
Start crop Point End crop Point

MSA length = 184
CGT T C - TGT AC T T CAACA T T T AGAAAA T T T AA - - - - - AAACC T AAGT T AGGGT C TGA T T T CC T AGCGACGT C TGGCGT CCGCGGCCCGCCGCACAC TGGT - - - - - - - - - - AC TGT ACGGCGGGCCGTGGACGC T AG - CCGT CGC T AGGAAA T CACACC T T T AGC T C T T T TGT A T T A T C T T CA T T - - - - - - - - - - - - - - - - - - - CCGT C T T
T AC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACAGT AC T T T T AAGGTGTGA T T T CC T AGCGACGT C TGGCGT CCGCGGCC TGCCGCGCAC TGGT - - - - - - - - - - AC TGTGCGACGGAACGCGGACGCCAG - CCGT CGC T AGGAAA T CAGA T CA T T AGCGTGGT TGAAAGAA T TGGGAAGAAGCAACC T AA T CAGT AC T T ACGT C
T T T T T A TGT C - - - - - - - - - - CAAA - AGT A T AA - - - - - - - - - - - - - - - - GTGGTGT - A T T T CC TGGCGACGT C TGGCGT CCGCGGCC TGCCGCACAC TGGT - - - - - - - - - - ACAGTGCGGCGGGCCGCGGGC T CCAG - ACGT CGC T AAGA T A T CACACC T T A - - ACA TGCAGC T CGCC TGT C T CGA T AGCCGT T - - - T T T - - - - ACGT TGT
TGA T T - TGT CC T TGAAAA T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGTGA T T T CC T AGCGACGT C TGGCGT CCGCGGCCCGCCGCACGC TGGT - - - - - - - - - - AC TGTGTGGCGGGC T A TGGACGCCAGCGCGT CGC T AGGAAA T CAAACC T T AAGAGT T ACAA T T T T T T T T TGAGTGAAA T AACA T AA T T AA T A T C TGT A T C
T T T T T - - - - - T T T CGAGACC T AC T - - - - - - - - - - - T AAAGGT ACA T T T AAGGTGTGA T T T CC T AGCGACGT C TGGCGT CAGCGT C T CGCCGCA T AC TGGT - - - - - - - - - - AGTGTGCGGCGGGACGCGGACGCCAG - ACGT TGC T AGGAAA T CACACC T T T AGAC - - - - - - - - - - - - - - - - - - - GT A T CAGT T T C - - - - - - - - GT T TGGT
T T C T C - TGT C T C - - AAGA T C T AAA T AACA T AA - - - T AAAGT AGGC T T AAAGGTGTGA T T T CC T AGCAACGT C TGGCGT CCACGGCCCGCCGCA T AC T AGT - - - - - - - - - - AC TGTGCGACGGGACGCGAACGCCAG - ACGT CGC T AGAAAA T CACACC T T AAGC T T T T CAGT T TGGTGT T AGA T - - - - - - - - - - - - - - - - - - - C T ACA T T
T T C T T - - - - - - - - - - AAA T A T AGAAAA T A T - - - - - AA T AA T T T A TGCCA TGT T T CAAGT T C T C TGCGACGT C TGGCGTGCGCGGCCCGCCGCACAC TGGT - - - - - - - - - - AC TGTGC TGCGGGACGCGGACGCCAG - ACA T CGC T AGGAAA T CACACC T T AAGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T C - - - - T AAC T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T CGA T A T C T AAAGGTGCGA T C T CC T AGCGACGT C TGGCGT CCGCGT C T CGCC T CACAC TGGT - - - - - - - - - - A T TGTGCGGCGGGT CGCGGACGGCAG - ACGT CGC T AGGAAA T CA T ACC T T AAAGT CC TGT A T T AGT A T CAGTGTGAAGGCGC T T AA T T TGT A T TGA TGT T
C T C T T - - - - - - - - CGAC T T A T AAA - - - - - - - - T CAGAC T AGACA TGT AAAGGTGTGA T T T CC T TGCGACGT T TGGCGT CCGCGT C T CGCCGC T CA T TGGT - - - - - - - - - - AGTGTGCGGCGGGACGCGGACGCCAG - A TGT TGC T AGGAAA T CACACC T T AAA T CACC T AAGAC T C T C T A T TGCGAAGT A T A T T AA T T AGT A T T T A TGA T
C T C T T - - - - - - - - CGAC T T A T AAA - - - - - - - - T CAGAC T AGACA TGT AAAGGTGTGA T T T CC T TGCGACGT T TGGCGT CCGCGT C T CGCCGC T CA T TGGT - - - - - - - - - - AGTGTGCGGCGGGACGCGGACGCCAG - A TGT TGC T AGGAAA T CACACC T T AAA T CACC T AAGAC T C T C T A T TGCGAAGT A T A T T AA T T AGT A T T T A TGA T
