
Start crop Point End crop Point

MSA length = 765
GC T C T T T AAAACGTGT AC T AAA T A T CCCGAACCGA T A T C T T T A T AG - - - T CAGGGT CGGAC TGACCA T A T AGT CAGGGTGGCGA T TGCCAGCCGGTGCCA - - - - - - - - - - CCC T T C T CACAA T T T CAC T CAGGCCC T CCAGCCCAGT CCGACCC TGCA T AC - - - - - - - - - CAA T AAAACGAAA T T CACCC T A T ACCAGGTGT TGTGAAA -
TGT C T T T AAAACGTGT AC T AAA T A T CCCGAACCGA T A T C T T T A T AG - - - T CAGGGTGGGAC TGACCA T A T AGT CAGGGTGGCGA T TGCCAGCCGGTGCCA - - - - - - - - - - CCC T T C T CACAA T T T CAC T CAGGCCC T CCGGCCCAGT CCGACCC TGCA T AC - - - - - - - - - CAA T AAAACGAAA T T CACCC T A T ACCAGGTGT TGTGAAA -
CGC T T A TGAAAAA T CCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC T T CCCACAA T T CCACCCGGGCCC T C TGGCCCAA T C TGACCC TGCA - - T AC T T AGGCGCA T T C T CACGAC T CGTGT AC T TGACAAACA T T TGT AA T TG
CGC T T A TGAAAAA T CCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC T T CCCACAA T T CCACCCGGGCCC T C TGGCCCAA T CCGACCC TGCACA T AC T T AAGCGCA T T C T AACGAC T CGTGT AC T TGACAAACA T T TGT AA T TG
- - - T T T T AAAA T A T A T A T T T A T T A T T T CAGA T T TGGCA T AGT A T AGT CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T C TGGACC T AAAAAAAGT T AA T A T T AA TGT A T A T T A T A T AAAA T
- - - - - - - - - AAGCCA T A T T TGT ACAACCGGGCC T AAAAGCC TGAAGT - - T CAGGA T CGGAC TGGCCA T A T AGT CAGGGTGGCGA T TGCCAGCCGGGCCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AAC T TGGT T T AAA T C TGAAC T AACCC TGAACCGAGT A T AGACAACC
- - - - - - - - - AAGCCA T A T T TGT ACAACCGGGCC T AAAAGCC TGAAGT - - T CAGGA T CGGAC TGGCCA T A T AGT CAGGGTGGCGA T TGCCAGCCGGGCCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AAC T TGGT T T AAA T C TGAAC T AACCC TGAACCGAGT A T AGACAACC
TGAA TGT AAAAAACC T C - - - - - TGT T T CGT ACGCAGT T C T T CA - - - - - - T CAGGGT CGGAC TGT CCA T A T AGT CAGGGTGGCGA T TGCCAGCCGGGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - T AA T T T T AGA T T AAAAGAGT T AA TGA T AA T T TGT AC TGT ACGGAC -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC T T C T CACAA T T CCACCCGGGT CC T C TGGCGCAGT CCGACCC TG - - - - A - - - - - - - - - T AA T A T CA T AAAA T - - - - AA T ACA T CGCC T AGTGCA T AA -
T CA T T T T AAAAAGT A T - - - - - - T A T C T C T T ACCAAGAAC T T T - - - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACAGCA T T T CCCC T AAACAGCAA T T AA T A T AAA
T CAC T T T AAAAAGT A T - - - - - - T A T C T C T T ACCAAGGAC T T T - - - - - - - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACAGCA T T T CCCC T AAACAGCAA T T AA T A T AAA
T T T T A T T T AAACGTGCA T T T T T T ACA T T T T T T AA T A TGT AA T A T AGT T CGCAGGGT CGGAC TGGCCA T A T AA T CAGGGTGGCGA T TGCCAGCCGGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T A T T CC T CCGAAACGG - - - - - - - - C T TGACCGA T T T TGA TGAAA T
CA T T C T CAAGAGCA T T AACA TGGACA T T A T AA TGAGG - - - - CA T CGT T C T CAGCGT CGGAC TGGCCA T A T TGT CAGGGTGGCGA T TGCCAGC TGGGCCAA - - - - - - - - - - - - - T T C T CAAAA T T CCACCCGGGCCCCC TGGCCC TGT CCGACCC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T C T AA T T T TGA T T TGGCAAAA -
- - - - - - T AAAA T T AACAA TGGAAA T AGT T T T T CAA T AAC TGT A T AGC - - T CAGGGT CGCAC TGGCCA T A T AGT CAGGGTGGCAA T TGCCAGCCGGGC T CA - - - - - - - - - - CCC T T C T CACAA T T CCACCCGGGCCC T C TGGCCCAGT CCGACCC TGCA T AC - - - T AC T T AC T AGCAA T T AGGGA T T A T T T TGAAACACA TGA TGCAA T TG
T A T C TGT CAAAAAAA T AA T A TGA T C T T C TGACC - - - - - - - - - - - - - - T CACAAGGT CAGAC TGGCCA T A T AGT CAGGGTGGCGA T TGT CAGCCGGGCCCA - - - - - - - - - - - - - - - - - - - - - - - T CCACCCGGGCCC T C TGGCCCAGT CCGACCC TGCA T A T A T T T AGT C T AAGT A T AGGT AAGT T AGT T A T AC T T CGGCA T A T ACAAAAC
T A T C TGT CAAAAAAA T AA T A TGA T C T T C TGACC - - - - - - - - - - - - - - T CACAGGGT CAGAC TGGCCA T A T AGT CAGGGTGGCGA T TGT CAGCCGGGCCCA - - - - - - - - - - - - - - - - - - - - - - - T CCACCCGGGCCC T C TGGCCCAGT CCGACCC TGCA T A T A T T T AGT C T AAGT A T AGGT AAGT T AGT T A T AC T T CGGAA TGT ACAAAAC
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TE: rnd_1_family_733.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: 765bp; fragments: 1581; full length: 60 (>=688.5bp)
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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

After TEtrimmer 765 bp
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TE: rnd_1_family_733.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: 1074bp; fragments: 1492; full length: 0 (>=966.6bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_733

 size: 304bp; fragments: 1028; full length: 276 (>=273.6bp)
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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 304 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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