
Start crop Point End crop Point

MSA length = 5551
CGA TGT AGC TGACACGTGT T A T T AA TGAGAA T T A T A TGAAA T AAAGA T AAA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T AA T C - - - - - - - - - - - - - - - - T T T CC T AGT T TGAAAC T AA T T CAGA T A T A T T A T - - GT AACCGA - - -
GA T T T T A T A T T T T T T C T TGT T T CAA T AAGGA T T - - - - - - - - T T C TGTGAAA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A T T T A T T T A - - - - - - - - T AACC T AAA T A T C T T AAGTGT A TGAA T A T A T A T T AAC - T T AA T T AA T T A
T AA TGT T TGT T AGAAGT C T T T CAGAAGACGA - - - - - - - - - - - GAA T T T C T A T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A T AAA T T AAAA T AC TGC T T A T A T T C T CCGAGCAAGCAAA T CGAAGTGT T T CGT C - A T AAA T A T T TG
CGA TGTGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACA TGCCAA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A T AC - - - - - - - - - - TGT T CA T T C T T T CGTGT T AAG - - - - - - - - - - - - - - - - - - - - GT AA T AAACAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T A - - - - - - - - - CAA T T T AAA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAACCAAAGGCA TGA T - - T T AGTGAA T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T A T T A T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A - - - - - - - - - - - - - - - T T T A T T AA T A T AA T T T A TGT ACAA T AAA TGGT T T T A T - GGGAA T T AG - - -
GAA TGTGT A TGA T T T CCCA T T T AAA T A TGT A T T A T T T AAAGT AACA T TGAA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A T T T A T T AAAAGAA TGT TGA T T T AA T CGTGTGT AA T T AACAAAGCCGC T TGACCGT T AA T T AGT T A
T AA T A T A T T T T A T A T T T T A T T C TGGT - - - - - - - A T T T AGT A T AAA T AC T AA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T CA T T A T T AAAA T AA T A T T CGT T T TGT T A T T TGGTGTGC T A T - - - - - - - - - - - - - GC T AGT T A T T AA
T T A T A T A T CA T T T A T T T CA T T CAAA TGGT CGT TGT T CAG - - - T AAC T AAAA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T T CAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T T TGT A T T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T AAAAA
TGAAA T - - - - - - - - - - - - - - - CCAAGT AGCA T T - - - - - - - - - AAA T T A T AA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGA T T AAACACAC T A T - - T T TGT T AC T A T
- - - - - - - - - CGA T T T AAA T T T T CAA T A T CCA T T AC T T AAAA - AA T T A T T AA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A T CC - - - - - - - - - - TGT T CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA TGA T CGAAGA T AAACAA
T T A T AAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T T ACCA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A T A TGC T AA T A T CA TGA T AA T CCAAC T A T ACA T T T C TGA T AAA T AAA T AA T AC TGGT A T TGA T T AA
AAAGA T A T A TGC T A T T CC T T T AAAA T AAGC - - - - - - T AAAA - - AAAA TGCA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T - - - - - - - - - - - - - - - - - - - - - T T TGC T CGTGC T T CGCGAGGA - - - - - - - - - - - - - - ACAAC T AGTGG
- - - T A TGT T TGA TGT A T T T C T T AAGTGAAA - - - A T TGAA - - - - ACGT TGAA T T A T CC T T CGC TGT TGT CC T T CA TGA T T A T T ACAC T A TGT AGT AAGCA T - - - - - - - - - - C T T CGT T ACAGGT AAGT CGA T CAA T C T AGT AA T T A T T - - C T AAAA T AAAGT T A T T T T ACCCAGA T CCAACAAAA T AACAAAC T - - - - - - A T AAC T AC T T T
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TE: rnd_5_family_8462.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 5551bp; fragments: 3386; full length: 10 (>=4995.9bp)
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No TE domain detected

After TEtrimmer 5551 bp
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TE: rnd_5_family_8462.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 5851bp; fragments: 3386; full length: 9 (>=5265.9bp)
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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_8462

 size: 4146bp; fragments: 1412; full length: 27 (>=3731.4bp)
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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
0

500

1000

1500

2000

2500

3000

3500

4000


