
Start crop Point End crop Point

MSA length = 1346
A T CGT T AGACA T CGT CGAGGC T AGA T TGAGGCACGT CGT AACGT T T T CCGAAAGGC T T CGC TGCC T C T TGGGGGAGTGA TGGAGC T C T TGAAGTGC TGT C - - - - - - - - - - CGAAAC T C T T T T AGT T T T AA T AC TGAA T A T TGT C T ACCACA T T CAAAGAA - - - - - - C TGT - - - T A T T A T T C T CC TGAA - - - - T T A T T T T AAAAAA T T CAC
ACAA TGA T T CAGT A T T AAAAC T AAA T T T CGGAC T T CCA T TGT C T T T A T T T A T T T A T T T TGC TGCC T C T TGGGGGAGTGA TGGAGC T C T TGAGGTGC TGT C - - - - - - - - - - CGC T CC T AGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC T T A T TGT AAA T A T T AA T T T CA T T AA T AAAGCGT CAAAAAGAGGA T T A
A T CGT T AGACA T CGT CGAGGC T AGA T TGAGGGA TGACGT AACGT T T T CCGAAAGGC T T CGC TGCC T C T TGGGGGAGTGA TGGAGC T C T TGAGGTGC TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CC TGC T CAAAAAA T T CCAGT T CCAAGT AAAA T A T T ACAA T A T T T T T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAAC T CC T T T AGT T T T AA T AC TGAA T A T TGT C T ACCACA T T CAAAGAA - - - - - - T T T CA - - T A T T CA TGT T T CGAA - - - - TGAA T A TGA T AAA T A T A T
A T CA T T AGACA T CGT CGAGGC T AG - - - GGGGGA TGACGT AACGT T T T CCGAAAGGC T T CGC TGCC T C T TGGGGGAGTGA TGGAGC T C T TGAGGTGC TGT C - - - - - - - - - - CGAAAC T C T T T T AA T T T T A T T A T T T AA T AAAGTGT - - - - - - - - - - - - - - - GC T ACGT T AAG - - TGT T C T A T T T T T AA - - - - - - CA T T A T AAGAAA - - - - -
A T CGT T AGACA T CGT CGAGGC T AGA T TGAGGAA TGACGT AACGT T T T CCGAAAGGC T T CGC TGCC T C T T AGGGGAGTGA TGGAGC T C T TGAGGT CC TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC T T T TGCCCCAAA - - - A TGA T TGCAAAA T C T T C - -
GGTGTGT CA TGAAGGT AA TGT TGGA TGAGT AAC T AAA T T T AAC T T T T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAA T T A T T T T AGT T T T AA T AC TGAA T A T TGT C TGCCACA T T CAAAGAAGT A T T A T T A T T AA T A T T T T C T C T CAA T A T AA - - - - - - - - - - - - - - - - - - -
GGT A TGA T T T T T T A TGAA TGT T T AA T TGAAGAAGAAAA T AAAGA T T T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAAC T C T T T T AGT T T TGA T AC TGAA T T T TGT C T ACCACA T T CAAAGAAAA T CA T T T A T AAA T AC T CA T A T T TGAAG - AAGT AGC TGT AGA T T A T T T AA
ACAA TGA T T CAGTGT T AAAAC T AAA T T T CGGCC T T CCA T TGT C T T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T T C T T C T T C - CGT T T T TGC T T CAAA T AAACAGCC T TGAGT AA T A T T C
GGTGT T - - - - - - - - - - - - - - - - - - - - - C TGGTGT T T CCCCA T T T T CCCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAAC T C T T T T AGT T T T AACAC TGAA T A T TGT C T ACCACA T T CAAAGCAGT CC TGT T AAAAA TGT T C T T AC T T AAAGT A - ACAAC TGGAAGAAGCCCAA
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TE: rnd_1_family_317.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 1346bp; fragments: 10894; full length: 372 (>=1211.4bp)
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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 1346 bp
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TE: rnd_1_family_317.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1650bp; fragments: 7833; full length: 2 (>=1485bp)
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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_1_family_317
 size: 987bp; fragments: 5990; full length: 595 (>=888.3bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 987 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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