
Start crop Point End crop Point

MSA length = 226
TGA T T TGAACCGTGCA T AC TGAGT TGA T AAC T CGACGT T T CCCCCAC T T T - - - - - - - - - - - - - - - - - - CCC T AA T ACAGT A T ACAAAC TGGGT T ACCGT C - - - - - - - - - - GT T T T T AAC T CAA T A TGACACGGT CC - AA T T CCGAAGACA T T T T AC T T T T A - - - - - - - - - T AGA T ACCGGCCGTGAAAGCC T CCA T T C T CA - - - - - - - - -
C - - - - - T CGCC T T - - - - - - - - - - - T CACA TGC T AAGT T A T CAAGC T CCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AC T AGGT T - - - - T A - - - - - - - - - - T T T T CCAGCCAA T T A TGACACGGT CCAAA T T CCGAAG - C T T T C T T C T T T T A - - - - - - - - - T AGACACCGGC TGTGAAAACC T CC T C T T T TGA T CC T A T CC
AA TGT T CAGT C T C - - - - - - - - - - - - - - - - - - - CAAGT TGC T AGAC T T T T T - - - - - - - - - - - - - - - - - - - - - - AGT AGAAC T AA T C T AC TGGGT T T CCGTG - - - - - - - - - - GGT T T CAAC T CAA T A T AA T ACGGT ACGAA T CCGGAAGA TGT T C T ACAA T T CGA T T T ACGT T A T AA T T TGCACAAA T AA T CACAAGT T C T AA T AA TGAAAA
TGAGTGCAA T TGT T C TGGT T TGA T - - A T AACGCGA T A T A T CGAGT T C T T C TGAC TGGT A T TGAGT T T T CCCAGGT A TGGT - AACA T AC TGGGT T AC T A TG - - - - - - - - - - GT T C T CAAC T CAA T A TGACAC TGT CCAAA T CCAGAAAACGT T C T AC T T T T A - - T T AA T T T - - - - - - - - - - - - - - - - - - - - - - - - - T T CCAGT A T CC TGCC
T T AGT T AAA - - - - - - - - GT TGAAA T T T TGAA T CAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAAA T A T A T T T T ACA T AC TGGA T TGCCGTG - - - - - - - - - - GT T T T T AACACAA T A TGA T ACGGT CCGAA T CC - GAAGACGT T C T AC T T T - - - - - - - - - - T CAGACACCGGCCA TGAAAGCCCA TGACC T CA TGT A TGGT C
CGAA T T T CGCC T C TGT AGT A TGGT T T ACA TGC TGA T T AACCGTGC T CGC T - - - - - - - T A T TGAGT TG - CCCAGGGGTGGT T T ACA T A T TGGGT T ACGGTG - - - - - - - - - - GT A T T CAAC T CAA T A T AACAA TGT CCGAA T ACAGAAGACGT T C TGC T T T T A - - - - - - - - - T AGACA T TGGCCGTGGAAGCA T ACGT T C T CAAAACAACAA
C T AGT T T CGCC T C - - T TGT A TGGT CCACA TGT TGAGT T ACCGTGC T CGT A TGAC TGGT A T CGAGT T T CCCCAGGT A TGGT T T ACA T AC TGGGT T A T CGT A - - - - - - - - - - T T T CCCAAC T CAA T A TGACACGGT CCAAA T T CGGAAAAC T T T C T AC T T T T T AA T TGGT T T T A T CCAAAAGA T A T AGAAAAAAACA T T CCAAAAA T AGT AA
T T T T CCCACCCCC - - T CACC T T ACCCA T AAAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T C T TGGT A TGGT T CACA T AC TGGGT T ACCA TG - - - - - - - - - - C T T T CCAAC T CAGTGT T ACACGACCGGAA T T CGGAAAACGT T C T T T T A T - GAACCA T CC T TGACAAGCC T T CA TGGTGAGGT T A T C T C T AAACA T CGT CA
CGAGT T T CGT CCC - - TGGT A TGGT T CACACGC T T AGT T ACCGTGC T CAC T TGAC TGA T A T TGAGT T T CCCCAGGT A T TGT T T ACA T AC TGGGA T ACCGTG - - - - - - - - - - GT T ACCAAGT CAA T A TGACACGGT CCGAA T CCGGGAGACGT T T T AC T T T - - - - - - - - - - T T AGAAACC TGCCA TGAAAGCGT ACGT T C T CA T A T T CGAAA
CAAGT T T CACC T C - - TGGT A TGA T T CACA TGC TGAGT T ACCGTGC T CGC T - - - - - - - - - - - - - A T A T CCCCAGGT A TGA T T T ACA T T C TGGGT T ACCGCG - - - - - - - - - - GT T T T CCAC T CAA T A TGA T A TGGCCCGAA T CCGGAAGACA T T C T AC T T T T A - - - - - - - - - T AGAA T C TGGCCGTGAAAGC T T ACGT T C T CAA T T CAA T T A
- - - - - - - - - - - - - - - - - GT C TGA T A T A T AAA T T AAC T - - - - - - - - - - - - - - - A T CAGT A T TGAA T T T CCCCAGGT A TGGT T T ACA T AC TGGGT T ACCGTG - - - - - - - - - - A T T T CCAAC T CAA T A TGACACGGT T CAAA T AC TGAAAACGT T C T AC T T T - - - - T T AA T T T TGAAAGAGAAACAAACAAGA T T T T T T T CCGAGAGT AAAA T
C T AAC T TGGA TGT T CAGGT AAGACACA T AAGAAGA T A T CC T T CAGT AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T CCCAA T T CAA T A TGACAAGC T C T AAA T CCAGAAA - CGT T C T AC T T T T A - - - - - - - - - T AGGCACCCGT CGTGAAAAGC TGC - T CACAGA T A TGAGAA
TGGT T T A TGT TGT T C T T A T AAAAA T TGT CAA TGGAGT T AC TGTGGT CGC T TGAC TGGT A T TGAGT T T CCACAGGT A TGGT T T ACA T AC TGGA T T AC TGTG - - - - - - - - - - A T T T CCAAC T CAA T A T CACACGGT CCAAA T ACGGAAGACA T T T CA T C T AAGAAGT AA T T C TGAAAGACGCCCAGT AAGA T T T T AGT T C T A TGC T T AGT TG
TGAC T C T CGCC T T - - TGA T A TGGT T CACC TGT T A TGT T ACAGTGC T C T C T TGAC TGGT A T TGAGT T T C T CCAGGCA TGGGT T ACA T AC TGGGT T ACCGT T - - - - - - - - - - GT A T T CAAC T CAA T T TGA T AAGA T CCGAA T ACGGAA T A TG - AA T A T T - - - A - - - - - - - - - T AGACAC TGGCCA T AAAAGAC T ACGT T C T CA T T T CACACA
CGAGT T T CGCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGGT A TGGT T T ACA T AC TGGGT T ACCA TG - - - - - - - - - - GT T T T CAAC T CAA T A TGACA - - - - - TG - - - - - - - - - - - - - - - - - - - - - - - AAA TGAA T T T T A T A T T T CGACCCCAGGAACGT A TGT T CC TGT AA T T T T AG
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TE: rnd_5_family_703.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 226bp; fragments: 22; full length: 4 (>=203.4bp)
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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 226 bp
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TE: rnd_5_family_703.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 529bp; fragments: 12; full length: 0 (>=476.1bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_703
 size: 368bp; fragments: 20; full length: 0 (>=331.2bp)
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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 368 bp
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PFAM domains



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

TE consensus after TEtrimmer (bp)
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