
Start crop Point End crop Point

MSA length = 5562
- - - - - - - - - T T T A T T TGC T T T TGCA - - - - TGT T TGGT T AAGAGAGCAGA T - - A TG - AC T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T AA TGT AA T T T A T A T T A T T AAC T A T T A T A T T T A T A T T TGT A - ACGT T T T T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A T CA TGA TGCGAAACGT CGCA T AA T AAAAAAAAAGT - - - - - - - - - - T T C T A
GT T T T AAC T - - - - - - - - - - - - - - - - T A T T - - - CGCAACGT T T TG - - - - - - - - - - - - T T T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAA T C T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A TG - - - - - - - - - - - - - - - - - - - CCGTGA TGCCA TGGT T T TGT T T TGT A T T T - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A T TGACA T T TGAAGCC T TGA T T A TGT A T AAA T AGA TGT ACA T TGT A T T C TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A - T A T A T AA 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 A T - A T A T A T A T - -
- - - - - - - - - GCC T CCCA T AC TGA - - - - - - - AGT CCGCCA T A T TGGGAAGT - T A T A - AGT A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A - TGAA T T T ACAA T T ACCGAGTGT T AAAA T T AAAA T T AAA - A T A T C T A T - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACCAA T T T AC T T T A T - T A T T - T A T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT TGTG - T TGAGT T T TG
A T T T T AACCCGTGCGT C T CGCGGCA T A T TGTGCGT CA TGGT T T T - - - GAA - T ACA - TGT A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A T - - - - - - - - - - - - - - - - - - C T A TGTGCGCAAA T T TGCA T ACAGC T A T T T A
A T T T T AGC T TGT A TGT C T T C TGACACA T T T AGT T T AGCGGT T T C T AAAGA T CACA T T T T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A TGT - - - - - - - - - - - - - - - - - T T 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 A T A T A T A T T A T A - T A T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A - TGCA T T T AA T A T AAC TGAC T A T T - - T T T T AAAA T TGTG - T TGTGT AC - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AGT A T AGCAAGC - - GT A TGC T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A - CGGGAGT A T T A T T A T T AACAAAA T - T C T T ACAGC T T T A - GTGT A T A T T A
- - - - - - - - - AC TGT T T A T T T T T A - - - - - - T C T AAAGGCGA T T TGT AAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T AC TGCGAC T TGCGAC T T TGC TGA T AAAA TGAGAAAAACAC - T C T TGGT T T A
- - - - - - - - - C T T C T T TGT CCACA T A - - - - T AAGACA T TGT T T CGC T AGGGT T A T A T A T T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T AGCGAAAGTGGAAAGACAGGC T A TGGC T AGAGGAAGT T CG - T A T T C T T T T -
AA T T CAA T T T T TGT T TGCAC T T CCA T T T TGGAAA T AGT T A T A T C T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A T TGGAAA T T A T AA T AGT AACAAAAAAAACAAGAAA T AA T A T AC T C T T T T A
- - - - - - - - - T A T A T A T A T A T A T A T T - - - - T T A T A T A T A T A T A T A T A T A T A T T A T A T T A T A T ACACGT CCGGT AA TGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A T T A T A T AA 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 A T AA T A T A T A T - -
A T A T T AAC T T T A T TGT A T T CAAGCA T A T A T AAAGT A T AA T T T T AAAAA TGT T C T AAA TGA T A T ACGT CCGGT AAGGT TGAA T C T AGGCA T AGGAA T T ACA - - - - - - - - - - A T CGCA T TGAAAACC T CC T A T TGC T AA TGT T T T T T TGCCAGCGCGGT A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - T T TGAGGA TGAA TGAAAA T T CC T AGA T C T CC TGT - -
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TE: rnd_5_family_18430.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: 5562bp; fragments: 126068; full length: 5 (>=5005.8bp)
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No TE domain detected

After TEtrimmer 5562 bp
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TE: rnd_5_family_18430.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
 size: 5875bp; fragments: 126288; full length: 5 (>=5287.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_18430

 size: 1904bp; fragments: 962; full length: 76 (>=1713.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

10
0

20
0

30
0

40
0

50
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500

0
50

0
10

00
15

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

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1904 bp



0 1000 2000 3000 4000 5000

ORF1 ORF6 ORF5

ORF3

ORF2

ORF4

DUF4817

HTH_Tnp_Tc3_2

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 250 500 750 1000 1250 1500 1750

ORF1

ORF5

ORF2

ORF3

ORF4

HTH_Tnp_Tc3_2

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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