
Start crop Point End crop Point

MSA length = 2499
AAAA T T T T T A T ACGGT A T T T T A T CGT AAGA T T T AAA T CAC T CAGT T T T CAAGCA T ACA T T AC T T T CCCGA T C T A T CCGCCAA T CAAAA T CCGCC TGA T T C - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC T CAGT T - - - - - - - - - - T T CA T CAAACGGCGAC T A - - - - - - T T T CAA T ACAC
TGGAGCGC - GCA T AGCAA TGT T A TGT T AGCC T CAAA T CGT CGT C T A TGCCAGCA T ACA T T AC T T T CCCGA T C T A T CCGCCAA T CAAAA T CCGCC TGA T T C - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC TGT CAA TGCCCAGAACCC T T C TGCGGCGT TGCAAAAGCAG - - - - - - - - - - -
AGCGT C T T T T T C TGA T A T CGT T T T T T T T T A T T - - - - - AAAAGT T AAGAACAGCA T ACA T T AC T T T CCCGA T C T A T CCGCCAA T CAAAA T CCGCC TGA T T C - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC TGT T AAGAACGGAA T T C T T CA T AAA T AA T T T CGAC T - - - - - - T AGA T ACA T
GAGA T - - - CACAGGGT CA T T A T T TGC - - - - - - - - - - - CAGTGT CCCAGT CAGCA T ACA T T AC T T T CCCGA T C T A T CCGCCAA T CAAAA T CCGCC TGA T T C - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC TGT CCCAG - - T CGT T C T T T TGT ACAGT C T AAGC T AAA T TGTGT T AGGGAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CA T TGT ACAGCAA T ACA T T AC T T T CCCGA T C T A T CCGCCAA T CAAAA T CCGCC TGA T T C - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC T T CA T TGT A - CGAC T A T T T AA T A T A T AGACAA TGGT A T AGA T TGAA TGCGC
AAA - - - - - TGCA T T T T AAAAC T T T T T T AAC T T TGAA T C T T T C T T T CCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC T CAA T AGA T CCC T T C T A T T T T TGAA T AA TGGGCGTGT T T A - - - - - - - - - - -
AA T A T C T T T A T ACGA T AC TGA T T T C T AC TGT - T AGGT - - - - - - - T AAGCCAGCA T ACA T T AC T T T CCCGA T C T A T CCGCCAA T CAAAA T CCGCC TGA T T C - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC TGGGT T AAGT CAGGT CC TGTGCACAC T T T T A - - - - - - - - - - - - CAGGGCA T
AA - - - - - - - A T AGGT CCA T T T T C TGT T ACA T - - - - - - CAGA T T CCGAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGAGGT T TGCGGT CCGT T T T T C T AAA T A T T T TGA - - - - - - - - - T T T TGT T C T T T
GAAA T C T T - - - - - GGT C T TGA T T T T C T AC T T C T AAA T CAACA T T T A T AGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGTGC TGAA T AA - - - - - - - - - - T T CGGGT CGCCAGTGCCACC T - - - - - - - - - - -
T AA - - - - - T CCAGGTGA T T TGT T T A T T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC T C TGACAGCGT CACGTGT C T C T ACGCAGT T A TGGTGGGT T - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCAA T CAAAA T CCGCC TGA T T T - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC TGA T T T AGA T T C T T T T TGC T AAA T AAAAA TGGT A T T ACAC T T - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCAGGAC TGA T CGGGAAAGT AA TGT A TGC T CAA T - - - - - - - - - - - - - - - GCA TGT CGT CGC TGC T A T TGT T CCCA T A T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC TGAAACGA T T TGA T TGGCCA TGCC TGA - CGGGAAA T T AA TGT A TGC T T ACAAACA T CGCC TGCGCGAGAAAGGGGCGTGGCCA - - - - - T CGT CACAC
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TE: rnd_5_family_13281.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: 2499bp; fragments: 228; full length: 9 (>=2249.1bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000

10
20

30
40

50
60

70
80

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000

0
50

0
10

00
15

00
20

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2499 bp
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TE: rnd_5_family_13281.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_rc.fa
 size: 2799bp; fragments: 223; full length: 0 (>=2519.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_13281
 size: 2508bp; fragments: 228; full length: 9 (>=2257.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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