGCGA T
- T AACAA T A T T A T T A TGCA T T C T A T C T CACGA T C T T T CGT CA T TGA T T C T A - - - - - - - T CGGTGGCAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGGT CGTGGT - - - - - - - - - - - - - - - - AAGT T AA T TGT - - - - - - - - - - - - - - T
- - - - - - - - - - - - - - - - - - - - - - - - - AAC TGAAC T - - - - - - - - - - - - - - - - - - - - - - - - - ACGGGACAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - A T TGGCAACACAGT C T CAAGA T T T T T A T T C T C T CCC T CC T CACA T CAC TGC T AACAGT T T T A - - - - - - - - - - - - - - - - - - ACCGC TGCGC TGT AAA TGAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AGT T CAGTGA TGT T AGT T C T AGGGA T T T T T CCC T AGA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_6491.fasta.b.bed_uf.bed_g_1.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: 683bp; fragments: 121; full length: 14 (>=614.7bp)
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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 683 bp
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TE: rnd_5_family_6491.fasta.b.bed_uf.bed_g_1.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: 984bp; fragments: 121; full length: 0 (>=885.6bp)
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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_6491
 size: 678bp; fragments: 126; full length: 14 (>=610.2bp)
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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 678 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
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PFAM domains



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

TE consensus after TEtrimmer (bp)
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