
Start crop Point End crop Point

MSA length = 3763
AA T T CGT AGCC - A TGAGAACAAGTGA T T T TGAGGT CGC T CGAGGC T C TGCGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GACGT T CGGC T - T TGAGAAGAAC TGA T T T TGAGAA T AAA TGA T ACCA T ACGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGCAGT A
AA T T CA T T ACGGT T AGCA T T CGGT T A T AA T CGGCACGGCCA T AGCG - - GA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T CAAAGCCGAACGT C - - - - - - - - - - GT CAC T TGCC T T AC T T AA T C T AAAAAGA T C T T T T CACAGCCC T T CAACAA T C TGA TGA
AAC T TGAAACGGT CGGGGC T CGGT AGGC T T AGAAGT AAAAGGTGA T A T T CAGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - GT CAC T TGCC T T AC T T AA T C T AAAAAAA T C T T T T CACAGCCC T T CAACAA T C TGA T AA
- - - - - - - - - - - - T T AA T A TGAGC TG - - - - - - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGC TGAA
GACGT T TGGC T - T TGAGAAGAAC TGA T T T TGAGAA T AAA TG - - - - - - - A TGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC T ACA -
GCCACACGACGGT CGGGGT TGT A T CGT A T T AAGGAGGG - - - - - GC T - - T AGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - GT CAC T TGCC T T AC T T AA T C T AAAAAGA T C T T T T CACAGCCC T T CAACAA T C TGA TGA
GCCACACGACGGT CGGGGT TGT A T CGT A T T AAGGAGGG - - - - - GC T - - T AGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - GT CAC T TGCC T T AC T T AA T C T AAAAAGA T C T T T T CACAGCCC T T CAACAA T C TGA TGA
AA T T CGT AGCC - A TGAGAACAAGTGAC T T TGAGGT CGC T CGAGG - - - - - - GGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGGT AA
- - - - - - - - - - - - - - - - - - - - - - - - - A T T T T CAAA T CA T ACAAAA - - - - A TGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAAAA
GAGACGTGACGGT CGGGGC T CGGT AGGC T T AGAAGT AAAAGGTGA T A T T CAGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - GT CAC T TGCC T T AC T T AA T C T AAAAAGA T C T T T T CACAGC T C T T CAACAA T C TGA TGA
GACGT T CGGC T - T TGAGAAGAAC TGA T T T TGAGAA T AAA TGA T ACCA T T CGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GACGT T CGGC T - T TGAGAAGAAC TGA T T T TGAGAA T AAA TGA T ACCA T - - - - - - - - - - A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T AAAAG
GACGT AAA T CGGT CGAA T T AAGGCGGGGC T T AGGCGAAA - - - - - - - - - TGGGGA TGGT A T CA T T T A T T C T CAAAA T CAGT T C T T C T CAAAGCCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAAAA
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TE: rnd_5_family_8772.fasta.b.bed_uf.bed_g_4.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: 3763bp; fragments: 5062; full length: 2 (>=3386.7bp)
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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 3763 bp
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TE: rnd_5_family_8772.fasta.b.bed_uf.bed_g_4.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: 4033bp; fragments: 4080; full length: 0 (>=3629.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

0
20

0
40

0
60

0
80

0
10

00

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_8772

 size: 482bp; fragments: 729; full length: 9 (>=433.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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