GT C T C T TGCC T T T CGGCC T A T AA - - - - - - - - - T - - ACA TGGCAGT CA T AAGGCGT AA T T T CC - - GCGACGCC TGGCGT CCGCGT C T CGCCGCACAC TGGT - - - - - - - - - - AGTGTGCGGCGGGAAGCGGACGCCAGCGCGT CGC T AGGAAA T CACACAC T AGGAC T CGCAA T AAGGT C TGACC T - - - A T AACCC - - - - - - T A T T TGT T C T
T T T T T - TGT C T T T CAAGCCC T AG - - - - - - AGGT CA T T AAGGTGCGA T T CA TGTGCGA T T T T C T AGCGACGT C T AGCGT CCGCGT C T CGCCGCACAC TGGT - - - - - - - - - - AGTGTGCGGCGGGACGCGAA TGCCAGCGCGT CGC T AGGAAA T CACACC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T C T C - - - - - T T T AAAAA T A T AA - - - - - - - - - - CAAAAAGAC TGC T T A T AGGTGTGA T T T T C T AGCGACGT C TGGCGT CCGCGGCCCGCCGCACAC TGGT - - - - - - - - - - AC TGTGCAGCCGGACGCGAACGCCAG - ACA TGGC T AGGAAA T CACACCGT - A T C T C TGCCA T A T AGC TGTGA T A - - - - - - - - - - - - - - - - - - - TGA T AA T
T CAC T - - - - - - - T CAACC T ACAGAA - - - - - - - - - - T CAAA T AAAAGT T AAGGTGTGA TGT CC T AGCGACGT - - GACGTGCGCGGCCAGCCGCACAC TGGT - - - - - - - - - - AC TGTGC T ACGGGACGCGGACGCCAGCGCGT CGC T AGGAAA T T ACAGA T T T AGCCGC T AGC T T CAC TGC TGTGT - - - GT TGCA T AA T AAGTGT T T A T A T T
CCGC T ACA T C T CAA T TGCAGCAAAAAA T A T AA T T A T AGAGT AGCAGT T A TGGTGTGA T T CCC T AGCGACGT C TGGCA T C - - - - - - - - - - - - CACAC TGGT - - - - - - - - - - AC TGTGCGGCGAGACGCGGAAGCCAG - C TGT CGC T AGGAAA T CACACC T AGACAC T T T AAGCACACC TGT TGA TGAAGCAA T T CAA T T A - - - - ACGC TG -
T T CC T A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AGT T T A TGAAC TGGTGTGA T T T CC T AGCGACGT C TGGCGT CCGCGT C T CGCCGCACCC TGGT - - - - - - - - - - AGTGTGCGGCGTGACGCGGACGCCAGCGCA T CGC T AGGAAA T CACACGT T T AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A - - - - T AAC T T C
GTGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T T TGT T TGA T AA TGT A TGGGCCGC T AGCGACGT C TGGCGT CCGCGT C T CGCCGCACAC TGGT - - - - - - - - - - AG - - TGCGGCGGGACGCGGACGC T AG - ACGT CGC T AGGCAA T CACACC T T T AAC T CCGT C TGAC TGT C T TGC T A - AAACAGA T TG - - - - - - - - - - - - - - -
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TE: rnd_4_family_560.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: 184bp; fragments: 195; full length: 54 (>=165.6bp)
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No TE domain detected

After TEtrimmer 184 bp
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TE: rnd_4_family_560.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: 484bp; fragments: 188; full length: 0 (>=435.6bp)
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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_560

 size: 355bp; fragments: 211; full length: 0 (>=319.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 355 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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