
Start crop Point End crop Point

MSA length = 6830
A T AAC T A TGGAGGGAC T CC T T C T T T ACAA T AGA T C T A T AAGGCGCGGTGA T T T CAC T ACAA T C T AC T C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGT T A - - - AA T T C T AAGGT AGT AGA T C TGGACAAA T TGC TGTGAAC T T A T AAAACACAC
- - GT C T A T T AACCAA T T CGT T T A T AA T CC TGGT T T T C T AA T T T A T CGT T A T T T - - GT T CGT T C T AC T C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGT - - - - - - - - - - - - - - - - - T CAGAGGTGCA T CCAGAC T T T T TGGT T T A T CAAC - - - - -
A T TGAAAA TGT AAAA T T AAAAA T AAAAAA T AGA T AAA TGA T CC T TGGC TG - - T T AAA T T A TGACA T C T T T AAGAGT CCA T T T CAC TGGT CCGGAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCC T AAA TGGAC T C T T AAGT T T T A T TGT T T T CA TGTGT T T C T C TGT T T T A T T T T T AAA T T A T AA T ACGAA T T - - - -
GCGAGCAGC T A - - - - - T T A T AAAA T C T T CCAAGA T T A TG - - - - - - - - - - - T T T T AGT T T T T CGT AC - T T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGT T A T CAAAC T ACAA TGCA T CAGAA TGGAGT AAGAA T C T T C TGGAGT A T A TGT AGGT T
A T CAA T AAAAACAAA TGTGGGCAAAACAACAAA TGT A T AC T T CCAAGAAA - - T - - AGCA T T T T T AC - C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGT - - T AAAA T T T T AAG - - - - - - - - - - - - - - - - - - - - - - - - - TGGA T TGT AAGT T A T TG
GC TGAAAAAGCAGAA T T TGT AAAGAA T T CCA - - - - - - - - - - - AAAAGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T TGAC T T A - - - - - - - - - - - - GAACGAGGTGCA T ACAAA TGCGTGGT CAAACGCAAA T A T AC T
GCGAA T A T C T AGGAAGGT ACGCAGAGT T CCAAGT AAA TGA T C T AAGT CGA - - - - - - GGC T - - - TGA - C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T A - - - T A T AAAGT T CAAAAA TGT - - - - A T CA T A T AACGGCC T AC TGAC T TGGAAA T CGAC T
ACCAA T T T AAAGT AA T T CCAAGAAAACGT CAGCA T CA T AA T T CGAGA T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AA T A - - - - - - A T C T T AA T T TGACAGT T T T T T A T CACAA T T T T A T AACAAAA T AAA T AGCG
GT AAGT ACAGT T ACGT CCAAGAAAA T CGAAAAAAA TGTGAA TGT AAGCCA T T T T A T T T CA T T T T T T - A T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAGA T A T AAAA T T TGT AAA T ACA TGT - - - - - - T ACAAACC T T C TGGT ACAA T AA T ACAGA
A T AAA T AA T AAAGAA T T CAAAAAGA - - - - - - - - - - T A T T A T T TGAC T CGA - - - - - A T ACA T T T T AC T A T T AAGAGT T CA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - AAA T AA T A TGGGAA T T A T T CAGA - - - - - - - - - - T A T AA T T T AGAC TGAA T T T AACCCGC TGT AC T C T T AAGAGT CCA T T T CAC TGGT CCGAAAAAGT A - - - - - - - - - - CC TGAGACCGACCCGAGCAGTGCAGCGT AAA TGGAC T C T T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_8042.fasta.b.bed_uf.bed_g_2.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: 6830bp; fragments: 14232; full length: 5 (>=6147bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6830 bp
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TE: rnd_5_family_8042.fasta.b.bed_uf.bed_g_2.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: 7133bp; fragments: 14178; full length: 3 (>=6419.7bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_8042
 size: 4309bp; fragments: 23597; full length: 15 (>=3878.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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