
Start crop Point End crop Point

MSA length = 1258
T A TGT CACA T AC T T T T T T T C T T - - - - - - T T T T AA T T T C T - T A T AAA T CGCA T AAACGGGGCCGGA T T T AGGGGGGTGT T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - GCGT TGT T T AAAA T T AGCACC TGGCGGT AGC T AAGGT AAA T CCAGCAC TGGGGT AA T AA T AACC T CAC T T T T T AA T C T AACA - - CCAGT T T T TGT AAAA T
- - - - T C T T AA TGT AAA T T T T AA T ACA T A T T T T AAGAAGT T T TGAAA T AA T A T AAACAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - GCGT TGT T T AAAA T T AGCACCCGGCAGT AGC T AAGGT AAA T CCGGCAC TGGGT T AGAAAA T AA T ACA T A T T T T AGCCAACA T C T T CAGGGC T CA T AA T AC
T A TGT CGCAAAGT T CGT C T T AC T A TGT T T T T T TGT T AGA - T T T A TGTGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGC TGT T T AAAA T T AGCACCCGGCGGT AGC T AAGGT AAA T C - - - - - - - - - - - - AA T AAACCC T T AA TGT T CGAA T T AAAGAC T C T AAGA T T TGT AAA T T
- - - - - - A TGT CCC T C T T T C T C T TGCC T C T T TGGA T T TGAA T T CC T A T TGTGAAGACAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGAGCC T T A T - - - - -
- - - - CCGCGAACGAAGT CGCGGT ACACGC T AGT AA T AACA T AAAGA T TGT - - - - - CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - GCGT TGT T T AAAA T T AGCACACGGCAGT AGC T AAGGT AAA T CCGGCAC TG - - - - AA TGAGT T T A T T A T AGTGTGGA T AA T CA - T CCACA T T T CCAAAAGT
T A T T C T ACAA TGT T A T T T T T AG - CCA TGT T T CAA T T AA T A T A T AAAA T T T A T AAACAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - GCGT TGT T T AAAA T T AGCACCCGGCGGT AGC T AAGGT AAA T CCGGCAC TGA TGT - - - - - - - C T AGT AAA T T C T AAAAACAGA - - - - - - - - - - - - - - - - A T
- - - - - - - - - - - - - - - - - - - - - - T AGGT T T TGT T A T AAAGA T T CAAGA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT TGT T T AAAA T T AGCGCC TGGCGGT AGC T AAGGT AAA T CCGGCAC TGGA T T T ACACAC TGT CGC T A T T T T AAA T CAACAC T TGAA T T CA TGT AAACC
T ACGT TGGAAGC T T AA T T T C T T - - - - - - - - - - - - T T AA TGTGT T CAA T T T A T AAACAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - GCGT TGT T T AAAA T T AGCACCCGGCGGT AGC T AAGGT AAA T CCGGCAC TG - - - - - - - - - - - - TGT CA T AC T C T A T A T AGAG - - - - - - - - - - - - - - - - - - -
T A TGT CACAAA T T T T A T T T CC T - ACAC T T T T AGAA T AA T - T A T A T AA T ACA T - - ACAGGGCCGGA T T T A - GGGGGTGC T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - GCGT TGT T T AAAA T T AGCACCCGGCGGT AGC T AAGGT AAA T CCGGCAC TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT TGT T T AAAA T T AGCACCCGGCGGT AGC T AAGGT AAA T CCGGCAC TGC T T C T AAA T AC T TGT AACAGT T T AAA T T A TGA - - C T AA TGT T AGTGGCA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGC TGA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT TGT T T AAAA T T AGCAC T CGGCGGT AGC T AAGGT AAA T CCGGCAC TGAAACAAAAAGAAACGT ACAGT C TGTGT AC - - - C T C T ACACCACA T - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGC TGA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT TGT T T AAAA T T AGCACCCGGCGGT AGC T AAGGT AAA T CCGGCAC TGAAACAAAAAGAAACGT ACAGT C TGTGT A - - - - C T C T ACACCACA T - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGGGCCGGA T T T AGGGGGGTGC T AGTGGT AC T AA T AGCACCCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T
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TE: rnd_5_family_7042.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: 1258bp; fragments: 220; full length: 17 (>=1132.2bp)
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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 1258 bp
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TE: rnd_5_family_7042.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: 1573bp; fragments: 221; full length: 0 (>=1415.7bp)
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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_7042
 size: 1244bp; fragments: 223; full length: 17 (>=1119.6bp)
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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

Before TEtrimmer 1244 bp



0 200 400 600 800 1000 1200

ORF1

ORF3

ORF2

Dimer_Tnp_hAT

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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