
Start crop Point End crop Point

MSA length = 1442
T T - - - - - - - A T T C T AAAC T T T A T TGGA T T T A T T TGAAAC T CGA T AAA T A T TGAGCC TGA TGAA T AAAAA T CGAGCAA T T AC T TGGAGCAA T T AC T T T T T A - - - - - - - - - - T T CGA T T T T A T AAGAAAAAGCAA T TGC TGCA T T T T T A T T CA T T AGGC T CA T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
T T AAGCAGAAGAGA TGC T CGCCA T A - - - - - - - - GAAGGCAGCAACGACAA TGAGCC TGA TGAA T AAAAA T CGAGCAA T T AC T TGGAGCAA T T AC T T T T T A - - - - - - - - - - T T TGA T T T T A T AAGAAAAAGCAA T TGC TGCGT T T T T A T T CA T T AGGC T CAA T AGC - - AGC TGACGAA T T A T T AAGCGGA - CCAGGAC T T AAGCGGGGT - T
T T AA T T T AAAACAGTGA T T A T A T T A T A T T T T T TGGAGA T AGT AA T - - - - - TGAGCC TGA TGAA T AAAAA T CGAGCAA T T AC T TGGAGCAA T T AC T T T T T A - - - - - - - - - - T T TGA T T T T A T AAGAAAAAGCAA T TGC TGCA T T T T T A T T CA T T AGGC T CA T TGAC T T A TGT AGT T C T C T T C TGA T AAG - - - - - GT A T ACAGA TGT CC T - C
ACA TGCAAAAAAGT AAAA T T T AGTGCCA T C T A T TGGGGCA T T T ACC - T AA TGAACC TGA TGAA T AAAAA T CGAGCAA T T AC T TGG - - - - - - - - - - - - - - - - - - - - - - - - - T T CGA T T T T A T AAGAAAAAGCAA T TGC TGAA T T T T T A T T CA T T AGGC T CAA T A T T C T T T AAAAGAAAGT T T TGGT CCGA - - - - TGA TGCAA T AA T T A T - C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGA T T T T A T AAGAAAAAGCAA T TGC TGCA T T T T T A T T CA T T AGGT T CAA TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G
- - - - - - - - - - - - - - - - - - - - - - - GA T AA T T T TGT CCCAC T TGAA TG - T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CAA T T T T A T AAGAAAAAGCAA T TGC T ACA T T T T T A T T CA T T AGGC T CA T TGT T T CACGT AACCAAAA TGT A T CAC T AA T CAC TGT TGAAGT T TGGTGT
- - - AGCGGCAAC T T CGCACC T T T T C T C T TGGCC T AGAACCGAA T CG - T AA TGAGCC TGA TGAA T AAAAA T CGAGCAA T T AC T TGGAGAAA T T AC T T T T T A - - - - - - - - - - T T CGA T T T T A T AAGAAAAAACAA T TGC TGCA T T T T T A T T CA T T AGGC T CA T T TGT T T AAA TGGCAGGGT T T T TGAACGAA T CAGT ACGCAAGAAA TGTGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CCGA - - - - - - - - - T A T CGAGCC TGA TGAA T AAAAA T CGAGCAA T T AC T TGGAGCAA T T AC T T T T T A - - - - - - - - - - T T CGA T T T T A T AAGAAAAAGCAA T TGC TGCAA T A T T A T T T A T T AGGC T CA T CA T T - - - CGT ACCAAAGT T A TGCCA - - - A T TGGT AC T CAGTGA TGAGG -
T T AAACGGC - - - A T TGT AC T TGGAA TGT T T AA T TGA T AACAAAA TGACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGA T T T T A T AAGAAAAAACAA T TGC TGCA T T T T T A T T CA T T AGGC T CA T T TGT T T AAA TGGCAGAGT T T T TGAACGAA T CAGT ACGCAAGAAA TGTGT
A T T AACA T AAGAAGAACCC T CCA T A T AGC T C T C TGT CAA TGGCC T A - CA T TGAGCC TGA TGAA T AAAAA T CGAGCAA T T AC T TGGAGCAA T T AC T T T T T A - - - - - - - - - - T T CGA T T T T A T AAGAAAAAGCAA T TGC TGCA T T T T T A T T CA T T AGGC T CA T TGCC - - - T A T T ACAGAGAAC TGC - - - - - A T CAGCACCGACA T AAAA - - -
- - - - - - - - - - - - - - - - - - - - - - - T A T AC T CGT T T AA T A - - - - - - - - - CA T TGAGCC TGA TGAA T AAAAA T CGAGCAA T T AC T TGGAGCGA T T AC T T T T T A - - - - - - - - - - T T CCA T T T T A T AAGAAAAAGCAAGTGC TGCA T T T T T A T T CA T T AGGC T CA T T AC T - - - GACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGA T T T T A T AAGAAAAAACAA T TGC TGCA T T T T T A T T CA T T A TGC T C T A TGTG - - A T A T T T C T TGT AA T TGC TG - - - - - - - - - - - - - - - - - - - - - - - -
T CACC T T AGAA TGC T T T C T C TGAAGT AAC TGC T TGAAACCAA T TGAA T AC TGAGCC TGA T AAA T AAAAA T CGTGCAA T T AC T TGGAGCAA T T AC T T T T CA - - - - - - - - - - T T CGA T T T T A T AAGAAAAGGCAA T TGC TGCA T T T T T A T T CA T T AGGC T CAC TGC T - - - T C T AGC T AAAGA T T T T T CCAA - - - - AAA T AGAAGCAAA TGCA





0 200 400 600 800 1000 1200 1400

0
5

10
15

20
TE: rnd_5_family_2155.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: 1442bp; fragments: 72; full length: 0 (>=1297.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1442 bp
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TE: rnd_5_family_2155.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: 1877bp; fragments: 69; full length: 0 (>=1689.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2155

 size: 408bp; fragments: 172; full length: 62 (>=367.2bp)
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Before TEtrimmer 408 bp



0 200 400 600 800 1000 1200 1400

ORF2

ORF1

After 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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