
Start crop Point End crop Point

MSA length = 611
TGT CAAA TGCGAA T T T TGAAAAGA T AC T T T AAGA T T T AA TGGACAAAAAC T AAGGT AGA T ACAGGC TGGGAGCGT CGAGCGT CGGGT CGCGT T TGCGT CG - - - - - - - - - - CGC T TGACGC T C T CAGACCGT ACGT ACC T T T AAGC T AGGT A T T T AA T T AA T A T CAAAA T T T AAAAAAA T CC T AC T ACCAAAAA T T T T A T T T A T T T T TGCC
TGCA T A T AAC T T A T T T T AAAAA T A T A T - - - - AAAA T TGACA T A T AA T AA T T AAAGT ACA T AGTGGC TGAGAGCGT CGAGCGT CGCGT CGCGT T TGAGT CG - - - - - - - - - - CGC T CGACAC T C T CAGCC TGT ACGT ACC T - - - - - - - - - - - - - - - - - - - - - AGCGAAAA T - - - - - - - - - - - - - - - - - - - AAAAA T A TGA T T AGT T AACA T -
T T TGT T ACAGCAA T C T T CAGGAAA T TGGT T CAACAC T T T CAAAAAAAAA T T AAGGT ACA T A T AGGC TGAGAGCGT CGAGTGT CGCGT CGCGT T TGCGT CG - - - - - - - - - - CGC T TGACGC T C T CAGCC TGT ACGT ACC T T T AAG - - - - - - - - - - - - - - - - C T CGAAA T T - - - - AGTGGA T T AGTGGT T AAAAA T A T AA T T T T A T A T TGA T
TGT T AGA T ACGAA T A T T T AAAAAA - - - T T CAGGA T T CGACAACCAAAGAC T AAGGCACA T ACAGGC TGAGAGCGT CGAACGT C - - - - - - - - - - - GCGT CG - - - - - - - - - - CGC T CGACGC T C T CAGCC TGT AAGT ACC T T T AGAC TGG - - - - - - - - - - - - CGT T AAC T T T T ACAGT TGACCAGC TGT CAAGAAA T C T A T T T T C T A T TGT -
T T AAAAA TGGGACAGT T A T A TGA T TGGTGCAGGA TGT CACGGT CAAGGT T T AAGGT ACA T ACAAGC TGAGAGAGT TGAGCGT CGCGT C - - - - - - - - - - - - - - - - - - - - - - CGT T CGACGC T C T T AGT C TGT ACGT ACC T T T A T AC T CAC TGC T T T A T AA T AA T CAAAA T CC T AGACAA - TGT CC T T T T AAAAACCCCA T T TGT T C T T AC T
- - - - AAAAACGAAAACCAGAAA T T T - - T T T CGGAAA TGACAAAGA T AAGT - - - - - - - - C T T AAGGCGGAGAGCGT CAAGCA T AGAGT CGCGT T TGCGT CG - - - - - - - - - - CGC T CAACGC T C T CAG - C TGT ACGT ACC T T T A T T C T AG - - - - C - - - - - - - AGT CGAA T T - - - - - - - - - - - - - - - - - T CAAACACCCGGT A T T T AA T CA T -
- - - - T T T TGC T CA TGT T CA TGACA T AG - - - - - - - - - - GA T TGA T AAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGAAGAGG - - - - - - - - CAGAAGC TGCGA T T TGC T C TGAC T
T T T T T T T TGT T AA T C T TGT A TGGA T AA - - TGAAAA T C TGT T A T CAGAGGT - AAGGT ACA T ACAGGC TGAGAGCGT CGAGCGT CGCGT CGCGT T TGCGT CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAC T AC T T AA T AAACACAGA T A T T CAAGGCGGAC T T AC T ACAA T CAA T TGCA T CGT T TGT AGT T
T T T T T T T TGT T AA T C T TGT A TGGA T CA - - TGAAAA T C TGT T A T CAGAAGT - AAGGT ACA T A T AGGC TGAGAGCGT CGAGCGT CGCGT CGCGT T TGCGT CG - - - - - - - - - - C T C T CGACGC T T T CAGCC TGT ACGT ACC T T T A T AC T AAC T AC T T AA T AAACACAGA T A T T CAAGGCGGAC T T AC T ACAA T T AA T TGT A T CGT T TGT AGT T
T T T T T T T TGT T AA T C T TGT A TGGA T CA - - TGAAAA T C TGT T A T CAGAAGT - AAGGT ACA T A T AGGC TGAGAGCGT CGAGCGT CGCGT CGCGT T TGCGT CG - - - - - - - - - - C T C T CGACGC T T T CAGCC TGT ACGT ACC T T T A T AC T AAC T AC T T AA T AAACACAGA T A T T CAAGGCGGAC T T AC T ACAA T T AA T TGT A T CGT T TGT AGT T
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TE: rnd_4_family_1569.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: 611bp; fragments: 692; full length: 11 (>=549.9bp)
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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 611 bp
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TE: rnd_4_family_1569.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: 920bp; fragments: 671; full length: 0 (>=828bp)
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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_4_family_1569

 size: 593bp; fragments: 975; full length: 22 (>=533.7bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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