
Start crop Point End crop Point

MSA length = 1746
A T T T AACAGAAA T T AAA T CAAACGCAA T AGGT CCAGA TGA T C T AAACA T T CAAA TGGT A T AC T T TGT TGCCC TGA TGT C T A T CCAAGA TGTGAAAAC T AG - - - - - - - - - - AC T ACAC T T T C T ACAC T ACAAA T AAA TGA T T T A T T A T T A T T A T T A T T A T T A T - - - - - - - - - - T A T A T ACA T AA T A T TGGA T A T ACGT A T AAA T AGGAA T -
A T T T AAC TGAAA T T AAA T CAAACGCAA TGGA TGGAGA TGA T C T AAACA T T CAAA T AGT A T AC T T T T T T T CCCC T A TGT C TGT CCAAGA TGT AGAGAA T AG - - - - - - - - - - TGT ACAC T T T C T ACAC T ACAAA T AAA T T A T T T A T T A T T A T T A T T A T T A T T T AC T AAAAGT A T C T T C T ACGT A T CAA T T AA T AGACA T T T ACAGAA T AAA T
TGA T AC T T AGGT A T AGT T TGAA T A T T TGT CA TGGT AACGA T T T T AACA T T CAAA TGGT A T AC T T TGT TGCCC TGA TGT C T A T CCAAGA TGTGGAAAA T AG - - - - - - - - - - TGT ACAC T T T C T A T AC T ACAAA T AAA TGA T T T A T T A T T A T T A T T A T T A T T A T - T A T AA T T AGCA T A T T T A T AACCC T T CCACA T T C T ACCCAAAC T AA - -
A T T T AACAGAAA T T AAA T CAAACGCAA TGGGT CCAGA TGA T C T AAACC T T CAAA TGGT A T AC T T TGT TGCCC TGA TGT C T A T CCAAGA TGTGGAAAA T AG - - - - - - - - - - TGT ACAC T T T C T A T AC T ACAAA T AAA TGA T T T A T T A T T A T T A T T A T T A T - - - - - - - - - - - - - - - - - - - - - - - A TGT CCAGCGGT CA TGT ACGGGGCAGA -
T T T T AAAC TGGCA T - A T T TGAA T T T TGCA T A T AACCA T AACA T TGT T C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A T AC T T T C T ACAA T ACAAA T AAA TGA T T T A T T A T T A T T A T T A T T A T T T T CCAAAAC T A T T C T TGACA T AA TGAC TGA T AACAGT T T AAAAGAAGAA -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT ACAC T T T C T ACAC T ACAAA T AAA TGA T T T A T CA T T A T T A T T A T T A T T A T T T T C T A T T A T T T T AGA TGT A T T AGT T T AGAAA T AGA T AAAAACGAGAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGA T CCC T T CCACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T CA - - - - - - - - - - - - - - - A T T T T T CAAAAGCC T TGCAAA TGGT ACGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T ACACAGGA TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT ACAC T T T C T A T AC T ACAAA T AAA TGA T C T A T T A T T A T T A T T A T T A T T A T T T T T AA T A T T T T T C T ACA T AAGCA T T T T CAAAGA T AAAAAACC T AAA T
T T T T CA T T AAC T A T A T T T T T A T T T C T T T T T ACCGGAGAAA T T T T AA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT ACAC T T T C T A T AC T ACGAA T AAA TGA T T T A T T A T T A T T A T T A T T A T T A T C T A T T T T T A T T T T T C T T A T AA T AA T TGT - T A TGA T A TGT T AGAAAG - -
T T A T A T A T AGCAAGAA T TGGT AAAC T T AACA TGAGCA TGC TGTGA - - - - - CAAA TGGT A T AC T T TGT TGCCC TGA TGT C T A T CCAAGA TGTGGAAAA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GC TGAAGGAAAAAGGA T AAGAAAAGCACGT AAAGA T A TGACCGT T ACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT CC T C T T T A TGGT AGT T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT ACAC T T T C T A T AC T ACAAA T AAA TGA T T T A T T A T T A T T A T T A T T A T T A T C T A T AGTGAA T A T A T T T A T AAAAA T T C TGTGCGA TGGAACGT A T AAA T
TGC T AGCAAAAAA T - - - - - - - - - - - - - - - - - - - - AAA T AA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT ACAC T T T C T A T AA T ACAAA T AAA TGA T T T A T T A T T AC T A T T A T T A T T A T T T T A - - - - - - - - - - - - - - - A TGT A T TGT T ACGGA T T CCGTGGGT CAA T
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TE: rnd_5_family_19222.fasta.b.bed_uf.bed_g_2.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 1746bp; fragments: 138; full length: 29 (>=1571.4bp)
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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 1746 bp
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TE: rnd_5_family_19222.fasta.b.bed_uf.bed_g_2.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: 2108bp; fragments: 132; full length: 0 (>=1897.2bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_19222
 size: 929bp; fragments: 130; full length: 38 (>=836.1bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 929 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)
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