
Start crop Point End crop Point

MSA length = 428
- - - - - - - - - - - - - - - AAA T AA T - - - CA T AAAA T TGA T T A - - AA T A T A - - - - T T T T T C T ACAAACGT CAGT AGAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCA T T T T T AGCAC T T A T A T CA T AAA T AA T T A T CA T - - - - - - - - - - - - - - - A T A T T A T A T CAC - - - - - - - - - - AAGACC T A T AAA T T T AA T T AA T
- - - - - - AAGT AAA T TGA T T T A T - - - - - - - - - - - - - - - - - T AAA T A T T - - - T A T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCA - C T T T TGCAC T T A TGT CA T AAA T AAC T A T T T T T T - - - - - - - A TGT AAAAACACC T CGAC T AA T TGACAAGAAACGA T AGAA T A T AAC - - - -
GT C T AAAAA T CAA T AA T T T T A TGA T C T T AACAC TGAA T AAAAAAA T A - - - T T T T T T T T ACAAACGT CAGT AAAAA TGT A T T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T A T CA T AAA T AAC T A T T CCG - - - - - - - - - - - T T A T T T T T AC T C T T T AGT T T T T T CCAA T A T T T T AAGT T T T T C T - - - -
T T T CAAAAA T AAAAAGGT T A T AGGTGCCAC T T T TGAGAC - AAA T A T A T A T T T T T T T C T ACAAA TGT CAGT A T AAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T - CA T CA T AAA T AAC T A T T T T A - T AGA - - - GT T T TGGT A TGGCC T T AC T TGTGCCC T T AC T A T AAAGAGT CGT A T T - A - -
- C T AAGAAGA T TGT AA T T T A T T - - - C T T AA T A T TGA T AA - - AAA T T A - - - T T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AA TGCA TGT TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T A T CA T AAA T A T C T A T T T T T T T AAAAAAA TG - TGACA T T A TGT CAC TGA TGGT A - AAAGT CA T T T AGT T T T AGC T AAA
T T T - - - - AACA T T T AA T T T AGTGAC T T CA T T T T T AAGT A T AAGCACA T A T A T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT AAA TGCCA T T T CGAGAAAGT C TGGGA T A T T T T T T A T T T C T A T - - - -
- - - T CGT AACAAA T AGT T C T T T AA T T T T T A T ACGT A T AAAAAAAA T A - GA T T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T A T CA T AAA T AAC T A T T T A T T - - - - AAAA - - - - - A T A T T T T T T T ACAGGT T T T ACGAGT AAAAA T AGT T T T T T T - - AC
- - - - AGAAAAGAGT A TGT T A T T - - - - - - - - - - - - - - - - - CAAA T AAA - A T A T T T T T C T ACAAACGT CAGAAAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT AGAAGT T T CA T T T T T A T T - - - - - - - - - - - - - - - - GA T T T T T T CAAA
T T T - - - - - ACAAA T AGT T T T T C - - - CCGAC T T T TGCGGAGAAACAAAAA T T T T T T TGTGCAAACA T CAGT AAAAA TGT AA T T T T T AACGCA T AGTGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAGT T A T A T CA T AAA T AAC T A T T A T T - T CAAAAAAC T T AGT AGT T T ACAAAGAAC T A T C T T AGT T T T AGGTGGT T T T CC T - AAA
CC T T A TGGA T T T A TGAGA TGA T - - - T C T T AA T T T AAAAG - CAA T A T A - - - T T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T A T CA - AAA T AAC T A T A T T - - - - - - - - - - - - - - - A T A T CA T T T T T T - - - - - - - - - AAAGA T T T T T ACGT T T AA T - - - -
T T T T CGA T AAC T A T AAAC T A T C - - - - - - - - - - - - - - - - - GAAC T AAA T A T T T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T - - - - - AAA T AAC T A T TGTGT - - - - - - - A T T T T AAAAC - - - - - - - - - - - - GT A TGACGT AAA T T AAAA T T C T A T TGA T
- - - - - T A TGT CCACGGAA T A T TGGGCCC TGT A T T A T T A T T AAA T C T A T A T T A T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AGCGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T A T CA T AAA T AAC T A T T T AC T T AA T AAAGTGT T A T T T T T AACCC T AGAA T AA T CAAAA TGT C T CAAA T T T T CA T T AAA
- - - - GAAAA T A T T T ACAC T T A TGA T CCA TGT A T T ACAA - T AAA T ACGT AC T T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGA TGT CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T T AA T A T C T ACGT T T AAA T A T CA TGA T T AC TGCAAGT T C T T C T - - - T
- - - - - - - - - - - - A TGGAA T A T C - - - CCGT A T A T - - - - - - - - - - - - T A - - - T T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T A T CA T AAA T AAC T A T T A T T T AAAAAAAGTGT T T AAA T T T C T T T AA TGGT T T TGCAGA T ACACACAGTGT T A T T - - - -
T T T T ACAAC T CGGT T A T T T T T A - - - - - C T T T T T TGAAAAAAAA T A T A - - - T T T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA T ACCAC T T T T AGCAC T T A T A T CA T AAA T AAC T A T T A T A - - - - - - - - - - - T CGAGA T - - - - - - - C T AC TGCCC T CAAAA T A T T TGCAC T T A T T - A T C
T T A TGT AAAC TGA T CA T T T A TGAA T C T T AAAA T T A - - - - T AAA T A T A - - - T A T T T T C T ACAAACGT CAGT AAAAA TGT AA T T T T T AACGCA TGC TGT CAG - - - - - - - - - - AAAA - ACCAC T T T T AGCAC T T A T A T CA T AAA T AAC T A T T T T T C - - - - - - - A T T T T TGC T T T T A T T T AC T AC T AAGT T AGA T A T CAAAGAA T T T ACA TGA T
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TE: rnd_4_family_2442.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: 428bp; fragments: 1791; full length: 227 (>=385.2bp)
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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

After TEtrimmer 428 bp
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TE: rnd_4_family_2442.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: 740bp; fragments: 1867; full length: 0 (>=666bp)

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_4_family_2442

 size: 670bp; fragments: 3071; full length: 1 (>=603bp)
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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 670 bp
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After 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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