
Start crop Point End crop Point

MSA length = 1324
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCCACACCCGC T T T - - - - - - - - - - - - - - - - CCC TGGGGCC T T A T T C TGT AAGT A T T T T ACCGT T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCC TGAGAGCGA T CCAA - - - - - CCGCGT AA T AGAC T C T T AAGTGT AAGT T ACA
CAAC T TGCACAA - - - - - - - - - - - - - - - - - GGAAAGACA T CAC - - - - - - - - - - - - - - - - - - - - - TGT CC TGGGGCC T T A T T C TGT AAGT A T T T T ACCGT T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCC TGGT C T TGT CC TGGCCG - T ACACAAA T CGT A T T T T T T T T AA T CA T A T C T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AC T C TGGGGCC T T AC T C TGT AAGT A T T T T ACCGT T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCGCGA T A T CGCGC TGC T TGC TGT T T T CAGCC T AAGGT CCAC T A TGT T T T CAG
GGGC T T T AACAA - - - - - - - - - - - - - - - C TGAGACGGC T CCACCC T CGACA TG - - T C - - T T AGGTGT T C TGGGGCC T T A T T C TGT AAGT A T T T T ACCGT T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T T CC
T AA TGGT CGA T A - - - - - - AAGGA T TGT A T C T C T TGAGT T T AAA T ACC T T A TGT A T CA T T TGCAC TGT CAGGGGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCC T CC T A TGT T A T AGGGC T TGT T CCGA T AAGGGT AAA T T T AGGCA T CCGT CC T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGCCACACCCGC T T T - - - - - - - - - - - - - - - - CCC TGGGGCC T T A T T C TGT AAGT A T T T T ACCGT T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCAAAACCGAAAAAGA T ACAGAA T AGGGCCCC TGAGAGC - - - - - - - - - - - - - - - - - - - - - - GAC T C T T AAGAA T A TGT T - - -
- AA T T T T AGACA T T T A T AGA TGA T AGCCGGGGA TGT TGACAC - - - - - - - A - - T A T T - - - - - CGCGA T C TGGGGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCCCAGCGGAAC T AAAGTGGT - AAAA T CACAAAAAAGT C T ACGGAA T T T TGT C
CGCC TGT CGT CA T T T AAGA T TGGGGCACCGGGAAAAGT ACA T A TGC T T T A - - AA T C - - - - - CGGGGCCCGGGGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAAC TGAAAAAGA T ACAGAA T AGGGCCCCCGGACGAGT T CCGACGAA T A TGTGT AAAGAACAC T TGACAA TGT T TGACC
AAAGT A T TGACA T T - - - - - - - - - - - - - A TGCCGCAACCGCAC - - - - - - - - - - - - - - - - - - - CGA T C T CCGGGGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCCCGA T CGGGGC T T CGCCGA T A TGGGGAAGT CGGAGT T CGACGAC T CGA T CA
CAA T TGC T AGT T - - - - - - A T T T - - T T C T T T CAGTGT T T T CCC T ACGGT T - - - - - T C - - - - - - - - - C T C TGGGGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCC - TGAGTGGTGCAAGT C T T - - - GACAAAACAGCAA T T TGCAA TGC T AA T T T
T AGA T C T AAA T A T C T AAAA T TGAA T A T AAA T AGT AA T AA T AC T AA T T T T A T A T A T CAGT TGCGAC T CCAGGAGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCC TGGAGTGA TGACAGA T T T - CAGGT AAA T AAGAAC T T T - - - - - - - - - - - - -
- AAC TGT ACA T AAC T AAA - - - - - - TGTGT AGGT T AA T T C T A T - - - - - - - - - - - - - - - - T TGCCCAGT CAGGAGCC T T A T T C TGT AAGT A T T T T A T CGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGT AAAAGA T ACAGAA T AGGGCCCCAGGT AAGGT T T TGAGT CG - GAA TGTGC TGGCAC T C T CGA TGT AC T A T A T T
T A T T TGT A T A T A - - - - - - GT TGA T T T T C T CCGA TGGTGGCACCACCGCC - - - T A T CAGT TGGGCGCCCAGGGGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCC - GGGGCGGAGAGCC T C T - - - - - - - AAGAGGGAGGT T TGCCGCCCC T AC - -
AAAACACAGT TGGT AAAAA T CAA TGA TGT ACAA TGGACA T AA T TGT T T CGTGT AACAGT TGGA T TGCCAGGGGCC T T A T T C TGT T AGT A T T T T ACCGA T C - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCCCCAGA T C T AGT T A TGCCC T C - - AAA T AA T TGCGGAAAA TGT TG - - - - - - - - -
CAACCC TGT AC T T T - - - - - - - - A T CA TGT T TGT TGA T AGCA T T AAGGT CGTG - - - - AGT T ACGCGCAC TGGAGCC T T A T T C TGT AAGT A T T T T ACCGA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGTGA TGACAGA T T T - CAGGT AAA T AAGAAC T T T - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - A T T CAC TGACCCAACGA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAA T CGAA T T T T CGGA T CCGAAACCGAAAAAGA T ACAGAA T AGGGCC - - - - - - - - - - - - - - - - - - - - T T AGAAAA T CGGGA T A T T TGCAGCGCCC T C TG
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TE: rnd_5_family_7239.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: 1324bp; fragments: 258; full length: 22 (>=1191.6bp)
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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 1324 bp
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TE: rnd_5_family_7239.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: 1625bp; fragments: 257; full length: 0 (>=1462.5bp)

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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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_7239

 size: 1260bp; fragments: 349; full length: 1 (>=1134bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1260 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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