
Start crop Point End crop Point

MSA length = 1003
GAA T T AGGTGAGT CGCAAGCA T CC - - - - - - - - - - - - - - - - - - - - - - T C T AAAGGC TGA T T CAGGGT ACACCGTGCCGGGC T CGAGCC - GGCCCGT T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T T T A T T ACCGAC T C T AAGT A T T T CA T T T CCCCAAGT TGAGG - - CA
- - - - - - - - - - - - - - - - - - - - - - - - - - GCGCAAAC T A T T - - - CGCCGCC T T AAGAC TGA T T CAGGGT ACAACGCGCCGGGCCCGAGCCGGGT CCGT T CCGC - - - - - - - - - - AAA T T A T A - T T T AAAA TGA T TGGCCGTGCC T T CACCGT CGCCGAA T CG - - - - CCCGGCACGGTGT ACCC TGAA T CA T CC T T T A T CGT TGACC TG - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - T CGCGT A T TGT T - - - AGCCGCC T T AAGGC TGA T T CAGGGT ACACCGTGCCGGGCCCAAGCCGGGCCCGT T CCGC - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGTGCC T T CACCGT CGCCGGC T CGGT - - CCCGGCACGGTGT ACCC TGAA T CA T CCC T T A TGGT CACCA T AG - - - - -
T CA T T AAAA T CGGT CCAGCCGT TGT A T T A T AAA - - - - - - - - GTGT AAC T AAAGGC TGA T T CAGGGT ACACCGTGCCGGGCCCGAGCCGGGCCCGT T CCGT - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGTGCC T T CACCGT AGCCCGC T CGGG - - CCCGGCA TGGTGT ACCC TGT A T CA T CC T T T AGG - - - - - - - - - - - - ACG
T T T TGCAC T T AAA T T T AAGA T T T T - - T CAAAAAGT - - - - - - - - - GGAGT T AAGGA TGA T T CAGGGT ACACCGTGCCGGGCGGGAGCCGGGC T CGT TGGGC - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGTGCC T T CACCGTGGCCGGC T CGAG - - CCCGGCACGGT A T ACCC TGAGT CA T CC T T T AA T CGA TGTGTGGGT ACG
AAAAAGA T T T AGAAA T AAC T AC T T T T ACAAAAAACA T T - - - - - AAAAA T AAAGGC TGA T T CAGGGT ACACCGTGCCGGGCCCGAGCCGGGCA TGT T CCGC - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGTGT C T T CACCGT CGCCGGC T CGGG - - CCCGGCACGGTGT ACCC TGAA T CA T CC T TGGAAC - - - - - - - - - - - - - -
T AAAGAGC T T AAC T T T AAAAACC T - - T T AAA T AC T T C T T A T TGT A T T A T T AAGGC TGA T T CAGGGT ACACCGTGC TGGGCC TGAGCCGGGCACGT T CCGC - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGTGCC T T CACCGT CGCCGGC T CGGG - - CCCGGCACGGTGT ACCC TGAA T CA T CC T T T AGT C T T T C T T TGGGT A - -
- - - - - - - - - - - - - - - - - AACAC T T T T AAAAAAAAGT T T T A T T ACC T A T T T AAGGA T CA T T CAGGGT A T ACCGTGACGGGACCGAGCCGGGCGCGT T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - T T AACAA TGA T T - - - CC T T CACCGT CGCCCGT C T CGGGGT ACACCGTGCCGGGCCCGAGCCGGGCCCGT T CCGC - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGTGCC T T CACCGT CGCCGGC T CGGG - - CCCGGCACGGTGT ACCC TGT A T CA T CC T T AAAGGC TGT T T CAAGCG - -
A TGAAAGAA T AAGCGCACGCAGT T CGT TGCGAGCGGCG - - - GGT AGCA T AAAGGA TGA T T CAGGGT ACACCGT ACCGGGCACGAGCCGGGCACGT T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCACAA T A T A T T A TGT A T AACAA T A TGT T T T AGT T T T T T C T TG - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T AAACC T T - - - - - T CA T A T AAAGGC TGA T T CAGGGT ACACCGTGCCGGGC - - - - - - - - - - - CCGT T CCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T A T ACACAGTGT ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT C T T AAAGCAAGTGT A TGT A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGA TGA TGCAGGT T ACACCC TGCCGGGCCCGAGCCGGGCACGT T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CC T T T A - - - - - - - - - - AA TGT AA T T T A T T ACACGCCACCCAGG - - CG
A T T TGGCAAACGGTGT ACCGGT T T - - T TGGAACAGGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCGACGGGCCCGAGCCGGGCACGT T CCGC - - - - - - - - - - CAGGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACGT T C T TGC TGGGT T CCGTGTGGA T AA T T AAACGT C T T A T - - - - - - -
A T A T T AA T T T A TGGC T T AAGT T CA T T T T AA T AA T ACA T CA T A TGT A T A T T AAGGC TGA T T CAGGGT ACGCCGTGCCGGGC - - - - - - - - - - - ACGT T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T TGA T A T T C T T T ACAC TGT AAAA T TGTGGGAG - - - - - - - - - - - - - - -
- - - - - - - - - - - - GCC T C T C TGCC T T T T T AGAAAC T T A T T A TGAGTG - - T AAAGGC TGA T T CAGGGT ACAACGTGCCGGGCCCGCGCCGGGCCCGT T CCAC - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGTGCC T T CACCGT CGCCGGC T CGGG - - CCCGGCAAGGTGT ACCC TGAA T CA T CC T T AAAGGT CGA T T T A - - T ACG
T T T T AAAAAAAAA T T - - AC T T AC T - - T CAAAAGA T T C T - - - - - A TGA T T AAAGGC TGA T T AA TGGT ACACCGTGCCGGGCCCGAGCCGGGCACGT T CCGC - - - - - - - - - - AAA T T A T AC T T AACAA TGA T TGGCCGT ACC T T CACCGT CGCCGGC T CGGG - - T CCGGCCCGGT T T ACCC TGAA T CA T CC T T AAGT C T A T C TGAAAA T A - -
T T A TGACC T T AAGGGT AAA TGAGT T T A TGGGAAA T T CC - - - AGT CA T C T AAAGGC TGA T T CAGGGT ACACCGTGCCGAGCCCGAGCCGGGCCCGT T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T ACGT AAACGGT ACA T A T TGT A T - - T T C T A T AA T TGT T T TGTGG - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - CCGA T AA T T A T C TGT CC T CCAGT T - - - - - - - - - - CGAGGCCCAGTGGGCAAGGCCCGAGCCGGGCACA T T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC - - - - T AAAA T CCCC T A T AACAGGT T TGCCAAC T C T T T CA - A - - - -
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TE: rnd_5_family_10171.fasta.b.bed_uf.bed_g_3.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: 1003bp; fragments: 683; full length: 6 (>=902.7bp)
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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 1003 bp
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TE: rnd_5_family_10171.fasta.b.bed_uf.bed_g_3.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: 1310bp; fragments: 444; full length: 0 (>=1179bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_10171
 size: 1103bp; fragments: 438; full length: 15 (>=992.7bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1103 bp



0 200 400 600 800 1000

ORF1

ORF4

ORF2

ORF3

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 200 400 600 800 1000

ORF1

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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