
Start crop Point End crop Point

MSA length = 1329
T AGTGGAGTGT T CAAGAACC T C T AACGGT C TGAGACAC T CGA - - - - - - - - AA T CAAAACCAGTGGCGGT T CGTGGT T A T T A T TGT AGGGAGGT CAA T A T C - - - - - - - - - - T T T T TGGGGGGGGGCA T TGACCA T T TGA T C T CGTGA TGAAGCCGCCAC TGGGAAAA T C - - - - - - - - - - - T T TGGT T T T T C TGAAAAC T T T TGA T T T AAGA
AAAAAGTGT TGACA T T CACCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGT CAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGT CAA T A T C - - - - - - - - - - T T T T CGG - - - - GGGCA T TGACCAC T TGACC T CA T AGT T AAGCCGCCAC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T CAC T AGA
T AA TGT TGT A T AGA T - - - - - - - - AA TGGT ACGGAACCC T T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T TGGGGGGGGGCA T T AG - CA T T TGACC T CA TGGT T AAGCCGCCAC TGGA T ACACGT A T AGA T A T AGGACGGT C T A T T TGCA T AA T T TGGA T T T T A T C
TGT T TGCCCC T T CAGT A T CGGCCAGCCACGC T AAAAAGGTGT C T TGT T T T AA T - - GAGT CAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGCCAA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAC - - - - - - - - - - - - - A T AC T A T T T T A T T T ACACA T A T T AA T T AAAAA
T AA T T T A T T A T A T T T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T CAGTGGCGGC T CGTGGT T A T T A T TGT AGGAA TGT CAA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCACGCGT CAAA T T TGA - - - - - - - - - - - - - - - - - - - - - T T AA T T T T AAA
AAA T CAA T T ACC T A T CAA T A T T T AA T AAC T A T AA TGAC T TGAC T AGT ACCAA T T A T AA T CAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGT CAA T A T C - - - - - - - - - - T T T T TGG - - - GA TGCA T TGACCA T T TGACC T CA TGGT T AAGACGCCAC TG - - - - - - CCAC T AA T T AAAA T AC T T T T T T C T T AAA T AA T T T T AAC T T AGT A
T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T ACA T AA T A TGAA - - - ACACCAGTGGCGGC T CGTGGT T A T T A T TGT AGAGAGGT CAA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACCCAAA T A T ACCCA TGA T A T TGA T A T T T T AGA - - - - - T TGT T T T T AAA
T AA T CAAGT A T AC T T T T ACCGC T AGGTGCGT C TGAGT CA T AAGT A T T A T AAA T T T AC T ACAGTGGCGGC T CGTGGT T A T T A T TGT AGAGAGGT CAA T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T T A T A T A T A T T TGT AGT CGT A T T T AC T A T AAAAAC T A TGC T C T T TGA
T AA T C T AGT AAAAAA T T ACGT C TGA T AA T CCAAAACA T T TGT C T AC T T CGAAA T A T TGGCAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGT CAA T AA T - - - - - - - - - - T T T T TGG - - - GGGGCA T TGACCA T T TGACC T CA TGGT T AAGCCGCCAC TG - - - - - - - - - - - - - - - - - - A T TGGAAA T A T T T AACAAA T T T AGGT T T AA T A
T AGAAAA T T AA T T T T C T ACC T - - AAAAGTGCGT AGAAAA TGT AGAA T A T TGA T T AAA T CCAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGT CAA T A T T - - - - - - - - - - T T T - - - - GGGGGAGCAC TGACCA T T TGACC T CA TGGT T AAGCCGCCAC TGAAAGA - - T ACCAAA T ACA - - A TGA T T A T T T T T ACC - - - - TGGT T T TGGCG
TGT T AGACCGGT TGAAAA T AC - - AGT T AGT T AAGA T A T T T T TGT T A TGCA - - - - - T A T CCAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGT CAA T A T C - - - - - - - - - - T T T TGGG - - - GGGGCA T TGACCA T T TGACC T T A TGGT T AAGCCGCCAC TGCA T A T ACCC T AA T T T CAA - - - - - - - - - - - - - - - - - - - - - T T A T T T T T A TG
CAGG - - - - - - - - - - - - - - - - - - - - A T T A T CGAAAGCCA T T A T ACAA TGT T - - - - - T T CACAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGT CA - - A T C - - - - - - - - - - T T T T TGGGGGGGGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGAACGTGT A T T AAA - - - - - - - - AA TGAA T CGTGAAAC T TG - - - - - - - - - - - - - - A T T CCAGTGGCGGC T CGTGGT T A T T A T TGT AGGGAGGT CAA T A T C - - - - - - - - - - T T T T TGGGGGGAGGCA T TGACCA T T TGACC T CA TGGT T AAGCCGCCAC TGC T TGA T T CACCGC T T AGAA T A TGGT T CGT T CAAAA - - - - T TGA T T TGTGA
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TE: rnd_5_family_168.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: 1329bp; fragments: 1745; full length: 20 (>=1196.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1329 bp
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TE: rnd_5_family_168.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: 1631bp; fragments: 1631; full length: 0 (>=1467.9bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

0
10

0
20

0
30

0
40

0
50

0

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_5_family_168

 size: 1120bp; fragments: 1583; full length: 17 (>=1008bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 1120 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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