
Start crop Point End crop Point

MSA length = 6591
T AAA TGT T T T A T T T A T CAA T T TGACAGGA TGA T T T T T T T TGA TGT T T T ACCCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA - - - - - - - - - - CGT CAAAGT A T T T ACAAA T T AAGAAAAAA TGTGCGAGCCC T T CCGAGTGC T T CCGT CAA T T C TGCGA T AAAA T C T ACGT AAAAAAAC T CAC T T T AGT CA T
T AAACA T AA TGT CAGT CAAACC T CGAAGGAGACCAA T T T CACAGT T T AAACCAAAGA T A T C T AAA T AAAGGGAGACAAAAC TGT T T A T A T T T T T T CGCGA - - - - - - - - - - TGT CAAAGT A T T T ACAAA T T AAGAAAAAA TGTGCGAGCCC T T CCGAGTGC T T CCGT CAA T T C TGCGA T AAAA T C T ACGT CAAAAAAC T CAC T T T AGT CA T
T AGGGA TGGT ACA T T T CGA T CCCCGAAGAA T A T T T T T TGT T AAAGT A T CACCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCGAAA T AACCGT C T T CACAG - - T T CGACC T TGACC T
AAACC T T CGTGC T AA T T - - - - - - - - - - - - - - - - - - - T T T A TGTGT T T AAAGCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA - - - - - - - - - - CGT CAAAGT A T T T ACAAA T T AAGAAAAAA TGTGCGAGCCC T T CCGAGTGC T T CCGT CAA T T C TGAGA T AAAA T C T ACGT CAAAAAAC T CAC T T T AGT CA T
T A T A T ACC TGGT A T A T - - - ACCCAGAAGGTG - - - - - - - - T AGGGT A T T T ACCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA - - - - - - - - - - CGT CAAAGT A T T T ACAAA T T AAGAAAAAA TGTGCGAGCCC T T CCGAGTGC T T CCGT CAA T T C TGCGA T AAAA T C T ACGT CAAAAAAC T CAC T T T AGT CA T
T AA T TGT A T T T T C TGT CA T T C T T TGGA TGT CA T T T T AC T C - - - GT TGGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGTGAA TGGT ACACAC T AACCCA T A TGACAG - - - - - - - - - - - - - - - -
T ACGCA T C T CC T CCC T T AAAC T T T T AAGT T CA T T T T T T T C TGAGT TGCACCCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGTGAA TGGT ACACAC T AACCCA T A TGACAG - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - AA T C T AACAGAA T C - - - - - - - - - - - - GT T T AAACCAAAGAAA T C T AAA T T AAAAAAC T CGAGA T TGCGC T T T T T T T T T CGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - GTGT AA T C T C T C - - - - - - - - - - - - - - - - - - - T T TGTGAGT T C T AACCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT CAAAGT A T T T ACAAA T T AAGAAAAAA TGT CCGGGT T CC T T AA T C T T CCCGCAGCAACA T TGCAGAGCAACGT TGACAAAAAAACACAA T A T T A T TGA
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TE: rnd_5_family_194.fasta.b.bed_uf.bed_g_3.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: 6591bp; fragments: 1936; full length: 0 (>=5931.9bp)
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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 6591 bp
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TE: rnd_5_family_194.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 6918bp; fragments: 1938; full length: 0 (>=6226.2bp)
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TE consensus genomic coverage plot (bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_5_family_194

 size: 4251bp; fragments: 1647; full length: 41 (>=3825.9bp)
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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

500

1000

1500

2000

2500

3000

3500

4000


