
Start crop Point End crop Point

MSA length = 1450
- - - - - - - - - - - - - T TGT T T C TGT CA T T T T AA T T CA - - A T AAA T T - - - - T T TGT AACGCAACGT AACAA T AAAA T A T T A T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CA - AACAGGT AGCAAGT T T AAAAAACA TGC T ACA - - - - - - - - T TGGGT CGT C TGT CGGA - - A T C T T CAGACACA T TGGAAAGAC T T T C - - - -
- - - - A T T AAAAGACAGGGT T T T C T ACA TGAC T TGAGCAGAAAC T T T TGGC TGT AACGCAACGT AA T AA T AAAA T A T T A T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CA - AAAAGGT AGCAAGT T T AAAAAACA TGC T ACAGT AA T TGA - - - - - ACACC T T AGACAC T ACCA T A T T T CAAACGT A T CGGT CC T T A T AGA
- T T AA T T CGA - T T TGGGC T CCC T T A T A T AGGA T AA - - AAACA T T T T AAGC TGT AACGCAACGT AA T AA T AAAA T AAAA T T T T A T T AA T ACA T T ACGGCCA - - - - - - - - - - GC T A T T A T CAAAAA T AGT AGCAAGT T T AAAAAACA TGC T ACA - T T A TGT C T CGGT AAAGC T CA T AAAC T A T C T TGA TGCGTGT CAAA T AC T CGT CGT AGG
T - - - - - - - - - - T C T AGA T T C T T CAGT T T TGC T T T C - - - - - - - - - - - AAGT TGT AACGCAACGT AACAA T AAAA T A T T A T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CA - AAAAGGT AGCAAGT T T AAAAAACA TGC T ACA T T AA TGT C - - - - - T T T T C T AGCAAA - - AACC T AA T CCAGAGT TGGAGGAC T T T T - - - -
T - - - - - - - - - - T C T AGA T T C T T CAGT T T TGC T T T C - - - - - - - - - - - AAGT TGT AACGCAACGT AACAA T AAAA T A T T A T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CA - AAAAGGT AGCAAGT T T AAAAAACA TGC T ACA T T AA TGT C - - - - - T T T T C T AGCAAA - - AACC T AA T CCAGAGT TGGAGGAC T T T T - - - -
- T T A T T TGTGA T T TGA T T T T T AGTGT A T AAAAA TGG - - - - - - - - - - - - A T TGT AACGCAACGT AA T AACAAAA T AAAA T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CAAAAAAGGT AGCAAGT T T AAAAAACA TGC T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T T T A T T T ACA T CGGT AA T T TGT T - - - - -
T C T AAAAGA T CACAAA T C T C T T T AAAA T TGCC T T T - - - GC T A T - - - - - TGTGT AACGCAACGT AA T AACAAAA T AAAA T A T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CAAAAAAGGT AGCAAGT T T AAAAAACA TGC T ACA - - - - - - - - T TGGTGTGCCC T T T AAGC TGTGT T AA T ACGA T A T C TGA T AC T A T T T T A T A
- C TGACCGAAACGT TGTGT T A T ACACGT T ACA T - - - - - T ACA T T - - AACC TGT AACGCAACGT AA T AA T AAA T T AAAA T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CAAAAAAGGT AGCAAGT T T AAAAAACA TGAAAAA - T AA TGT C T TGA T A TGT T AAAGACA - - GTGT T T A T ACAAC T CGACCAAC T A T T T TGGA
T T T AA T TGAAC TGT AA T T T C TGT A T T A T T AA T CC TGAAAACA T T A T AAGT TGT AACGCAACGT AA T AA T AAAA T AAAA TGT T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CAAAAAAGGT AGCAAGT T T AAAAAACA TGC T ACA T T AA - - - - T T TGT A TGCAAAAGAAA - - C T C T A TGAC T T TGCC T AACAA T TGA T T - - - -
- C T AA T T AGA - - - CAGC T A TGT TGAAGT AACGT C - - - - GACA T - - - - - A T TGT AACGCAACGT AA T AACAAAA T AAAA T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CAAAAGA T C T AC T CAGA T CAAAA TG - - - - - - - - - - - - - - - - - - - - - - A T A T C T AACAAA - - A T C T T TGT T TGG - - - - - - - - - - - - - - - - - - -
A T T A T A T CC T T T T T T T T C T T C T T C T T C T ACC T T TG - - AAA T A T T T T - - A T TGT AACGCAACA T AA T AACAAAA T A T T A T T T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - GC T A T T A T CA - AAAAGGT AGCAAGT T T AAAAAACA TGC T AAA - - - - - - - - - - - - - A T A T CAGT AGAGT C T T C T CAA T AGAGAGAAA T CGC T TGT T T - - - -
T C T ACC T AAA T T T T AGT TGACC T T A T A T AGCC T - - - - - GA T A T T - - A - GT TGT AACGCAACGT AA T AA T AAAA T AAAA T T T T A T T AA T ACA T T ACGGCAA - - - - - - - - - - GT T A T T A T CAAAAAAGGT AGCAAGT T T AAAAAACA TGC T ACA - - - - - - - - - - - - - A TGT T AAACCAA - - A T TGAAA T T TGA T CCGAAAAGT T A T - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - CGCAACGT - - - - - GT T A T - - - - - GGTGT AACGCAACGT AA T AACAAAA T AAAA - T T T A T T AA T A T A T T ACGGCGA - - - - - - - - - - GC T A T T A T CAAAAAAGGT AGCAAGT T T AAAAAACA TGC T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - GT AGA T ACAGC - - - - - - - - - - - - - - GT AACGCAACGT AA T AA T AAAA T AAAA T T T T A T T AA T ACA T T ACAGCGA - - - - - - - - - - A T T T T T A T C T AAAGAGA T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T T T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- CAGT A T AA T A T T T TGAC T T C - - - - - - - - - - T ACAGCCAAAAGT TG - - T T TGT AACGCAACC T AA T AACAAAA T AAAA T T T T A T T AGT A T A T T ACGGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T T T T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- T TGAA TGAA TGT T A T T A T T T T CAAA T TGGC T AAA T CAAGT ACC TGT A T T TGT AACGCAACGT AA T AACAAAA T AAAA TGT T A T T AA T ACA T T ACGGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- T TGAAAA T AA T T T A TGT T T A T T AC T T T AGC T T CA - - - - - CA T T T T - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T A T T A T CAAAAAAGGT AGCAAGT T T AAAAAACA TGC T ACA T - - - - - - - - - - - - AAA TGGGGAAAAC T T T T T T AAAA T T T ACA TGGGA T T TGC T T CAGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - T AA TGA T AA - - - - - - - - - - - - T A TGT AACGCAACGT AA T AACAAAA T A - AA T A T T A T T AA T ACA T T ACGGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_106.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: 1450bp; fragments: 421; full length: 25 (>=1305bp)
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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 1450 bp
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TE: rnd_5_family_106.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: 1761bp; fragments: 401; full length: 0 (>=1584.9bp)
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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_5_family_106
 size: 1477bp; fragments: 433; full length: 24 (>=1329.3bp)
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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 1477 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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