
Start crop Point End crop Point

MSA length = 2029
- AA TGCGA T T T T T T AGT C TGT - - - - - AA T AA TGT C T AACC T TGT A T T C T T CAA - T ACAAACGT C T AGA T T CAACGCAA T T CACAGC TGCGT TGT TGCCAC - - - - - - - - - - AAA T AGT AACA T C TGACAA T AGCGCAAAA T T T CCAA TGGT TGCACGCAGGT CA T CGT TGTGAGCCGC TG - - AA T T T AGA TGC T TGT T CGT AC T CA T TGT C
T T A T A - - - - TGT A T A TGCC T AAAA T T - - - - GA T TGT A T T T T AA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AGT CAC TGGT T T T TGA T AA T T T T T A T CGT CA T - - - - - ACCA TGGAA
TGA T C TGT T A T T A T AGAGGCA - - - - - - - - AACC T T T CC T T AAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T CGT TGTGAGCCGC TG - - AA T T T AGACGC T TGT - - - - - - - - - - - - - -
- T A T A T AACGC TGT A T T T T T - - - - - - - - - - A T AGT T T T TGGAA T A T T T A T CAA T T ACAAGCGT C T AGA T T CAACGCAAC T CACAGC TGCGT TGT TGCAAC - - - - - - - - - - AAA T AGT AACA T C TGACAACAGCGCAAAA T T T CCAA TGGT T ACACGT AAGGT T T ACGT AAAAGACA T - - - - - ACA T CGACGC T TGT AAA T - C T AA T TGAA
- - A T T T A T T T CAA - - T T C TG - - - - - - - - - - A T A T T TGT T T T T A T A T T C T T - - - - - - - - - - - - - - - - - - - - - - - C T CAAC T CACAGC TGCGT TGT TGCCAC - - - - - - - - - - AAA T AGT AACA T C TGACAACAGCGCAAA T T T T CCAA TGGT T ACACGCAGGT CA T CGT TGTGAGCCCC TG - - AA T T T AGACGC T TGT - - - - - - - - - - - - - -
AGTGA T AACA T AGT A T ACAGAAAAC T AA T T T T CGGTGAGT CA T CA T T C T T CAA T T T CAAACGT C T AGA T T CAACGCAAC T CACAA T TGCGT TGT TGCCAC - - - - - - - - - - AAA T AGCAACA T C TGACAACAGCGCAAAAC T T C T AA TGGT T ACA T T CA - - T CA T CGT TGTGAGCCGC TG - - AA T T T AGACGC T TGTGGT T A T T AAAAACA
TGA TGTGC T AC T AAA T AA T AAAA T C T AAGAAC T C T TGA T T AGT T A T - - - - - - - T - ACAAGCGT C T AGA T T CAACGCA - C T CACAGCAGCGT TGT TGCCAC - - - - - - - - - - AAA T AGT AACA T C TGACAACAGCGCAAAGT T T CCAA TGGT T ACACGCAGGT CA T CGT TGTGAGCCGC TG - - AA T T T AGA TGC T TGA T AA T A T T AACAGCG
T C T CCC T A TGT T T T ACACGAAG - - - - - - - AA T T C T CA T C T AAACAC - - - - - - - - CCGAAGCGT C T AGA T T CAACGCAAC T CACAGC TGCGT TGT TGCCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAGAA T T CCAGACA T A TGA - AAC T TGACGA T A TGCAAA - - C T AACGGAG
T T A TGTGT T TGT T T A TGT AAAAAAC T AA T AA T T T C T T T T T CAAGA T - - - - - - - - T ACAAGCGT C T AGA T CCAACGCAAC T CACAGCAGCGT TGT TGCCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T TGGCAAGAGT T T C T A - C T A T T CC T TGA T T TGT T AA T A - - - - - - - - -
AGT CGCGC T AC TGT A TGGCGA T AAC T AGT AACCC T AGT T T AGACGCGC T CCAA T - ACAAGTGT C T AGA T T CAACGCAAC T CACAGC TGCGT TGT TGCCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CA TGGAA T C T TGA - AA T T CAGA T T T T T T T AAAAA - - - - - - - - -
CGGCGCAACAC T A - - - - - - - - - - - - - - - - CA TGCGA TGC TGCA T A T - - - - - - - - - ACAAGCGT C T A T A T T CAACGCAGC T CACAGC TGCGT TGT TGCCAC - - - - - - - - - - AAA T AGT AACA T C TGACAACAGCGC T A T A - - - - - - - - - - - - - - - - - - - - - GT ACA T AAGT AGC T CA T TGC TGAA T T T T A T T T T T A TGT A T - T T CA T AGCA
- - - T T CGACGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA TGACAA - - GT C T AGA T T CAACGCAAC T CACAGC TGCGT TGT TGCCA T - - - - - - - - - - AAGT AGT AACA T C TGACAACAGCGCAAAA T T T CCAA TGGT T ACCCGCAGGCCA T CGT TGTGAGCCGC TG - - AA T T T AGAGGC T TGT TGGGAGT AA T AGT C
T T A T AGAAC T AAA T A T C T CGAA T AC T - - - CGAAC T TGT T TGGACAC - - - - - - - - T T AGAA TGT C T AGA T CCAACGCAAC T CACAGT TGCGT TGT TGCCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T AGT CAC TGGT T T T TGA T AA T T T T T A T CGT CA T - - - - - ACCA TGGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T A T TGA T CACA T AC - - - - - - - - - ACACGCGT C T AGA T T CAACGCAAC T CACAGC TGCGT TGT TGCCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T T T A T T T CCGTGT - - - - - - - - - - - - - -
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TE: rnd_5_family_3862.fasta.b.bed_uf.bed_g_2.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: 2029bp; fragments: 778; full length: 2 (>=1826.1bp)
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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 2029 bp
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TE: rnd_5_family_3862.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2354bp; fragments: 441; full length: 0 (>=2118.6bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_3862
 size: 1140bp; fragments: 368; full length: 4 (>=1026bp)
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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 1140 bp
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ORF1 ORF2

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

TE consensus after TEtrimmer (bp)T
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