
Start crop Point End crop Point

MSA length = 6118
ACA T CGAA T C T T AAAGA TGT A T T T A T AAA T ACAAA T T A TGT A T T ACAACGTGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGTGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAGT A - - AC - AA T AAGGGCCCCC - GCAGT T CAAAAAGGT A T CAAAAA T T T AAA T
AAA T C - AA T ACAA T AA T AAGT T A T A T AAA TGAACA T T A TGAAA T A T - - A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGT ACCCACGGAA T CCGT AACAA T A T T - - - - - T A T - - - - - - - - - - - - - - - - - - - AAGGTGGT ACA - - - - - - - - -
ACGT T - AGCGT AGA T C T T AGCGT T A T C T A T AAAGC T - AA T AGA T AC - - - - TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T ACA - - - - - T T AAA T A - - - - - - - - - - A T TGAAA T TGAA T T T AA T T - - - - AA
AAA T - - AGCGT TGCGAA T AA T T TGA T AAA - - - - - - - - - - - - A T T A T - - - - TGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACA T T A T T - - - - - AA T AA T T TGT AGGCA T T AAAAAAAAA T AGAA T A - - - - - - - - -
C TGTGGGGTGA T T AACCCCCCC T C T T A T ACCCAC T CAC T C T T T T A T A T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T AC TGGT AGGAACAAA T AGT A T T T CAGCGAGC TG - - - - - - - - T T TGCG
- - - - - - GT CAAAAA T A T TGGT T TGGTGAGT - - - - - - - - - - - GT T A T - - A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACA T T A T T - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAA T AGT T TGT T T - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT - - A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAGT A T T AC T AACA T AA T AAGT AAGT A T CAAAAAAAAC T A T T T AAA T T T T AAAG
GT A T AGAACGTGGGAAAGACGT TGGGAAA T T AA T AA T AAACGACGT A T AGTGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T AGGACAAAC T T AA T TGGCAA T T A T T AGT T CGAAGT CAGA T AGA T CCAAAG
A T A T AAA T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T AA T A T A T A T A T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T AAA T AGT AAGAAA T AAA - - T A T T ACAGGGAGC T - - - - - - - - - - - AAAG
A T T T T - - - - - - - - - ACC TGA T T T T ACAAAAAAAAA T - - A T AAA T A T - - - - TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T - - - - - T AGAGT AAGAA - - T A T T AGGT AAAAA T AA T A T AA T T - - - - TG
AAA T AGAGAGCC TGA T A T T A T T T T T CAA T CAAAAA T - AAAAGACA T A T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAGT T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T - - T AA T T CAA T T AAGCA - - A T C T AGAA T AA T T TGT T T AA T T T T - - - -
CA T T AG - GTGA T T A T C T ACAAC T T T T A T C TGAAAAC T T AAA T A T A T T T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACA T T A - - - - - AA T AGGGAGAAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T T T - - - - - - - - - ACC TGA T T T T AC - AAAAAAAA T - - A T AAA T A T - - - - TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T - - - - - T AAAGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_1353.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6118bp; fragments: 18939; full length: 0 (>=5506.2bp)
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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 6118 bp
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TE: rnd_5_family_1353.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6418bp; fragments: 19144; full length: 0 (>=5776.2bp)
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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_5_family_1353
 size: 948bp; fragments: 10200; full length: 222 (>=853.2bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 1000 2000 3000 4000 5000 6000
0

100
200
300
400
500
600
700
800
900


