
Start crop Point End crop Point

MSA length = 561
GT T T ACAAGAA - A T T T AGC T C - - - A T T A T T T AC T C TGT T - - - - - - - - - - - - - - - - AAGCCGCGT ACAGAC T TGAGCGCGAA TGTGT TGAGAACGCA T A T T - - - - - - - - - - CGAC T CAGCACA T T CGCAC T CAAA T C TGT ACGCGGC T T T AGACACG - - T T AAA T C T - - - A T AAAGCGT T AA T T AA TGT T T T T T T T T T CAA T T T T T CA - - -
ACAAGT TGAAACGT T T A T T T A - - - - - T A T C T CA T A T A T AAA - - CCGCGT T T - - - - AAGCCGCGT ACAGAC T TGAGCGCGAA TGTGT TGAGCACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T CGTGC T CAAGT C TGGACGCGGC T T AACAGGTG - - T T T T AC T C T AAAAACAGCGC T CG - C TGAAA T T T - - - - - - - - - - - - - - - - AGG
ACAAGT TGAAACGT T T A T T T A - - - - - T A T C T CA T A T A T AAA - - CCGCGT T T - - - - AAGCCGCGT ACAGAC T TGAGCGCGAA TGTGT TGAGCACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T CGTGC T CAAGT C TGT ACGCGGC T T AACAGGTG - - T T T T AC T C T AAAAACAGCGC T CG - C TGAAA T T T - - - - - - - - - - - - - - - - AGG
A T A T T T C T AAACGT T CACCCGAACCAAA TGT T C T AAACGAAGA - - - - - - - - - C T T AAGCCGCGT ACACAC T TGAGCGCGAA TGTGT TGCG - - - - - - - - - - - - - - - - - - - - CGAC T CAGCACA T T CGCGC T CA TGT C TGT ACGCGGC T T T ACA TGT AAA T T TGGT AC T A T - - - - - - - - - - - - - T AGGT ACC T A T T C T T T AACCAC T CCGT A
A T CAGT TGTGGTGTGT TGCCGAACAC T AACGAC T A T AAGT AA T A TGCGCA TGC T T AAGCCGCGT ACAGAC T T AAGCGCGAA TGTGT TGAGT ACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T TGCGC T CAAGT CGGT AC T CGGC T - - - - - - - - - - - - - T T AGT TGAGAGAACACAC T CA - T AC TGA T T T CCGT C T T AA T T TGT AA TGA
A T A TGT AC T AACGT T T AGGT A T ACAC T AC T TGC T T T AAC T A - - C TGCGT ACACA T AAGT CGCGT ACAGA T A TGAGCGCGAA TGTGT TGAGCACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T CGC T C T CAAGT C TGT ACGCGGC T A T ACGCA T A - T T TGTGC T T T A - - - - - AA TGT CCA - T T AAGA T T T AA T A T - - - - - - T T T AGAGA
A T A - - - - - - - - - - - - - - - - - - - - - - - AGTGT T T T A TGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGCC T TGT - - - - - - - - - - CGAC T CAGCACA T T CGCGC T CAAGT C TGT ACGCGCC T T A TGGGT T AA T T T T TGGT AAAA - - AAA T TGTGCG - CAC TGAC T T T T T T T C T T T TGCGAGCAAG
A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T AGAAA - - - - - - - - - - - - - C T AAAGT CGCGT ACAGAC T TGAGCGCGAA TGTGT TGAGCACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T CGCGC T CA TGT C TGT ACACGGC T T AA T A T T CAA T T T T T AGC T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACCCCGTGTGAA
A T T AGT ACAAA T A TGGTGCCAAGCAC T A T A T A T T T AAAAAA - - - - - - - - - - - C T T T AGCCGCGT ACAGAC T TGAACGCGAA TGTGT T CAGCACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T CGCGC T CAAGT C T A T ACGCGGC T T T CGAC T TGA T T T T T T T T C T AAAAGA T A T A T CAAA TGGT CAC T T T A T T T T T AA TGC T T AAGCA
A T A TGT A T T AA T T T A T AAA T C - - - A T TGGGT C T AA T AAAAAGAC T AAA T A T A - - - AAGCCGCGT ACAGAC T TGAGCGCGAA T A TGT TGAGCACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T CGCGC T CAAGGC TGT A - GCGGC T - - - - - - - - - - - - - T T A T T CAA T T CAA T A T C T CAAACAGT AAC T T ACC T T T T A T T A T T T TGAGG
A T A TGT A T T AA T T T A T AAA T C - - - A T TGGGT C T AA T AAAAAGAC T AAA T A T A - - - AAGCCGCGT ACAGAC T TGAGCGCGAA T A TGT TGAGCACGCA TGT T - - - - - - - - - - CGAC T CAGCACA T T CGCGC T CAAGGC TGT A - GCGGC T - - - - - - - - - - - - - T T A T T CAA T T CAA T A T C T CAAACAGT AAC T T ACC T T T T A T T A T T T TGAGG
C T ACGCAC T T A TGCGAAGC T T - - CACCGTGCA T TGGA T T AAGA - - - - - - - - - - - - CAGCCGCGT ACAGAC T TGAGCGCGAA TGTGT T AAGCACGCA TGT T - - - - - - - - - - CGAC T CCGCACA T T CGCGC T CAAGT C TGT ACGCGGC T T AA T A T AA T - - - - - - - - - - - - - CAGGCCCGCGGA - CA T TGC T T CGC T T T C T CACGAGCGCGAA
ACAAAC T TGAGCACGCA TGTGAACCA T A T T T T T TGGACG - - - - - - - - - - - - - - T T T AGCCGCGT ACAGAC T T AAGCGCGAA TGTGT T AAACACGCA T A T T - - - - - - - - - - CGAC T CAGCACA T T CGCGC T CAAGT C TGT ACGCGGC T AA TGACACAA T T T T T A T T C T T C - - - - - - - - - - - - ACAAGCA T C T T C T T T T TGGT T T T T - - GAA
A T A - - - - - - - - - - - - - - - - - - - - - GT T A T T T T T TGT AA - - - - - C TGCGT A T A - - - AAGCCGCGT ACAGAC T TGAGCG - - - - - - - - - - - - - - - CGAA TGT T - - - - - - - - - - CGAC T CAGCACA T T AGCGC T CAAGT C TGT ACGCGGC T CAACGGAGA - - - - - - - - - - - - - CCAA T T TGT CAG - CAGTGA T T T AC - - - - - - - - - - - - - - T AA
A T A - - - - - - - - - - - - - - - - - - - - - GT TGT T T T T TGT AAA - - - - C TGCGT A T A - - - AAGCCGTGAACAGAC T TGAGCGCGAA TGTGT TGAGCACGAA TGT T - - - - - - - - - - CGAC T CAGCACA T T AGCGC T CAAGT C TGT CCGCGGC T CAACGGAGA - - - - - - - - - - - - - CCAA T T TGT CAG - CAGTGA T T T AC - - - - - - - - - - - - - - T AA
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TE: rnd_5_family_78.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: 561bp; fragments: 146; full length: 15 (>=504.9bp)
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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 561 bp
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TE: rnd_5_family_78.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: 864bp; fragments: 139; full length: 0 (>=777.6bp)
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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_5_family_78

 size: 670bp; fragments: 230; full length: 3 (>=603bp)
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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 670 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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