
Start crop Point End crop Point

MSA length = 858
CA T T - - - - - - - - T A - - - A - AA T T T CAA T T T AGAGT T CC TGGCG - - - - GT T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCA - - - - - - GC - - - - - - - - - T T T AAAAACAC T T A T T T - - - - - - - - - - - - - - - T T AA T
- - - - - - - - - - - - - - - - - - - - - T AGT T T T A T ACCGGT ACAACCACG - - A T T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CAACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T A - A TGGTGGGC T AAA T AAAA T AAAA T AAAAAA - - - A - - - - - - - - - - - - - -
GGA T - - - - - - - - - - - - - - - - - T T A T A T C T T ACAACGCC T AAGGT AAGC T AAAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T A - - - - - - - - - GAA T T T AA T AAAAAC T AAC T AA - TGA - - CGTGC T T ACCAA
TGT T - - - - - - - ACG - - - GACAC T AGT T T T T T TGAGAACGA T AGT TGT C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGAACGCAGC T T AA - - - - - - - - GCAAC T TGT T T AA TGCGT T C - - T CGGT C T T CGC T T CCA T A
T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AAAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA TGGACAGTGT CGAC T CAGTGAGGACGCAGC T T A - GTGGAGCCGCGGCCAACGCA T AA T ACAC - - - - - - - - C T C T AA T T CGGC
T C T T - - T A T T T A T A - - A - - - - - - - - - - - - - - - - - - - - - AAAAGT T - - - T AAAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACAC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGGC T CAGTGAGGACGCAGC T T A - A TGT TGT A - CAGA T AA TGAA TGGT ACGGAA T TGA - - T CCGAC T CGCAC
- - - - - - - - - - - GT AGAA - - - - - - - - T AC T T ACCA T CCCAAAGGTGC T C T AAAGC TGCGT T C T CAC TGAA T CGACAC TGT CGA T CGA T CC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T AGACAGTGACGAC T CAGTGAGGACGCAGC T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACAGT T TGT AC
GCA TGAAA T T - A T AAAA TGAA T CGAC T T TGAAAA - - - - - - - - - - - T AC T AAAGC - - - - T CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T TGA T - - - - - - - - - - GT CGA T AGACA TGGT CGA T TGACAGTGT TGAC T CAGTGAGGACGCAGC T T A - AC TGTGAC - - - - - T AGAAAA T TG - - - - - - - - - - A - - GGCGACACC - - -
- - - - - - - - - - - - - - - - - - - - - T T T T T T T T T AAA T T - - - - - - - - - - GT A T T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T T - - - - - - - - - A T A T T T AAA T AAACC T ACA T - - - - - - - - - - - - - - - - - - - -
AA T T - - - - - - - - - - - - - - - - - T T A T CGGT CGT AAGT CCCAGAA T TGT C T T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - T T CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAAC T T T AC TGT TGGA T CAGGT T ACGGA TGGAGT C T - - - - - - - - C T TGAGT T C TGC
TGT T - - - - - - - - - - - - - GGAA T T T AAAAA T T CGGCCGCCGA T CGTGTGT AAAGC TGCGT CC T T AC TGA T T CAACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CAAAAGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T A - AGGT ACAA - - - T T T AACAACA TGC T T T T - - - - - - - - TGT A T C T - - - - -
GGT T AC TGT T CA T AAAA - - - - - - - - - - - - - - - - - - - - - AAAAA T T ACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGACGACGCAGC T T A - AAGT T - - - - - - T A T AGT A T A T TGTGCA - - - C TGA - - GT TGT T AAGTGT
TGTG - - - - - - - A T T - - - AACA T T T AA T CAAGGAGCC T TGAAAAA T - T C T AAACC TGCGT CC T CAC TGAGT CGACA T TGT CGA T CGACCC TGT C T A T AGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T A - A TG - - - - - - - - - - - - - - - - - - - - - T T T T - - - - - - - - CGTGT C T T C T CC
- - - - - - - - - - - - - - - - - - - - - T T T CCA T T T AAAAGCGTGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCA - - - - - - GT C T T ACA T CAC T T TGAAAAA T T ACC T T - - - TGA - - T C T T C T T TGCAC
A T T T AAAAGT CA T AAACAACA T T T T T AGT CAAA T - - - - - - - - - - - A TGT AAAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CCACAGTGT CGAC T CAGTGACGACGCAGC T T A - A T AAAGAC - CA T T AA T AAAA T TGG - - - - - - - - - A - - GA TGA T T T T T T T
CC T T - - - - - - - ACA - - - A TG - T CAC TGTGT A T AACAGT TGACA TGCGT CG - - - - CAGGT CCACACCAAA T CGACA TGGT CGA T CGACAGTGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T AGGTGT CGCCGACGTGCA T A TGGGA T A T CGAA T C T AA T T T T AC TGCCGA T
- - - - - - - - - - - - - - - - - - - AACA T A T T T T T AAA T T T T TGGA T T T T T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T CA - - - - - - - - T T A T T T T CAA - - - - - - - CAGCAA TGAA T CCAAGA TGT T AC
AA T T AAAACGC T T AAGA - - GC T CA T T T T A T A - - - - - - - TGT AA T T T T T C T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGCGAGGACGCAGC T T A - AGCCAAC T CCC T T T A - - - - - - - - - - - - - - - - - - - - - - - - TGT TGA T CA
