
Start crop Point End crop Point

MSA length = 667
CC T T CC T TG - - - A T C T C T T T A T T CAAAGA TGT - - - - - - - - - - - - - - - - - - - - - - - - AGACCGT TGT AAAGCCAGGGACACA T TGT T C TGT CGTGT TGTGT - - - - - - - - - - ACACAACACGACACAACACACACGAACAA TGTGT CCCCGGC T T AGCA - - - AAACA T A T T CA T T - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT CA T T T T T
T TGA T A T AGA - - AA T A T ACCA T AGCAA T A T ACA T A T T A T CAA TGT CA T T T - - - - C T T AA T AAA T A T AAAGCCCC TGACACA T T A T T C TGACGTGT TGTGT - - - - - - - - - - ACAAGACACAACACA T CACGT CAGAACAA TGTGT C T CCGGC T T - - CA T T T AAAA T T AA T CA T AA T A T AC T CAAGT T CA T A T CAACGAAC T TGAAA T T AC T
GCCA T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C TGT ACAGT C T - GA - T T C T T T AAGAGT AAAGCCAGGGACACA T TGT T C TGGCGTGT TGTGT - - - - - - - - - - ACACGACACAA T ACAACACGT CAGAACAA TGTGT C T C TGGC T T AGCA T T T C TGACGTGT TGTGGTGTGC T CAAGT T CA T A T CAGC T T A T T C T T TGCA T T T
GT CAGA T T A - - - - - - T T AA T A T A T AAA T A T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T T AAGCCAGGGACACA T T A T T C TGACGTGT TGTGT - - - - - - - - - - ACACGACACAACACA T CACGT CAGAACAA TGTGT C T CCGGC T T A T T A T T T AAAGA T AA T AA TGGT A T ACAACAGC - - - - A T AACCCAGT C T AAA TGT T T C
T T AA T A T AG - - - - - - - - - T TGT AGT AAAA T ACA T A T T A T CAA TGT CA T T TGGA - C T T AA T AAA T A T AAAGCCAGGGACACA T TGT T C TGAC - - - - - T TGT - - - - - - - - - - - - - - - - - - CAACACA T CACGT CAGAACAA TGT C T C T CCGGC T T - - CA T T T AAAA T T AA T CA T AACA T AC T CAAGT T CA T A T CAACGAAC T TGAAA T T AC T
C T T AAGGCCACGT AAGCGCCA T T AAAAAA T AA - - - - - - - - - - - - - - - - - - - - - - - - A T ACGT C T C T AAAGCCAGGAACACA T T A T T C TGACGTGT TGT A T - - - - - - - - - - GCACGACACAAAACA T CACGT CAGAACAA TGTGT CCCCGGC T T AGCAA T T A T CA T CGA T TGT T - - - - - - - - - - - - - - A T CCCAGCCGT T TGACAACGA T T
T T T T T AC T AACGA TGCC T T AA TGCAAA T T AAAA T - - CACAC TGA T T AGT C - - - - - T T AACACAGGT T T AGGCCAGGGCACA T TGT T C TGACGTGT TGTGT - - - - - - - - - - ACACGGT CCGAC TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T CCACGGT C - - - - - - - - - - - - T CGT ACCAGCA - - - - - - - - - - - - - T
T TGA TGC TGAGGC T T TGT T T ACGCGGAA T CCAGT - GGGCC T C T A T CAC - T - - - GC T T AGCGAGTGT C T AAACAGGGACACA T T A T T C TGACGTGA TGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGAA T A T T CGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T
T C T A T CGT AAC T T A T A T T A T A T A T AAAAA T AAA T A T AAAA T AAACAAA T T AGAGGT AAACCA TGA T T AAACCAGGGACACA T TGT T C TGACGTGT TGTGT - - - - - - - - - - ACACGACACAACACA T CACGT CAGAACAA TGTGT CC T - - - - - - - - - - - - - AAA T T CAGTGGCCGT A T A T T CA - - - - - - - - - CAGAGAAC - - - - - - - - - - -
T C T A T CGT AAC T T AAA T T A T A T A T AAAAA T AAA T A T AAAA T AAACAAA T T AGAGGT AAACCA TGA T T AAACCAGGGACACA T TGT T C TGAC - - - - - - - - - - - - - - - - - - - ACACGACACAACACA T CACGT CAGAACAA TGTGT CC T - - - - - - - - - - - - - AAA T T CAGTGGCCGT A T A T T CA - - - - - - - - - CAGAGAACA - - - - - - T A T T
- - - - - - - - - - - - - - - - - - - T A T T T AAAAACA TGA - - - - - - - - - - - - - - - T - - - - - - - - - T T AGAGT AAAGCCAGGG - CACA T TGT T C TGAC - - - - - GTGT - - - - - - - - - - ACACAACACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T
T C T A T ACCCACGAC T CCAGT A T T T TGA T A T T T - - A T AGA T C T CGC T AACCAGAGA T A T T CC TGCA T T AAGCCAGGGACACA T TGT T C TGACGTGT TGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGA T T T CGGT C - - - - - - - - - - - - - - - - - - AAAAAAA T - CGAGAA T T T T
T C T A T ACCCACGGC T CCAGT A T T T TGA T A T T T - - A T AGA T C T CGC T AACCAGAGA T A T T CC TGCA T T AAGCCAGGGACACA T TGT T C TGACGTGT TGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGA T T T CGGT C - - - - - - - - - - - - - - - - - - AAAAAAA T - CGAGAA T T T T
GCCA T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C TGT ACAGT C T - GA - T T C T T T AAGAGT AAAGCCAGGGACACA T TGT T C TGGCGTGT TGTGT - - - - - - - - - - ACACGACACAA T ACAACACGT CAGAACAA TGTGT C T C TGGC T T AGCA T T T C TGACGTGT TGTGGTGTGC T CAAGT T CA T A T CAGC T T A T T C T T TGCA T T T
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TE: rnd_5_family_2701.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 667bp; fragments: 144; full length: 16 (>=600.3bp)
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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 667 bp
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TE: rnd_5_family_2701.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 978bp; fragments: 138; full length: 0 (>=880.2bp)

TE consensus (bp)
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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_2701

 size: 629bp; fragments: 131; full length: 15 (>=566.1bp)
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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 629 bp
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After 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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