
Start crop Point End crop Point

MSA length = 6507
GT A T T AA T AA T AC T AGT T T A TGAA T A T A T T T AGT AGGCA TGC T AAGGT T T AAGT AAAGA T T T A T T A T AACA T T T T T T T CA T T AAA T AAC T AAAAA T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T T AA T AA T AC T AGT T T A TGAA T A T A T T T AGT AGGCA TGC T AAGGT T T AAGT AAAGA T T T A T T A T AACA T T T T T T T CA T T AAA T AAC T AAAAA T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T T AA T AA T AC T AGT T T A TGAA T A T A T T T AGT AGGCA TGC T AAGGT T T AAGT AAAGA T T T A T T A T AACA T T T T T T T CA T T AAA T AAC T AAAAA T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T AGGCA TGC T AAGGT T AA TGCAAAA T A T CA T CA T CAAAA T T A T T T T A T T A T A T T A T CAAGAA T AAAA - - - - - - - - - - GCAAA T T T AA T T C T TGCACCCGGGCGCCAGA T ACCC T AGGC T CGGCCC TGC T AA T AGC T T C T CA T A T A T A T T T T T T TGT AGT A T CGCCAA T C T T C T T T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAAA T T T AA T T C T TGCACCCGGGCGCCAGA T ACCC T AGGC T CGGCCC TGC T AA T AGC T T C T CA T A T A T A T T T T T T TGT AGT A T CGCCAA T C T T C T T T AA
GT ACCAAAAA TGC T AGT TGA TGGA T A T T T T TGGCAGGCA TGC T AAGGT T AA TGCAAAA T A T CA T CA T CAAAA T T A T T T T A T T A T A T T A T CAAGAA T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGCAAAA T A T CA T CA T CAAAA T T A T T T T A T T A T A T T A T CAAGAA T AAAA - - - - - - - - - - GCAAA T T T AA T T C T TGCACCCGGGCGCCAGA T ACCC T AGGC T CGGCCC TGC T AA T AGC T T C T CA T A T A T A T T T T T T TGT AGT A T CGCCAA T C T T C T T T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAAA T T T AA T T C T TGCACCCGGGCGCCAGA T ACCC T AGGC T CGGCCC TGT T AGT AGT CCCAAA T A T A TGT A T T C T T C T AGT A T T T CCAGT T T TGTGT TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAAA T T T AA T T C T TGCACCCGGGCGCCAGA T ACCC T AGGC T CGGCCC TGT T AGT AGT CCCAAA T A T A TGT A T T C T T C T AGT A T T T CCAGT T T TGTGT TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAAA T T T AA T T C T TGCACCCGGGCGCCAGA T ACCC T AGGC T CGGCCC TGT T AGT AGT CCCAAA T A T A TGT A T T C T T C T AGT A T T T CCAGT T T TGTGT TG
T TGT T AA T AA T AC T AA T A T A TGA T T T CA T C T AGT AGGCA TGC T AAGGT T AA TGCAAAA T A T CA T CA T CAAAA T T A T T T T A T T A T A T T A T CAAGAA T AAAA - - - - - - - - - - GCAAA T T T AA T T C T TGCACCCGGGCGCCAGA T ACCC T AGGC T CGGCCC TGAA T A T T C T T T C T A T T A T T T T T T T AAA T A T AGT A T T T CCGACC T T C T T T TG
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TE: rnd_4_family_588.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6507bp; fragments: 61825; full length: 0 (>=5856.3bp)
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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 6507 bp
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TE: rnd_4_family_588.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6807bp; fragments: 60705; full length: 0 (>=6126.3bp)
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TE consensus genomic coverage plot (bp)
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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_4_family_588
 size: 625bp; fragments: 24743; full length: 18599 (>=562.5bp)
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TE consensus genomic coverage plot (bp)
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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 625 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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