
Start crop Point End crop Point

MSA length = 1100
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C TGTG - - - - - - GT AGGGA TGCGACA T CGAACC T AAACA T CGA TGT T CAACA T CGA TGCCAAC - - - - - - - - - - CCAC T CAACA T CGA TGT T T T TGT AACA T TGA T AAACA T CGCACA T CCC T T A T C TGGCA T A T T T AGT T A TGC T T - T A TGC TGTGT T TGTGGCA T C T T - - CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGACCCAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACA T CCC T ACGT CCAC - T T T T T A T T T TGAC T T T CAAAC T T T T A T CACACC T T T A T A T CA
ACA T - AACGACAGTGAACGGGAAAA T TGAAAGCACGGCCGCC - - AA T T T T - - - - - - - - - - C TGT C T CCA T CAAACA T CGA TGT T CAACA T CAA TGGC T AC - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AA T A T CGA T AAA T A T CGCACA T CC - - - - - - - - - - - - A T - - GT T TGT A TGT - - - - - - - - - - - - - - - - - - - - - - - - - T A
GT C T - - - - GAA TGT AGACAGCAAGCCCAAACGT CCA T T T T T TG - GA - - - T T AGGGA TGCGACA T CGAACC T AAACA T CGA TGT T CAACA T CGA TGGCAAC - - - - - - - - - - CGAC T CAGCA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACA T CCC T AAAC TGAC - CA T - - A T T TGTGT T T - - A T T T C T T T A T T AGG - - - - - - - - - T A
T C T T AA T CA T C TGT CAACAA TGAAA T T AACCA T ACGCCC T C TGAAA T A T C T AGGGA TGCGACA T CGAACC T AAACA T CGA TGT T CAACA T CGA TGGCAAC - - - - - - - - - - TGA T T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACA T CCA T AGGTGAACA T A T - - GTGT A T A T T T T T A T A T T T TGA T CAAAGGC T CACA T T A
AAC T AAACAGGGGT T AAGGCC T T A T T T - - CA T T A T AC T C TGT A - - - - - - T T AGGGA TGCGACA T CGAAGC T AAACA T CGA TGT T CAACA T CGA TGGCAAC - - - - - - - - - - CGAC T CAACA T CGA T A T T T T TGT AACA T CGA T AAACA T CGCACA T CCC T AC T C TG - - - - - - - - - - - T A T A T AC - T A T T T T T A T T T T ACAACA T T T A - - T A
GA TGAGAC - GT AGT CGA T A T CGGGAGT - - CAGT TGGCCA TGCA - - - - - - T T AGGGA TGCGT CA T CGAAGC T AAACA T CGA TGT T CAACA T CGA TGGCAAC - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACA T CCC T ACCA TG - - - - - - - - - C T CACGCA T - CACGCA T CACGCACAA TGT TGC - - CA
CACAAGAGAAC TGT T AA T AAAA T AAGT AA T AA T T C TGT T TGT AAAGT T AC T A TGGA TGCCACA T CCAACC T AAACA T CGA TGT T CAACA T CGA TGGCAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T CAA T A - - - T T A T T T T CGGT T T T A T A T AAAAA TGGTGAAA T CC TGT TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CCG - - - - - - T TGA T T CCACA T T AAA T T T A T AAAAGT AA T A T CGAAGCA
AA T T T A - - AAAAA TGGGGGT TGCAA T T - - T AAAAAAAC T T A T AAAA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA - - - T T A T T TGAAC T T - TGT T T T TGT T T TGAGT AA TGAA - - CA
CAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T TGGAA T T T C T AGGGA TGCGACA T CGAACC T AAACA T CGA TGT T CAACA T CGA TGGCAAC - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T ACA T A T - - GT TGACA TGT TGACA T TGT TGACAA T CCAGT CAA T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAC T CACCA T CGT TGT T T T TGT AACA T CGA T AAACA T CGCACA T CCC T AAAACA - - - - - - T CA T T CACGCCC - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGAGA TGCGACA T CGAACC T AAACA T CGA TGT T CAACA T CGA TGGCAAC - - - - - - - - - - CGAC T CAACA T CGA TGT T T T TGT AACA T CGA T AAACA T CGCACA T CCC T AGTGT T - - - - - - - - - - - T T CGCGT - CA T T T T T CA T CCG - AAAA T T T T - - T A
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TE: rnd_4_family_2263.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: 1100bp; fragments: 917; full length: 1 (>=990bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1100 bp
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TE: rnd_4_family_2263.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: 1404bp; fragments: 828; full length: 0 (>=1263.6bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 5 10 15 20

0
5

10
15

20

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_4_family_2263

 size: 969bp; fragments: 763; full length: 10 (>=872.1bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 969 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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