
Start crop Point End crop Point

MSA length = 939
GGGT A T - - A - GCCACGGC T AGGGTG - - - - - - - - - - - - - - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAA T A T CGAGTGT T AC T T ACC T AAA TGC T T T CGGGA T CCGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AGGGT TGA T CCCGA T
GT A T A T - - GT AC T T T T AC T CC T CC T T T A TGCAC T T T AAA T T C T T AA T AA T T AC T AAA T AGC T A T T T CA TGT A T T T T T CAC T ACC TGAC T T A T T A T T T TGA - - - - - - - - - - GGT T A T A T CGAGTGT T AC T T ACC T AAA TGCA T CCCGGT T T CAAGACAGTGAACGCC - - - T CAA T A T A T T T A T AAACAACCAC TG - - - - - - - A T T T T CGAC
GT A T A T - - GT AC T T T T AC T CC T CC T T T A TGCAC T - T AAA T T C T T AA T AA T T AC T AAA T AAC T A T T T CA TGT A T T T T T AACGAC T TGAC TGA T T A T T T TGA - - - - - - - - - - GGCAA T A T CGAGAGT T AC T T ACC T AAA T T CC TGCCGCACAA T CA T CAA - - AAGACA T TGT CAAAA T AGC T - - - T A T T CGCA T CAGTGTGT - T ACC T T AAG
GT A T A T - - GT AC T T T T AC T CC T CC T T T A TGCAC T T T AAA T T C T T AA T AA T T AC T AAA T AAC T A T T T CA TGT A T T T T T AACGA T C TGAC TGA T T T T T T TGA - - - - - - - - - - GGCAA T A T CGAGTGT T AC T T ACC T AAA TGCGCCCCGGACAC - - - - - - - - - AACGCA TGT T CAC - - CA T TGA T ACA T T TGGGT CAAAA TGA - CACCC TGC T
GT A TGT - GA T A - CA T T AGT C T A TGAC T T TGGT A T A TGACACA T T AGT A TGT AC T AAA TGAC T T T T A TGTGGACCCAAAACGAC T TGAC T AA T T A T T T TGA - - - - - - - - - - GACAA T A T CGAGTGT T AC T T ACC T AAA TGCGT CCGGCAA T AGTGCCAGTGAACGCA T T T TGAA - - - AGT CA T AAGT A TGCAC T AGGA TGT T T A T T T T AAC
AAGTGTGGGT AA TGTGAACCA TGTGTGT AA TGA T CA T A T CC T C T T C T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT AA T A T CGAGTGT TGC T T ACC T AAA TGCA T CCCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA TGGCAAA T A T T A T C T - AAA T TGGGT
GGT T A T TGGT T C TGT T A T T - - - - - - - - - - - - - - - - - - AA T T T AAGA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT AA T A T C T AA TGT T AC T T ACC T AAA TGCA TGT AGGAGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGT CAAA
GT A T A T - - GT A - T T T T AC T CC T CC T C T A TGCAC T T CAAA T T C T T AA T AA T - - - - - - - - - - - - - - - - - - TGT A T T T T T AACGAC T TGAC TGA TGA T T T TGA - - - - - - - - - - GGCAA T A T CGAGT A T T AC T T ACC T AAA TGC T T CCCGGAC TGAGC T C - - TGT A TGCCC T T CCAA T A T AGC T T T AAA T TGGCGC T AAGC T - - - A T C T T CGT C
GT A TGT - GA T A - CA T T AGT C T A TGAC T T TGGT A T A TGACACA T T AGT A T A T AC T AAA T AAC T T T T A TGTGGACCCAAAACGAC T TGAC TGAA T A T T T TGA - - - - - - - - - - GGCAA T C T CGAGTGT T A T T T ACC T AAA TGCGT CCGGCAA T AGTGCCAGTGAACGCA T T T TGAA TGT AGT T A T AAGT A TGCAC T AGGA TGT T T A T T T T AAC
AAACAC TGGT A - T T T T T T T CGGCAA T T CGGCA T T T T AAA T T C T T AA T AA T T - - - - - - - AAC T A T T T CA TGT A T T T T T AACGAC T TGAC TGA T T A T T T T - - - - - - - - - - - - GACAA T A T CGAGTGT TGCA T ACC T AAA TGCGT CCGGC T T T TGTGACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CGT A
GGGCAA - - AC T C TGTGAC T CGAA TGGGT TGT A T T T T T TGC T T T AAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT AA T A T CGAGTGT T AC T T ACC T A T A TGCGACCCGC T T T AGCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T C T CAC T A T AACGT TGCCGCCGGC
AAACAC TGGT A - T T T T T T T CGGCAA T T CGGCA T T T T AAA T T C T T AA T AA T T - - - - - - - AAC T A T T T CA TGT A T T T T T AACGA T T T T AC TGA T T A T T T T - - - - - - - - - - - - GACAA T A T CGAGTGT TGCA T ACC T AAA TGCGTGCGGC T T T TGTGACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CGT A
GT A T A T - - GT AC T T T T AC T CGT CC T T T A TGCAC T T T AAA T T C T T AA T AA T T AC T AAA T AGC T A T T T CA TGT A T T T T T AACGAC T TGAC TGA T T A T T T TGA - - - - - - - - - - GGT AA T A T CGAGTGT T AC T T ACC T AAA TGCA T CCCGGT A T CA T A T C - - CA T T CACA T T T - - - - - - - - - - - - - - AGT ACGCAA T AA T C T T A T AGCA T TGGC
A T A T A T T CA TGGT A T T C T T A T T C T A T T A TGA T T T A T AACA T A T AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AA T AACGAGTGT T AC T T ACC T CAA TGCGT CCAGGACCGGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAGGCACCAGGC T C - - - - - - - - - - -
A T A T A T - TGT AC T T T T AC T CC T CC T T T A T AGT C T T T AAA T T C T T AA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT AA T A T CGAGTGT T AC T T AC T T AAA TGCGGC T - - - - - - - - - - - - - - - - - - - - - - - - - T CA T T A T AGT T AAACA T A TGCACCACAA T C - - TGT CCGGAG
CAA T A T - GGCAAAGGT AC TGGAGGT T AAAAAAACAGAAAC T T C T A T CAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT AA T A T CGAA TGGT AC T T ACC T A T A TGTGCCCGGGT TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_17961.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: 939bp; fragments: 144; full length: 0 (>=845.1bp)
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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 939 bp
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TE: rnd_5_family_17961.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: 1276bp; fragments: 129; full length: 0 (>=1148.4bp)
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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_17961
 size: 157bp; fragments: 61; full length: 22 (>=141.3bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 157 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



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

TE consensus after TEtrimmer (bp)
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