
Start crop Point End crop Point

MSA length = 2128
A T AA - - - - - T AA T CGAAAGT AGGAACCC T A T AGAAA T AGT - - - - TGCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCGA - - - - - - - - - - GCCAGGAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCACCGGCCC TGGT TGC T CAGC T A T AGGGT TGCCAGA T T T - - - - - AACAGGTGAA T CAAAA T
AC T AA T A T CCAA TGT T T CACAGT CACAA T T T CAACA T AA T - - - - T T T CAACAGGGCCGGCGGAAGGGCCGGGCGA - - - - - - - - - - - - - CCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T A T A TGGT - - - - -
GT CA - - - - - - - - - ACGGA T T AGT T ACGT T T C T A - - - - - - - - - - - - - - - TGCAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGT CGC T CGGGGC T CCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGT C T CAC T A T T T C T C T T CCGCCGGCCC TG - - - - - - - - - TGT C T A TGC T T T T TGC T T T T A T T TGA TGACGAGAGT AA T A -
AACA - - - - - CAGCA TGC T T T AA TGGT A T A T T AA - - - - - - - - - - - CGT T AACAGGGCCGGCGGAAGGGCAGGGCGACCCGGGCGGT CACCCGGGGCGCCGT - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T T T C T T CCGCCGGCCC TGAACGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGT A T AAGT TGA T A -
A T AAA TGTGT CA T AC T AA T TGAAGT TGA T T A T A - - - - - - - - - - - - - - - CACAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGT T ACCCGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGA T T A T T AA T T T T T CAGA T TGT TGT - T T A T A T T T A T T T AACAAGT TGT AAC
AGGGGCGAACGT CGAAAA T CAAGGACC T A T TGGACACAA T A T T AAAAGACCAGGCCCGGCGGAAGGGCCGGGCGACCCGGGCGGT CGCC TGGGACGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CACCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGAG - - - AAACC T T AC TGC T T CAAGCGT T AGAC T - AACAGA T T CA T CAAGGC
- - - - - - - - - CCAGGCCGCA T AGT T AAC T A T AGG - - - - - - - - - - - T T ACAACAAACC T ACA TGCAGGGCCGGGCGAACCGGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGCC T AC T AA T AAAC T AAA T T CA T AAA T CA T C T T - A T CGAGCGAA T T ACGCC
GT AAA TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGCAGCCAGGGCCGGCGGAAGGGCCGGGCGACCCAGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGGCAGC T AGA T TGA T CA T T T A T T ACGT AA T AAGAAACAAAAAAGA TGGTGC
A T - - - - - - - - - - - - - - - - - - - GT T AC T T T T T TGT AA - - - - A T T A - - T C T ACAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGT CGCCCGGGGCGCCGT - - - - - - - - - - GCCAAAAAAGGT AC T CGCCCGGAC T CA T T A T T T C T T T T CCGCCGGCCC TG - - - - - - - - A T A T T C T T A T T T T T TGGT T - - - - - - - - - - - - - - - - - - - - - - -
AGAA T T A T A T A T CGT TGA T TGAAGGT C T T T CA T - - - - - - - A T AA T CAGAGCAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T TGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGGGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACAAA T T AAA TGAAA -
GCCGA TGT A - - - - - - - - - - - GGT CA T CGTGGCA - - - - - - - - - - - - ACAAGCAGGGCCGGCGGAAGGGACGGGCGACACGGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGGCAAC - AAC T TGGTGGGC TGT CGCGC T A T A TGCGT T A TGCAGA T T C TGC -
A T AA - - - - - - - - - - - - - - - - AAGT C T C T T CAAA - - - - - - - - - - - - - - GAACAGGGCCGGCGGAAGGGCCGGGCGACCCGGGCGGT CGCCCGGGGCGCCCA - - - - - - - - - - GCCAGAAAAGGT AC T T A T T AGGCC T CA T T A T T T C T C T T CCGCCGGCCC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAAGAA T CAGAG -
A T AAA T AAA T A T AA T A T AA T AGT T C T CCC T T T AAAA T AA T AA T A T T T CA T CAGGGCCGGCGGAAGGGCCGGGCGAACCGGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGGGT T T - - - A T TGT T ACCC T C T T AAA T TGT A T T T AA T AAA T AAA T T A T T A -
A T T AGT T AA T T AAA T T CA T CAAACACC T T CAGA T AA T AA T C T T T T AC T AAC TGGAA TGT CAAAAAGGCCGGGCGAACCGGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGGGT T T - - - A T TGT T ACCC T C T T AAA T TGT A T T T AA T AAA T AAA T T A T T A -
AAAA T T CAA T AA T A TGT CC T AAACA T C T CAAC T AAGT AA T - - - - T CCCCCCAAAAAC T C TGACAGGGCCGGGCGA T CCGGGCGGT CGCCCGGGGCGCCGA - - - - - - - - - - GCCAGAAAAGGT AC T CGCCCGGCC T CA T T A T T T C T C T T CCGCCGGCCC TGAAC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AGT CGTG - CAGA T CCAGTGAA T A T T C T CCAA - - - - - - - - - - - - - - - CA - - AGA T T - - - - - CAGGGCCGGGCGACCCGGGCGGCCGCCCGGGGCGCCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T AC T T T T TGAGACCC T AA T AC TGCC T T T - T CGGA TGT A T TGT AA -
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TE: rnd_5_family_6466.fasta.b.bed_uf.bed_g_2.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: 2128bp; fragments: 2080; full length: 11 (>=1915.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2128 bp
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TE: rnd_5_family_6466.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2428bp; fragments: 2024; full length: 0 (>=2185.2bp)
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TE consensus genomic coverage plot (bp)
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T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000

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_6466
 size: 1248bp; fragments: 901; full length: 15 (>=1123.2bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1248 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)

TE consensus after TEtrimmer (bp)
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