AA - - AAAA T T CA T AAAAGAAAC TGACAGAGGT AC TGA TGGGT ACCC T C T T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CACCAGTGT CGAC T CAGTGAGGACGCAGC T T T AAGT T T C T CACGA T TGGCAACGTGT T T ACC T T TGAA T AC TGT AC T C T T C
- - - - - - - - - - - - - - - - - A - AAC T CA T CA T TGGGA T T T CGAAA - - - CCGT AAAGC TGCGT CC TGAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAG - - - - - - - - - - GCCGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGT - AGGACGCAGC T T A - ACGTGGCA T TGA T CGACAGAA T T AA T CG - - - - - - - - T T TGT T T T CCA T
- - - - - - - - - - - - - - - - - - - - - T C T CAA T TGGT T AC T T T T AA T A - - - - - - T AAGC TGCGT CC T CAC TGAGT CGACAC T C T CGA T CAACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGGC T CAGTGAGGAC T CA - - - - - - GTGAGGAAA T ACC T AAAA T AAA T CGT T T - - - - - - - - - - - - - - - - - - - T
CA TGGCAA T T T AAAAGGAAACC TGT T T C T T AAAAGC T TGAAAA T T AGC T T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TG - C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T T - A TGT AGCGA T A T T T AGT AAAA TGT T T CGAA - - - A - - AGCGA T T T A TGT
CA - - AAAA T T CACAAAA - AAA - - - - CACA TGAA - - - - - - - - - - - - GCA T T AAGC TGCG - - - - - - C TGAGT CGACAC TGT CGA T CGACAC TGT C T A T CGAC - - - - - - - - - - A T CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACCCAGC T T T A - - - - - - - - ACAAGT TGCAACAGA - - - - - - - - - - - - - - - - - - - - - - - - -
CA - - AAAA T T CA T AAAA - AAA - - GACACACGAACGCA T AAACA T T ACC T T AAGC TGCGT CC T CAC TGAGT CGACAC T A T CGA T CGACAC TGCC T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGAACGCAGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAAGC TGCGT CC T CAC TGAGT CGCCAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGA TGCAGC T T AA - - - - - - - - GCACCCAACAAAC T T T T T TG - - - - - - - - TGT T T T T T T T AC
- - - - - - - - - - - - - - - - - - - AAAGT A T T T T AA T A T T TGAGGA TGT T C T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T AA - - - - - - - - T T A T T T T CGAGAAAA T T T AGAAA - - AA T T TGA TGT T TGAC
- - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T CAC TGTGACAGT AGGAAACA T AAAAA T T TG - - - - - - - - T CCGA T CGCGAC
- - - - - - - - - - - - - - - - - AAAAC T T C TGT T TGAA - - - - - - - - - - - - - - GCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCAGC T T A - A TGGCA T TGCA T C TGAAAAA T CAGT T A TGA T TGG - - T T CGCGT T AAGT
TGA T - - - - - - - A T A - - - A - G - C TGCCA TGTGT AGT CA T - - - - AC TGT C T AAAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT T TGT CGA T CAGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGCCGCAGCAAC T AAAAAAAGA - - - - - AA T TGAC T T T TGTGT T CGAC
T AAG - - - - - - - GT A - - - A - G - C T T C T C T C TGTGA - - - - - - - - - - - - - C T AAAGC TGCGT CC T CAC T AAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGCCGCAGCCAC T AAAAAAAGA - - - - - AA T CGAA T T T TGGGT T CGAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT C T AC T CAGTGAGGACGCAGC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAAA - - - - - - - T CA - - - A - AA T T T - - - T T T AC TGC T A T AAGT A - - - - C T T AAGC TGCGT CC T CAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAC - - - - - - - - - - GT CGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGTGAGGACGCA - - - - - - GC T T T A T A - - - AC T AAAAAAGA T T C T AA - - - - - A - - - - - T A T T T CGAC
- - - - - - - - - - - - - - - - - A - AAC T CA T CA T TGGGA T T T CGAAA - - - CCGT AAAGC TGCGT CC TGAC TGAGT CGACAC TGT CGA T CGACCC TGT C T A T CGAG - - - - - - - - - - GCCGA T AGACA TGGT CGA T CGACAGTGT CGAC T CAGT - AGGACGCAGC T T A - ACGTGGCA T TGA T CGACAGAA T T AA T CG - - - - - - - - T T TGT T T T CCA T
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TE: rnd_5_family_13653.fasta.b.bed_uf.bed_g_2.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_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 858bp; fragments: 215; full length: 0 (>=772.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 858 bp
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TE: rnd_5_family_13653.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 1158bp; fragments: 222; full length: 0 (>=1042.2bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000

0
20

0
40

0
60

0
80

0
10

00

TE consensus self dotplot (bp)
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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_13653
 size: 728bp; fragments: 181; full length: 5 (>=655.2bp)
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T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400 500 600 700

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 728 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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