
Start crop Point End crop Point

MSA length = 7126
T A T AGGT - - - ACAA T CAAA T T - T A TGA T T C T A T TGC T AAGGAGT T T T AA T CAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - AA T T T AA T T T T A T T A T T T AA T A T T AA T T T AA TGA T T AA T A T T TGA T A T T T
AA T A T T ACCGACAACACA - - - - - - - - - - AACGT ACA T AAAAAGT T TGT ACCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - AA T T TGGC T A T A T T A T T CAGTGT T CA T T T AA TGAC T AA T T T T T T A T A T T T
T A T AAA T C TGGC T A T AAGA T T - T A T T A T AA TGT C TGAAAAGCGT CAGAAGCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - AA TGCAA T T T TGT T A T CCAA T A T T AA T CGA T TGA T T AA T T T T T T A TGT T T
CACACAA - - - - - - - - - - - - - - - - - - - - - GAGGCCCA TGGT A - GGT AA T A T CAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - A T C T T AA T A T T AGT A T T C T A T A T T AA T T T AAAAA T T AAA T T T T T A T A T AG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T AA T T T T A T T A T T CAA T AGT AA T T T AA TGT T T AA T T T T T T AAA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CACA T A T C T TGCAACA T AA T T A T AA T C T AGGGCA T AAA T AA - GGGGAGA T CAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AGA T C T A T TGTGT CCCAA T AG - - - - - - AGGGC T T AAAAAAAGT T A T ACCCAAAGACA T C T AAA T AAAGGGAGACAAAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CA T T T TGA T T T T AA T AAAAACA T A T T A - - - - - C T AGA TGCAAGT C TGACGCAAAGACA T C T AAA T AAAGGGAGACAGAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T A TGAA T T A T T A T A T AA T T A T A T T AA T AGGT TGGAAGC - - GT TGGAAGCAAAGACA T C T AAA T AAAGGGAGACAGAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GACGT TGT CAA T AA T A T - T T T A T A T T A T T A TGT TGGTG - - - - - - - - T CACCAAAGACA T C T AAA T AAAGGGAGACAGAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GACGCGGGCG - - - - - - - - - - - - - - - - - - TGAGT TGGTGGG - - - T CC T CCCCAAAGACA T C T AAA T AAAGGGAGACAGAAC TGT T T ACA T T T T T T CGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_3340.fasta.b.bed_uf.bed_g_4.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: 7126bp; fragments: 2105; full length: 0 (>=6413.4bp)
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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 7126 bp
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TE: rnd_5_family_3340.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 7279bp; fragments: 2086; full length: 0 (>=6551.1bp)
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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_3340
 size: 6866bp; fragments: 1819; full length: 6 (>=6179.4bp)
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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

Before TEtrimmer 6866 bp



0 1000 2000 3000 4000 5000 6000 7000

ORF1 ORF2 ORF3

ORF9

ORF4 ORF8

ORF7

ORF5

ORF6

THAP

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 1000 2000 3000 4000 5000 6000

ORF1

ORF12

ORF11

ORF10

ORF2

ORF3

ORF9

ORF8

ORF4

ORF7 ORF6 ORF5

Tnp_P_element THAP

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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